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23.60 23.70 23.64 27.70 27.74 27.74 4.08 binding;carbohydrate binding;glycosaminoglycan binding;heparin binding;pattern binding;polysaccharide bindingbiological regulation;cellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationextracellular matrix;proteinaceous extracellular matrixCoiledcoil;Completeproteome;Extracellularmatrix;Glycoprotein;Phosphoprotein;Referenceproteome;Secreted;SignalGO:0009987;GO:0010810;GO:0010811;GO:0016043;GO:0030155;GO:0030198;GO:0043062;GO:0045785;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0001871;GO:0005488;GO:0005539;GO:0008201;GO:0030246;GO:0030247GO:0005578;GO:0005604;GO:0005614;GO:0031012;GO:0044420;GO:0044421+ + 32 40 0 177.59 1 7.65 0 -30.95 Q6QD51 Coiled-coil domain-containing protein 80Ccdc80 sp|Q6QD51|CCD80_RAT Coiled-coil domain-containing protein 80 OS=Rattus norvegicus OX=10116 GN=Ccdc80 PE=1 SV=1
24.94 25.09 25.01 29.00 29.11 28.84 3.97 binding;carbohydrate binding;chemokine activity;chemokine receptor binding;CXCR chemokine receptor binding;CXCR3 chemokine receptor binding;cytokine activity;cytokine receptor binding;glycosaminoglycan binding;G-protein-coupled receptor binding;heparin binding;pattern binding;polysaccharide binding;protein binding;receptor bindingbiological regulation;cell activation;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular process;immune system process;locomotion;macromolecular complex assembly;protein complex assembly;response to biotic stimulus;response to chemical stimulus;response to external stimulus;response to stimulus;response to stress;signal transductioncell part;cytoplasmic membrane-bounded vesicle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleChemokine signaling pathway;Cytokine-cytokine receptor interactionChemotaxis;Completeproteome;Cytokine;Disulfidebond;Glycoprotein;Heparin-binding;Referenceproteome;Secreted;SignalGO:0001775;GO:0002237;GO:0002376;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0006140;GO:0006355;GO:0006357;GO:0006461;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0007165;GO:0007166;GO:0007186;GO:0009605;GO:0009607;GO:0009611;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010646;GO:0010647;GO:0016043;GO:0016477;GO:0016525;GO:0019219;GO:0019221;GO:0019222;GO:0022603;GO:0022607;GO:0023051;GO:0023056;GO:0030168;GO:0030334;GO:0030335;GO:0030595;GO:0030799;GO:0030801;GO:0030814;GO:0030816;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032101;GO:0032103;GO:0032496;GO:0032879;GO:0034097;GO:0040011;GO:0040012;GO:0040017;GO:0042127;GO:0042221;GO:0042330;GO:0043933;GO:0043949;GO:0043950;GO:0045595;GO:0045596;GO:0045637;GO:0045638;GO:0045652;GO:0045653;GO:0045765;GO:0045893;GO:0045935;GO:0045944;GO:0045981;GO:0048518;GO:0048519;GO:0048520;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GGO:0001664;GO:0001871;GO:0005102;GO:0005125;GO:0005126;GO:0005488;GO:0005515;GO:0005539;GO:0008009;GO:0008201;GO:0030246;GO:0030247;GO:0042379;GO:0045236;GO:0048248GO:0005615;GO:0016023;GO:0030141;GO:0031091;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464+ + 3 37.1 0 135.34 1 5.84 0 -21.13 P06765 Platelet factor 4 Pf4 sp|P06765|PLF4_RAT Platelet factor 4 OS=Rattus norvegicus OX=10116 GN=Pf4 PE=1 SV=1
24.87 24.46 23.17 27.47 27.67 27.81 3.48 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;serine-type endopeptidase inhibitor activityaging;biological regulation;coagulation;developmental process;immune system process;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein metabolic process;regulation of body fluid levels;response to stimulus;response to stressextracellular organelle;extracellular space;organelle;vesicleComplement and coagulation cascadesBloodcoagulation;Complementpathway;Completeproteome;Fibrinolysis;Glycoprotein;Hemostasis;Immunity;Innateimmunity;Proteaseinhibitor;Referenceproteome;Secreted;Serineproteaseinhibitor;SignalGO:0001868;GO:0001869;GO:0002252;GO:0002253;GO:0002376;GO:0002673;GO:0002682;GO:0002683;GO:0002684;GO:0002697;GO:0002698;GO:0002920;GO:0002921;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0007568;GO:0007596;GO:0007599;GO:0008152;GO:0009892;GO:0010466;GO:0010468;GO:0010605;GO:0010951;GO:0010955;GO:0019222;GO:0019538;GO:0030193;GO:0030195;GO:0030449;GO:0031347;GO:0031348;GO:0032101;GO:0032501;GO:0032502;GO:0042730;GO:0043086;GO:0043170;GO:0044092;GO:0044238;GO:0045087;GO:0045088;GO:0045824;GO:0045916;GO:0048518;GO:0048519;GO:0048583;GO:0048584;GO:0048585;GO:0050727;GO:0050776;GO:0050777;GO:0050778;GO:0050789;GO:0050790;GO:0050817;GO:0050818;GO:0050819;GO:0050878;GO:0050896;GO:0051239;GO:0051241;GO:0051246;GO:0051248;GO:0051336;GO:0051346;GO:0052547;GO:0052548;GO:0060255;GO:0061041;GO:0065007;GO:0065008;GO:0065009;GO:0070613;GO:0072376;GO:0080090;GO:0080134;GO:2000257;GO:2000258GO:0004857;GO:0004866;GO:0004867;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062;GO:0072562+ + 12 27 0 309.36 1 2.59 0 -5.61 Q6P734 Plasma protease C1 inhibitor Serping1 sp|Q6P734|IC1_RAT Plasma protease C1 inhibitor OS=Rattus norvegicus OX=10116 GN=Serping1 PE=2 SV=1
25.43 25.34 25.94 28.85 28.86 28.81 3.27 binding;carbohydrate binding;fibronectin binding;glycosaminoglycan binding;growth factor activity;heparin binding;integrin binding;pattern binding;polysaccharide binding;protein binding;protein complex binding;receptor bindingaging;anatomical structure development;anatomical structure formation involved in morphogenesis;biological adhesion;biological regulation;biosynthetic process;cell adhesion;cell communication;cell differentiation;cell motility;cell proliferation;cell-cell signaling;cellular component movement;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA metabolic process;establishment of localization;homeostatic process;ion transport;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of cell cycle;regulation of organelle organization;regulation of protein modification process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stress;secretion;signal transduction;signaling;transportcell cortex;cell part;cytosol;extracellular matrix;extracellular region;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;organelle;proteinaceous extracellular matrixCelladhesion;Completeproteome;Disulfidebond;DNAsynthesis;Extracellularmatrix;Heparin-binding;Referenceproteome;Secreted;SignalGO:0001101;GO:0001502;GO:0001503;GO:0001525;GO:0001558;GO:0001894;GO:0001932;GO:0001934;GO:0006139;GO:0006259;GO:0006807;GO:0006810;GO:0006811;GO:0006812;GO:0006816;GO:0006928;GO:0006937;GO:0006942;GO:0006950;GO:0007154;GO:0007155;GO:0007160;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007229;GO:0007267;GO:0007568;GO:0008016;GO:0008152;GO:0008283;GO:0008284;GO:0008543;GO:0009058;GO:0009059;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009891;GO:0009892;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010243;GO:0010260;GO:0010468;GO:0010556;GO:0010557;GO:0010562;GO:0010564;GO:0010604;GO:0010605;GO:0010627;GO:0010628;GO:0010629;GO:0010638;GO:0010646;GO:0010647;GO:0010712;GO:0010714;GO:0010740;GO:0010941;GO:0010942;GO:0010952;GO:0014070;GO:0014075;GO:0016337;GO:0016477;GO:0019220;GO:0019222;GO:0022610;GO:0023051;GO:0023052;GO:0023056;GO:0030001;GO:0030154;GO:0030324;GO:0031323;GO:0031325;GO:0031399;GO:0031401;GO:0031589;GO:0031960;GO:0032231;GO:0032233;GO:0032268;GO:0032270;GGO:0001871;GO:0001968;GO:0005102;GO:0005178;GO:0005488;GO:0005515;GO:0005539;GO:0008083;GO:0008201;GO:0030246;GO:0030247;GO:0032403GO:0005576;GO:0005578;GO:0005615;GO:0005794;GO:0005801;GO:0005829;GO:0005938;GO:0031012;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0048471+ + 19 61.1 0 323.31 2 4.21 0 -11.42 Q9R1E9;Q6IN11Connective tissue growth factor Ctgf sp|Q9R1E9|CTGF_RAT Connective tissue growth factor OS=Rattus norvegicus OX=10116 GN=Ctgf PE=2 SV=1;tr|Q6IN11|Q6IN11_RAT Connective tissue growth factor OS=Rattus norvegicus OX=10116 GN=Ccn2 PE=2 SV=1
24.50 23.46 25.44 27.65 27.78 27.28 3.11 extracellular organelle;organelle;vesicleCompleteproteome;Referenceproteome;SignalGO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 14 56.4 0 87.285 1 2.20 0.002065 -4.49 Q6AYE5 Out at first protein homolog Oaf sp|Q6AYE5|OAF_RAT Out at first protein homolog OS=Rattus norvegicus OX=10116 GN=Oaf PE=2 SV=1
24.76 24.88 25.24 27.84 27.87 28.30 3.05 enzyme activator activity;enzyme regulator activity;kinase activator activity;kinase regulator activity;protein kinase activator activity;protein kinase regulator activity;protein tyrosine kinase activator activity;receptor activator activity;receptor regulator activity;transmembrane receptor protein tyrosine kinase activator activityanatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell communication;cell death;cell morphogenesis;cell motility;cell-cell signaling;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;death;developmental process;extracellular matrix organization;extracellular structure organization;locomotion;multicellular organismal process;regulation of protein modification process;regulation of transport;signalingcell part;cell surface;extracellular spaceCompleteproteome;Cytokine;Disulfidebond;Glycoprotein;Referenceproteome;Secreted;SignalGO:0000902;GO:0000904;GO:0001558;GO:0001658;GO:0001763;GO:0001838;GO:0001932;GO:0001933;GO:0001952;GO:0002009;GO:0002042;GO:0002090;GO:0002092;GO:0002682;GO:0002683;GO:0002685;GO:0002686;GO:0002688;GO:0002689;GO:0003002;GO:0003256;GO:0003257;GO:0003337;GO:0003382;GO:0006355;GO:0006357;GO:0006915;GO:0006928;GO:0007154;GO:0007267;GO:0007389;GO:0008219;GO:0008284;GO:0008285;GO:0009653;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009953;GO:0009954;GO:0009966;GO:0009968;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010563;GO:0010604;GO:0010605;GO:0010628;GO:0010629;GO:0010646;GO:0010648;GO:0010717;GO:0010769;GO:0010810;GO:0010941;GO:0012501;GO:0016043;GO:0016202;GO:0016265;GO:0016477;GO:0019219;GO:0019220;GO:0019222;GO:0022603;GO:0022604;GO:0023051;GO:0023052;GO:0023057;GO:0030100;GO:0030111;GO:0030155;GO:0030178;GO:0030198;GO:0030199;GO:0030308;GO:0030326;GO:0030334;GO:0030336;GO:0030510;GO:0030514;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0031399;GO:0031400;GGO:0008047;GO:0019207;GO:0019209;GO:0019887;GO:0030234;GO:0030295;GO:0030296;GO:0030297;GO:0030545;GO:0030546GO:0005615;GO:0009986;GO:0044421;GO:0044464+ + 12 59.8 0 207.77 1 3.91 0 -9.94 O35793 Gremlin-1 Grem1 sp|O35793|GREM1_RAT Gremlin-1 OS=Rattus norvegicus OX=10116 GN=Grem1 PE=1 SV=1
24.43 24.55 25.11 27.27 27.93 27.82 2.98 binding;calcium ion binding;cation binding;dystroglycan binding;glycoprotein binding;ion binding;metal ion binding;protein binding;protein complex binding;structural constituent of muscle;structural molecule activityanatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cellular component organization;cellular process;cytoskeleton organization;developmental maturation;developmental process;establishment of localization;extracellular matrix organization;extracellular structure organization;interspecies interaction between organisms;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;multi-organism process;nuclear transport;nucleocytoplasmic transport;organelle organization;primary metabolic process;protein metabolic process;protein targeting;protein transport;proteolysis;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to stimulus;transportcell part;cell projection;cytoplasm;dystrophin-associated glycoprotein complex;extracellular organelle;extracellular region;extracellular space;filopodium;macromolecular complex;membrane;nucleoplasm;organelle;plasma membrane;protein complex;vesicleArrhythmogenic right ventricular cardiomyopathy (ARVC);Dilated cardiomyopathy;ECM-receptor interaction;Hypertrophic cardiomyopathy (HCM);Viral myocarditisCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000226;GO:0001763;GO:0002009;GO:0002011;GO:0006508;GO:0006509;GO:0006605;GO:0006606;GO:0006607;GO:0006810;GO:0006886;GO:0006913;GO:0006935;GO:0006996;GO:0007010;GO:0007016;GO:0007017;GO:0007155;GO:0007160;GO:0007272;GO:0007411;GO:0008152;GO:0008366;GO:0009605;GO:0009653;GO:0009719;GO:0009725;GO:0009966;GO:0009968;GO:0009987;GO:0010033;GO:0010627;GO:0010646;GO:0010648;GO:0010741;GO:0015031;GO:0016043;GO:0016340;GO:0017038;GO:0019048;GO:0019538;GO:0021682;GO:0021700;GO:0022011;GO:0022414;GO:0022415;GO:0022610;GO:0023051;GO:0023057;GO:0030198;GO:0030334;GO:0030336;GO:0031589;GO:0032292;GO:0032501;GO:0032502;GO:0032507;GO:0032879;GO:0033619;GO:0034453;GO:0035239;GO:0040011;GO:0040012;GO:0040013;GO:0042221;GO:0042330;GO:0042552;GO:0043062;GO:0043170;GO:0043408;GO:0043409;GO:0043434;GO:0044238;GO:0044419;GO:0045184;GO:0045185;GO:0046907;GO:0048519;GO:0048523;GO:0048583;GO:0048585;GO:0048729;GO:0048754;GO:0050789;GO:0050794;GO:0050896;GO:0051169;GO:0051170;GO:0051234;GO:0051235;GO:0051270;GO:0051271;GO:0051649;GGO:0001948;GO:0002162;GO:0005198;GO:0005488;GO:0005509;GO:0005515;GO:0008307;GO:0032403;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005604;GO:0005615;GO:0005654;GO:0005737;GO:0005886;GO:0005911;GO:0005912;GO:0005913;GO:0005924;GO:0005925;GO:0009279;GO:0016010;GO:0016011;GO:0016020;GO:0016021;GO:0016323;GO:0019867;GO:0030027;GO:0030054;GO:0030055;GO:0030175;GO:0031224;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0033268;GO:0042383;GO:0042995;GO:0043034;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044449;GO:0044459;GO:0044462;GO:0044463;GO:0044464;GO:0045121;GO:0065010;GO:0070062;GO:0070161;GO:0070938+ + 19 29.1 0 254.93 1 3.28 0 -7.58 F1M8K0 Dag1 tr|F1M8K0|F1M8K0_RAT Dystroglycan 1 OS=Rattus norvegicus OX=10116 GN=Dag1 PE=1 SV=1

NaN 22.44 22.89 26.16 25.91 24.82 2.96 + + 25 20.4 0 136.71 2 1.89 0.002072 -4.51 A0A0G2JWB6;A0A0G2KAH2 tr|A0A0G2JWB6|A0A0G2JWB6_RAT Peroxidasin OS=Rattus norvegicus OX=10116 GN=Pxdn PE=4 SV=1;tr|A0A0G2KAH2|A0A0G2KAH2_RAT Peroxidasin OS=Rattus norvegicus OX=10116 GN=Pxdn PE=4 SV=1
24.77 24.75 24.51 27.76 27.43 27.70 2.95 binding;lipid bindingbiosynthetic process;cell motility;cellular component movement;cellular metabolic process;cellular process;heterocycle metabolic process;lipid metabolic process;locomotion;metabolic process;primary metabolic process;small molecule metabolic process;vitamin metabolic processextracellular spacePPAR signaling pathwayCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006629;GO:0006766;GO:0006775;GO:0006928;GO:0008152;GO:0009058;GO:0009110;GO:0009987;GO:0010189;GO:0030317;GO:0040011;GO:0042360;GO:0042362;GO:0044237;GO:0044238;GO:0044249;GO:0044281;GO:0044283;GO:0046483;GO:0048870GO:0005488;GO:0008289GO:0005615;GO:0044421+ + 13 31.9 0 323.31 1 4.63 0 -12.74 E9PSP1 Pltp tr|E9PSP1|E9PSP1_RAT Phospholipid transfer protein OS=Rattus norvegicus OX=10116 GN=Pltp PE=1 SV=1
23.69 23.72 23.78 26.58 26.35 27.03 2.92 binding;calcium ion binding;catalytic activity;cation binding;epidermal growth factor receptor binding;epidermal growth factor-activated receptor activity;growth factor receptor binding;ion binding;kinase activity;metal ion binding;molecular transducer activity;phosphotransferase activity, alcohol group as acceptor;protein binding;protein kinase activity;protein tyrosine kinase activity;receptor activity;receptor binding;signal transducer activity;signaling receptor activity;transferase activity;transferase activity, transferring phosphorus-containing groups;transmembrane receptor protein kinase activity;transmembrane receptor protein tyrosine kinase activity;transmembrane signaling receptor activitybiological regulation;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;peptidyl-amino acid modification;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;response to stimulus;signal transductionextracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;vesicleCalcium;Completeproteome;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Growthfactor;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0006355;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007173;GO:0008152;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0016310;GO:0018108;GO:0018193;GO:0018212;GO:0019219;GO:0019222;GO:0019538;GO:0031323;GO:0031326;GO:0032330;GO:0032331;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045595;GO:0045596;GO:0048519;GO:0048523;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051171;GO:0051239;GO:0051252;GO:0051716;GO:0060255;GO:0061035;GO:0065007;GO:0080090;GO:2000026;GO:2000112GO:0003824;GO:0004672;GO:0004713;GO:0004714;GO:0004871;GO:0004872;GO:0004888;GO:0005006;GO:0005102;GO:0005154;GO:0005488;GO:0005509;GO:0005515;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0019199;GO:0038023;GO:0043167;GO:0043169;GO:0046872;GO:0060089;GO:0070851GO:0005578;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 10 25.8 0 269.37 2 3.89 0 -9.74 Q6AXN2;O35568EGF-containing fibulin-like extracellular matrix protein 1Efemp1 tr|Q6AXN2|Q6AXN2_RAT EGF-containing fibulin-like extracellular matrix protein 1 OS=Rattus norvegicus OX=10116 GN=Efemp1 PE=1 SV=1;sp|O35568|FBLN3_RAT EGF-containing fibulin-like extracellular matrix protein 1 OS=Rattus norvegicus OX=10116 GN=Efemp1 PE=1 SV

NaN 25.30 28.82 30.17 29.71 30.00 2.90 structural molecule activitybiological adhesion;biological regulation;cell activation;cell adhesion;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;coagulation;immune system process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein complex assembly;protein metabolic process;protein polymerization;regulation of body fluid levels;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stress;signal transductioncell cortex;cell part;cytoplasm;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleComplement and coagulation cascadesAdaptiveimmunity;Alternativesplicing;Bloodcoagulation;Coiledcoil;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hemostasis;Hydroxylation;Immunity;Innateimmunity;Phosphoprotein;Proteomicsidentification;Referenceproteome;Secreted;SignalGO:0001775;GO:0002376;GO:0002526;GO:0002791;GO:0002793;GO:0006461;GO:0006950;GO:0006952;GO:0006953;GO:0006954;GO:0006955;GO:0007155;GO:0007160;GO:0007165;GO:0007596;GO:0007599;GO:0008152;GO:0009611;GO:0009719;GO:0009725;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010470;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0010941;GO:0014070;GO:0014071;GO:0014072;GO:0016043;GO:0016337;GO:0017157;GO:0019229;GO:0019538;GO:0022407;GO:0022409;GO:0022603;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0030155;GO:0030168;GO:0031589;GO:0032355;GO:0032501;GO:0032879;GO:0032880;GO:0033595;GO:0034097;GO:0034109;GO:0034114;GO:0034116;GO:0034621;GO:0034622;GO:0042221;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0043278;GO:0043279;GO:0043408;GO:0043410;GO:0043623;GO:0043627;GO:0043933;GO:0044057;GO:0044238;GO:0045087;GO:0045785;GO:0045907;GO:0045921;GO:0045995;GO:0046883;GO:0046887;GO:0046898;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048583;GO:0048584;GO:0050708;GO:0050714;GGO:0005198GO:0005577;GO:0005615;GO:0005737;GO:0005783;GO:0005791;GO:0005938;GO:0009897;GO:0016023;GO:0030141;GO:0031091;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:00725625 5.5 0 12.912 2 0.94 0.05404 -2.04 Q7TQ70;P06399Fibrinogen alpha chain;Fibrinopeptide A;Fibrinogen alpha chainFga tr|Q7TQ70|Q7TQ70_RAT Ac1873 OS=Rattus norvegicus OX=10116 GN=Fga PE=1 SV=1;sp|P06399|FIBA_RAT Fibrinogen alpha chain OS=Rattus norvegicus OX=10116 GN=Fga PE=1 SV=3
28.37 26.13 26.00 28.96 29.04 30.66 2.72 binding;cation binding;ion binding;metal ion binding;structural molecule activitybiological adhesion;biological regulation;cell adhesion;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;protein complex assembly;protein polymerization;regulation of transport;response to chemical stimulus;response to stimulus;response to stress;signal transductioncell cortex;cell part;cytoplasm;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleComplement and coagulation cascades;Staphylococcus aureus infectionAlternativesplicing;Bloodcoagulation;Calcium;Coiledcoil;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hemostasis;Isopeptidebond;Metal-binding;Referenceproteome;Secreted;SignalGO:0002791;GO:0002793;GO:0006461;GO:0006950;GO:0006952;GO:0006954;GO:0007155;GO:0007160;GO:0007165;GO:0009611;GO:0009966;GO:0009967;GO:0009987;GO:0010035;GO:0010038;GO:0010470;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0010941;GO:0016043;GO:0016337;GO:0017157;GO:0019229;GO:0022407;GO:0022409;GO:0022603;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0030155;GO:0031589;GO:0032879;GO:0032880;GO:0034109;GO:0034114;GO:0034116;GO:0034621;GO:0034622;GO:0042221;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043408;GO:0043410;GO:0043623;GO:0043933;GO:0044057;GO:0045785;GO:0045907;GO:0045921;GO:0045995;GO:0046883;GO:0046887;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0050708;GO:0050714;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051222;GO:0051223;GO:0051239;GO:0051240;GO:0051258;GO:0051592;GO:0051716;GO:0060341;GO:0060548;GO:0060627;GO:0065003;GO:0065007;GO:0070201;GO:0070372;GO:0070374;GO:0070527;GO:0070587;GO:0071822;GO:0071840;GO:0071841;GGO:0005198;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005577;GO:0005737;GO:0005938;GO:0009897;GO:0016023;GO:0030141;GO:0031091;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:0072562+ + 12 25.2 0 323.31 1 1.35 0.01857 -2.60 P02680 Fibrinogen gamma chain Fgg sp|P02680|FIBG_RAT Fibrinogen gamma chain OS=Rattus norvegicus OX=10116 GN=Fgg PE=1 SV=3
23.34 22.93 24.12 26.34 26.16 25.90 2.67 binding;enzyme binding;misfolded protein binding;protein binding;protein N-terminus binding;ubiquitin protein ligase bindingaging;anatomical structure development;anatomical structure morphogenesis;biological regulation;cell activation;cell morphogenesis;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular macromolecular complex assembly;cellular membrane organization;cellular metabolic process;cellular process;developmental process;establishment of localization;immune system process;macromolecular complex assembly;macromolecule metabolic process;membrane organization;metabolic process;multicellular organismal process;multi-organism process;plasma membrane organization;primary metabolic process;protein complex assembly;protein folding;protein metabolic process;protein transport;regulation of protein modification process;regulation of protein stability;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stress;transportcell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;endoplasmic reticulum;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;neuron projection;nucleus;organelle;site of polarized growth;vesicleChaperone;Completeproteome;Cytoplasm;Cytoplasmicvesicle;Developmentalprotein;Differentiation;Directproteinsequencing;Disulfidebond;Endoplasmicreticulum;Glycoprotein;Membrane;Microsome;Mitochondrion;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Secreted;Signal;Spermatogenesis;UblconjugationGO:0000902;GO:0001774;GO:0001775;GO:0001817;GO:0001819;GO:0002274;GO:0002376;GO:0006355;GO:0006457;GO:0006461;GO:0006810;GO:0006950;GO:0006979;GO:0007009;GO:0007276;GO:0007283;GO:0007568;GO:0008152;GO:0008284;GO:0009314;GO:0009416;GO:0009607;GO:0009611;GO:0009615;GO:0009628;GO:0009653;GO:0009889;GO:0009891;GO:0009893;GO:0009894;GO:0009896;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010468;GO:0010556;GO:0010604;GO:0010608;GO:0010941;GO:0010942;GO:0015031;GO:0016043;GO:0016044;GO:0017038;GO:0019219;GO:0019222;GO:0019538;GO:0022414;GO:0022607;GO:0030030;GO:0030162;GO:0031018;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031329;GO:0031331;GO:0031333;GO:0031396;GO:0031398;GO:0031399;GO:0031401;GO:0031647;GO:0032268;GO:0032270;GO:0032286;GO:0032434;GO:0032436;GO:0032459;GO:0032460;GO:0032462;GO:0032463;GO:0032501;GO:0032502;GO:0032680;GO:0032760;GO:0032989;GO:0032990;GO:0034621;GO:0034622;GO:0035864;GO:0035966;GO:0042116;GO:0042127;GO:0042176;GO:0042221;GO:0042981;GO:0043065;GO:0043066;GO:0043067;GO:0043068;GGO:0005488;GO:0005515;GO:0019899;GO:0031625;GO:0047485;GO:0051787GO:0005615;GO:0005634;GO:0005737;GO:0005739;GO:0005783;GO:0005829;GO:0016020;GO:0016023;GO:0016234;GO:0016235;GO:0030141;GO:0030426;GO:0030427;GO:0031012;GO:0031090;GO:0031410;GO:0031966;GO:0031982;GO:0031988;GO:0032991;GO:0032994;GO:0034358;GO:0034364;GO:0034366;GO:0042583;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:0048471;GO:0065010;GO:0070062;GO:0072562+ + 13 30.6 0 168.17 3 2.69 0 -5.64 P05371;G3V836;A0A0G2KB42Clusterin;Clusterin beta chain;Clusterin alpha chain;ClusterinClu sp|P05371|CLUS_RAT Clusterin OS=Rattus norvegicus OX=10116 GN=Clu PE=1 SV=2;tr|G3V836|G3V836_RAT Clusterin OS=Rattus norvegicus OX=10116 GN=Clu PE=1 SV=1

NaN 22.98 22.85 25.73 25.70 25.28 2.65 binding;growth factor binding;insulin-like growth factor binding;insulin-like growth factor I binding;insulin-like growth factor II binding;protein bindingbiological regulation;cell proliferation;cellular process;response to stimulus;response to stress;signal transductionextracellular space Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Growthfactorbinding;Referenceproteome;Secreted;SignalGO:0001558;GO:0006109;GO:0006950;GO:0006952;GO:0006954;GO:0007165;GO:0008283;GO:0009611;GO:0009966;GO:0009967;GO:0009987;GO:0010627;GO:0010646;GO:0010647;GO:0010675;GO:0010740;GO:0010906;GO:0019222;GO:0023051;GO:0023056;GO:0031323;GO:0035556;GO:0040008;GO:0043408;GO:0043410;GO:0043567;GO:0043568;GO:0044342;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0050896;GO:0051128;GO:0051716;GO:0065007;GO:0080090GO:0005488;GO:0005515;GO:0005520;GO:0019838;GO:0031994;GO:0031995GO:0005615;GO:0044421+ + 6 26.8 0 28.015 1 3.06 0 -8.97 P21744 Insulin-like growth factor-binding protein 4Igfbp4 sp|P21744|IBP4_RAT Insulin-like growth factor-binding protein 4 OS=Rattus norvegicus OX=10116 GN=Igfbp4 PE=1 SV=2
24.52 24.91 24.21 26.70 26.83 27.82 2.57 binding;cytokine activity;cytokine receptor binding;hormone binding;inhibin binding;peptide binding;peptide hormone binding;protein binding;protein dimerization activity;protein heterodimerization activity;receptor binding;transforming growth factor beta receptor bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;biosynthetic process;cell development;cell differentiation;cellular metabolic process;cellular process;developmental process;establishment of localization;growth;hormone transport;lipid transport;macromolecule metabolic process;metabolic process;molting cycle;multicellular organismal process;regulation of cell cycle;regulation of protein modification process;regulation of transport;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;rhythmic process;secretion;signal transduction;transportactivin complex;extracellular region;extracellular space;inhibin complex;macromolecular complex;protein complexCytokine-cytokine receptor interaction;TGF-beta signaling pathwayCleavageonpairofbasicresidues;Completeproteome;Disulfidebond;Glycoprotein;Growthfactor;Hormone;Referenceproteome;Secreted;SignalGO:0000082;GO:0001541;GO:0001558;GO:0001932;GO:0001934;GO:0001942;GO:0002244;GO:0002682;GO:0003006;GO:0006355;GO:0006357;GO:0006810;GO:0006869;GO:0007050;GO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0008152;GO:0008285;GO:0008406;GO:0008544;GO:0008584;GO:0009058;GO:0009059;GO:0009653;GO:0009719;GO:0009725;GO:0009887;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009914;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010562;GO:0010604;GO:0010627;GO:0010628;GO:0010646;GO:0010647;GO:0010817;GO:0010862;GO:0010941;GO:0019219;GO:0019220;GO:0019222;GO:0020027;GO:0022402;GO:0022404;GO:0022405;GO:0022414;GO:0022602;GO:0023051;GO:0023056;GO:0023061;GO:0030154;GO:0030308;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031399;GO:0031401;GO:0032268;GO:0032270;GO:0032276;GO:0032354;GO:0032501;GO:0032502;GO:0032844;GO:0032870;GO:0032879;GO:0032924;GO:0032940;GO:0033993;GO:0034645;GO:0034698;GO:0035929;GO:0035987;GO:0040007;GO:0040008;GO:0042127;GO:0042221;GO:0042303;GO:0042325;GO:0042327;GGO:0005102;GO:0005125;GO:0005126;GO:0005160;GO:0005488;GO:0005515;GO:0017046;GO:0034711;GO:0042277;GO:0042562;GO:0046982;GO:0046983GO:0005576;GO:0005615;GO:0032991;GO:0043234;GO:0043509;GO:0043511;GO:0043512;GO:0044421;GO:0048180+ + 25 53.3 0 278.04 1 2.50 0 -5.09 P18331 Inhibin beta A chain Inhba sp|P18331|INHBA_RAT Inhibin beta A chain OS=Rattus norvegicus OX=10116 GN=Inhba PE=2 SV=1
25.27 25.94 25.31 28.02 27.84 28.10 2.48 binding;calcium ion binding;cation binding;extracellular matrix structural constituent;ion binding;metal ion binding;structural molecule activityanatomical structure development;anatomical structure morphogenesis;biological regulation;cellular process;developmental process;response to chemical stimulus;response to endogenous stimulus;response to stimulusextracellular matrix;extracellular organelle;extracellular region;extracellular space;organelle;vesicleCompleteproteome;Disulfidebond;EGF-likedomain;Proteomicsidentification;Referenceproteome;RepeatGO:0001501;GO:0001656;GO:0001822;GO:0007507;GO:0009653;GO:0009719;GO:0009987;GO:0010033;GO:0032502;GO:0042221;GO:0048513;GO:0048583;GO:0048731;GO:0048856;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0070848;GO:0070887;GO:0071310;GO:0071363;GO:0071495;GO:0071559;GO:0071560;GO:0090287GO:0005198;GO:0005201;GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0001527;GO:0005576;GO:0005604;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043205;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 62 27.7 0 323.31 1 3.37 0 -7.49 G3V9M6 Fbn1 tr|G3V9M6|G3V9M6_RAT Fibrillin 1 OS=Rattus norvegicus OX=10116 GN=Fbn1 PE=1 SV=1
27.06 26.96 27.76 30.03 29.64 29.45 2.45 binding;carbohydrate binding;CCR chemokine receptor binding;CCR2 chemokine receptor binding;chemokine activity;chemokine receptor binding;cytokine activity;cytokine receptor binding;glycosaminoglycan binding;G-protein-coupled receptor binding;heparin binding;pattern binding;polysaccharide binding;protein binding;receptor bindingaging;anatomical structure morphogenesis;biological regulation;cell communication;cell motility;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular process;cytoskeleton organization;developmental process;homeostatic process;immune system process;locomotion;multicellular organismal process;organelle organization;regulation of transport;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to heat;response to stimulus;response to stress;signal transductioncell body;cell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;neuron projection;neuronal cell body;organelle;synapse;vesicleChemokine signaling pathway;Cytokine-cytokine receptor interactionChemotaxis;Completeproteome;Cytokine;Disulfidebond;Glycoprotein;Inflammatoryresponse;Pyrrolidonecarboxylicacid;Referenceproteome;Secreted;SignalGO:0000165;GO:0001101;GO:0001666;GO:0001817;GO:0001819;GO:0001910;GO:0001912;GO:0001936;GO:0001938;GO:0002237;GO:0002376;GO:0002523;GO:0002548;GO:0002682;GO:0002683;GO:0002684;GO:0002685;GO:0002686;GO:0002687;GO:0002688;GO:0002689;GO:0002690;GO:0002691;GO:0002693;GO:0002694;GO:0002696;GO:0002697;GO:0002699;GO:0006873;GO:0006874;GO:0006875;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006954;GO:0006996;GO:0007010;GO:0007154;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007178;GO:0007179;GO:0007243;GO:0007568;GO:0007584;GO:0008284;GO:0008347;GO:0008360;GO:0009266;GO:0009314;GO:0009408;GO:0009605;GO:0009607;GO:0009611;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009887;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0009991;GO:0010033;GO:0010212;GO:0010243;GO:0010332;GO:0010556;GO:0010557;GO:0010574;GO:0010604;GO:0010646;GO:0010647;GO:0010712;GO:0010714;GO:0010758;GO:0010759;GO:0010941;GO:0010959;GO:0014075;GO:0014823;GO:0016043;GO:0016477;GO:0016525;GO:0019221;GO:0019222;GO:0019725;GO:0022407;GGO:0001664;GO:0001871;GO:0005102;GO:0005125;GO:0005126;GO:0005488;GO:0005515;GO:0005539;GO:0008009;GO:0008201;GO:0030246;GO:0030247;GO:0031727;GO:0042379;GO:0048020GO:0005615;GO:0005737;GO:0005783;GO:0005791;GO:0016023;GO:0030139;GO:0030425;GO:0031410;GO:0031982;GO:0031988;GO:0033267;GO:0042995;GO:0043005;GO:0043025;GO:0043204;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043679;GO:0044297;GO:0044306;GO:0044421;GO:0044424;GO:0044444;GO:0044463;GO:0044464;GO:0045202;GO:0048471+ + 7 25.7 0 169.83 1 2.90 0 -6.10 P14844 C-C motif chemokine 2 Ccl2 sp|P14844|CCL2_RAT C-C motif chemokine 2 OS=Rattus norvegicus OX=10116 GN=Ccl2 PE=2 SV=1
24.14 24.21 23.91 26.63 27.15 25.81 2.44 binding;catalytic activity;cation binding;copper ion binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-NH2 group of donors;oxidoreductase activity, acting on the CH-NH2 group of donors, oxygen as acceptor;protein-lysine 6-oxidase activity;transition metal ion bindinganatomical structure development;cellular component assembly;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;response to stresscell part;extracellular matrix;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;proteinaceous extracellular matrixCompleteproteome;Copper;Directproteinsequencing;Disulfidebond;Glycoprotein;LTQ;Metal-binding;Oxidoreductase;Referenceproteome;Secreted;Signal;TPQGO:0001568;GO:0006950;GO:0009611;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0016043;GO:0022607;GO:0030198;GO:0030199;GO:0030324;GO:0032502;GO:0042060;GO:0042221;GO:0042493;GO:0043062;GO:0048251;GO:0048513;GO:0048545;GO:0048856;GO:0050896;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0085029GO:0003824;GO:0004720;GO:0005488;GO:0005507;GO:0016491;GO:0016638;GO:0016641;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005578;GO:0005581;GO:0005615;GO:0005634;GO:0031012;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044420;GO:0044421;GO:0044424;GO:0044464+ + 8 33.1 0 200.63 1 2.43 0 -4.86 P16636 Protein-lysine 6-oxidase Lox sp|P16636|LYOX_RAT Protein-lysine 6-oxidase OS=Rattus norvegicus OX=10116 GN=Lox PE=1 SV=2
22.80 24.09 24.05 25.98 26.19 25.93 2.39 binding;catalytic activity;cytoskeletal protein binding;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;identical protein binding;motor activity;nitric-oxide synthase regulator activity;nucleoside-triphosphatase activity;protein binding;protein dimerization activity;protein homodimerization activity;pyrophosphatase activityanatomical structure development;biological regulation;biosynthetic process;cell death;cell recognition;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;death;developmental process;establishment of localization;macromolecule metabolic process;metabolic process;neurotransmitter metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic process;transportcell part;centrosome;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;kinetochore;macromolecular complex;membrane;microtubule organizing center;mitochondrion;nucleus;organelle;protein complex;vesicleVasopressin-regulated water reabsorption3D-structure;Acetylation;Activator;Apoptosis;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Dynein;Microtubule;Mitochondrion;Motorprotein;Nucleus;Phosphoprotein;Referenceproteome;Transcription;Transcriptionregulation;TransportGO:0001505;GO:0006139;GO:0006351;GO:0006355;GO:0006807;GO:0006809;GO:0006810;GO:0006915;GO:0007017;GO:0008037;GO:0008038;GO:0008039;GO:0008152;GO:0008219;GO:0009058;GO:0009059;GO:0009889;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010563;GO:0012501;GO:0016070;GO:0016265;GO:0019219;GO:0019220;GO:0019222;GO:0021762;GO:0031323;GO:0031324;GO:0031326;GO:0032502;GO:0032774;GO:0034641;GO:0034645;GO:0042133;GO:0042325;GO:0042326;GO:0043086;GO:0043170;GO:0044092;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044271;GO:0045936;GO:0046209;GO:0048519;GO:0048523;GO:0048856;GO:0050789;GO:0050790;GO:0050794;GO:0051171;GO:0051174;GO:0051234;GO:0051252;GO:0060255;GO:0065007;GO:0065008;GO:0065009;GO:0080090;GO:0090304;GO:2000112GO:0003774;GO:0003824;GO:0004857;GO:0005488;GO:0005515;GO:0008092;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017111;GO:0019899;GO:0030234;GO:0030235;GO:0042802;GO:0042803;GO:0046983GO:0000776;GO:0005634;GO:0005737;GO:0005739;GO:0005813;GO:0005815;GO:0005819;GO:0005829;GO:0005868;GO:0005874;GO:0005875;GO:0008180;GO:0016020;GO:0016459;GO:0030286;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0072686+ + 4 50.6 0 246.63 3 2.28 0.002 -4.48 P63170;Q78P75;A0A0G2JU43Dynein light chain 1, cytoplasmic;Dynein light chain 2, cytoplasmicDynll1;Dynll2 sp|P63170|DYL1_RAT Dynein light chain 1, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Dynll1 PE=1 SV=1;sp|Q78P75|DYL2_RAT Dynein light chain 2, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Dynll2 PE=1 SV=1;tr|A0A0G2JU43|A0A0G2JU43_RAT Dynein light chain OS
29.61 29.71 29.48 31.83 31.31 32.81 2.38 binding;calcium ion binding;cation binding;extracellular matrix binding;ion binding;metal ion bindinganatomical structure development;biological regulation;cellular process;developmental process;multicellular organismal process;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stress;signal transductioncell part;cell surface;cytoplasm;extracellular space;intracellular;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;vesicleBasementmembrane;Calcium;Completeproteome;Copper;Directproteinsequencing;Disulfidebond;Extracellularmatrix;Glycoprotein;Metal-binding;Referenceproteome;Secreted;SignalGO:0001503;GO:0001936;GO:0001937;GO:0002237;GO:0006950;GO:0007165;GO:0007507;GO:0007584;GO:0008285;GO:0009605;GO:0009607;GO:0009611;GO:0009628;GO:0009629;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010288;GO:0010594;GO:0010595;GO:0016525;GO:0022603;GO:0022604;GO:0030324;GO:0030334;GO:0030335;GO:0031667;GO:0031960;GO:0032496;GO:0032501;GO:0032502;GO:0032879;GO:0033273;GO:0033591;GO:0034097;GO:0040012;GO:0040017;GO:0042060;GO:0042127;GO:0042221;GO:0043434;GO:0045471;GO:0045765;GO:0046686;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048839;GO:0048856;GO:0050678;GO:0050680;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051128;GO:0051239;GO:0051270;GO:0051272;GO:0051384;GO:0051591;GO:0051592;GO:0051716;GO:0060348;GO:0065007;GO:0070848;GO:0070887;GO:0071310;GO:0071363;GO:2000026;GO:2000145;GO:2000147GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872;GO:0050840GO:0005604;GO:0005615;GO:0005622;GO:0005634;GO:0005737;GO:0009986;GO:0012506;GO:0016020;GO:0016363;GO:0030659;GO:0030667;GO:0031090;GO:0031092;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044433;GO:0044444;GO:0044446;GO:0044464+ + 17 62.8 0 323.31 1 2.24 0.001901 -4.39 P16975 SPARC Sparc sp|P16975|SPRC_RAT SPARC OS=Rattus norvegicus OX=10116 GN=Sparc PE=1 SV=4
22.01 23.18 22.28 24.98 24.83 24.65 2.33 binding;chemokine activity;chemokine receptor binding;CXCR chemokine receptor binding;cytokine activity;cytokine receptor binding;G-protein-coupled receptor binding;protein binding;receptor bindingbiological regulation;cell death;cell motility;cellular component movement;cellular homeostasis;cellular ion homeostasis;cellular process;death;homeostatic process;immune system process;locomotion;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to heat;response to stimulus;response to stress;signal transductionextracellular spaceChemokine signaling pathway;Cytokine-cytokine receptor interactionChemotaxis;Completeproteome;Cytokine;Directproteinsequencing;Disulfidebond;Inflammatoryresponse;Referenceproteome;Secreted;SignalGO:0001975;GO:0002237;GO:0002376;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0006873;GO:0006874;GO:0006875;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0007165;GO:0007166;GO:0007186;GO:0007204;GO:0008219;GO:0009266;GO:0009314;GO:0009408;GO:0009605;GO:0009607;GO:0009611;GO:0009628;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0010212;GO:0010243;GO:0010332;GO:0014075;GO:0016265;GO:0016477;GO:0019221;GO:0019725;GO:0030003;GO:0030334;GO:0030335;GO:0030593;GO:0030595;GO:0031960;GO:0032101;GO:0032103;GO:0032355;GO:0032496;GO:0032879;GO:0034097;GO:0040011;GO:0040012;GO:0040017;GO:0042060;GO:0042127;GO:0042221;GO:0042330;GO:0042592;GO:0043627;GO:0048518;GO:0048520;GO:0048522;GO:0048545;GO:0048583;GO:0048584;GO:0048870;GO:0048878;GO:0050789;GO:0050794;GO:0050795;GO:0050801;GO:0050896;GO:0050900;GO:0050920;GO:0050921;GO:0051270;GO:0051272;GO:0051384;GO:0051480;GO:0051716;GO:0055065;GO:0055074;GO:0055080;GO:0055082;GO:0060326;GO:0065007;GO:0065008;GO:0070098;GO:0070555;GGO:0001664;GO:0005102;GO:0005125;GO:0005126;GO:0005488;GO:0005515;GO:0008009;GO:0042379;GO:0045236GO:0005615;GO:0044421+ + 3 49 0 72.586 1 2.50 0 -5.00 P30348 C-X-C motif chemokine 2 Cxcl2 sp|P30348|CXCL2_RAT C-X-C motif chemokine 2 OS=Rattus norvegicus OX=10116 GN=Cxcl2 PE=1 SV=1
23.17 23.66 25.32 26.28 26.73 26.10 2.32 catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on the aldehyde or oxo group of donors;oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptorCompleteproteome;Oxidoreductase;ReferenceproteomeGO:0003824;GO:0016491;GO:0016620;GO:0016903+ + 4 11.3 0 39.402 1 1.57 0.009423 -2.99 F1M4G6 tr|F1M4G6|F1M4G6_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1
26.65 25.90 27.05 28.99 29.18 28.38 2.32 anatomical structure development;biological adhesion;biological regulation;cell adhesion;cellular process;developmental processextracellular matrix;extracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001558;GO:0007155;GO:0009987;GO:0022610;GO:0032502;GO:0040008;GO:0048839;GO:0048856;GO:0050789;GO:0050794;GO:0051128;GO:0065007GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 16 62.6 0 323.31 1 2.30 0.002087 -4.50 F1M9B2 Igfbp7 tr|F1M9B2|F1M9B2_RAT Insulin-like growth factor binding protein 7, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Igfbp7 PE=1 SV=2
29.49 28.90 28.77 31.22 31.43 31.30 2.26 biological regulation;cell activation;cell differentiation;cellular metabolic process;cellular process;developmental process;homeostatic process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;response to biotic stimulus;response to chemical stimulus;response to drug;response to stimuluscell part;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;MHC protein complex;organelle;protein complex;vesicleAntigen processing and presentation3D-structure;Completeproteome;Directproteinsequencing;Disulfidebond;Immunity;Immunoglobulindomain;MHCI;Referenceproteome;Secreted;SignalGO:0001775;GO:0001894;GO:0001895;GO:0001910;GO:0001912;GO:0001914;GO:0001916;GO:0002237;GO:0002376;GO:0002428;GO:0002474;GO:0002475;GO:0002477;GO:0002478;GO:0002481;GO:0002521;GO:0002682;GO:0002684;GO:0002697;GO:0002699;GO:0002703;GO:0002705;GO:0002706;GO:0002708;GO:0002709;GO:0002711;GO:0002819;GO:0002821;GO:0002822;GO:0002824;GO:0006457;GO:0008152;GO:0009607;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0019538;GO:0019882;GO:0019884;GO:0030098;GO:0030154;GO:0030217;GO:0031341;GO:0031343;GO:0032502;GO:0033077;GO:0042026;GO:0042110;GO:0042221;GO:0042493;GO:0042592;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045321;GO:0046649;GO:0046686;GO:0048002;GO:0048518;GO:0048583;GO:0048584;GO:0048869;GO:0048878;GO:0050776;GO:0050778;GO:0050789;GO:0050801;GO:0050896;GO:0055072;GO:0055080;GO:0060249;GO:0065007;GO:0065008GO:0005615;GO:0005794;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0042611;GO:0042612;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 6 52.1 0 98.221 1 3.22 0 -6.86 P07151 Beta-2-microglobulin B2m sp|P07151|B2MG_RAT Beta-2-microglobulin OS=Rattus norvegicus OX=10116 GN=B2m PE=1 SV=1
23.03 23.00 23.58 25.40 25.21 25.70 2.23 antigen binding;binding;peptide antigen binding;peptide binding;protein binding;receptor bindingbiological regulation;immune system process;response to stimuluscell part;macromolecular complex;membrane;MHC protein complex;plasma membrane;protein complexAllograft rejection;Antigen processing and presentation;Autoimmune thyroid disease;Cell adhesion molecules (CAMs);Endocytosis;Graft-versus-host disease;Natural killer cell mediated cytotoxicity;Phagosome;Type I diabetes mellitus;Viral myocarditisCompleteproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Immunity;Membrane;MHCI;Referenceproteome;Signal;Transmembrane;TransmembranehelixGO:0001910;GO:0001912;GO:0001914;GO:0001916;GO:0002376;GO:0002474;GO:0002682;GO:0002684;GO:0002697;GO:0002699;GO:0002703;GO:0002705;GO:0002706;GO:0002708;GO:0002709;GO:0002711;GO:0002819;GO:0002821;GO:0002822;GO:0002824;GO:0006955;GO:0019882;GO:0031341;GO:0031343;GO:0048002;GO:0048518;GO:0048583;GO:0048584;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0065007GO:0003823;GO:0005102;GO:0005488;GO:0005515;GO:0042277;GO:0042605GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0032991;GO:0042611;GO:0042612;GO:0043234;GO:0044425;GO:0044459;GO:0044464+ + 8 25.4 0 16.054 1 3.16 0 -6.66 P15978 Class I histocompatibility antigen, Non-RT1.A alpha-1 chainRT1-Aw2 sp|P15978|HA11_RAT Class I histocompatibility antigen, Non-RT1.A alpha-1 chain OS=Rattus norvegicus OX=10116 GN=RT1-Aw2 PE=1 SV=1
23.22 23.11 NaN 25.42 25.67 24.99 2.19 binding;hormone activity;protein binding;receptor bindingbiological regulation;cell differentiation;cellular process;developmental process;response to abiotic stimulus;response to stimulus;response to stressextracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Glycoprotein;Hormone;Referenceproteome;Secreted;SignalGO:0006950;GO:0009266;GO:0009409;GO:0009628;GO:0009987;GO:0014823;GO:0014850;GO:0030154;GO:0031347;GO:0031348;GO:0032101;GO:0032102;GO:0032502;GO:0032844;GO:0032846;GO:0045444;GO:0045595;GO:0045597;GO:0045598;GO:0045600;GO:0048518;GO:0048519;GO:0048522;GO:0048583;GO:0048585;GO:0048869;GO:0050727;GO:0050728;GO:0050789;GO:0050793;GO:0050794;GO:0050873;GO:0050896;GO:0051094;GO:0051239;GO:0051240;GO:0065007;GO:0080134;GO:0090335;GO:0090336;GO:2000505;GO:2000507GO:0005102;GO:0005179;GO:0005488;GO:0005515GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 7 31 0 69.827 2 2.45 0 -6.09 A0A0G2K1P2;Q5RJL6Meteorin-like protein Metrnl tr|A0A0G2K1P2|A0A0G2K1P2_RAT Meteorin-like protein OS=Rattus norvegicus OX=10116 GN=Metrnl PE=4 SV=1;sp|Q5RJL6|METRL_RAT Meteorin-like protein OS=Rattus norvegicus OX=10116 GN=Metrnl PE=2 SV=1
24.09 23.62 24.86 25.98 26.13 26.91 2.15 anatomical structure development;biological regulation;developmental processextracellular region GO:0006355;GO:0009889;GO:0009890;GO:0009892;GO:0009966;GO:0009968;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0010646;GO:0010648;GO:0010894;GO:0019216;GO:0019218;GO:0019219;GO:0019222;GO:0023051;GO:0023057;GO:0030111;GO:0030178;GO:0030325;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0031943;GO:0031944;GO:0031946;GO:0031947;GO:0032344;GO:0032345;GO:0032347;GO:0032348;GO:0032350;GO:0032351;GO:0032353;GO:0032502;GO:0045833;GO:0045892;GO:0045934;GO:0045939;GO:0046885;GO:0046890;GO:0048513;GO:0048519;GO:0048523;GO:0048583;GO:0048585;GO:0048732;GO:0048856;GO:0050789;GO:0050794;GO:0050810;GO:0051055;GO:0051171;GO:0051172;GO:0051252;GO:0051253;GO:0060255;GO:0060828;GO:0065007;GO:0080090;GO:0090030;GO:0090032;GO:0090090;GO:2000064;GO:2000065;GO:2000112;GO:2000113GO:0005576+ + 10 33.9 0 183.66 1 2.01 0.002165 -3.82 B1H219 Dkk3 tr|B1H219|B1H219_RAT Dickkopf WNT-signaling pathway inhibitor 3 OS=Rattus norvegicus OX=10116 GN=Dkk3 PE=2 SV=1
24.29 24.10 25.55 26.93 26.76 26.58 2.11 Completeproteome;Referenceproteome + + 7 27.6 0 38.524 3 1.98 0.002087 -3.74 F1M9Z5;F1LX02;A0A0G2JZB3 Cd300le tr|F1M9Z5|F1M9Z5_RAT Cd300 molecule-like family member E OS=Rattus norvegicus OX=10116 GN=Cd300le PE=4 SV=2
22.34 22.29 23.36 24.70 25.06 24.53 2.10 protein transporter activity;substrate-specific transporter activity;transporter activitycellular process;endosome transport;establishment of localization;protein transport;transport;vesicle-mediated transportcell part;cytosol;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;retromer complex;vesicleCompleteproteome;Cytoplasm;Endosome;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0016197;GO:0042147;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0005215;GO:0008565;GO:0022892GO:0005768;GO:0005769;GO:0005829;GO:0010008;GO:0016020;GO:0030904;GO:0031090;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 13 43.7 0 60.709 2 2.26 0.001829 -4.34 Q6AY86;A0A0G2JXT0Vacuolar protein sorting-associated protein 26AVps26a sp|Q6AY86|VP26A_RAT Vacuolar protein sorting-associated protein 26A OS=Rattus norvegicus OX=10116 GN=Vps26a PE=1 SV=1;tr|A0A0G2JXT0|A0A0G2JXT0_RAT Vacuolar protein sorting-associated protein 26A OS=Rattus norvegicus OX=10116 GN=Vps26a PE=1 SV=1
24.21 24.51 25.04 26.46 26.61 26.58 1.96 binding;binding, bridging;cytoskeletal protein binding;microtubule binding;protein binding;protein binding, bridging;tubulin bindingbiological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organizationcell body;cell part;cell projection;macromolecular complex;neuron projection;neuronal cell body;protein complexAcetylation;Actin-binding;Calmodulin-binding;Completeproteome;Directproteinsequencing;Referenceproteome;RepeatGO:0006140;GO:0006996;GO:0007010;GO:0009894;GO:0009987;GO:0016043;GO:0019219;GO:0019222;GO:0030029;GO:0030036;GO:0030811;GO:0031032;GO:0031323;GO:0031329;GO:0032780;GO:0033121;GO:0043086;GO:0043462;GO:0044092;GO:0050789;GO:0050790;GO:0050794;GO:0051171;GO:0051336;GO:0051346;GO:0065007;GO:0065009;GO:0071840;GO:0071841;GO:0071842;GO:0080090GO:0005488;GO:0005515;GO:0008017;GO:0008092;GO:0015631;GO:0030674;GO:0060090GO:0005874;GO:0005884;GO:0014069;GO:0030425;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043197;GO:0043234;GO:0044297;GO:0044309;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044456;GO:0044463;GO:0044464+ + 12 45.8 0 128.94 1 2.88 0 -5.68 P37397 Calponin-3 Cnn3 sp|P37397|CNN3_RAT Calponin-3 OS=Rattus norvegicus OX=10116 GN=Cnn3 PE=1 SV=1
24.88 25.20 24.67 26.78 27.05 26.77 1.95 binding;chemokine activity;chemokine receptor binding;CXCR chemokine receptor binding;cytokine activity;cytokine receptor binding;G-protein-coupled receptor binding;protein binding;receptor bindingbiological regulation;cell motility;cellular component movement;cellular homeostasis;cellular ion homeostasis;cellular process;homeostatic process;immune system process;locomotion;response to biotic stimulus;response to chemical stimulus;response to external stimulus;response to stimulus;response to stress;signal transductionextracellular space Alternativesplicing;Chemotaxis;Completeproteome;Cytokine;Directproteinsequencing;Disulfidebond;Inflammatoryresponse;Referenceproteome;Secreted;SignalGO:0002237;GO:0002376;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0006873;GO:0006874;GO:0006875;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0007165;GO:0007166;GO:0007186;GO:0007204;GO:0009605;GO:0009607;GO:0009611;GO:0009987;GO:0010033;GO:0016477;GO:0019221;GO:0019725;GO:0030003;GO:0030334;GO:0030335;GO:0030593;GO:0030595;GO:0032101;GO:0032103;GO:0032496;GO:0032879;GO:0034097;GO:0040011;GO:0040012;GO:0040017;GO:0042127;GO:0042221;GO:0042330;GO:0042592;GO:0048518;GO:0048520;GO:0048522;GO:0048583;GO:0048584;GO:0048870;GO:0048878;GO:0050789;GO:0050794;GO:0050795;GO:0050801;GO:0050896;GO:0050900;GO:0050920;GO:0050921;GO:0051270;GO:0051272;GO:0051480;GO:0051716;GO:0055065;GO:0055074;GO:0055080;GO:0055082;GO:0060326;GO:0065007;GO:0065008;GO:0070098;GO:0070887;GO:0071216;GO:0071219;GO:0071222;GO:0071310;GO:0071345;GO:0072503;GO:0072507;GO:2000145;GO:2000147GO:0001664;GO:0005102;GO:0005125;GO:0005126;GO:0005488;GO:0005515;GO:0008009;GO:0042379;GO:0045236GO:0005615;GO:0044421+ + 2 40.6 0 158.85 1 3.40 0 -6.99 Q10746 C-X-C motif chemokine 3 Cxcl3 sp|Q10746|CXCL3_RAT C-X-C motif chemokine 3 OS=Rattus norvegicus OX=10116 GN=Cxcl3 PE=1 SV=2

NaN 21.98 22.16 24.40 23.70 23.85 1.92 binding;calcium ion binding;cation binding;ion binding;metal ion bindinganatomical structure development;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cellular component organization;cellular membrane organization;cellular process;developmental process;membrane organization;multicellular organismal process;plasma membrane organization;response to stimulus;signal transductionapical part of cell;cell part;extracellular organelle;membrane;organelle;plasma membrane;vesicleCalcium;Celladhesion;Completeproteome;Disulfidebond;EGF-likedomain;Membrane;Referenceproteome;Repeat;Transmembrane;TransmembranehelixGO:0001503;GO:0001658;GO:0001763;GO:0002009;GO:0003007;GO:0007009;GO:0007155;GO:0007156;GO:0007157;GO:0007165;GO:0009653;GO:0009887;GO:0009987;GO:0016043;GO:0016044;GO:0016337;GO:0021987;GO:0022610;GO:0030030;GO:0030856;GO:0032501;GO:0032502;GO:0035239;GO:0035329;GO:0035556;GO:0043931;GO:0045595;GO:0048565;GO:0048729;GO:0048754;GO:0048856;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051239;GO:0051716;GO:0060122;GO:0061024;GO:0061138;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0072182;GO:0072215;GO:0072307;GO:0090183;GO:2000026;GO:2000696GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044464;GO:0045177;GO:0065010;GO:0070062+ + 9 2.2 0 26.908 1 2.18 0.002323 -5.01 D3ZEH1 Fat4 tr|D3ZEH1|D3ZEH1_RAT FAT atypical cadherin 4 OS=Rattus norvegicus OX=10116 GN=Fat4 PE=1 SV=3
23.75 24.06 22.65 24.98 25.57 25.62 1.90 binding;carbohydrate binding;receptor activityanatomical structure development;biological regulation;cellular process;developmental process;pigmentation;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytoplasm;extracellular organelle;extracellular space;membrane;organelle;plasma membrane;vesicleAlternativesplicing;Cellmembrane;Completeproteome;Disulfidebond;EGF-likedomain;Glycoprotein;Inflammatoryresponse;Kelchrepeat;LamininEGF-likedomain;Lectin;Membrane;Receptor;Referenceproteome;Repeat;Secreted;Signal;Transmembrane;TransmembranehelixGO:0006950;GO:0006952;GO:0006954;GO:0006979;GO:0007272;GO:0008366;GO:0009611;GO:0009987;GO:0021549;GO:0032502;GO:0040008;GO:0040014;GO:0042221;GO:0042552;GO:0043473;GO:0048856;GO:0050789;GO:0050896;GO:0051239;GO:0065007GO:0004872;GO:0005488;GO:0030246GO:0005615;GO:0005737;GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044425;GO:0044464;GO:0065010;GO:0070062+ + 11 8.3 0 144.93 1 1.80 0.005965 -3.31 Q99J86 Attractin Atrn sp|Q99J86|ATRN_RAT Attractin OS=Rattus norvegicus OX=10116 GN=Atrn PE=2 SV=1
21.83 22.83 22.07 24.05 24.36 23.99 1.89 adenyl nucleotide binding;adenyl ribonucleotide binding;AMP binding;binding;cAMP binding;cAMP-dependent protein kinase inhibitor activity;cAMP-dependent protein kinase regulator activity;cyclic nucleotide binding;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;kinase binding;kinase inhibitor activity;kinase regulator activity;nucleotide binding;protein binding;protein kinase A binding;protein kinase A catalytic subunit binding;protein kinase binding;protein kinase inhibitor activity;protein kinase regulator activity;protein serine/threonine kinase inhibitor activity;purine nucleotide binding;purine ribonucleotide binding;ribonucleotide bindinganatomical structure formation involved in morphogenesis;behavior;biological regulation;cell proliferation;cellular component organization;cellular process;cytoskeleton organization;developmental process;meiosis;multicellular organismal process;neurological system process;organelle organization;regulation of cell cycle;regulation of protein modification process;response to stimuluscell part;cytoplasm;macromolecular complex;membrane;plasma membrane;protein complex;synapseApoptosis;Insulin signaling pathwayAcetylation;cAMP;cAMP-binding;Cellmembrane;Completeproteome;Disulfidebond;Membrane;Nitration;Nucleotide-binding;Phosphoprotein;Referenceproteome;RepeatGO:0001704;GO:0001707;GO:0001932;GO:0003008;GO:0006469;GO:0006996;GO:0007010;GO:0007126;GO:0007143;GO:0007610;GO:0007611;GO:0008283;GO:0009987;GO:0010564;GO:0010948;GO:0014855;GO:0016043;GO:0019220;GO:0019222;GO:0022402;GO:0022403;GO:0030029;GO:0030036;GO:0031032;GO:0031323;GO:0031399;GO:0032268;GO:0032501;GO:0032502;GO:0033002;GO:0033673;GO:0040020;GO:0042325;GO:0043086;GO:0043549;GO:0044092;GO:0045214;GO:0045835;GO:0045859;GO:0048519;GO:0048523;GO:0048646;GO:0050789;GO:0050790;GO:0050794;GO:0050877;GO:0050890;GO:0050896;GO:0051174;GO:0051246;GO:0051338;GO:0051348;GO:0051445;GO:0051726;GO:0060038;GO:0060255;GO:0065007;GO:0065009;GO:0071840;GO:0071841;GO:0071842;GO:0071900;GO:0071901;GO:0080090;GO:2000479;GO:2000480GO:0000166;GO:0004857;GO:0004860;GO:0004862;GO:0005488;GO:0005515;GO:0008603;GO:0016208;GO:0017076;GO:0019207;GO:0019210;GO:0019887;GO:0019899;GO:0019900;GO:0019901;GO:0030234;GO:0030291;GO:0030551;GO:0030552;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0034236;GO:0051018GO:0005737;GO:0005886;GO:0005952;GO:0016020;GO:0031588;GO:0031594;GO:0032991;GO:0043234;GO:0044424;GO:0044464;GO:0045202+ + 8 26.2 0 41.719 3 2.37 0.001979 -4.48 P09456;F1M9X5;P81377cAMP-dependent protein kinase type I-alpha regulatory subunit;cAMP-dependent protein kinase type I-alpha regulatory subunit, N-terminally processedPrkar1a sp|P09456|KAP0_RAT cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Rattus norvegicus OX=10116 GN=Prkar1a PE=1 SV=2
26.52 26.57 28.16 29.00 29.18 28.60 1.85 aminopeptidase activity;binding;carboxypeptidase activity;catalytic activity;cysteine-type carboxypeptidase activity;cysteine-type endopeptidase activity;cysteine-type exopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;exopeptidase activity;hydrolase activity;kininogen binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;peptide binding;protein binding;protein complex bindingaging;anatomical structure development;anatomical structure morphogenesis;biological regulation;cell communication;cell death;cell differentiation;cellular process;death;developmental process;macromolecule metabolic process;metabolic process;molting cycle;multicellular organismal process;primary metabolic process;protein maturation;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;regulation of organelle organization;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stresscell part;cell projection;cytoplasm;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;lysosome;microvillus;neuron projection;nucleolus;organelle;vacuole;vesicleAntigen processing and presentation;Lysosome;Phagosome;Rheumatoid arthritisCompleteproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Referenceproteome;Secreted;Signal;Thiolprotease;ZymogenGO:0003006;GO:0006508;GO:0006950;GO:0007154;GO:0007276;GO:0007283;GO:0007568;GO:0008152;GO:0008219;GO:0008285;GO:0008406;GO:0008584;GO:0009267;GO:0009605;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009987;GO:0009991;GO:0010033;GO:0010259;GO:0010837;GO:0010839;GO:0012501;GO:0014070;GO:0016265;GO:0016485;GO:0016540;GO:0019538;GO:0021675;GO:0022404;GO:0022405;GO:0022414;GO:0030154;GO:0031069;GO:0031667;GO:0031668;GO:0031669;GO:0031960;GO:0032501;GO:0032502;GO:0032956;GO:0032970;GO:0033043;GO:0033554;GO:0034284;GO:0034698;GO:0042127;GO:0042221;GO:0042303;GO:0042594;GO:0043170;GO:0044238;GO:0046697;GO:0048102;GO:0048232;GO:0048513;GO:0048519;GO:0048523;GO:0048545;GO:0048608;GO:0048609;GO:0048610;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051128;GO:0051384;GO:0051493;GO:0051603;GO:0051604;GO:0051716;GO:0060008;GO:0065007;GO:0071496;GO:2000249GO:0003824;GO:0004175;GO:0004177;GO:0004180;GO:0004197;GO:0005488;GO:0005515;GO:0008233;GO:0008234;GO:0008238;GO:0016787;GO:0016807;GO:0030984;GO:0032403;GO:0042277;GO:0070004;GO:0070011GO:0000323;GO:0005615;GO:0005730;GO:0005737;GO:0005764;GO:0005773;GO:0005902;GO:0009897;GO:0031410;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043204;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 17 54.2 0 323.31 1 1.51 0.013014 -2.77 P07154 Cathepsin L1;Procathepsin L;Cathepsin L1 heavy chain;Cathepsin L1 light chainCtsl sp|P07154|CATL1_RAT Cathepsin L1 OS=Rattus norvegicus OX=10116 GN=Ctsl PE=1 SV=2
25.82 26.10 25.49 27.58 27.72 27.61 1.83 biological regulation;cell motility;cellular component movement;cellular process;immune system process;locomotion;response to chemical stimulus;response to external stimulus;response to stimulusextracellular regionChemokine signaling pathway;Cytokine-cytokine receptor interactionCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0002376;GO:0006928;GO:0006935;GO:0006955;GO:0009605;GO:0009987;GO:0016202;GO:0016477;GO:0040011;GO:0042221;GO:0042330;GO:0045595;GO:0045596;GO:0045661;GO:0045662;GO:0048519;GO:0048523;GO:0048634;GO:0048641;GO:0048742;GO:0048870;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051147;GO:0051148;GO:0051153;GO:0051239;GO:0051716;GO:0060284;GO:0060326;GO:0065007;GO:0070887;GO:2000026GO:0005576+ + 9 38.5 0 211.69 1 3.27 0 -6.51 Q5FVN3 Ccl9 tr|Q5FVN3|Q5FVN3_RAT Ccl9-like protein OS=Rattus norvegicus OX=10116 GN=Ccl9 PE=1 SV=1
25.67 25.28 26.36 27.64 27.44 27.66 1.81 binding;carbohydrate binding;collagen binding;extracellular matrix binding;glycosaminoglycan binding;pattern binding;polysaccharide binding;protein binding;protein N-terminus bindingaging;amine metabolic process;anatomical structure development;carbohydrate metabolic process;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;peptidyl-amino acid modification;polysaccharide metabolic process;primary metabolic process;protein metabolic process;protein modification process;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to external stimulus;response to stimulus;response to stress;sulfur compound metabolic processextracellular matrix;extracellular space;proteinaceous extracellular matrixTGF-beta signaling pathwayCompleteproteome;Directproteinsequencing;Disulfidebond;Extracellularmatrix;Glycoprotein;Leucine-richrepeat;Proteoglycan;Referenceproteome;Repeat;Secreted;SignalGO:0001822;GO:0001890;GO:0002237;GO:0005975;GO:0005976;GO:0006022;GO:0006464;GO:0006790;GO:0006807;GO:0006950;GO:0007519;GO:0007568;GO:0008152;GO:0009308;GO:0009605;GO:0009607;GO:0009611;GO:0009612;GO:0009628;GO:0009888;GO:0009987;GO:0010033;GO:0014706;GO:0018149;GO:0018193;GO:0018209;GO:0019538;GO:0019800;GO:0030203;GO:0030204;GO:0032496;GO:0032502;GO:0042060;GO:0042221;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0048513;GO:0048856;GO:0050896;GO:0060537GO:0001871;GO:0005488;GO:0005515;GO:0005518;GO:0005539;GO:0030246;GO:0030247;GO:0047485;GO:0050840GO:0005578;GO:0005581;GO:0005589;GO:0005615;GO:0030934;GO:0031012;GO:0044420;GO:0044421+ + 13 37.9 0 255.48 1 2.30 0.001745 -4.28 Q01129 Decorin Dcn sp|Q01129|PGS2_RAT Decorin OS=Rattus norvegicus OX=10116 GN=Dcn PE=1 SV=1
24.30 24.85 24.18 25.91 26.52 26.24 1.78 ATPase activator activity;ATPase binding;ATPase regulator activity;binding;catalytic activity;enzyme activator activity;enzyme binding;enzyme regulator activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleoside-triphosphatase regulator activity;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular process;endosome transport;establishment of localization;Golgi vesicle transport;homeostatic process;metabolic process;organelle fusion;organelle organization;protein targeting;protein transport;response to stimulus;signal transduction;transport;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleAcetylation;Completeproteome;ER-Golgitransport;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Prenylation;Proteintransport;Referenceproteome;TransportGO:0000042;GO:0000301;GO:0006140;GO:0006605;GO:0006810;GO:0006873;GO:0006885;GO:0006886;GO:0006890;GO:0006891;GO:0006996;GO:0007165;GO:0007264;GO:0007265;GO:0008152;GO:0009894;GO:0009987;GO:0015031;GO:0016043;GO:0016192;GO:0016197;GO:0019219;GO:0019222;GO:0019725;GO:0030003;GO:0030004;GO:0030641;GO:0030811;GO:0031323;GO:0031329;GO:0032482;GO:0032781;GO:0033121;GO:0035556;GO:0042147;GO:0042592;GO:0043085;GO:0043462;GO:0044093;GO:0045184;GO:0045851;GO:0046907;GO:0048193;GO:0048284;GO:0048878;GO:0050789;GO:0050790;GO:0050794;GO:0050801;GO:0050896;GO:0051171;GO:0051234;GO:0051336;GO:0051345;GO:0051452;GO:0051453;GO:0051649;GO:0051716;GO:0055067;GO:0055080;GO:0055082;GO:0065007;GO:0065008;GO:0065009;GO:0071840;GO:0071841;GO:0071842;GO:0072594;GO:0072600;GO:0080090;GO:0090383;GO:0090385GO:0000166;GO:0001671;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0008047;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019899;GO:0030234;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0051117;GO:0060589;GO:0060590GO:0000139;GO:0005794;GO:0016020;GO:0016023;GO:0030139;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0045335+ + 7 39.4 0 23.504 6 2.55 0 -4.79 A0A0H2UHP9;Q9WVB1;A0A0G2JT78;F1LVC3;A0A0G2K201;D3ZZP2Ras-related protein Rab-6A Rab6a tr|A0A0H2UHP9|A0A0H2UHP9_RAT RCG39700, isoform CRA_d OS=Rattus norvegicus OX=10116 GN=Rab6a PE=1 SV=1;sp|Q9WVB1|RAB6A_RAT Ras-related protein Rab-6A OS=Rattus norvegicus OX=10116 GN=Rab6a PE=1 SV=2;tr|A0A0G2JT78|A0A0G2JT78_RAT RAB6B, member RAS oncogene fa
23.16 NaN 22.83 24.87 24.94 24.48 1.77 binding;catalytic activity;cation binding;deaminase activity;endonuclease activity;endonuclease activity, active with either ribo- or deoxyribonucleic acids and producing 3'-phosphomonoesters;endoribonuclease activity;endoribonuclease activity, producing 3'-phosphomonoesters;hydrolase activity;hydrolase activity, acting on ester bonds;identical protein binding;ion binding;metal ion binding;nuclease activity;protein binding;protein dimerization activity;protein homodimerization activity;ribonuclease activity;transition metal ion bindinganatomical structure development;biological regulation;cellular process;developmental process;regulation of cell cycle;regulation of translation;response to chemical stimulus;response to stimuluscell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;microbody;mitochondrion;nucleus;organelle;peroxisome;vesicle3D-structure;Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Endonuclease;Hydrolase;Mitochondrion;Nuclease;Nucleus;Peroxisome;Phosphoprotein;ReferenceproteomeGO:0001822;GO:0006417;GO:0007050;GO:0007420;GO:0008285;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010608;GO:0017148;GO:0019222;GO:0022402;GO:0030324;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032268;GO:0032269;GO:0032502;GO:0033993;GO:0042127;GO:0042221;GO:0045786;GO:0048513;GO:0048519;GO:0048523;GO:0048856;GO:0050678;GO:0050680;GO:0050789;GO:0050794;GO:0050896;GO:0051246;GO:0051248;GO:0051726;GO:0060255;GO:0065007;GO:0070314;GO:0080090;GO:2000112;GO:2000113GO:0003824;GO:0004518;GO:0004519;GO:0004521;GO:0004540;GO:0005488;GO:0005515;GO:0016787;GO:0016788;GO:0016892;GO:0016894;GO:0019239;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0046983GO:0005634;GO:0005739;GO:0005777;GO:0005829;GO:0031982;GO:0031988;GO:0042579;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 2 19 0 11.22 1 2.37 0.001882 -5.44 P52759 Ribonuclease UK114 Hrsp12 sp|P52759|RIDA_RAT 2-iminobutanoate/2-iminopropanoate deaminase OS=Rattus norvegicus OX=10116 GN=Rida PE=1 SV=3
25.68 25.86 25.55 27.64 27.19 27.53 1.75 binding;carbohydrate binding;glycosaminoglycan binding;heparin binding;pattern binding;polysaccharide bindingbiological regulation;cellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationextracellular matrix;extracellular space;proteinaceous extracellular matrixCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0009987;GO:0010810;GO:0010811;GO:0016043;GO:0030155;GO:0030198;GO:0043062;GO:0045785;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0001871;GO:0005488;GO:0005539;GO:0008201;GO:0030246;GO:0030247GO:0005578;GO:0005614;GO:0005615;GO:0031012;GO:0044421+ + 18 25.4 0 323.31 7 3.38 0 -6.68 F1M305;F1M9R3;F1M9R4;F1M1N9;F1M0R2;M0R4H0;M0R8H8Abi3bp tr|F1M305|F1M305_RAT ABI family member 3-binding protein OS=Rattus norvegicus OX=10116 GN=Abi3bp PE=1 SV=3;tr|F1M9R3|F1M9R3_RAT ABI family member 3-binding protein OS=Rattus norvegicus OX=10116 GN=Abi3bp PE=1 SV=3;tr|F1M9R4|F1M9R4_RAT ABI family member 3-b
26.47 26.36 27.21 28.47 28.40 28.37 1.74 antigen binding;binding;peptide antigen binding;peptide bindingbiological regulation;immune system process;response to stimuluscell part;macromolecular complex;MHC protein complex;protein complexAllograft rejection;Antigen processing and presentation;Autoimmune thyroid disease;Cell adhesion molecules (CAMs);Endocytosis;Graft-versus-host disease;Natural killer cell mediated cytotoxicity;Phagosome;Type I diabetes mellitus;Viral myocarditisDisulfidebond;Immunity;Membrane;MHCI;Transmembrane;TransmembranehelixGO:0001910;GO:0001912;GO:0001914;GO:0001916;GO:0002376;GO:0002474;GO:0002682;GO:0002684;GO:0002697;GO:0002699;GO:0002703;GO:0002705;GO:0002706;GO:0002708;GO:0002709;GO:0002711;GO:0002819;GO:0002821;GO:0002822;GO:0002824;GO:0006955;GO:0019882;GO:0031341;GO:0031343;GO:0048002;GO:0048518;GO:0048583;GO:0048584;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0065007GO:0003823;GO:0005488;GO:0042277;GO:0042605GO:0016021;GO:0031224;GO:0032991;GO:0042611;GO:0042612;GO:0043234;GO:0044425;GO:0044459;GO:0044464+ + 8 25.6 0 82.403 4 2.54 0 -4.72 A0A0G2K4X1;A0A0G2K8G8;Q6MGB8;A0A0G2K2E1 RT1-A2 tr|A0A0G2K4X1|A0A0G2K4X1_RAT RT1 class Ia, locus A1 OS=Rattus norvegicus OX=10116 GN=RT1-A1 PE=1 SV=1;tr|A0A0G2K8G8|A0A0G2K8G8_RAT RT1 class Ia, locus A1 OS=Rattus norvegicus OX=10116 GN=RT1-A1 PE=1 SV=1;tr|Q6MGB8|Q6MGB8_RAT RT1 class I, A2 OS=Rattus norve
28.30 28.66 28.18 29.96 30.13 30.09 1.68 binding;cation binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme activator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;integrin binding;ion binding;metal ion binding;metalloendopeptidase inhibitor activity;metalloenzyme inhibitor activity;metalloenzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;protease binding;protein binding;protein complex binding;receptor bindingaging;anatomical structure development;biological regulation;cellular process;developmental process;multicellular organismal process;regulation of cell cycle;regulation of mitotic cell cycle;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimuluscell body;cell part;cell projection;cell surface;extracellular matrix;extracellular organelle;extracellular space;neuron projection;neuronal cell body;organelle;proteinaceous extracellular matrix;site of polarized growth;vesicleCompleteproteome;Directproteinsequencing;Disulfidebond;Metal-binding;Metalloenzymeinhibitor;Metalloproteaseinhibitor;Proteaseinhibitor;Referenceproteome;Secreted;Signal;ZincGO:0006140;GO:0007276;GO:0007283;GO:0007346;GO:0007417;GO:0007568;GO:0008285;GO:0009719;GO:0009725;GO:0009889;GO:0009892;GO:0009894;GO:0009895;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0010033;GO:0010466;GO:0010605;GO:0010627;GO:0010646;GO:0010647;GO:0010648;GO:0010740;GO:0010951;GO:0019219;GO:0019222;GO:0022414;GO:0023051;GO:0023056;GO:0023057;GO:0030162;GO:0030799;GO:0030802;GO:0030808;GO:0030814;GO:0030817;GO:0031279;GO:0031281;GO:0031323;GO:0031324;GO:0031326;GO:0031329;GO:0031330;GO:0032268;GO:0032269;GO:0032487;GO:0032501;GO:0032502;GO:0034097;GO:0042127;GO:0042176;GO:0042177;GO:0042221;GO:0042493;GO:0043085;GO:0043086;GO:0043408;GO:0043410;GO:0044092;GO:0044093;GO:0045595;GO:0045597;GO:0045664;GO:0045666;GO:0045761;GO:0045762;GO:0045786;GO:0045861;GO:0045930;GO:0046578;GO:0046580;GO:0048232;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048552;GO:0048553;GO:0048583;GO:0048584;GO:0048585;GO:0048609;GO:0048731;GO:0048856;GO:0050767;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050896;GO:0051043;GGO:0002020;GO:0004857;GO:0004866;GO:0005102;GO:0005178;GO:0005488;GO:0005515;GO:0008047;GO:0008191;GO:0010576;GO:0019899;GO:0030234;GO:0030414;GO:0032403;GO:0043167;GO:0043169;GO:0046872;GO:0048551;GO:0061134;GO:0061135GO:0005578;GO:0005604;GO:0005615;GO:0009986;GO:0030426;GO:0030427;GO:0031012;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044420;GO:0044421;GO:0044463;GO:0044464;GO:0065010;GO:0070062+ + 14 49.1 0 323.31 1 3.39 0 -6.60 P30121 Metalloproteinase inhibitor 2 Timp2 sp|P30121|TIMP2_RAT Metalloproteinase inhibitor 2 OS=Rattus norvegicus OX=10116 GN=Timp2 PE=1 SV=3
25.82 25.24 25.96 27.43 27.16 27.44 1.67 beta-amyloid binding;binding;calcium ion binding;cation binding;ion binding;metal ion binding;protein bindingbiological adhesion;cell adhesion;cellular processcell part;cell projection;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;vesicleCalcium;Celladhesion;Celljunction;Cellmembrane;Cellprojection;Completeproteome;Endoplasmicreticulum;Glycoprotein;Golgiapparatus;Membrane;Nucleus;Postsynapticcellmembrane;Referenceproteome;Repeat;Signal;Synapse;Transmembrane;TransmembranehelixGO:0007155;GO:0007156;GO:0009987;GO:0016337;GO:0022610GO:0001540;GO:0005488;GO:0005509;GO:0005515;GO:0043167;GO:0043169;GO:0046872GO:0000139;GO:0005634;GO:0005789;GO:0016020;GO:0016021;GO:0030054;GO:0031090;GO:0031224;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044444;GO:0044446;GO:0044456;GO:0044464;GO:0045211;GO:0065010;GO:0070062;GO:0097060+ + 20 24.6 0 99.257 1 2.66 0 -4.94 Q6Q0N0 Calsyntenin-1;Soluble Alc-alpha;CTF1-alphaClstn1 sp|Q6Q0N0|CSTN1_RAT Calsyntenin-1 OS=Rattus norvegicus OX=10116 GN=Clstn1 PE=1 SV=1
31.46 31.01 31.66 33.27 32.90 32.95 1.66 antioxidant activity;beta-amyloid binding;binding;carbohydrate binding;cation binding;cholesterol binding;cholesterol transporter activity;enzyme activator activity;enzyme regulator activity;glycosaminoglycan binding;heparin binding;hydroxyapatite binding;ion binding;lipid binding;lipid transporter activity;lipoprotein particle binding;lipoprotein particle receptor binding;low-density lipoprotein particle receptor binding;metal chelating activity;metal ion binding;pattern binding;phosphatidylcholine-sterol O-acyltransferase activator activity;phospholipid binding;polysaccharide binding;protein binding;protein-lipid complex binding;receptor binding;steroid binding;sterol binding;sterol transporter activity;substrate-specific transporter activity;transporter activity;very-low-density lipoprotein particle receptor bindingaging;alcohol metabolic process;anatomical structure morphogenesis;biological regulation;biosynthetic process;catabolic process;cell differentiation;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular lipid metabolic process;cellular localization;cellular membrane organization;cellular metabolic process;cellular process;circulatory system process;developmental process;endocytosis;establishment of localization;glycerol ether metabolic process;homeostatic process;lipid metabolic process;lipid transport;localization;macromolecular complex assembly;macromolecule metabolic process;membrane invagination;membrane organization;metabolic process;multicellular organismal process;organic acid transport;primary metabolic process;protein transport;regulation of protein modification process;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellulacell body;cell part;cell projection;cell surface;cytoplasm;endoplasmic reticulum;endosome;extracellular matrix;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;membrane;neuron projection;neuronal cell body;nuclear envelope;organelle;plasma membrane;vacuole;vesicleAlzheimer's diseaseChylomicron;Completeproteome;Directproteinsequencing;Glycoprotein;HDL;Heparin-binding;Lipidtransport;Oxidation;Phosphoprotein;Referenceproteome;Repeat;Secreted;Signal;Transport;VLDLGO:0001558;GO:0001932;GO:0001936;GO:0001937;GO:0002021;GO:0003008;GO:0003013;GO:0003018;GO:0006066;GO:0006140;GO:0006469;GO:0006629;GO:0006638;GO:0006639;GO:0006641;GO:0006662;GO:0006694;GO:0006695;GO:0006706;GO:0006707;GO:0006810;GO:0006869;GO:0006873;GO:0006874;GO:0006875;GO:0006897;GO:0006898;GO:0006950;GO:0006979;GO:0007165;GO:0007166;GO:0007186;GO:0007263;GO:0007409;GO:0007568;GO:0007584;GO:0008104;GO:0008152;GO:0008202;GO:0008203;GO:0008285;GO:0008610;GO:0009056;GO:0009057;GO:0009058;GO:0009059;GO:0009605;GO:0009611;GO:0009653;GO:0009719;GO:0009725;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009894;GO:0009896;GO:0009966;GO:0009987;GO:0009991;GO:0010001;GO:0010033;GO:0010324;GO:0010468;GO:0010543;GO:0010544;GO:0010594;GO:0010596;GO:0010604;GO:0010720;GO:0010769;GO:0010872;GO:0010873;GO:0010874;GO:0010875;GO:0010894;GO:0010941;GO:0010975;GO:0014012;GO:0015031;GO:0015718;GO:0015849;GO:0015908;GO:0015909;GO:0015914;GO:0015918;GO:0016042;GO:0016043;GO:0016044;GO:0016125;GO:0016126;GO:0016127;GGO:0001540;GO:0001871;GO:0005102;GO:0005215;GO:0005319;GO:0005488;GO:0005496;GO:0005515;GO:0005539;GO:0005543;GO:0008047;GO:0008201;GO:0008289;GO:0015248;GO:0015485;GO:0016209;GO:0017127;GO:0022892;GO:0030234;GO:0030246;GO:0030247;GO:0032934;GO:0043167;GO:0043169;GO:0046848;GO:0046872;GO:0046911;GO:0050750;GO:0060228;GO:0070325;GO:0070326;GO:0071813;GO:0071814GO:0000323;GO:0005615;GO:0005635;GO:0005737;GO:0005764;GO:0005768;GO:0005770;GO:0005773;GO:0005783;GO:0005794;GO:0005886;GO:0009986;GO:0016020;GO:0019897;GO:0019898;GO:0030425;GO:0031012;GO:0031232;GO:0031967;GO:0031975;GO:0031982;GO:0031988;GO:0032991;GO:0032994;GO:0034358;GO:0034361;GO:0034362;GO:0034363;GO:0034364;GO:0034365;GO:0034385;GO:0042627;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:0072562+ + 23 52.1 0 323.31 2 2.77 0 -5.16 A0A0G2K151;P02650Apolipoprotein E Apoe tr|A0A0G2K151|A0A0G2K151_RAT Apolipoprotein E OS=Rattus norvegicus OX=10116 GN=Apoe PE=1 SV=1;sp|P02650|APOE_RAT Apolipoprotein E OS=Rattus norvegicus OX=10116 GN=Apoe PE=1 SV=2
23.28 24.32 23.35 25.35 25.23 25.24 1.62 binding;identical protein binding;protein binding;protein dimerization activity;protein homodimerization activityanatomical structure development;anatomical structure morphogenesis;biological regulation;cell differentiation;cell proliferation;cellular process;developmental process;growth;homeostatic process;immune system process;multicellular organismal process;regulation of protein modification process;response to stimulus;response to stresscell part;extracellular organelle;extracellular space;macromolecular complex;membrane;organelle;plasma membrane;protein complex;receptor complex;vesicleAlternativesplicing;Cellmembrane;Completeproteome;Cytokine;Disulfidebond;Glycoprotein;Growthfactor;Immunity;Inflammatoryresponse;Innateimmunity;Membrane;Proteoglycan;Referenceproteome;Secreted;Signal;Transmembrane;TransmembranehelixGO:0001503;GO:0001763;GO:0001894;GO:0001932;GO:0001952;GO:0001954;GO:0002009;GO:0002158;GO:0002376;GO:0002521;GO:0002573;GO:0002682;GO:0002761;GO:0002763;GO:0003006;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0008283;GO:0008284;GO:0009611;GO:0009653;GO:0009887;GO:0009888;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010468;GO:0010604;GO:0010628;GO:0010646;GO:0010647;GO:0010743;GO:0010744;GO:0010810;GO:0010811;GO:0019220;GO:0019222;GO:0022414;GO:0022603;GO:0023051;GO:0023056;GO:0030099;GO:0030154;GO:0030155;GO:0030225;GO:0030278;GO:0030316;GO:0030334;GO:0030335;GO:0031323;GO:0031399;GO:0032268;GO:0032501;GO:0032502;GO:0032879;GO:0032944;GO:0032946;GO:0033674;GO:0035239;GO:0040007;GO:0040008;GO:0040012;GO:0040014;GO:0040017;GO:0040018;GO:0042127;GO:0042325;GO:0042476;GO:0042481;GO:0042482;GO:0042487;GO:0042488;GO:0042592;GO:0043085;GO:0043549;GO:0044093;GO:0045087;GO:0045595;GO:0045597;GO:0045637;GO:0045639;GO:0045649;GO:0045651;GO:0045655;GO:0045657;GO:0045670;GO:0045672;GO:0045785;GO:0045859;GO:0045860;GGO:0005488;GO:0005515;GO:0042802;GO:0042803;GO:0046983GO:0005615;GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0043235;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 12 19.3 0 180.14 1 2.05 0.002028 -3.69 Q8JZQ0 Macrophage colony-stimulating factor 1;Processed macrophage colony-stimulating factor 1Csf1 sp|Q8JZQ0|CSF1_RAT Macrophage colony-stimulating factor 1 OS=Rattus norvegicus OX=10116 GN=Csf1 PE=1 SV=1
30.56 30.68 30.42 32.25 32.06 32.20 1.62 binding;cation binding;extracellular matrix structural constituent;ion binding;metal ion binding;structural molecule activityanatomical structure development;anatomical structure morphogenesis;biological regulation;cell communication;cellular component assembly;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;macromolecular complex assembly;protein complex assembly;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;signal transductionextracellular matrix;extracellular organelle;extracellular region;extracellular space;organelle;proteinaceous extracellular matrix;vesicleAmoebiasis;ECM-receptor interaction;Focal adhesion;Protein digestion and absorption3D-structure;Calcium;Collagen;Completeproteome;Directproteinsequencing;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydroxylation;Metal-binding;Proteomicsidentification;Pyrrolidonecarboxylicacid;Referenceproteome;Repeat;Secreted;SignalGO:0001101;GO:0001501;GO:0001568;GO:0006461;GO:0007154;GO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0007179;GO:0007264;GO:0007265;GO:0007266;GO:0007584;GO:0008217;GO:0009605;GO:0009653;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010243;GO:0014075;GO:0016043;GO:0022607;GO:0030198;GO:0030199;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0032502;GO:0032526;GO:0032870;GO:0033189;GO:0033273;GO:0035556;GO:0042221;GO:0043062;GO:0043200;GO:0043589;GO:0043933;GO:0048729;GO:0048730;GO:0048731;GO:0048856;GO:0050789;GO:0050794;GO:0050896;GO:0051259;GO:0051291;GO:0051716;GO:0065003;GO:0065007;GO:0065008;GO:0070206;GO:0070208;GO:0070887;GO:0071229;GO:0071230;GO:0071295;GO:0071299;GO:0071300;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0071496;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071867;GO:0071869;GO:0071873;GO:0097066;GO:0097067GO:0005198;GO:0005201;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005578;GO:0005581;GO:0005583;GO:0005584;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 68 75.8 0 323.31 4 4.19 0 -8.37 F1LS40;A0A0G2KAN1;A0A0G2K5E8;P02466Collagen alpha-2(I) chain Col1a2 tr|F1LS40|F1LS40_RAT Collagen alpha-2(I) chain OS=Rattus norvegicus OX=10116 GN=Col1a2 PE=1 SV=3;tr|A0A0G2KAN1|A0A0G2KAN1_RAT Collagen alpha-2(I) chain OS=Rattus norvegicus OX=10116 GN=NEWGENE_621351 PE=1 SV=1;tr|A0A0G2K5E8|A0A0G2K5E8_RAT Collagen, type I,
24.78 25.21 24.93 26.43 26.74 26.56 1.60 developmental process;multicellular organismal development;multicellular organismal processcell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleCompleteproteome;Cytoplasmicvesicle;Developmentalprotein;Disulfidebond;Oncogene;Referenceproteome;Secreted;SignalGO:0007275;GO:0032501;GO:0032502GO:0005794;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 13 68.7 0 76.826 2 3.33 0 -6.34 A0A0G2JUB0;Q810F4Protein FAM3C Fam3c tr|A0A0G2JUB0|A0A0G2JUB0_RAT Protein FAM3C OS=Rattus norvegicus OX=10116 GN=Fam3c PE=1 SV=1;sp|Q810F4|FAM3C_RAT Protein FAM3C OS=Rattus norvegicus OX=10116 GN=Fam3c PE=2 SV=1
29.69 29.57 29.26 31.00 31.41 30.92 1.60 binding;cation binding;cytokine activity;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;ion binding;metal ion binding;metalloendopeptidase inhibitor activity;metalloenzyme inhibitor activity;metalloenzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;protease binding;protein binding;receptor bindingaging;anatomical structure development;biological regulation;biosynthetic process;cell activation;cellular process;developmental process;lipid metabolic process;metabolic process;primary metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stressextracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;vesicleCompleteproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Growthfactor;Metal-binding;Metalloenzymeinhibitor;Metalloproteaseinhibitor;Proteaseinhibitor;Referenceproteome;Secreted;Signal;Steroidogenesis;ZincGO:0001775;GO:0006629;GO:0006694;GO:0006950;GO:0007568;GO:0008152;GO:0008202;GO:0008284;GO:0008610;GO:0009058;GO:0009611;GO:0009719;GO:0009725;GO:0009888;GO:0009892;GO:0009894;GO:0009895;GO:0009966;GO:0009987;GO:0010033;GO:0010466;GO:0010605;GO:0010941;GO:0010951;GO:0019222;GO:0023051;GO:0030162;GO:0031323;GO:0031324;GO:0031329;GO:0031330;GO:0032268;GO:0032269;GO:0032502;GO:0034097;GO:0042060;GO:0042127;GO:0042176;GO:0042177;GO:0042221;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043086;GO:0043434;GO:0044092;GO:0044238;GO:0045861;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048552;GO:0048553;GO:0048583;GO:0048856;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051043;GO:0051045;GO:0051216;GO:0051246;GO:0051248;GO:0051336;GO:0051346;GO:0052547;GO:0052548;GO:0060255;GO:0060548;GO:0065007;GO:0065009;GO:0080090;GO:2001044GO:0002020;GO:0004857;GO:0004866;GO:0005102;GO:0005125;GO:0005488;GO:0005515;GO:0008191;GO:0010576;GO:0019899;GO:0030234;GO:0030414;GO:0043167;GO:0043169;GO:0046872;GO:0048551;GO:0061134;GO:0061135GO:0005578;GO:0005604;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 9 61.3 0 323.31 1 2.91 0 -5.40 P30120 Metalloproteinase inhibitor 1 Timp1 sp|P30120|TIMP1_RAT Metalloproteinase inhibitor 1 OS=Rattus norvegicus OX=10116 GN=Timp1 PE=1 SV=2
21.12 21.34 22.73 23.40 23.68 22.83 1.57 aldose 1-epimerase activity;binding;carbohydrate binding;catalytic activity;isomerase activity;racemase and epimerase activity;racemase and epimerase activity, acting on carbohydrates and derivativesalcohol metabolic process;carbohydrate metabolic process;cellular metabolic process;cellular process;metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesicleGlycolysis / GluconeogenesisCarbohydratemetabolism;Completeproteome;Cytoplasm;Directproteinsequencing;Isomerase;ReferenceproteomeGO:0005975;GO:0005996;GO:0006006;GO:0006012;GO:0006066;GO:0008152;GO:0009987;GO:0019318;GO:0044237;GO:0044238;GO:0044262;GO:0044281GO:0003824;GO:0004034;GO:0005488;GO:0016853;GO:0016854;GO:0016857;GO:0030246GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 3 11.4 0 10.966 1 1.31 0.024567 -2.37 Q66HG4 Aldose 1-epimerase Galm sp|Q66HG4|GALM_RAT Aldose 1-epimerase OS=Rattus norvegicus OX=10116 GN=Galm PE=1 SV=1
23.24 23.52 24.43 25.43 25.38 25.00 1.54 binding;cation binding;ion binding;ion transmembrane transporter activity;metal ion binding;substrate-specific transmembrane transporter activity;substrate-specific transporter activity;transition metal ion binding;transmembrane transporter activity;transporter activity;zinc ion bindingcellular process;establishment of localization;ion transport;transmembrane transport;transportcell part;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;organelle;vesicleAcetylation;Actin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Iontransport;LIMdomain;Metal-binding;Phosphoprotein;Referenceproteome;Repeat;SH3domain;Transport;ZincGO:0006810;GO:0006811;GO:0009987;GO:0034220;GO:0051234;GO:0055085GO:0005215;GO:0005488;GO:0008270;GO:0015075;GO:0022857;GO:0022891;GO:0022892;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0030863;GO:0030864;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 10 32.7 0 70.129 2 1.80 0.006703 -3.19 Q99MZ8;A0A096MJG7LIM and SH3 domain protein 1 Lasp1 sp|Q99MZ8|LASP1_RAT LIM and SH3 domain protein 1 OS=Rattus norvegicus OX=10116 GN=Lasp1 PE=1 SV=1
25.83 25.62 NaN 27.24 27.30 27.25 1.54 binding;extracellular matrix bindinganatomical structure development;biological adhesion;biological regulation;cell adhesion;cell differentiation;cell motility;cellular component movement;cellular process;developmental process;immune system process;locomotion;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stressapical part of cell;cell part;cell projection;extracellular organelle;extracellular space;organelle;vesicleECM-receptor interaction;Focal adhesion;Toll-like receptor signaling pathwayBiomineralization;Celladhesion;Completeproteome;Cytokine;Directproteinsequencing;Glycoprotein;Phosphoprotein;Referenceproteome;Secreted;Sialicacid;SignalGO:0001558;GO:0001649;GO:0002376;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006954;GO:0007155;GO:0007584;GO:0009605;GO:0009611;GO:0009719;GO:0009725;GO:0009888;GO:0009987;GO:0009991;GO:0010033;GO:0010721;GO:0010769;GO:0010810;GO:0010811;GO:0010975;GO:0010977;GO:0016477;GO:0022603;GO:0022604;GO:0022610;GO:0030154;GO:0030155;GO:0030308;GO:0030593;GO:0030595;GO:0031214;GO:0031344;GO:0031345;GO:0031667;GO:0032101;GO:0032102;GO:0032502;GO:0032844;GO:0032846;GO:0033273;GO:0033280;GO:0034103;GO:0034105;GO:0040008;GO:0040011;GO:0042221;GO:0042330;GO:0045124;GO:0045595;GO:0045596;GO:0045664;GO:0045780;GO:0045785;GO:0045926;GO:0046850;GO:0046852;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048583;GO:0048585;GO:0048638;GO:0048640;GO:0048670;GO:0048671;GO:0048679;GO:0048681;GO:0048683;GO:0048685;GO:0048856;GO:0048869;GO:0048870;GO:0050767;GO:0050768;GO:0050770;GO:0050771;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0050900;GO:0051093;GO:0051128;GO:0051129;GO:0051239;GO:0051240;GO:0051716;GO:0051960;GGO:0005488;GO:0050840GO:0005615;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0045177;GO:0048471;GO:0065010;GO:0070062+ + 4 13.2 0 124.12 1 3.45 0 -8.37 P08721 Osteopontin Spp1 sp|P08721|OSTP_RAT Osteopontin OS=Rattus norvegicus OX=10116 GN=Spp1 PE=1 SV=2
24.86 24.09 24.30 25.83 26.03 25.99 1.53 anatomical structure development;biological regulation;cellular component organization;cellular process;cytoskeleton organization;developmental process;organelle organization;regulation of transport;response to abiotic stimulus;response to external stimulus;response to stimulus;response to stresscell part;extracellular organelle;membrane;organelle;vesicleActin-binding;Calmodulin-binding;Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0006950;GO:0006996;GO:0007010;GO:0009605;GO:0009611;GO:0009612;GO:0009628;GO:0009893;GO:0009987;GO:0010468;GO:0010604;GO:0010628;GO:0016043;GO:0019222;GO:0030029;GO:0030036;GO:0030097;GO:0030100;GO:0030334;GO:0030336;GO:0031032;GO:0032502;GO:0032879;GO:0032970;GO:0040012;GO:0040013;GO:0042060;GO:0042127;GO:0045806;GO:0048513;GO:0048518;GO:0048519;GO:0048523;GO:0048534;GO:0048856;GO:0050764;GO:0050765;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051051;GO:0051128;GO:0051129;GO:0051270;GO:0051271;GO:0051716;GO:0060255;GO:0060627;GO:0065007;GO:0071214;GO:0071260;GO:0071496;GO:0071840;GO:0071841;GO:0071842;GO:2000145;GO:2000146GO:0001725;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032432;GO:0042641;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 9 48.4 0 249.52 1 2.53 0.00211 -4.54 D3ZRX9 Calponin Cnn2 tr|D3ZRX9|D3ZRX9_RAT Calponin (Fragment) OS=Rattus norvegicus OX=10116 GN=Cnn2 PE=1 SV=3
20.93 20.57 20.50 22.46 21.30 22.85 1.53 acetyl-CoA C-acetyltransferase activity;acetyl-CoA C-acyltransferase activity;acetyltransferase activity;C-acetyltransferase activity;C-acyltransferase activity;catalytic activity;transferase activity;transferase activity, transferring acyl groups;transferase activity, transferring acyl groups other than amino-acyl groupsanatomical structure development;catabolic process;cell communication;cellular ketone body metabolic process;cellular metabolic process;cellular process;developmental process;metabolic process;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;small molecule metabolic processcell part;cytosolBenzoate degradation;Butanoate metabolism;Carbon fixation pathways in prokaryotes;Fatty acid metabolism;Glyoxylate and dicarboxylate metabolism;Lysine degradation;Propanoate metabolism;Pyruvate metabolism;Synthesis and degradation of ketone bodies;Terpenoid backbone biosynthesis;Tryptophan metabolism;Two-component system;Valine, leucine and isoleucine degradationAcetylation;Acyltransferase;Completeproteome;Cytoplasm;Directproteinsequencing;Proteomicsidentification;Referenceproteome;TransferaseGO:0001889;GO:0007154;GO:0007420;GO:0007584;GO:0008152;GO:0009056;GO:0009605;GO:0009987;GO:0009991;GO:0010033;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0032502;GO:0033993;GO:0042221;GO:0044237;GO:0044248;GO:0044281;GO:0044282;GO:0046950;GO:0046952;GO:0048513;GO:0048856;GO:0050896;GO:0051716;GO:0070542;GO:0070887;GO:0071310;GO:0071396;GO:0071398;GO:0071496GO:0003824;GO:0003985;GO:0003988;GO:0016407;GO:0016408;GO:0016453;GO:0016740;GO:0016746;GO:0016747GO:0005829;GO:0044424;GO:0044444;GO:0044464+ + 1 2.8 0.00178 5.023 5 1.46 0.018188 -2.62 F1LS48;D3ZKB6;A0A096MJY8;A0A0G2JUB4;Q5XI22Acetyl-CoA acetyltransferase, cytosolic RGD1562948;Acat2 tr|F1LS48|F1LS48_RAT Acetyl-CoA acetyltransferase, cytosolic OS=Rattus norvegicus OX=10116 GN=Acat2 PE=1 SV=2;tr|D3ZKB6|D3ZKB6_RAT Acetyl-CoA acetyltransferase 2-like 1 OS=Rattus norvegicus OX=10116 GN=Acat2l1 PE=3 SV=3;tr|A0A096MJY8|A0A096MJY8_RAT Acetyl-
27.37 27.52 27.42 28.90 29.00 28.99 1.53 extracellular matrix structural constituent;structural molecule activityanatomical structure development;anatomical structure morphogenesis;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;multicellular organismal process;response to chemical stimulus;response to endogenous stimulus;response to stimulusCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001101;GO:0001501;GO:0001503;GO:0008544;GO:0009653;GO:0009719;GO:0009887;GO:0009888;GO:0009987;GO:0010033;GO:0010243;GO:0014075;GO:0016043;GO:0030198;GO:0030199;GO:0032501;GO:0032502;GO:0042221;GO:0043062;GO:0043200;GO:0043588;GO:0048592;GO:0048731;GO:0048856;GO:0050896;GO:0051716;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0071840;GO:0071841;GO:0071842GO:0005198;GO:0005201GO:0005581;GO:0005583;GO:0005588;GO:0044420;GO:0044421+ + 38 41.4 0 323.31 1 5.06 0 -9.97 F1LQ00 Col5a2 tr|F1LQ00|F1LQ00_RAT Collagen type V alpha 2 chain OS=Rattus norvegicus OX=10116 GN=Col5a2 PE=1 SV=3
26.20 26.50 27.45 28.36 28.50 27.87 1.52 actin binding;actin filament binding;binding;cytoskeletal protein binding;protein binding;structural constituent of cytoskeleton;structural molecule activitybiological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organization;regulation of organelle organizationcell part;cytoplasm;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleBacterial invasion of epithelial cells;Fc gamma R-mediated phagocytosis;Pathogenic Escherichia coli infection;Regulation of actin cytoskeleton;ShigellosisAcetylation;Actin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Referenceproteome;Repeat;WDrepeatGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0009987;GO:0010638;GO:0016043;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0043254;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0090066GO:0003779;GO:0005198;GO:0005200;GO:0005488;GO:0005515;GO:0008092;GO:0051015GO:0005737;GO:0005885;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 16 53.2 0 323.31 1 1.64 0.010566 -2.91 O88656 Actin-related protein 2/3 complex subunit 1BArpc1b sp|O88656|ARC1B_RAT Actin-related protein 2/3 complex subunit 1B OS=Rattus norvegicus OX=10116 GN=Arpc1b PE=1 SV=3
23.92 22.89 24.08 24.98 25.29 NaN 1.50 biological regulation;cellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationextracellular matrix;extracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0008285;GO:0009987;GO:0016043;GO:0030198;GO:0030199;GO:0042127;GO:0043062;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 5 21.8 0 16.147 3 1.25 0.027703 -2.52 B2RZ77;D4A9H2;A0A096MK50 Dpt tr|B2RZ77|B2RZ77_RAT Dermatopontin OS=Rattus norvegicus OX=10116 GN=Dpt PE=1 SV=1;tr|D4A9H2|D4A9H2_RAT Dermatopontin OS=Rattus norvegicus OX=10116 GN=Dpt PE=1 SV=1

NaN 21.43 21.15 23.13 22.17 23.08 1.50 binding;mRNA 3'-UTR binding;mRNA binding;nucleic acid binding;RNA bindingbiological regulationcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membrane;vesicleAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Phosphoprotein;Polymorphism;Referenceproteome;RNA-bindingGO:0010941;GO:0042981;GO:0043067;GO:0050789;GO:0050794;GO:0065007GO:0003676;GO:0003723;GO:0003729;GO:0003730;GO:0005488GO:0005634;GO:0005737;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 7 20.9 0 52.333 1 1.43 0.019868 -2.89 Q6AXS5 Plasminogen activator inhibitor 1 RNA-binding protein;Plasminogen activator inhibitor 1 RNA-binding protein, N-terminally processedSerbp1 sp|Q6AXS5|PAIRB_RAT Plasminogen activator inhibitor 1 RNA-binding protein OS=Rattus norvegicus OX=10116 GN=Serbp1 PE=1 SV=2
25.33 25.43 25.06 26.70 26.81 26.80 1.50 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;chaperone binding;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcell differentiation;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;vesicleAcetylation;Chaperone;Completeproteome;Directproteinsequencing;Mitochondrion;Phosphoprotein;Referenceproteome;StressresponseGO:0001649;GO:0006457;GO:0008152;GO:0009987;GO:0019538;GO:0030154;GO:0032502;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0048869GO:0000166;GO:0005488;GO:0005515;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0051087GO:0005739;GO:0005759;GO:0016020;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:0070062+ + 7 60.8 0 35.106 2 3.67 0 -6.92 P26772;A0A0G2JTG110 kDa heat shock protein, mitochondrialHspe1 sp|P26772|CH10_RAT 10 kDa heat shock protein, mitochondrial OS=Rattus norvegicus OX=10116 GN=Hspe1 PE=1 SV=3;tr|A0A0G2JTG1|A0A0G2JTG1_RAT 10 kDa heat shock protein, mitochondrial OS=Rattus norvegicus OX=10116 GN=Hspe1 PE=1 SV=1
26.36 26.34 26.22 27.58 27.95 27.88 1.50 cellular component assembly;cellular component organization;macromolecular complex assembly;protein complex assembly;response to chemical stimulus;response to stimuluscell part;extracellular matrix;extracellular organelle;extracellular region;extracellular space;membrane;organelle;plasma membrane;vesicleECM-receptor interaction;Focal adhesion;Protein digestion and absorptionCollagen;Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0006461;GO:0009743;GO:0009746;GO:0009749;GO:0010033;GO:0016043;GO:0022607;GO:0034284;GO:0042221;GO:0043933;GO:0050896;GO:0051259;GO:0051291;GO:0065003;GO:0070206;GO:0070208;GO:0071822;GO:0071840GO:0005576;GO:0005581;GO:0005615;GO:0005886;GO:0016020;GO:0031012;GO:0031982;GO:0031988;GO:0042383;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0044464;GO:0065010;GO:0070062+ + 23 25.6 0 297.86 1 3.60 0 -6.76 F1LNH3 Col6a2 tr|F1LNH3|F1LNH3_RAT Collagen type VI alpha 2 chain OS=Rattus norvegicus OX=10116 GN=Col6a2 PE=1 SV=2
25.20 24.77 25.13 26.49 26.30 26.75 1.48 aspartic-type endopeptidase activity;aspartic-type peptidase activity;binding;catalytic activity;endopeptidase activity;enzyme binding;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;protein binding;receptor activityanatomical structure morphogenesis;biological regulation;developmental process;hormone metabolic process;macromolecule metabolic process;metabolic process;pigmentation;primary metabolic process;protein maturation;protein metabolic processcell body;cell part;cell projection;extracellular organelle;neuron projection;organelle;vesicleCompleteproteome;Membrane;Phosphoprotein;Receptor;Referenceproteome;Signal;Transmembrane;TransmembranehelixGO:0001817;GO:0001819;GO:0002003;GO:0003002;GO:0007389;GO:0008152;GO:0009653;GO:0009952;GO:0009966;GO:0009967;GO:0010627;GO:0010646;GO:0010647;GO:0010817;GO:0016485;GO:0016486;GO:0019538;GO:0021903;GO:0023051;GO:0023056;GO:0030111;GO:0030177;GO:0032502;GO:0032908;GO:0032914;GO:0042445;GO:0043170;GO:0043408;GO:0043473;GO:0044238;GO:0048066;GO:0048069;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0051239;GO:0051240;GO:0051604;GO:0060323;GO:0065007;GO:0065008;GO:0071634;GO:0071636GO:0003824;GO:0004175;GO:0004190;GO:0004872;GO:0005488;GO:0005515;GO:0008233;GO:0016787;GO:0019899;GO:0070001;GO:0070011GO:0009897;GO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 10 33.1 0 308.71 1 2.88 0 -5.19 Q6AXS4 Renin receptor Atp6ap2 sp|Q6AXS4|RENR_RAT Renin receptor OS=Rattus norvegicus OX=10116 GN=Atp6ap2 PE=2 SV=1
27.45 26.69 27.37 28.59 28.46 28.86 1.46 binding;carbohydrate binding;glycosaminoglycan binding;heparin binding;pattern binding;polysaccharide bindingbiological regulation;cell motility;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;immune system process;locomotion;organelle organization;response to abiotic stimulus;response to chemical stimulus;response to external stimulus;response to stimulus;response to stressextracellular spaceChemokine signaling pathway;Cytokine-cytokine receptor interactionChemotaxis;Completeproteome;Cytokine;Disulfidebond;Glycoprotein;Heparin-binding;Inflammatoryresponse;Pyrrolidonecarboxylicacid;Referenceproteome;Secreted;SignalGO:0002376;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0006996;GO:0007010;GO:0008360;GO:0009314;GO:0009605;GO:0009611;GO:0009628;GO:0009987;GO:0010033;GO:0010212;GO:0010332;GO:0016043;GO:0016477;GO:0022603;GO:0022604;GO:0030334;GO:0030335;GO:0030595;GO:0032101;GO:0032103;GO:0032879;GO:0040011;GO:0040012;GO:0040017;GO:0042221;GO:0042330;GO:0045471;GO:0048245;GO:0048518;GO:0048520;GO:0048522;GO:0048583;GO:0048584;GO:0048870;GO:0050789;GO:0050793;GO:0050794;GO:0050795;GO:0050896;GO:0050900;GO:0050920;GO:0050921;GO:0051128;GO:0051270;GO:0051272;GO:0051716;GO:0060326;GO:0065007;GO:0065008;GO:0070887;GO:0071310;GO:0071361;GO:0071840;GO:0071841;GO:0071842;GO:0072677;GO:2000145;GO:2000147;GO:2000401;GO:2000403;GO:2000501;GO:2000503GO:0001871;GO:0005488;GO:0005539;GO:0008201;GO:0030246;GO:0030247GO:0005615;GO:0044421+ + 4 34 0 55.5 1 2.27 0.002268 -3.99 Q9QXY8 C-C motif chemokine 7 Ccl7 sp|Q9QXY8|CCL7_RAT C-C motif chemokine 7 OS=Rattus norvegicus OX=10116 GN=Ccl7 PE=3 SV=1
23.61 23.31 24.27 24.85 25.32 25.38 1.45 alpha-mannosidase activity;binding;carbohydrate binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;ion binding;mannosidase activity;mannosyl-oligosaccharide 1,3-1,6-alpha-mannosidase activity;mannosyl-oligosaccharide mannosidase activity;metal ion binding;transition metal ion binding;zinc ion bindingalcohol metabolic process;carbohydrate metabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein glycosylation;protein metabolic process;protein modification process;small molecule metabolic processcell part;membraneN-Glycan biosynthesis;Various types of N-glycan biosynthesisCoiledcoil;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Glycosidase;Golgiapparatus;Hydrolase;Membrane;Metal-binding;Phosphoprotein;Referenceproteome;Signal-anchor;Transmembrane;Transmembranehelix;ZincGO:0005975;GO:0005996;GO:0006013;GO:0006066;GO:0006464;GO:0006486;GO:0008152;GO:0009987;GO:0019318;GO:0019538;GO:0043170;GO:0043412;GO:0043413;GO:0044237;GO:0044238;GO:0044260;GO:0044262;GO:0044267;GO:0044281;GO:0070085GO:0003824;GO:0004553;GO:0004559;GO:0004572;GO:0005488;GO:0008270;GO:0015923;GO:0015924;GO:0016787;GO:0016798;GO:0030246;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0000139;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044444;GO:0044446;GO:0044464+ + 20 22.4 0 55.784 2 1.94 0.006375 -3.39 P28494;Q7TP82Alpha-mannosidase 2;Alpha-mannosidaseMan2a1 sp|P28494|MA2A1_RAT Alpha-mannosidase 2 OS=Rattus norvegicus OX=10116 GN=Man2a1 PE=1 SV=2;tr|Q7TP82|Q7TP82_RAT Alpha-mannosidase OS=Rattus norvegicus OX=10116 GN=Man2a1 PE=1 SV=1
25.89 26.11 26.63 27.46 27.72 27.71 1.42 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activityextracellular space Completeproteome;Disulfidebond;Proteomicsidentification;Referenceproteome;SecretedGO:0004857;GO:0004866;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0044421+ + 8 5.1 0 41.008 2 2.42 0.001699 -4.24 A0A1B0GWS5;A0A096P6L9 C5 tr|A0A1B0GWS5|A0A1B0GWS5_RAT Complement C5 (Fragment) OS=Rattus norvegicus OX=10116 GN=C5 PE=1 SV=1;tr|A0A096P6L9|A0A096P6L9_RAT Complement C5 OS=Rattus norvegicus OX=10116 GN=C5 PE=1 SV=2
23.30 22.97 23.75 24.41 24.65 25.18 1.41 enzyme regulator activity;GDP-dissociation inhibitor activity;GTPase regulator activity;nucleoside-triphosphatase regulator activity;Rho GDP-dissociation inhibitor activity;small GTPase regulator activityresponse to chemical stimulus;response to stimuluscell part;cytosol;extracellular organelle;membrane;organelle;vesicleNeurotrophin signaling pathway;Vasopressin-regulated water reabsorptionCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0042221;GO:0050896;GO:0051775;GO:0071461GO:0005083;GO:0005092;GO:0005094;GO:0030234;GO:0030695;GO:0060589GO:0005829;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 6 48 0 312.56 1 1.93 0.006108 -3.34 Q5M860 Arhgdib tr|Q5M860|Q5M860_RAT Rho GDP dissociation inhibitor beta OS=Rattus norvegicus OX=10116 GN=Arhgdib PE=1 SV=1

NaN 22.95 23.37 24.22 25.13 24.30 1.39 3-hydroxyanthranilate 3,4-dioxygenase activity;binding;catalytic activity;cation binding;dioxygenase activity;ferrous iron binding;ion binding;iron ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on single donors with incorporation of molecular oxygen;oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;oxygen binding;transition metal ion bindingamine metabolic process;biological regulation;biosynthetic process;catabolic process;cellular amino acid metabolic process;cellular aromatic compound metabolic process;cellular homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;homeostatic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasm;cytosol;extracellular organelle;membrane;organelle;vesicleTryptophan metabolismCompleteproteome;Cytoplasm;Dioxygenase;Directproteinsequencing;Iron;Metal-binding;Oxidoreductase;Pyridinenucleotidebiosynthesis;ReferenceproteomeGO:0006082;GO:0006139;GO:0006520;GO:0006568;GO:0006569;GO:0006576;GO:0006586;GO:0006725;GO:0006732;GO:0006733;GO:0006753;GO:0006807;GO:0008152;GO:0009056;GO:0009058;GO:0009063;GO:0009072;GO:0009074;GO:0009108;GO:0009117;GO:0009165;GO:0009308;GO:0009310;GO:0009435;GO:0009987;GO:0010035;GO:0010038;GO:0010043;GO:0016053;GO:0016054;GO:0018130;GO:0018874;GO:0019359;GO:0019362;GO:0019363;GO:0019439;GO:0019674;GO:0019725;GO:0019752;GO:0019805;GO:0032787;GO:0034354;GO:0034627;GO:0034641;GO:0034654;GO:0042180;GO:0042221;GO:0042402;GO:0042430;GO:0042436;GO:0042537;GO:0042592;GO:0043420;GO:0043436;GO:0043648;GO:0043650;GO:0044106;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044270;GO:0044271;GO:0044281;GO:0044282;GO:0044283;GO:0046218;GO:0046394;GO:0046395;GO:0046483;GO:0046496;GO:0046686;GO:0046700;GO:0046874;GO:0050896;GO:0051186;GO:0051188;GO:0055086;GO:0060249;GO:0065007;GO:0065008;GO:0070050;GO:0072524;GO:0072525GO:0000334;GO:0003824;GO:0005488;GO:0005506;GO:0008198;GO:0016491;GO:0016701;GO:0016702;GO:0019825;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0051213GO:0005737;GO:0005829;GO:0016020;GO:0031090;GO:0031966;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 2 7.3 0 7.4609 2 1.38 0.022148 -2.74 A0A0G2JSV5;P469533-hydroxyanthranilate 3,4-dioxygenase Haao tr|A0A0G2JSV5|A0A0G2JSV5_RAT 3-hydroxyanthranilate 3,4-dioxygenase OS=Rattus norvegicus OX=10116 GN=Haao PE=1 SV=1;sp|P46953|3HAO_RAT 3-hydroxyanthranilate 3,4-dioxygenase OS=Rattus norvegicus OX=10116 GN=Haao PE=1 SV=2
22.53 22.25 22.88 23.81 23.99 NaN 1.35 cell division;cellular component organization;cellular process;mitosis;nuclear division;organelle fission;organelle organizationcell part;cytoplasm;macromolecular complex;protein complexCellcycle;Celldivision;Completeproteome;Cytoplasm;Cytoskeleton;Microtubule;Mitosis;Phosphoprotein;ReferenceproteomeGO:0000280;GO:0006996;GO:0007067;GO:0009987;GO:0016043;GO:0022402;GO:0022403;GO:0048285;GO:0051301;GO:0071840;GO:0071841;GO:0071842GO:0005737;GO:0005874;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464+ + 6 34.4 0 34.944 5 1.93 0.006 -3.92 M0R8A4;M0R7M8;Q3B8Q0;A0A096MJL2;A0A096MJC9Microtubule-associated protein RP/EB family member 2Mapre2;LOC100911918 tr|M0R8A4|M0R8A4_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=2;tr|M0R7M8|M0R7M8_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=2;sp|Q3B8Q0|MARE2_RAT Microtubule-associated protein RP/EB family member 2 OS=Rattus nor
26.08 25.64 26.21 27.74 27.35 26.85 1.34 binding;growth factor binding;insulin-like growth factor binding;insulin-like growth factor I binding;insulin-like growth factor II binding;protein bindingaging;biological regulation;cellular process;developmental process;multicellular organismal development;multicellular organismal process;multi-organism process;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;signal transductioncell part;extracellular organelle;extracellular region;extracellular space;intracellular organelle;organelle;vesicleCompleteproteome;Developmentalprotein;Directproteinsequencing;Disulfidebond;Glycoprotein;Growthfactorbinding;Growthregulation;Referenceproteome;Secreted;SignalGO:0001558;GO:0002682;GO:0002684;GO:0002694;GO:0002696;GO:0007165;GO:0007275;GO:0007565;GO:0007568;GO:0007584;GO:0008284;GO:0009605;GO:0009612;GO:0009628;GO:0009719;GO:0009725;GO:0009966;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010226;GO:0022414;GO:0023051;GO:0031667;GO:0031960;GO:0032355;GO:0032501;GO:0032502;GO:0032526;GO:0032870;GO:0032944;GO:0032946;GO:0033189;GO:0033273;GO:0040008;GO:0042102;GO:0042104;GO:0042127;GO:0042129;GO:0042221;GO:0042493;GO:0043567;GO:0043627;GO:0046006;GO:0048518;GO:0048522;GO:0048545;GO:0048583;GO:0050670;GO:0050671;GO:0050789;GO:0050794;GO:0050863;GO:0050865;GO:0050867;GO:0050870;GO:0050896;GO:0051128;GO:0051249;GO:0051251;GO:0051384;GO:0051704;GO:0051716;GO:0065007;GO:0070663;GO:0070665;GO:0070887;GO:0071310;GO:0071495GO:0005488;GO:0005515;GO:0005520;GO:0019838;GO:0031994;GO:0031995GO:0005576;GO:0005615;GO:0016324;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 5 19.7 0 297.23 1 1.89 0.006341 -3.25 P12843 Insulin-like growth factor-binding protein 2Igfbp2 sp|P12843|IBP2_RAT Insulin-like growth factor-binding protein 2 OS=Rattus norvegicus OX=10116 GN=Igfbp2 PE=1 SV=3
28.67 28.79 28.77 30.21 29.84 30.19 1.34 binding;carboxypeptidase activity;catalytic activity;cation binding;DNA binding;exopeptidase activity;hydrolase activity;ion binding;metal ion binding;metallocarboxypeptidase activity;metalloexopeptidase activity;metallopeptidase activity;nucleic acid binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;protein binding transcription factor activity;regulatory region DNA binding;regulatory region nucleic acid binding;RNA polymerase II regulatory region DNA binding;RNA polymerase II regulatory region sequence-specific DNA binding;sequence-specific DNA binding;transcription cofactor activity;transcription corepressor activity;transcription factor binding transcription factor activity;transcription regulatory region DNA binding;transcription regulatory region sequence-specific DNA binding;transition metal ion binding;zinc ion bindingcell part;cytoplasm;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleCalmodulin-binding;Completeproteome;Cytoplasm;DNA-binding;Glycoprotein;Nucleus;Referenceproteome;Repressor;Secreted;Signal;Transcription;TranscriptionregulationGO:0000975;GO:0000976;GO:0000977;GO:0000988;GO:0000989;GO:0001012;GO:0001067;GO:0003676;GO:0003677;GO:0003712;GO:0003714;GO:0003824;GO:0004180;GO:0004181;GO:0005488;GO:0008233;GO:0008235;GO:0008237;GO:0008238;GO:0008270;GO:0016787;GO:0043167;GO:0043169;GO:0043565;GO:0044212;GO:0046872;GO:0046914;GO:0070011GO:0005615;GO:0005634;GO:0005737;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 32 34.5 0 323.31 2 3.36 0 -5.92 A0A0H2UHL3;A2RUV9Adipocyte enhancer-binding protein 1 Aebp1 tr|A0A0H2UHL3|A0A0H2UHL3_RAT Adipocyte enhancer-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Aebp1 PE=4 SV=1;sp|A2RUV9|AEBP1_RAT Adipocyte enhancer-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Aebp1 PE=2 SV=1
27.30 27.41 26.89 28.34 28.49 28.74 1.32 binding;cation binding;ion binding;metal ion binding;transition metal ion binding;zinc ion bindinganatomical structure development;biological adhesion;cell adhesion;cellular process;developmental processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAcetylation;Completeproteome;LIMdomain;Metal-binding;Nucleus;Phosphoprotein;Referenceproteome;Repeat;ZincGO:0007155;GO:0007399;GO:0009987;GO:0016337;GO:0022610;GO:0032502;GO:0034109;GO:0048731;GO:0048856;GO:0070527GO:0005488;GO:0008270;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005634;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 12 64.8 0 323.31 1 2.59 0.001959 -4.45 P47875 Cysteine and glycine-rich protein 1 Csrp1 sp|P47875|CSRP1_RAT Cysteine and glycine-rich protein 1 OS=Rattus norvegicus OX=10116 GN=Csrp1 PE=1 SV=2
27.22 26.97 27.67 28.50 28.77 28.53 1.31 cell differentiation;cellular component assembly;cellular component organization;cellular process;developmental process;macromolecular complex assembly;protein complex assembly;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;extracellular matrix;extracellular organelle;extracellular region;macromolecular complex;membrane;organelle;plasma membrane;protein complex;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001101;GO:0001649;GO:0006461;GO:0009719;GO:0009987;GO:0010033;GO:0010243;GO:0014075;GO:0016043;GO:0022607;GO:0030154;GO:0032502;GO:0035987;GO:0042221;GO:0043200;GO:0043933;GO:0048869;GO:0050896;GO:0051259;GO:0051291;GO:0051716;GO:0065003;GO:0070206;GO:0070208;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0071822;GO:0071840GO:0005576;GO:0005765;GO:0005774;GO:0005886;GO:0016020;GO:0031012;GO:0031090;GO:0031982;GO:0031988;GO:0032991;GO:0042383;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 22 29.5 0 323.31 2 2.38 0.002304 -4.06 D3ZUL3;M0RDR9 Col6a1 tr|D3ZUL3|D3ZUL3_RAT Collagen type VI alpha 1 chain OS=Rattus norvegicus OX=10116 GN=Col6a1 PE=1 SV=1
29.31 29.01 29.58 30.61 30.51 30.68 1.30 beta-amyloid binding;binding;cysteine-type endopeptidase inhibitor activity;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;protease binding;protein bindinganatomical structure development;behavior;biological regulation;cell activation;cell death;cell development;cellular component organization;cellular process;death;developmental process;extracellular matrix organization;extracellular structure organization;regulation of DNA metabolic process;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;rhythmic processcell body;cell part;cell projection;cytoplasm;endoplasmic reticulum;endosome;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;lysosome;membrane;neuron projection;neuronal cell body;organelle;vacuole;vesicleSalivary secretionCompleteproteome;Directproteinsequencing;Disulfidebond;Proteaseinhibitor;Referenceproteome;Secreted;Signal;ThiolproteaseinhibitorGO:0000302;GO:0001654;GO:0001666;GO:0001775;GO:0003006;GO:0006275;GO:0006915;GO:0006950;GO:0006952;GO:0006979;GO:0007420;GO:0007423;GO:0007431;GO:0007566;GO:0007610;GO:0007622;GO:0007623;GO:0008219;GO:0008284;GO:0008406;GO:0008584;GO:0009605;GO:0009611;GO:0009636;GO:0009719;GO:0009725;GO:0009743;GO:0009889;GO:0009891;GO:0009892;GO:0009893;GO:0009894;GO:0009895;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010466;GO:0010556;GO:0010557;GO:0010604;GO:0010605;GO:0010710;GO:0010711;GO:0010712;GO:0010713;GO:0010715;GO:0010716;GO:0010941;GO:0010951;GO:0012501;GO:0014070;GO:0016043;GO:0016265;GO:0019219;GO:0019222;GO:0022410;GO:0022414;GO:0022603;GO:0030198;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031328;GO:0031329;GO:0031330;GO:0031667;GO:0032355;GO:0032502;GO:0033554;GO:0034103;GO:0034104;GO:0034599;GO:0034614;GO:0042127;GO:0042221;GO:0042493;GO:0042542;GO:0042747;GO:0043062;GO:0043067;GO:0043086;GO:0043206;GO:0043627;GO:0044092;GO:0044246;GO:0044252;GO:0045740;GO:0045935;GO:0048468;GO:0048511;GO:0048512;GGO:0001540;GO:0002020;GO:0004857;GO:0004866;GO:0004869;GO:0005488;GO:0005515;GO:0019899;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0000323;GO:0005604;GO:0005615;GO:0005737;GO:0005764;GO:0005768;GO:0005770;GO:0005771;GO:0005773;GO:0005783;GO:0016020;GO:0030424;GO:0031090;GO:0031965;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043292;GO:0044297;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 7 55 0 323.31 1 2.77 0 -4.76 P14841 Cystatin-C Cst3 sp|P14841|CYTC_RAT Cystatin-C OS=Rattus norvegicus OX=10116 GN=Cst3 PE=1 SV=2
24.89 25.47 25.30 26.44 26.76 26.35 1.30 binding;catalytic activity;endonuclease activity;hydrolase activity;hydrolase activity, acting on ester bonds;nuclease activity;nucleic acid binding;ribonuclease activitycell communication;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stressextracellular organelle;organelle;vesicleCompleteproteome;Directproteinsequencing;Disulfidebond;Endonuclease;Hydrolase;Nuclease;Pyrrolidonecarboxylicacid;Referenceproteome;Secreted;SignalGO:0006139;GO:0006807;GO:0006950;GO:0007154;GO:0008152;GO:0009267;GO:0009605;GO:0009987;GO:0009991;GO:0031667;GO:0031668;GO:0031669;GO:0033554;GO:0034641;GO:0042594;GO:0044237;GO:0044238;GO:0050896;GO:0051716;GO:0071496;GO:0090304;GO:0090305GO:0003676;GO:0003824;GO:0004518;GO:0004519;GO:0004540;GO:0005488;GO:0016787;GO:0016788GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 8 59.2 0 174.76 1 2.44 0.001627 -4.15 O55004 Ribonuclease 4 Rnase4 sp|O55004|RNAS4_RAT Ribonuclease 4 OS=Rattus norvegicus OX=10116 GN=Rnase4 PE=1 SV=1
23.21 23.58 23.65 24.85 24.96 24.48 1.28 enzyme activator activity;enzyme regulator activity;kinase activator activity;kinase regulator activity;protein kinase activator activity;protein kinase regulator activity;protein serine/threonine kinase activator activitybiological regulation;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;macromolecular complex assembly;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein complex assembly;protein metabolic process;protein modification process;protein phosphorylation;regulation of protein modification process;response to stimulus;signal transductionextracellular organelle;macromolecular complex;organelle;protein complex;vesiclemTOR signaling pathwayCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001932;GO:0001934;GO:0006461;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0007165;GO:0008152;GO:0009893;GO:0009987;GO:0010562;GO:0010604;GO:0010799;GO:0010800;GO:0016043;GO:0016310;GO:0019220;GO:0019222;GO:0019538;GO:0022607;GO:0023014;GO:0031323;GO:0031325;GO:0031399;GO:0031401;GO:0032147;GO:0032268;GO:0032270;GO:0033135;GO:0033138;GO:0033674;GO:0035556;GO:0042325;GO:0042327;GO:0043085;GO:0043170;GO:0043412;GO:0043549;GO:0043933;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045859;GO:0045860;GO:0045937;GO:0048518;GO:0048522;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051174;GO:0051246;GO:0051247;GO:0051259;GO:0051291;GO:0051338;GO:0051347;GO:0051716;GO:0060255;GO:0065003;GO:0065007;GO:0065009;GO:0071822;GO:0071840;GO:0080090GO:0008047;GO:0019207;GO:0019209;GO:0019887;GO:0030234;GO:0030295;GO:0043539GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0065010;GO:0070062+ + 10 29.3 0 35.085 4 2.52 0.00173 -4.27 A0A0G2JZH0;D3ZJ77;A0A0G2JT45;Q5XIJ7 Cab39 tr|A0A0G2JZH0|A0A0G2JZH0_RAT Calcium-binding protein 39 OS=Rattus norvegicus OX=10116 GN=Cab39 PE=1 SV=1;tr|D3ZJ77|D3ZJ77_RAT Calcium binding protein 39 (Predicted), isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Cab39 PE=1 SV=1
24.40 24.42 24.05 25.36 25.79 25.51 1.27 binding;catalytic activity;GDP binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular component organization;cellular process;establishment of localization;Golgi organization;metabolic process;organelle organization;protein transport;regulation of transport;response to stimulus;signal transduction;transport;vesicle-mediated transportcell body;cell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuronal cell body;organelle;vesicleAcetylation;Completeproteome;Endoplasmicreticulum;ER-Golgitransport;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Nucleotide-binding;Prenylation;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0006996;GO:0007030;GO:0007165;GO:0007264;GO:0007265;GO:0008152;GO:0009987;GO:0015031;GO:0016043;GO:0016192;GO:0017157;GO:0032482;GO:0032879;GO:0035556;GO:0045184;GO:0045921;GO:0046907;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0050896;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051234;GO:0051649;GO:0051716;GO:0060341;GO:0060627;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000139;GO:0005765;GO:0005774;GO:0005789;GO:0005794;GO:0016020;GO:0016023;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0033116;GO:0042470;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:0070062+ + 12 62.7 0 103.14 3 2.73 0.001091 -4.64 P05712;F1LP82;Q3B7V5Ras-related protein Rab-2A Rab2a;Rab2b sp|P05712|RAB2A_RAT Ras-related protein Rab-2A OS=Rattus norvegicus OX=10116 GN=Rab2a PE=2 SV=1;tr|F1LP82|F1LP82_RAT Ras-related protein Rab-2A OS=Rattus norvegicus OX=10116 GN=Rab2a PE=1 SV=3;tr|Q3B7V5|Q3B7V5_RAT RAB2B, member RAS oncogene family OS=Rattu
23.68 23.35 24.70 25.34 25.33 24.87 1.26 cell part;extracellular organelle;macromolecular complex;membrane;nucleoplasm;organelle;protein complex;vesicleProteasomeCompleteproteome;Proteasome;Proteomicsidentification;ReferenceproteomeGO:0005654;GO:0005838;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 10 42.2 0 61.72 1 1.36 0.024989 -2.36 D4AEH3 Psmd7 tr|D4AEH3|D4AEH3_RAT Proteasome (Prosome, macropain) 26S subunit, non-ATPase, 7 (Predicted) OS=Rattus norvegicus OX=10116 GN=Psmd7 PE=1 SV=1
25.96 26.09 26.32 27.42 27.42 27.28 1.25 binding;catalytic activity;enzyme regulator activity;GDP binding;GTP binding;GTPase activity;GTPase regulator activity;guanyl nucleotide binding;guanyl ribonucleotide binding;guanyl-nucleotide exchange factor activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleoside-triphosphatase regulator activity;nucleotide binding;protein binding;protein complex binding;protein transporter activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;Rap guanyl-nucleotide exchange factor activity;Ras guanyl-nucleotide exchange factor activity;ribonucleotide binding;small GTPase regulator activity;substrate-specific transporter activity;transporter activityanatomical structure development;biological regulation;cell development;cell proliferation;cellular process;developmental process;establishment of localization;metabolic process;protein transport;regulation of protein modification process;regulation of transport;response to chemical stimulus;response to stimulus;signal transduction;transportcell part;cell projection;cytoplasm;cytosol;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lipid particle;macromolecular complex;membrane;neuron projection;organelle;plasma membrane;protein complex;vesicleChemokine signaling pathway;Focal adhesion;Leukocyte transendothelial migration;Long-term potentiation;MAPK signaling pathway;Neurotrophin signaling pathway;Pancreatic secretion;Renal cell carcinomaADP-ribosylation;Celljunction;Cellmembrane;Completeproteome;Cytoplasm;Endosome;GTP-binding;Lipoprotein;Membrane;Methylation;Neurogenesis;Nucleotide-binding;Phosphoprotein;Prenylation;Referenceproteome;TumorsuppressorGO:0001885;GO:0001932;GO:0002064;GO:0006140;GO:0006810;GO:0007165;GO:0007264;GO:0007265;GO:0008152;GO:0008283;GO:0009894;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0010975;GO:0010976;GO:0015031;GO:0017157;GO:0017158;GO:0019219;GO:0019220;GO:0019222;GO:0023051;GO:0023056;GO:0030811;GO:0031323;GO:0031329;GO:0031344;GO:0031346;GO:0031399;GO:0031644;GO:0032268;GO:0032486;GO:0032502;GO:0032878;GO:0032879;GO:0033121;GO:0033124;GO:0033674;GO:0035556;GO:0042221;GO:0042325;GO:0043085;GO:0043087;GO:0043408;GO:0043410;GO:0043547;GO:0043549;GO:0044057;GO:0044093;GO:0045184;GO:0045595;GO:0045664;GO:0045859;GO:0045860;GO:0045920;GO:0045955;GO:0046928;GO:0048468;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0048856;GO:0048869;GO:0050767;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050804;GO:0050896;GO:0051046;GO:0051048;GO:0051049;GO:0051051;GO:0051128;GO:0051130;GO:0051171;GO:0051174;GO:0051234;GO:0051239;GO:0051246;GO:0051336;GO:0051338;GO:0051345;GGO:0000166;GO:0003824;GO:0003924;GO:0005083;GO:0005085;GO:0005088;GO:0005215;GO:0005488;GO:0005515;GO:0005525;GO:0008565;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017034;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0022892;GO:0030234;GO:0030695;GO:0032403;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0060589GO:0005737;GO:0005768;GO:0005769;GO:0005770;GO:0005811;GO:0005829;GO:0005886;GO:0005911;GO:0016020;GO:0030054;GO:0031982;GO:0031988;GO:0032045;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 10 51.1 0 108.89 2 3.40 0 -5.84 Q62636;P62836Ras-related protein Rap-1b;Ras-related protein Rap-1ARap1b;Rap1a sp|Q62636|RAP1B_RAT Ras-related protein Rap-1b OS=Rattus norvegicus OX=10116 GN=Rap1b PE=1 SV=2;sp|P62836|RAP1A_RAT Ras-related protein Rap-1A OS=Rattus norvegicus OX=10116 GN=Rap1a PE=1 SV=1
23.41 23.04 NaN 24.58 24.26 24.49 1.22 binding;calcium ion binding;cation binding;ion binding;metal ion binding;receptor activityanatomical structure development;anatomical structure morphogenesis;biological regulation;biosynthetic process;cell activation;cell differentiation;cell growth;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;embryo development;establishment of localization;growth;immune system process;macromolecule metabolic process;metabolic process;multicellular organismal process;multi-organism process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein transport;regulation of cell cycle;response to biotic stimulus;response to stimulus;response to stress;RNA metabolic process;secretion;signal transduction;tissue remodeling;transportcell part;cell projection;cell surface;cilium;cytosol;extracellular region;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;plasma membrane;protein complex;receptor complexDorso-ventral axis formation;Notch signaling pathwayActivator;ANKrepeat;Cellmembrane;Completeproteome;Developmentalprotein;Differentiation;Disulfidebond;EGF-likedomain;Glycoprotein;Membrane;Notchsignalingpathway;Nucleus;Phosphoprotein;Proteomicsidentification;Receptor;Referenceproteome;Repeat;Signal;Transcription;Transcriptionregulation;Transmembrane;TransmembranehelixGO:0000122;GO:0001568;GO:0001701;GO:0001709;GO:0001773;GO:0001775;GO:0002009;GO:0002011;GO:0002274;GO:0002376;GO:0002437;GO:0002521;GO:0002573;GO:0003179;GO:0003184;GO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006807;GO:0006810;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0006959;GO:0007050;GO:0007165;GO:0007166;GO:0007219;GO:0007368;GO:0007389;GO:0008152;GO:0008284;GO:0008285;GO:0009058;GO:0009059;GO:0009306;GO:0009607;GO:0009611;GO:0009617;GO:0009653;GO:0009790;GO:0009792;GO:0009799;GO:0009855;GO:0009887;GO:0009888;GO:0009889;GO:0009890;GO:0009892;GO:0009966;GO:0009967;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0010646;GO:0010647;GO:0010941;GO:0010942;GO:0015031;GO:0016049;GO:0016070;GO:0019219;GO:0019222;GO:0022402;GO:0023051;GO:0023056;GO:0030099;GO:0030154;GO:0030326;GO:0030510;GO:0030513;GO:0031099;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032501;GO:0032502;GO:0032774;GO:0032940;GO:0034641;GO:0034645;GO:0035107;GO:0035108;GO:0035113;GO:0040007;GO:0042127;GO:0042246;GGO:0004872;GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005634;GO:0005829;GO:0005886;GO:0005887;GO:0005929;GO:0009986;GO:0016020;GO:0016021;GO:0031224;GO:0031226;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0043235;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464+ + 5 2.5 0 22.544 2 2.15 0.002811 -4.29 G3V8G9;Q9QW30Neurogenic locus notch homolog protein 2;Notch 2 extracellular truncation;Notch 2 intracellular domainNotch2 tr|G3V8G9|G3V8G9_RAT Neurogenic locus notch homolog protein 2 OS=Rattus norvegicus OX=10116 GN=Notch2 PE=1 SV=1;sp|Q9QW30|NOTC2_RAT Neurogenic locus notch homolog protein 2 OS=Rattus norvegicus OX=10116 GN=Notch2 PE=1 SV=1
25.55 25.60 25.96 26.80 27.11 26.85 1.21 extracellular organelle;organelle;vesicleCollagen;Completeproteome;Referenceproteome;Secreted;SignalGO:0005581;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 6 35.8 0 175.1 1 2.77 0.001079 -4.63 Q5FVH0 Complement C1q tumor necrosis factor-related protein 5C1qtnf5 sp|Q5FVH0|C1QT5_RAT Complement C1q tumor necrosis factor-related protein 5 OS=Rattus norvegicus OX=10116 GN=C1qtnf5 PE=2 SV=1
25.60 25.55 25.72 26.62 27.39 26.50 1.21 antioxidant activity;binding;catalytic activity;cation binding;copper ion binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on superoxide radicals as acceptor;superoxide dismutase activity;transition metal ion binding;zinc ion bindingcellular metabolic process;cellular process;metabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytoplasm;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAntioxidant;Completeproteome;Copper;Disulfidebond;Glycoprotein;Metal-binding;Oxidoreductase;Referenceproteome;Secreted;Signal;ZincGO:0000302;GO:0000303;GO:0000305;GO:0001666;GO:0006801;GO:0006950;GO:0006979;GO:0008152;GO:0009987;GO:0010035;GO:0010038;GO:0019430;GO:0033554;GO:0034599;GO:0034614;GO:0042221;GO:0044237;GO:0046688;GO:0050896;GO:0051716;GO:0070482;GO:0070887;GO:0071450;GO:0071451;GO:0072593GO:0003824;GO:0004784;GO:0005488;GO:0005507;GO:0008270;GO:0016209;GO:0016491;GO:0016721;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005615;GO:0005634;GO:0005737;GO:0005802;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 6 32.8 0 113.08 1 1.89 0.006596 -3.17 Q08420 Extracellular superoxide dismutase [Cu-Zn]Sod3 sp|Q08420|SODE_RAT Extracellular superoxide dismutase [Cu-Zn] OS=Rattus norvegicus OX=10116 GN=Sod3 PE=1 SV=2

NaN 23.37 24.17 25.19 24.72 25.00 1.20 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological adhesion;cell adhesion;cellular component organization;cellular process;cytoskeleton organization;establishment or maintenance of cell polarity;organelle organizationcell part;cell projection;extracellular organelle;filopodium;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membrane;vesicleCalcium;Celladhesion;Completeproteome;Disulfidebond;EGF-likedomain;Membrane;Proteomicsidentification;Referenceproteome;Repeat;Transmembrane;TransmembranehelixGO:0006996;GO:0007010;GO:0007015;GO:0007155;GO:0007156;GO:0007163;GO:0009987;GO:0016043;GO:0016337;GO:0022610;GO:0030029;GO:0030036;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005634;GO:0005886;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016021;GO:0030027;GO:0030054;GO:0030055;GO:0030175;GO:0031224;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:0070062;GO:0070161+ + 23 5.6 0 80.419 2 1.40 0.022222 -2.70 G3V9W9;A0A0G2K5L1 Fat1 tr|G3V9W9|G3V9W9_RAT FAT atypical cadherin 1 OS=Rattus norvegicus OX=10116 GN=Fat1 PE=1 SV=1;tr|A0A0G2K5L1|A0A0G2K5L1_RAT FAT atypical cadherin 1 OS=Rattus norvegicus OX=10116 GN=Fat1 PE=1 SV=1
26.14 26.21 26.17 27.40 27.40 27.33 1.20 binding;calcium channel inhibitor activity;calcium channel regulator activity;catalytic activity;channel inhibitor activity;channel regulator activity;cis-trans isomerase activity;cytokine receptor binding;drug binding;enzyme binding;FK506 binding;heat shock protein binding;Hsp70 protein binding;ion channel inhibitor activity;isomerase activity;macrolide binding;peptidyl-prolyl cis-trans isomerase activity;protein binding;receptor binding;transforming growth factor beta receptor binding;type I transforming growth factor beta receptor bindinganatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell activation;cell proliferation;cellular homeostasis;cellular ion homeostasis;cellular metabolic process;cellular process;developmental process;establishment of localization;homeostatic process;immune system process;ion transport;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;muscle contraction;peptidyl-amino acid modification;primary metabolic process;protein folding;protein metabolic process;protein modification process;regulation of protein modification process;regulation of transport;response to chemical stimulus;response to stimulus;signal transduction;transportcell part;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelleAcetylation;Completeproteome;Cytoplasm;Isomerase;Referenceproteome;RotamaseGO:0000413;GO:0001775;GO:0001932;GO:0001933;GO:0002376;GO:0003008;GO:0003012;GO:0006457;GO:0006464;GO:0006810;GO:0006811;GO:0006812;GO:0006816;GO:0006873;GO:0006874;GO:0006875;GO:0006936;GO:0007165;GO:0007166;GO:0007204;GO:0008152;GO:0008283;GO:0009653;GO:0009892;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010039;GO:0010522;GO:0010523;GO:0010563;GO:0010605;GO:0010959;GO:0014070;GO:0014074;GO:0018193;GO:0018208;GO:0019220;GO:0019221;GO:0019222;GO:0019538;GO:0019725;GO:0022898;GO:0030001;GO:0030003;GO:0031000;GO:0031323;GO:0031324;GO:0031399;GO:0031400;GO:0032268;GO:0032269;GO:0032409;GO:0032412;GO:0032501;GO:0032502;GO:0032844;GO:0032845;GO:0032879;GO:0032943;GO:0034097;GO:0034762;GO:0034765;GO:0042098;GO:0042110;GO:0042221;GO:0042325;GO:0042326;GO:0042592;GO:0043170;GO:0043269;GO:0043271;GO:0043279;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045321;GO:0045936;GO:0046649;GO:0046651;GO:0048519;GO:0048523;GO:0048646;GO:0048729;GO:0048878;GO:0050789;GO:0050794;GO:0050801;GO:0050896;GO:0051049;GGO:0003755;GO:0003824;GO:0005102;GO:0005126;GO:0005160;GO:0005246;GO:0005488;GO:0005515;GO:0005527;GO:0005528;GO:0008144;GO:0008200;GO:0016247;GO:0016248;GO:0016853;GO:0016859;GO:0019855;GO:0019899;GO:0030544;GO:0031072;GO:0034713GO:0005789;GO:0016020;GO:0031090;GO:0033017;GO:0033267;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043679;GO:0044306;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044463;GO:0044464+ + 6 41.7 0 92.042 1 5.55 0 -9.14 Q62658 Peptidyl-prolyl cis-trans isomerase FKBP1AFkbp1a sp|Q62658|FKB1A_RAT Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Rattus norvegicus OX=10116 GN=Fkbp1a PE=1 SV=3
24.71 24.55 24.92 25.69 26.17 25.92 1.20 binding;nucleic acid binding;nucleotide bindinganatomical structure morphogenesis;biological regulation;cell morphogenesis;cellular component morphogenesis;cellular component organization;cellular process;developmental processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complexCompleteproteome;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;Viralnucleoprotein;VirionGO:0000902;GO:0000904;GO:0001837;GO:0006355;GO:0009653;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0016043;GO:0019219;GO:0019222;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032502;GO:0032989;GO:0045893;GO:0045935;GO:0048518;GO:0048522;GO:0048869;GO:0050789;GO:0050794;GO:0051171;GO:0051173;GO:0051252;GO:0051254;GO:0060255;GO:0065007;GO:0071840;GO:0080090;GO:2000112GO:0000166;GO:0003676;GO:0005488GO:0005634;GO:0005737;GO:0019013;GO:0030529;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044423;GO:0044424;GO:0044464+ + 7 25.6 0 33.141 2 2.61 0.001811 -4.34 Q9QX80;Q9QX81 Hnrnpab tr|Q9QX80|Q9QX80_RAT CArG-binding factor A OS=Rattus norvegicus OX=10116 GN=Hnrnpab PE=1 SV=1;tr|Q9QX81|Q9QX81_RAT Heterogeneous nuclear ribonucleoprotein A/B OS=Rattus norvegicus OX=10116 GN=Hnrnpab PE=1 SV=1
28.20 28.20 27.41 29.11 29.09 29.17 1.19 binding;calcium ion binding;cation binding;extracellular matrix binding;ion binding;metal ion bindingbiological adhesion;biological regulation;cell adhesion;cellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationcell part;extracellular organelle;organelle;vesicleBasementmembrane;Celladhesion;Completeproteome;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SulfationGO:0007155;GO:0007160;GO:0009987;GO:0010810;GO:0010811;GO:0016043;GO:0022610;GO:0030155;GO:0030198;GO:0031589;GO:0032836;GO:0043062;GO:0045785;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872;GO:0050840GO:0005605;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0044464;GO:0065010;GO:0070062;GO:0071944+ + 45 43.6 0 323.31 2 1.96 0.006305 -3.25 F1LM84;P08460 Nid1 tr|F1LM84|F1LM84_RAT Nidogen-1 OS=Rattus norvegicus OX=10116 GN=Nid1 PE=1 SV=1
25.00 24.81 24.90 26.19 26.14 25.89 1.17 binding;cation binding;extracellular matrix structural constituent;ion binding;metal ion binding;structural molecule activityanatomical structure development;anatomical structure morphogenesis;biological adhesion;cell adhesion;cell development;cell differentiation;cellular component organization;cellular metabolic process;cellular process;detection of stimulus;developmental process;extracellular matrix organization;extracellular structure organization;macromolecule metabolic process;metabolic process;multicellular organismal process;neurological system process;response to abiotic stimulus;response to external stimulus;response to stimulusextracellular matrix;proteinaceous extracellular matrixAmoebiasis;ECM-receptor interaction;Focal adhesion;Protein digestion and absorptionAlternativesplicing;Calcium;Collagen;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydroxylation;Metal-binding;Referenceproteome;Repeat;Secreted;SignalGO:0001502;GO:0001503;GO:0002063;GO:0003008;GO:0006029;GO:0007155;GO:0007600;GO:0007601;GO:0008152;GO:0009100;GO:0009581;GO:0009582;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009887;GO:0009888;GO:0009987;GO:0016043;GO:0016337;GO:0022610;GO:0030154;GO:0030198;GO:0030199;GO:0032501;GO:0032502;GO:0035987;GO:0035989;GO:0042472;GO:0043062;GO:0043170;GO:0044237;GO:0044260;GO:0048468;GO:0048562;GO:0048598;GO:0048704;GO:0048705;GO:0048729;GO:0048856;GO:0048869;GO:0050877;GO:0050896;GO:0050906;GO:0050910;GO:0050953;GO:0050974;GO:0050982;GO:0051606;GO:0055008;GO:0055010;GO:0060415;GO:0071840;GO:0071841;GO:0071842GO:0005198;GO:0005201;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005578;GO:0005581;GO:0031012;GO:0044420;GO:0044421+ + 15 10.9 0 57.416 1 3.42 0 -5.68 P20909 Collagen alpha-1(XI) chain Col11a1 sp|P20909|COBA1_RAT Collagen alpha-1(XI) chain OS=Rattus norvegicus OX=10116 GN=Col11a1 PE=1 SV=2
24.01 24.44 24.60 25.55 25.43 25.57 1.17 binding;calcium ion binding;cation binding;ion binding;metal ion bindingCalcium;Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872+ + 7 27.1 0 77.831 2 2.52 0.0016 -4.14 I6L9G5;A0A0G2K022 Rcn3 sp|I6L9G5|RCN3_RAT Reticulocalbin-3 OS=Rattus norvegicus OX=10116 GN=Rcn3 PE=1 SV=1;tr|A0A0G2K022|A0A0G2K022_RAT Reticulocalbin-3 OS=Rattus norvegicus OX=10116 GN=Rcn3 PE=1 SV=1
24.89 24.98 25.10 25.99 26.22 26.22 1.16 binding;calcium channel activity;calcium channel regulator activity;cation binding;cation channel activity;cation transmembrane transporter activity;channel activity;channel regulator activity;gated channel activity;ion binding;ion channel activity;ion transmembrane transporter activity;metal ion binding;passive transmembrane transporter activity;substrate-specific channel activity;substrate-specific transmembrane transporter activity;substrate-specific transporter activity;transmembrane transporter activity;transporter activity;voltage-gated calcium channel activity;voltage-gated cation channel activity;voltage-gated channel activity;voltage-gated ion channel activityanatomical structure development;biological regulation;cell development;cellular component organization;cellular process;developmental process;establishment of localization;ion transport;regulation of transport;transmembrane transport;transportcell part;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicle;voltage-gated calcium channel complexArrhythmogenic right ventricular cardiomyopathy (ARVC);Cardiac muscle contraction;Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM);MAPK signaling pathwayAlternativesplicing;Calcium;Calciumchannel;Calciumtransport;Completeproteome;Disulfidebond;Glycoprotein;Ionchannel;Iontransport;Membrane;Metal-binding;Proteomicsidentification;Referenceproteome;Signal;Transmembrane;Transmembranehelix;Transport;Voltage-gatedchannelGO:0006810;GO:0006811;GO:0006812;GO:0006816;GO:0007528;GO:0009987;GO:0010646;GO:0010959;GO:0016043;GO:0023051;GO:0030001;GO:0031644;GO:0032502;GO:0032879;GO:0034220;GO:0040008;GO:0040014;GO:0043269;GO:0044057;GO:0045927;GO:0046620;GO:0046622;GO:0048468;GO:0048518;GO:0048747;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050804;GO:0050808;GO:0051049;GO:0051234;GO:0051239;GO:0051924;GO:0051969;GO:0055001;GO:0055002;GO:0055085;GO:0060024;GO:0065007;GO:0070588;GO:0070838;GO:0071840;GO:0072511GO:0005215;GO:0005216;GO:0005244;GO:0005245;GO:0005246;GO:0005261;GO:0005262;GO:0005488;GO:0008324;GO:0015075;GO:0015267;GO:0016247;GO:0022803;GO:0022832;GO:0022836;GO:0022838;GO:0022843;GO:0022857;GO:0022891;GO:0022892;GO:0043167;GO:0043169;GO:0046872GO:0005783;GO:0005891;GO:0016529;GO:0030315;GO:0031982;GO:0031988;GO:0032991;GO:0034702;GO:0034703;GO:0034704;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 22 23.9 0 167.4 8 3.54 0 -5.86 A0A0G2K7E5;Q9ERS3;D3ZKP9;P54290;A0A0G2K8L7;A0A0G2K0J2;F1M9X7;Q8CFG6Voltage-dependent calcium channel subunit alpha-2/delta-1;Voltage-dependent calcium channel subunit alpha-2-1;Voltage-dependent calcium channel subunit delta-1Cacna2d1 tr|A0A0G2K7E5|A0A0G2K7E5_RAT Voltage-dependent calcium channel subunit alpha-2/delta-1 OS=Rattus norvegicus OX=10116 GN=Cacna2d1 PE=1 SV=1;tr|Q9ERS3|Q9ERS3_RAT Voltage-dependent calcium channel subunit alpha-2/delta-1 OS=Rattus norvegicus OX=10116 GN=Cacna
26.25 26.35 27.35 27.92 27.82 27.61 1.14 binding;carbohydrate binding;catalytic activity;monosaccharide binding;sedoheptulose-7-phosphate:D-glyceraldehyde-3-phosphate glyceronetransferase activity;sugar binding;transferase activity;transferase activity, transferring aldehyde or ketonic groupsalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular aldehyde metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;primary metabolic process;small molecule metabolic processcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;organellePentose phosphate pathwayAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Pentoseshunt;Phosphoprotein;Referenceproteome;Schiffbase;TransferaseGO:0005975;GO:0005996;GO:0006000;GO:0006002;GO:0006006;GO:0006007;GO:0006066;GO:0006081;GO:0006098;GO:0006139;GO:0006732;GO:0006733;GO:0006739;GO:0006740;GO:0006753;GO:0006807;GO:0008152;GO:0009052;GO:0009056;GO:0009117;GO:0009987;GO:0016052;GO:0019318;GO:0019320;GO:0019321;GO:0019362;GO:0019637;GO:0019682;GO:0034641;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365;GO:0046483;GO:0046496;GO:0051186;GO:0055086;GO:0055114;GO:0072524GO:0003824;GO:0004801;GO:0005488;GO:0005529;GO:0016740;GO:0016744;GO:0030246;GO:0048029GO:0005829;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 16 42.1 0 104 1 1.46 0.021613 -2.46 Q9EQS0 Transaldolase Taldo1 sp|Q9EQS0|TALDO_RAT Transaldolase OS=Rattus norvegicus OX=10116 GN=Taldo1 PE=1 SV=2
25.59 26.04 25.60 26.69 27.10 26.83 1.13 binding;catalytic activity;enzyme binding;GDP-dissociation inhibitor binding;GTP binding;GTPase activity;GTPase binding;guanyl nucleotide binding;guanyl ribonucleotide binding;histone deacetylase binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;kinase binding;nucleoside-triphosphatase activity;nucleotide binding;protein binding;protein kinase binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;Rab GTPase binding;Ras GTPase binding;Rho GDP-dissociation inhibitor binding;ribonucleotide binding;small GTPase bindinganatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell differentiation;cell junction organization;cell morphogenesis;cell motility;cell proliferation;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular localization;cellular macromolecular complex assembly;cellular membrane organization;cellular process;cytoskeleton organization;developmental process;homeostatic process;immune system process;localization;locomotion;macromolecular complex assembly;membrane invagination;membrane organization;metabolic process;multicellular organismal process;neurological system process;organelle organization;plasma membrane organization;protein complex assembly;protein polymerization;regulation of DNA metabolic process;regulation of organelle organization;regulation of protein modification process;response to abiotic stimulus;response to chemical stimulus;response to external stimulus;response to osmotic stress;cell body;cell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;endomembrane system;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuronal cell body;organelle;protein complex;site of polarized growth;vesicleAdherens junction;Amyotrophic lateral sclerosis (ALS);Axon guidance;B cell receptor signaling pathway;Bacterial invasion of epithelial cells;Chemokine signaling pathway;Colorectal cancer;Epithelial cell signaling in Helicobacter pylori infection;Fc epsilon RI signaling pathway;Fc gamma R-mediated phagocytosis;Focal adhesion;Leukocyte transendothelial migration;MAPK signaling pathway;Natural killer cell mediated cytotoxicity;Neurotrophin signaling pathway;Osteoclast differentiation;Pancreatic cancer;Pancreatic secretion;Pathways in cancer;Phagosome;Regulation of actin cytoskeleton;Renal cell carcinoma;Shigellosis;Toll-like receptor signaling pathway;VEGF signaling pathway;Viral myocarditis;Wnt signaling pathwayCellmembrane;Completeproteome;Cytoplasm;Directproteinsequencing;GTP-binding;Isopeptidebond;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Prenylation;Referenceproteome;UblconjugationGO:0000902;GO:0000904;GO:0001817;GO:0001818;GO:0001894;GO:0001932;GO:0001934;GO:0001952;GO:0001954;GO:0002093;GO:0002376;GO:0002551;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0003008;GO:0003382;GO:0006275;GO:0006461;GO:0006911;GO:0006928;GO:0006935;GO:0006950;GO:0006970;GO:0006972;GO:0006996;GO:0007009;GO:0007010;GO:0007015;GO:0007155;GO:0007165;GO:0007166;GO:0007186;GO:0007264;GO:0007265;GO:0007411;GO:0008064;GO:0008104;GO:0008152;GO:0008154;GO:0008283;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010324;GO:0010556;GO:0010557;GO:0010562;GO:0010591;GO:0010592;GO:0010604;GO:0010638;GO:0010810;GO:0010811;GO:0016043;GO:0016044;GO:0016055;GO:0016477;GO:0016601;GO:0019216;GO:0019219;GO:0019220;GO:0019222;GO:0021795;GO:0021799;GO:0021826;GO:0021831;GO:0021843;GO:0021885;GO:0022028;GO:0022029;GO:0022603;GO:0022607;GO:0022610;GO:0030029;GO:0030030;GO:0030031;GO:0030032;GO:0030036;GO:0030041;GO:0030154;GO:0030155;GO:0030182;GO:0030334;GO:0030335;GGO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017016;GO:0017076;GO:0017111;GO:0017137;GO:0019001;GO:0019899;GO:0019900;GO:0019901;GO:0031267;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0042826;GO:0051020;GO:0051021;GO:0051022GO:0000139;GO:0001891;GO:0005737;GO:0005802;GO:0005829;GO:0005884;GO:0005912;GO:0005924;GO:0005925;GO:0012505;GO:0016020;GO:0016023;GO:0019897;GO:0019898;GO:0030027;GO:0030054;GO:0030055;GO:0030426;GO:0030427;GO:0031090;GO:0031253;GO:0031256;GO:0031410;GO:0031941;GO:0031982;GO:0031988;GO:0032587;GO:0032991;GO:0042470;GO:0042995;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044431;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0048471;GO:0048770;GO:0065010;GO:0070062;GO:0070161;GO:0071944+ + 9 50 0 99.322 3 2.39 0.002182 -3.89 Q6RUV5;A0A0G2K0X4;M0R5T4Ras-related C3 botulinum toxin substrate 1Rac1 sp|Q6RUV5|RAC1_RAT Ras-related C3 botulinum toxin substrate 1 OS=Rattus norvegicus OX=10116 GN=Rac1 PE=1 SV=1;tr|A0A0G2K0X4|A0A0G2K0X4_RAT Ras-related C3 botulinum toxin substrate 1 OS=Rattus norvegicus OX=10116 GN=Rac1 PE=1 SV=1
34.21 34.06 34.22 35.34 35.13 35.40 1.12 binding;carbohydrate binding;cation binding;enzyme binding;extracellular matrix structural constituent;glycosaminoglycan binding;heparin binding;ion binding;mercury ion binding;metal ion binding;pattern binding;polysaccharide binding;protease binding;protein binding;structural molecule activity;transition metal ion bindinganatomical structure formation involved in morphogenesis;biological adhesion;biological regulation;cell activation;cell adhesion;cell motility;cellular component movement;cellular component organization;cellular homeostasis;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;homeostatic process;locomotion;multicellular organismal process;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stressextracellular matrix;extracellular region;extracellular space;proteinaceous extracellular matrixAcutephase;Alternativesplicing;Angiogenesis;Celladhesion;Cellshape;Completeproteome;Directproteinsequencing;Disulfidebond;Extracellularmatrix;Glycoprotein;Heparin-binding;Isopeptidebond;Phosphoprotein;Proteomicsidentification;Pyrrolidonecarboxylicacid;Referenceproteome;Repeat;Secreted;Signal;SulfationGO:0001503;GO:0001525;GO:0001678;GO:0001775;GO:0002237;GO:0002526;GO:0006928;GO:0006950;GO:0006952;GO:0006953;GO:0006954;GO:0007155;GO:0007160;GO:0008347;GO:0008360;GO:0009607;GO:0009611;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010193;GO:0010941;GO:0016043;GO:0016477;GO:0019725;GO:0022603;GO:0022604;GO:0022610;GO:0030198;GO:0030334;GO:0030335;GO:0031589;GO:0031960;GO:0032101;GO:0032103;GO:0032496;GO:0032501;GO:0032502;GO:0032870;GO:0032879;GO:0033500;GO:0033993;GO:0034097;GO:0034284;GO:0034694;GO:0034695;GO:0035924;GO:0040011;GO:0040012;GO:0040017;GO:0042221;GO:0042592;GO:0042593;GO:0042981;GO:0043062;GO:0043066;GO:0043067;GO:0043069;GO:0046689;GO:0048518;GO:0048519;GO:0048520;GO:0048522;GO:0048523;GO:0048545;GO:0048583;GO:0048584;GO:0048646;GO:0048870;GO:0048878;GO:0050789;GO:0050793;GO:0050794;GO:0050795;GO:0050896;GO:0050920;GO:0050921;GO:0051128;GO:0051270;GO:0051272;GO:0051384;GO:0051716;GO:0055082;GO:0060548;GO:0065007;GO:0065008;GO:0070555;GGO:0001871;GO:0002020;GO:0005198;GO:0005201;GO:0005488;GO:0005515;GO:0005539;GO:0008201;GO:0019899;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0045340;GO:0046872;GO:0046914GO:0005576;GO:0005578;GO:0005604;GO:0005615;GO:0031012;GO:0044420;GO:0044421+ + 120 59.3 0 323.31 2 3.53 0 -5.76 A0A096P6L8;P04937Fibronectin;Anastellin Fn1 tr|A0A096P6L8|A0A096P6L8_RAT Fibronectin OS=Rattus norvegicus OX=10116 GN=Fn1 PE=1 SV=2;sp|P04937|FINC_RAT Fibronectin OS=Rattus norvegicus OX=10116 GN=Fn1 PE=1 SV=2
26.12 25.76 26.39 27.16 27.07 27.36 1.11 binding;catalytic activity;cation binding;endopeptidase activity;fibronectin binding;hydrolase activity;ion binding;metal ion binding;metalloendopeptidase activity;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;protein binding;transition metal ion binding;zinc ion bindingaging;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell differentiation;cell motility;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;developmental maturation;developmental process;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;multi-organism process;primary metabolic process;protein metabolic process;proteolysis;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;rhythmic process;tissue remodelingcell part;cytoplasm;extracellular matrix;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;nucleus;organelle;plasma membrane;proteinaceous extracellular matrixBladder cancer;GnRH signaling pathway;Leukocyte transendothelial migration;Pathways in cancerAngiogenesis;Autocatalyticcleavage;Calcium;Collagendegradation;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydrolase;Membrane;Metal-binding;Metalloprotease;Nucleus;Phosphoprotein;Protease;Proteomicsidentification;Referenceproteome;Repeat;Secreted;Signal;Zinc;ZymogenGO:0000302;GO:0001101;GO:0001503;GO:0001525;GO:0001541;GO:0001542;GO:0001553;GO:0001666;GO:0001955;GO:0001957;GO:0002009;GO:0002682;GO:0002684;GO:0003006;GO:0006508;GO:0006928;GO:0006950;GO:0006979;GO:0007162;GO:0007409;GO:0007565;GO:0007566;GO:0007567;GO:0007568;GO:0007584;GO:0008152;GO:0009314;GO:0009605;GO:0009611;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010243;GO:0010941;GO:0010942;GO:0014012;GO:0014070;GO:0014075;GO:0014823;GO:0016043;GO:0016477;GO:0019229;GO:0019538;GO:0021700;GO:0022414;GO:0022602;GO:0030030;GO:0030154;GO:0030155;GO:0030334;GO:0030335;GO:0030574;GO:0030728;GO:0031099;GO:0031102;GO:0031103;GO:0031347;GO:0031349;GO:0031667;GO:0032355;GO:0032501;GO:0032502;GO:0032526;GO:0032870;GO:0032879;GO:0032963;GO:0032989;GO:0032990;GO:0033189;GO:0033273;GO:0033554;GO:0034097;GO:0034405;GO:0035094;GO:0035987;GO:0040011;GO:0040012;GO:0040017;GO:0042221;GO:0042493;GO:0042542;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0043200;GGO:0001968;GO:0003824;GO:0004175;GO:0004222;GO:0005488;GO:0005515;GO:0008233;GO:0008237;GO:0008270;GO:0016787;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0005578;GO:0005615;GO:0005634;GO:0005737;GO:0005739;GO:0005886;GO:0016020;GO:0030017;GO:0031012;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:0044464+ + 23 46.7 0 323.31 2 2.28 0.002043 -3.69 P33436;E9PSM572 kDa type IV collagenase;PEX Mmp2 sp|P33436|MMP2_RAT 72 kDa type IV collagenase OS=Rattus norvegicus OX=10116 GN=Mmp2 PE=1 SV=2;tr|E9PSM5|E9PSM5_RAT 72 kDa type IV collagenase OS=Rattus norvegicus OX=10116 GN=Mmp2 PE=1 SV=3
22.44 22.37 23.69 23.94 24.35 23.52 1.11 8 24.2 0 28.919 1 1.05 0.055404 -1.87 F7EUU4 tr|F7EUU4|F7EUU4_RAT COP9 signalosome subunit 5 OS=Rattus norvegicus OX=10116 GN=Cops5 PE=1 SV=1
25.42 25.55 25.38 26.63 26.54 26.50 1.10 binding;calcium ion binding;carbohydrate binding;cation binding;glycosaminoglycan binding;heparin binding;ion binding;metal ion binding;pattern binding;polysaccharide bindingbiological regulation;cellular process;response to stimulus;signal transductionextracellular matrix;extracellular organelle;extracellular region;extracellular space;organelle;vesicleCompleteproteome;Disulfidebond;EGF-likedomain;Glycoprotein;Growthfactorbinding;Heparin-binding;Hydroxylation;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0007179;GO:0009987;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007GO:0001871;GO:0005488;GO:0005509;GO:0005539;GO:0008201;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 20 17 0 174.45 4 4.14 0 -6.68 A0A0G2KAU7;F1M7L7;A0A0G2K1G5;O35806Latent-transforming growth factor beta-binding protein 2Ltbp2 tr|A0A0G2KAU7|A0A0G2KAU7_RAT Latent-transforming growth factor beta-binding protein 2 OS=Rattus norvegicus OX=10116 GN=Ltbp2 PE=1 SV=1;tr|F1M7L7|F1M7L7_RAT Latent transforming growth factor beta binding protein 2, isoform CRA_b OS=Rattus norvegicus OX=1011
26.20 25.92 26.21 27.16 27.65 26.83 1.10 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activitybiological regulation;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein maturation;protein metabolic process;response to stimuluscell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;organelleCompleteproteome;Disulfidebond;Hydrolase;Protease;Referenceproteome;SerineproteaseGO:0002376;GO:0006917;GO:0006955;GO:0008152;GO:0008624;GO:0008626;GO:0010941;GO:0010942;GO:0012502;GO:0016485;GO:0019538;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0044238;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0050896;GO:0051604;GO:0065007GO:0003824;GO:0004175;GO:0004252;GO:0008233;GO:0008236;GO:0016787;GO:0017171;GO:0070011GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044464+ + 11 37.5 0 43.204 3 1.89 0.008142 -3.08 A0A0A0MY24;M0R4W8;F1M7H8 Gzmbl3 tr|A0A0A0MY24|A0A0A0MY24_RAT Granzyme B-like 3 OS=Rattus norvegicus OX=10116 GN=Gzmbl3 PE=3 SV=2
24.74 24.95 24.81 25.52 24.75 27.53 1.10 binding;cation binding;cobalamin binding;ion binding;metal ion binding;tetrapyrrole binding;vitamin bindingcellular metabolic process;cellular process;cofactor metabolic process;establishment of localization;heterocycle metabolic process;ion transport;metabolic process;nitrogen compound metabolic process;small molecule metabolic process;transport;vitamin metabolic process;vitamin transportextracellular organelle;extracellular space;organelle;vesicleVitamin digestion and absorptionCobalt;Cobalttransport;Completeproteome;Disulfidebond;Iontransport;Metal-binding;Proteomicsidentification;Referenceproteome;Secreted;Signal;TransportGO:0000041;GO:0006766;GO:0006767;GO:0006778;GO:0006807;GO:0006810;GO:0006811;GO:0006812;GO:0006824;GO:0008152;GO:0009235;GO:0009987;GO:0015889;GO:0030001;GO:0033013;GO:0044237;GO:0044281;GO:0046483;GO:0051180;GO:0051186;GO:0051234;GO:0072511GO:0005488;GO:0019842;GO:0031419;GO:0043167;GO:0043169;GO:0046872;GO:0046906GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006214 37.7 0 210.54 2 0.59 0.184227 -1.18 G3V6K1;Q9R0D6Transcobalamin-2 Tcn2 tr|G3V6K1|G3V6K1_RAT Transcobalamin 2, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Tcn2 PE=4 SV=1;sp|Q9R0D6|TCO2_RAT Transcobalamin-2 OS=Rattus norvegicus OX=10116 GN=Tcn2 PE=2 SV=1
22.75 NaN 22.81 23.17 23.86 24.55 1.08 receptor activitydevelopmental process;multicellular organismal development;multicellular organismal processcell part;extracellular organelle;organelle;vesicleCompleteproteome;Membrane;Referenceproteome;Transmembrane;TransmembranehelixGO:0007275;GO:0032501;GO:0032502GO:0004872GO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044464;GO:0065010;GO:00700628 16.8 0 27.216 1 0.90 0.086398 -1.76 B5DEZ8 Plxdc2 tr|B5DEZ8|B5DEZ8_RAT Plexin domain containing 2 (Predicted) OS=Rattus norvegicus OX=10116 GN=Plxdc2 PE=1 SV=1
22.39 21.97 22.41 23.92 22.72 23.36 1.08 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;binding;catalytic activity;cis-trans isomerase activity;enzyme activator activity;enzyme regulator activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;isomerase activity;nucleoside-triphosphatase activity;nucleotide binding;peptidyl-prolyl cis-trans isomerase activity;phosphatase activator activity;phosphatase regulator activity;protein phosphatase activator activity;protein phosphatase regulator activity;protein phosphatase type 2A regulator activity;protein tyrosine phosphatase activator activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular component organization;cellular metabolic process;cellular process;cytoskeleton organization;macromolecule metabolic process;macromolecule modification;metabolic process;organelle organization;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;regulation of protein modification processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleoplasm;nucleus;organelle;protein complex;protein serine/threonine phosphatase complex;vesicleCompleteproteome;Cytoplasm;Isomerase;Proteomicsidentification;Referenceproteome;RotamaseGO:0000226;GO:0000413;GO:0006464;GO:0006996;GO:0007010;GO:0007017;GO:0007051;GO:0007052;GO:0008152;GO:0009892;GO:0009893;GO:0009987;GO:0010562;GO:0010563;GO:0010604;GO:0010605;GO:0010921;GO:0010922;GO:0010923;GO:0010941;GO:0010942;GO:0016043;GO:0018193;GO:0018208;GO:0019220;GO:0019222;GO:0019538;GO:0022402;GO:0030472;GO:0031323;GO:0031324;GO:0031325;GO:0031399;GO:0031400;GO:0031401;GO:0032268;GO:0032269;GO:0032270;GO:0032515;GO:0032516;GO:0034047;GO:0035303;GO:0035304;GO:0035305;GO:0035306;GO:0035307;GO:0035308;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043085;GO:0043086;GO:0043170;GO:0043412;GO:0043666;GO:0044092;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045936;GO:0045937;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050789;GO:0050790;GO:0050794;GO:0051004;GO:0051174;GO:0051246;GO:0051247;GO:0051248;GO:0051336;GO:0051345;GO:0051346;GO:0060191;GO:0060255;GO:0065007;GO:0065009;GO:0071840;GO:0071841;GO:0071842;GO:0080090GO:0000166;GO:0003755;GO:0003824;GO:0005488;GO:0005524;GO:0008047;GO:0008160;GO:0008601;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016853;GO:0016859;GO:0016887;GO:0017076;GO:0017111;GO:0019208;GO:0019211;GO:0019888;GO:0030234;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0072542GO:0000159;GO:0005634;GO:0005654;GO:0005737;GO:0008287;GO:0031982;GO:0031988;GO:0032991;GO:0034702;GO:0034703;GO:0034704;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 6 22.9 0 19.464 1 1.35 0.027461 -2.27 B2RYQ2 Serine/threonine-protein phosphatase 2A activatorPpp2r4 tr|B2RYQ2|B2RYQ2_RAT Serine/threonine-protein phosphatase 2A activator OS=Rattus norvegicus OX=10116 GN=Ptpa PE=1 SV=1
24.85 24.92 24.49 25.83 25.66 25.99 1.07 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological regulation;cellular process;establishment of localization;hormone transport;response to stimulus;secretion;signal transduction;transportextracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;vesicleCompleteproteome;Disulfidebond;EGF-likedomain;Proteomicsidentification;Referenceproteome;RepeatGO:0006810;GO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0007179;GO:0009914;GO:0009987;GO:0010817;GO:0019222;GO:0023061;GO:0030162;GO:0032940;GO:0046879;GO:0046903;GO:0050789;GO:0050794;GO:0050896;GO:0051234;GO:0051246;GO:0051649;GO:0051716;GO:0060255;GO:0065007;GO:0065008;GO:0080090GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005578;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 10 8.3 0 216.76 2 2.55 0.002341 -4.07 A0A0G2K588;D4A917 Ltbp4 tr|A0A0G2K588|A0A0G2K588_RAT Latent-transforming growth factor beta-binding protein 4 OS=Rattus norvegicus OX=10116 GN=Ltbp4 PE=1 SV=1;tr|D4A917|D4A917_RAT Latent-transforming growth factor beta-binding protein 4 OS=Rattus norvegicus OX=10116 GN=Ltbp4 PE=1
23.55 24.71 24.63 25.38 25.50 25.16 1.05 acid-amino acid ligase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;bHLH transcription factor binding;binding;catalytic activity;ligase activity;ligase activity, forming carbon-nitrogen bonds;nucleotide binding;protein binding;protein C-terminus binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;small conjugating protein ligase activity;SUMO ligase activity;transcription factor binding;ubiquitin-protein ligase activitybiological regulation;catabolic process;cell division;cellular component organization;cellular metabolic process;cellular process;chromosome segregation;macromolecule metabolic process;macromolecule modification;metabolic process;mitosis;nuclear division;organelle fission;organelle organization;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cell projection;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;neuron projection;nuclear envelope;nucleus;organelle;synapseRNA transport;Ubiquitin mediated proteolysisAcetylation;ATP-binding;Cellcycle;Celldivision;Chromosomepartition;Completeproteome;Cytoplasm;Isopeptidebond;Ligase;Mitosis;Nucleotide-binding;Nucleus;Phosphoprotein;Referenceproteome;Ublconjugation;UblconjugationpathwayGO:0000122;GO:0000280;GO:0006355;GO:0006357;GO:0006464;GO:0006508;GO:0006511;GO:0006996;GO:0007059;GO:0007067;GO:0008152;GO:0009056;GO:0009057;GO:0009889;GO:0009890;GO:0009892;GO:0009966;GO:0009967;GO:0009987;GO:0010468;GO:0010469;GO:0010498;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0010646;GO:0010647;GO:0016043;GO:0016567;GO:0016925;GO:0019219;GO:0019222;GO:0019538;GO:0019941;GO:0022402;GO:0022403;GO:0023051;GO:0023056;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032446;GO:0033143;GO:0033145;GO:0043161;GO:0043170;GO:0043412;GO:0043632;GO:0044093;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0045892;GO:0045934;GO:0048285;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0051090;GO:0051091;GO:0051171;GO:0051172;GO:0051252;GO:0051253;GO:0051301;GO:0051603;GO:0060255;GO:0065007;GO:0065009;GO:0070647;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000112;GO:2000113GO:0000166;GO:0003824;GO:0004842;GO:0005488;GO:0005515;GO:0005524;GO:0008022;GO:0008134;GO:0016874;GO:0016879;GO:0016881;GO:0017076;GO:0019787;GO:0019789;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043425GO:0001650;GO:0005634;GO:0005635;GO:0005737;GO:0016604;GO:0016605;GO:0030425;GO:0031967;GO:0031975;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044451;GO:0044452;GO:0044464;GO:0045202+ + 6 36.4 0 78.228 2 1.28 0.03016 -2.16 A0A0G2KB55;P63281SUMO-conjugating enzyme UBC9 Ube2i tr|A0A0G2KB55|A0A0G2KB55_RAT SUMO-conjugating enzyme UBC9-like OS=Rattus norvegicus OX=10116 GN=LOC102553386 PE=3 SV=1;sp|P63281|UBC9_RAT SUMO-conjugating enzyme UBC9 OS=Rattus norvegicus OX=10116 GN=Ube2i PE=1 SV=1
29.45 29.47 29.35 30.52 30.38 30.52 1.05 + + 69 47.2 0 323.31 1 4.16 0 -6.49 A0A0G2K1L0 tr|A0A0G2K1L0|A0A0G2K1L0_RAT Tenascin C OS=Rattus norvegicus OX=10116 GN=Tnc PE=1 SV=1
22.68 22.68 23.53 24.07 NaN 23.95 1.04 binding;complement binding;protein bindingbiological regulation;cellular process;response to stimulus;signal transductioncell part;cell surface;extracellular organelle;extracellular space;membrane;organelle;plasma membrane;vesicleComplement and coagulation cascades;Hematopoietic cell lineageCellmembrane;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;GPI-anchor;Lipoprotein;Membrane;Referenceproteome;SignalGO:0001969;GO:0001971;GO:0002673;GO:0002682;GO:0002683;GO:0002684;GO:0002694;GO:0002696;GO:0002697;GO:0002698;GO:0002920;GO:0002921;GO:0007165;GO:0007166;GO:0008284;GO:0009892;GO:0009987;GO:0010468;GO:0010605;GO:0010941;GO:0010955;GO:0019222;GO:0030449;GO:0031347;GO:0032101;GO:0032944;GO:0032946;GO:0042102;GO:0042127;GO:0042129;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0045916;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048585;GO:0050670;GO:0050671;GO:0050727;GO:0050776;GO:0050777;GO:0050789;GO:0050794;GO:0050863;GO:0050865;GO:0050867;GO:0050870;GO:0050896;GO:0051246;GO:0051248;GO:0051249;GO:0051251;GO:0051716;GO:0060255;GO:0060548;GO:0065007;GO:0070613;GO:0070663;GO:0070665;GO:0080090;GO:0080134;GO:2000257;GO:2000258GO:0001848;GO:0005488;GO:0005515GO:0005615;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0009986;GO:0016020;GO:0030054;GO:0030055;GO:0031224;GO:0031225;GO:0031226;GO:0031233;GO:0031362;GO:0031982;GO:0031988;GO:0042383;GO:0043218;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0046658;GO:0065010;GO:0070062;GO:0070161+ + 3 23 0 12.55 1 1.18 0.038266 -2.23 P27274 CD59 glycoprotein Cd59 sp|P27274|CD59_RAT CD59 glycoprotein OS=Rattus norvegicus OX=10116 GN=Cd59 PE=1 SV=2
25.84 25.78 23.95 26.18 26.37 26.14 1.04 binding;calcium ion binding;catalytic activity;cation binding;endopeptidase activity;hydrolase activity;ion binding;metal ion binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activitybiological regulation;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to stimulusextracellular regionComplement and coagulation cascades;Phagosome;Staphylococcus aureus infection;Systemic lupus erythematosusDisulfidebond;EGF-likedomain;Hydrolase;Protease;Repeat;SushiGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0006955;GO:0006956;GO:0006959;GO:0008152;GO:0019538;GO:0043170;GO:0044238;GO:0048518;GO:0048583;GO:0048584;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0065007;GO:0072376GO:0003824;GO:0004175;GO:0004252;GO:0005488;GO:0005509;GO:0008233;GO:0008236;GO:0016787;GO:0017171;GO:0043167;GO:0043169;GO:0046872;GO:0070011GO:0005576 16 27.3 0 323.31 1 0.77 0.113187 -1.43 B5DEH7 C1r tr|B5DEH7|B5DEH7_RAT C1r protein OS=Rattus norvegicus OX=10116 GN=C1r PE=1 SV=1
25.89 25.55 25.39 26.66 25.20 28.03 1.02 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingbiological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organization;regulation of organelle organizationcell part;cell projection;cytoplasm;macromolecular complex;protein complexAcetylation;Actin-binding;ATP-binding;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Nucleotide-binding;ReferenceproteomeGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0009987;GO:0010638;GO:0016043;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0043254;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0090066GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005737;GO:0005885;GO:0032991;GO:0042995;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:004446413 34.5 0 160.67 1 0.54 0.213564 -1.09 Q5M7U6 Actin-related protein 2 Actr2 sp|Q5M7U6|ARP2_RAT Actin-related protein 2 OS=Rattus norvegicus OX=10116 GN=Actr2 PE=2 SV=1
27.69 27.65 27.34 28.24 28.75 28.68 0.99 binding;calcium ion binding;catalytic activity;cation binding;endopeptidase activity;hydrolase activity;ion binding;metal ion binding;metalloendopeptidase activity;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;transition metal ion binding;zinc ion bindingbiological regulation;cell motility;cellular component movement;cellular process;locomotion;response to chemical stimulus;response to drug;response to stimulus;response to stressextracellular matrix;proteinaceous extracellular matrixCalcium;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydrolase;Metal-binding;Metalloprotease;Protease;Referenceproteome;Repeat;Secreted;Signal;Zinc;ZymogenGO:0006928;GO:0006950;GO:0008284;GO:0009611;GO:0009987;GO:0010033;GO:0014070;GO:0016477;GO:0035313;GO:0040011;GO:0042060;GO:0042127;GO:0042221;GO:0042493;GO:0044319;GO:0048518;GO:0048522;GO:0048870;GO:0050678;GO:0050679;GO:0050789;GO:0050794;GO:0050896;GO:0060054;GO:0065007GO:0003824;GO:0004175;GO:0004222;GO:0005488;GO:0005509;GO:0008233;GO:0008237;GO:0008270;GO:0016787;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0005578;GO:0031012;GO:0044421+ + 26 54.1 0 206.84 2 2.16 0.006296 -3.37 R9PXT7;Q63341Macrophage metalloelastase Mmp12 tr|R9PXT7|R9PXT7_RAT Macrophage metalloelastase OS=Rattus norvegicus OX=10116 GN=Mmp12 PE=3 SV=1;sp|Q63341|MMP12_RAT Macrophage metalloelastase OS=Rattus norvegicus OX=10116 GN=Mmp12 PE=2 SV=1
28.10 28.39 28.01 29.14 29.23 29.09 0.99 biological regulation;cellular process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to biotic stimulus;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytoplasm;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membraneComplement and coagulation cascades;Staphylococcus aureus infectionCompleteproteome;Disulfidebond;Proteomicsidentification;ReferenceproteomeGO:0000302;GO:0002237;GO:0002252;GO:0002253;GO:0002376;GO:0002673;GO:0002682;GO:0002684;GO:0002697;GO:0002920;GO:0006950;GO:0006955;GO:0006956;GO:0006959;GO:0006979;GO:0008152;GO:0009607;GO:0009987;GO:0010033;GO:0010035;GO:0010468;GO:0019222;GO:0019538;GO:0030449;GO:0031347;GO:0032101;GO:0032496;GO:0033554;GO:0034097;GO:0034341;GO:0034599;GO:0034614;GO:0042221;GO:0042542;GO:0043170;GO:0044238;GO:0048518;GO:0048583;GO:0048584;GO:0050727;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0051246;GO:0051716;GO:0060255;GO:0065007;GO:0070301;GO:0070613;GO:0070887;GO:0071216;GO:0071219;GO:0071222;GO:0071310;GO:0071345;GO:0071346;GO:0072376;GO:0080090;GO:0080134;GO:2000257GO:0005615;GO:0005634;GO:0005737;GO:0005886;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044464+ + 43 45.5 0 323.31 6 2.86 0.00192 -4.40 F1M983;G3V9R2;Q5XJW6;Q5I0M3;G3V7P5;A0A0G2K975Cfh tr|F1M983|F1M983_RAT Complement factor H OS=Rattus norvegicus OX=10116 GN=Cfh PE=1 SV=1;tr|G3V9R2|G3V9R2_RAT Complement factor H OS=Rattus norvegicus OX=10116 GN=Cfh PE=1 SV=1;tr|Q5XJW6|Q5XJW6_RAT Cfh protein OS=Rattus norvegicus OX=10116 GN=Cfh PE=1 SV=1
23.23 23.33 25.01 24.93 24.94 24.64 0.99 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;DNA binding;kinase activity;nucleic acid binding;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein serine/threonine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsbiological regulation;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular macromolecular complex assembly;cellular process;chromatin organization;chromosome organization;locomotion;macromolecular complex assembly;organelle organization;response to stimulus;signal transductioncell part;cytoplasm;cytosol;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;nucleoplasm;nucleus;organelleAcetylation;Alternativesplicing;ATP-binding;Chaperone;Completeproteome;Cytoplasm;Directproteinsequencing;DNA-binding;Endoplasmicreticulum;Isopeptidebond;Kinase;Methylation;Nucleotide-binding;Nucleus;Phosphoprotein;Referenceproteome;Serine/threonine-proteinkinase;Transferase;UblconjugationGO:0001667;GO:0006325;GO:0006334;GO:0006928;GO:0006996;GO:0007165;GO:0009987;GO:0010631;GO:0016043;GO:0016477;GO:0022607;GO:0034621;GO:0034622;GO:0034728;GO:0040011;GO:0043933;GO:0048870;GO:0050789;GO:0050794;GO:0050896;GO:0051276;GO:0051716;GO:0065003;GO:0065004;GO:0065007;GO:0071824;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003676;GO:0003677;GO:0003824;GO:0004672;GO:0004674;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005634;GO:0005654;GO:0005737;GO:0005783;GO:0005829;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:00484716 22.8 0 51.92 6 0.78 0.112397 -1.44 A0A0G2JSU3;D3ZC07;Q63945;A0A0G2K5L9;D4A466;P80349Protein SET Pkn3;Set tr|A0A0G2JSU3|A0A0G2JSU3_RAT Protein SET OS=Rattus norvegicus OX=10116 GN=Set PE=1 SV=1;tr|D3ZC07|D3ZC07_RAT Protein SET OS=Rattus norvegicus OX=10116 GN=Pkn3 PE=1 SV=3;sp|Q63945|SET_RAT Protein SET OS=Rattus norvegicus OX=10116 GN=Set PE=2 SV=2
29.26 29.63 28.92 30.28 30.24 30.24 0.98 cell differentiation;cellular process;developmental processextracellular organelle;organelle;vesicleAcetylation;Completeproteome;Phosphoprotein;ReferenceproteomeGO:0009987;GO:0030154;GO:0030855;GO:0032502;GO:0048869GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 17 89.4 0 323.31 1 2.05 0.006098 -3.20 Q5XFX0 Transgelin-2 Tagln2 sp|Q5XFX0|TAGL2_RAT Transgelin-2 OS=Rattus norvegicus OX=10116 GN=Tagln2 PE=1 SV=1
30.47 30.24 30.15 31.33 31.27 31.20 0.98 binding;carbohydrate binding;extracellular matrix binding;glycosaminoglycan binding;pattern binding;polysaccharide bindingamine metabolic process;carbohydrate metabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;nitrogen compound metabolic process;peptidyl-amino acid modification;polysaccharide metabolic process;primary metabolic process;protein metabolic process;protein modification process;sulfur compound metabolic process;tissue remodelingcell part;cell surface;cytoplasmic membrane-bounded vesicle;extracellular matrix;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;proteinaceous extracellular matrix;vesicleCompleteproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Leucine-richrepeat;Proteoglycan;Referenceproteome;Repeat;Secreted;SignalGO:0001974;GO:0005975;GO:0005976;GO:0006022;GO:0006464;GO:0006790;GO:0006807;GO:0008152;GO:0009308;GO:0009987;GO:0018149;GO:0018193;GO:0018209;GO:0019538;GO:0019800;GO:0030203;GO:0030204;GO:0032501;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0048771GO:0001871;GO:0005488;GO:0005539;GO:0030246;GO:0030247;GO:0050840GO:0005578;GO:0005886;GO:0009986;GO:0016020;GO:0016023;GO:0030133;GO:0031012;GO:0031410;GO:0031982;GO:0031988;GO:0042383;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 16 54.7 0 323.31 1 3.20 0 -4.88 P47853 Biglycan Bgn sp|P47853|PGS1_RAT Biglycan OS=Rattus norvegicus OX=10116 GN=Bgn PE=1 SV=1
25.49 25.21 24.38 25.60 26.36 26.06 0.98 binding;enzyme binding;GTPase binding;protein binding;Ran GTPase binding;Ras GTPase binding;small GTPase bindingbiological regulation;establishment of localization;nuclear transport;nucleocytoplasmic transport;protein targeting;protein transport;regulation of transport;transportcell part;cytoplasm;extracellular organelle;membrane;organelle;vesicle3D-structure;Acetylation;Completeproteome;Cytoplasm;Proteintransport;Referenceproteome;TransportGO:0001817;GO:0006605;GO:0006611;GO:0006810;GO:0006886;GO:0006913;GO:0010574;GO:0015031;GO:0032386;GO:0032388;GO:0032879;GO:0032880;GO:0033157;GO:0034762;GO:0034764;GO:0042306;GO:0042307;GO:0045184;GO:0046822;GO:0046824;GO:0046907;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051049;GO:0051050;GO:0051168;GO:0051169;GO:0051222;GO:0051223;GO:0051234;GO:0051239;GO:0051649;GO:0060341;GO:0065007;GO:0070201;GO:0090316GO:0005488;GO:0005515;GO:0008536;GO:0017016;GO:0019899;GO:0031267;GO:0051020GO:0005640;GO:0005737;GO:0016020;GO:0019867;GO:0031090;GO:0031965;GO:0031968;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 6 76.4 0 123.35 1 1.15 0.044323 -1.96 P61972 Nuclear transport factor 2 Nutf2 sp|P61972|NTF2_RAT Nuclear transport factor 2 OS=Rattus norvegicus OX=10116 GN=Nutf2 PE=1 SV=1
28.38 28.14 28.78 29.61 29.27 29.35 0.98 binding;calcium ion binding;carbohydrate binding;cation binding;extracellular matrix binding;glycosaminoglycan binding;heparin binding;ion binding;lipid binding;lipoprotein particle binding;low-density lipoprotein particle binding;metal ion binding;pattern binding;phosphatidylserine binding;phospholipid binding;polysaccharide binding;protein-lipid complex bindinganatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell motility;cellular component movement;cellular component organization;cellular membrane organization;cellular metabolic process;cellular process;developmental process;immune system process;locomotion;macromolecule metabolic process;macromolecule modification;membrane invagination;membrane organization;metabolic process;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of cell cycle;regulation of protein modification process;regulation of translation;regulation of transport;response to chemical stimulus;response to drug;response to stimulus;response to stresscell part;cytoplasmic membrane-bounded vesicle;extracellular matrix;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000187;GO:0001525;GO:0001817;GO:0001818;GO:0001932;GO:0001936;GO:0001937;GO:0001952;GO:0001953;GO:0002040;GO:0002376;GO:0002544;GO:0002577;GO:0002578;GO:0002580;GO:0002581;GO:0002604;GO:0002605;GO:0002682;GO:0002683;GO:0002684;GO:0002694;GO:0002696;GO:0003151;GO:0003197;GO:0003417;GO:0006140;GO:0006417;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0006911;GO:0006928;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0007050;GO:0007155;GO:0007162;GO:0008152;GO:0008285;GO:0009611;GO:0009653;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010324;GO:0010466;GO:0010468;GO:0010556;GO:0010557;GO:0010594;GO:0010595;GO:0010596;GO:0010604;GO:0010608;GO:0010627;GO:0010646;GO:0010647;GO:0010648;GO:0010740;GO:0010746;GO:0010748;GO:0010749;GO:0010751;GO:0010752;GO:0010754;GO:0010755;GO:0010757;GO:0010762;GO:0010763;GO:0010810;GO:0010811;GO:0010812;GO:0010941;GO:0010942;GO:0010955;GO:0016043;GO:0016044;GO:0016310;GGO:0001786;GO:0001871;GO:0005488;GO:0005509;GO:0005539;GO:0005543;GO:0008201;GO:0008289;GO:0030169;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872;GO:0050840;GO:0071813;GO:0071814GO:0005577;GO:0009897;GO:0016023;GO:0030141;GO:0031012;GO:0031091;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 57 57.2 0 323.31 2 1.99 0.007125 -3.12 M0R979;A0A0G2JV24 Thbs1 tr|M0R979|M0R979_RAT Thrombospondin 1 OS=Rattus norvegicus OX=10116 GN=Thbs1 PE=1 SV=2;tr|A0A0G2JV24|A0A0G2JV24_RAT Thrombospondin 1 OS=Rattus norvegicus OX=10116 GN=Thbs1 PE=1 SV=1
23.89 24.09 23.69 24.89 24.62 25.06 0.97 binding;calcium ion binding;carbohydrate binding;cation binding;extracellular matrix structural constituent;glycosaminoglycan binding;hyaluronic acid binding;ion binding;lipoprotein particle binding;low-density lipoprotein particle binding;metal ion binding;pattern binding;polysaccharide binding;protein-lipid complex binding;structural molecule activityanatomical structure development;anatomical structure morphogenesis;biological adhesion;cell adhesion;cellular component morphogenesis;cellular component organization;cellular process;developmental process;response to stimulus;response to stresscell part;cell surface;extracellular matrix;proteinaceous extracellular matrixCell adhesion molecules (CAMs)Alternativesplicing;Calcium;Completeproteome;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Hyaluronicacid;Immunoglobulindomain;Lectin;Phosphoprotein;Proteoglycan;Referenceproteome;Repeat;Secreted;Signal;SushiGO:0001501;GO:0006950;GO:0007155;GO:0007409;GO:0007417;GO:0009611;GO:0009653;GO:0009987;GO:0016043;GO:0022610;GO:0030030;GO:0031099;GO:0031102;GO:0031103;GO:0032502;GO:0032989;GO:0032990;GO:0033554;GO:0048678;GO:0048731;GO:0048812;GO:0048856;GO:0048858;GO:0048869;GO:0050896;GO:0051716;GO:0071840;GO:0071841;GO:0071842GO:0001871;GO:0005198;GO:0005201;GO:0005488;GO:0005509;GO:0005539;GO:0005540;GO:0030169;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872;GO:0071813;GO:0071814GO:0005578;GO:0009986;GO:0031012;GO:0044421;GO:0044464+ + 11 4.8 0 43.01 3 2.29 0.002773 -3.53 Q9ERB4;D3ZFC3;A0A0G2K944Versican core protein Vcan sp|Q9ERB4|CSPG2_RAT Versican core protein (Fragments) OS=Rattus norvegicus OX=10116 GN=Vcan PE=2 SV=2;tr|D3ZFC3|D3ZFC3_RAT Versican core protein OS=Rattus norvegicus OX=10116 GN=Vcan PE=4 SV=2
25.25 25.27 24.89 26.17 26.13 26.02 0.97 biological adhesion;cell adhesion;cellular processcell part;membrane;plasma membraneCelladhesion;Cellmembrane;Completeproteome;Disulfidebond;Glycoprotein;Immunoglobulindomain;Membrane;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0007155;GO:0009987;GO:0022610GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0044425;GO:0044464+ + 13 12 0 131.24 2 2.75 0.001655 -4.19 P97603;F1M0Z6Neogenin Neo1 sp|P97603|NEO1_RAT Neogenin (Fragment) OS=Rattus norvegicus OX=10116 GN=Neo1 PE=1 SV=1;tr|F1M0Z6|F1M0Z6_RAT Neogenin OS=Rattus norvegicus OX=10116 GN=Neo1 PE=1 SV=2

NaN 21.99 21.72 NaN 22.73 22.91 0.96 biological regulation;cellular metabolic process;cellular process;localization;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;response to chemical stimulus;response to stimuluscell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAcetylation;Completeproteome;Directproteinsequencing;Isopeptidebond;Nucleus;Referenceproteome;UblconjugationpathwayGO:0006355;GO:0006357;GO:0006464;GO:0008104;GO:0008152;GO:0009889;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0014070;GO:0019219;GO:0019222;GO:0019538;GO:0031323;GO:0031326;GO:0032446;GO:0033036;GO:0042221;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045116;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051179;GO:0051252;GO:0060255;GO:0065007;GO:0070647;GO:0080090;GO:2000112GO:0005634;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 3 34.6 0 24.135 2 1.56 0.020887 -3.66 A0A0G2K4G3;Q71UE8NEDD8 Nedd8 tr|A0A0G2K4G3|A0A0G2K4G3_RAT NEDD8 OS=Rattus norvegicus OX=10116 GN=Nedd8 PE=1 SV=1;sp|Q71UE8|NEDD8_RAT NEDD8 OS=Rattus norvegicus OX=10116 GN=Nedd8 PE=1 SV=1
24.88 23.62 25.80 25.81 26.16 25.20 0.96 binding;nucleic acid binding;ribonucleoprotein binding;ribosome binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activitybiological regulation;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of translation;response to stimulus;response to stress;translational initiationcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;protein complex;ribonucleoprotein complex;ribosome;vesicleHepatitis C;Measles;Protein processing in endoplasmic reticulum;RNA transportAcetylation;Completeproteome;Initiationfactor;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;RNA-binding;TranslationregulationGO:0006413;GO:0006417;GO:0006446;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0006950;GO:0008152;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0016310;GO:0019222;GO:0019538;GO:0031323;GO:0031326;GO:0032268;GO:0033554;GO:0043170;GO:0043412;GO:0043555;GO:0043558;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0046777;GO:0050789;GO:0050794;GO:0050896;GO:0051246;GO:0051716;GO:0060255;GO:0065007;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135;GO:0043021;GO:0043022GO:0005634;GO:0005737;GO:0005840;GO:0005850;GO:0005851;GO:0010494;GO:0016020;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0033290;GO:0035770;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0043614;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062;GO:007099314 56.2 0 214.33 1 0.62 0.176721 -1.20 P68101 Eukaryotic translation initiation factor 2 subunit 1Eif2s1 sp|P68101|IF2A_RAT Eukaryotic translation initiation factor 2 subunit 1 OS=Rattus norvegicus OX=10116 GN=Eif2s1 PE=1 SV=2
24.50 24.28 24.39 25.38 25.31 25.34 0.95 binding;carbohydrate binding;cation binding;DNA binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme activator activity;enzyme inhibitor activity;enzyme regulator activity;glycosaminoglycan binding;growth factor receptor binding;heparin binding;ion binding;metal ion binding;nucleic acid binding;pattern binding;peptidase activator activity;peptidase inhibitor activity;peptidase regulator activity;polysaccharide binding;protein binding;receptor binding;serine-type endopeptidase inhibitor activity;transition metal ion bindingalcohol metabolic process;anatomical structure development;anatomical structure morphogenesis;behavior;behavioral interaction between organisms;biological adhesion;biological regulation;cell adhesion;cell death;cell growth;cell maturation;cell recognition;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cytoskeleton-dependent intracellular transport;death;developmental maturation;developmental process;endocytosis;establishment of localization;extracellular matrix organization;extracellular structure organization;growth;homeostatic process;lipid metabolic process;macromolecule metabolic process;macromolecule modification;membrane invagination;membrane organization;metabolic process;mRNA metabolic process;mRNA processing;multicellular organismal process;multi-organism process;napical part of cell;cell part;cell projection;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;organelle;plasma membrane;protein complex;receptor complex;synapse;vesicleAlzheimer's disease3D-structure;Alternativesplicing;Amyloid;Apoptosis;Celladhesion;Coatedpit;Completeproteome;Copper;Directproteinsequencing;Disulfidebond;Endocytosis;Glycoprotein;Heparin-binding;Iron;Membrane;Metal-binding;Notchsignalingpathway;Phosphoprotein;Proteaseinhibitor;Proteoglycan;Referenceproteome;Serineproteaseinhibitor;Signal;Transmembrane;Transmembranehelix;ZincGO:0001932;GO:0001967;GO:0003008;GO:0006066;GO:0006139;GO:0006355;GO:0006357;GO:0006378;GO:0006396;GO:0006397;GO:0006417;GO:0006464;GO:0006468;GO:0006629;GO:0006793;GO:0006796;GO:0006807;GO:0006810;GO:0006873;GO:0006874;GO:0006875;GO:0006878;GO:0006897;GO:0006915;GO:0006928;GO:0006950;GO:0006979;GO:0007017;GO:0007018;GO:0007155;GO:0007165;GO:0007166;GO:0007176;GO:0007215;GO:0007219;GO:0007346;GO:0007399;GO:0007409;GO:0007416;GO:0007528;GO:0007610;GO:0007611;GO:0007612;GO:0007617;GO:0007626;GO:0007631;GO:0007632;GO:0008037;GO:0008038;GO:0008088;GO:0008152;GO:0008202;GO:0008203;GO:0008219;GO:0008306;GO:0008344;GO:0008542;GO:0009314;GO:0009416;GO:0009628;GO:0009653;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009987;GO:0010324;GO:0010389;GO:0010468;GO:0010469;GO:0010556;GO:0010557;GO:0010564;GO:0010604;GO:0010608;GO:0010628;GO:0010952;GO:0010970;GO:0010971;GO:0012501;GO:0016043;GO:0016044;GO:0016049;GO:0016070;GO:0016071;GO:0016125;GO:0016192;GO:0016198;GO:0016199;GO:0016265;GO:0016310;GO:0016322;GO:0016358;GGO:0001871;GO:0003676;GO:0003677;GO:0004857;GO:0004866;GO:0004867;GO:0005102;GO:0005488;GO:0005515;GO:0005539;GO:0008047;GO:0008201;GO:0016504;GO:0030234;GO:0030246;GO:0030247;GO:0030414;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0061134;GO:0061135;GO:0070851GO:0005615;GO:0005641;GO:0005737;GO:0005768;GO:0005794;GO:0005886;GO:0005905;GO:0005911;GO:0009986;GO:0016020;GO:0016021;GO:0016023;GO:0030054;GO:0030133;GO:0030134;GO:0030135;GO:0030424;GO:0031224;GO:0031410;GO:0031594;GO:0031970;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0035253;GO:0042995;GO:0043005;GO:0043195;GO:0043197;GO:0043198;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0043235;GO:0044309;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044441;GO:0044444;GO:0044446;GO:0044456;GO:0044463;GO:0044464;GO:0045121;GO:0045177;GO:0045202;GO:0048471;GO:0051233;GO:0065010;GO:0070062+ + 11 20.2 0 48.409 2 3.87 0 -5.73 Q6P6Q5;P08592Amyloid beta A4 protein;N-APP;Soluble APP-alpha;Soluble APP-beta;C99;Beta-amyloid protein 42;Beta-amyloid protein 40;C83;P3(42);P3(40);C80;Gamma-secretase C-terminal fragment 59;Gamma-secretase C-terminal fragment 57;Gamma-secretase C-terminal fragment 50;C31App tr|Q6P6Q5|Q6P6Q5_RAT Amyloid-beta A4 protein OS=Rattus norvegicus OX=10116 GN=App PE=1 SV=1;sp|P08592|A4_RAT Amyloid-beta A4 protein OS=Rattus norvegicus OX=10116 GN=App PE=1 SV=2
24.72 23.67 25.10 25.62 25.73 24.92 0.93 binding;calcium ion binding;carboxylic ester hydrolase activity;catalytic activity;cation binding;enzyme regulator activity;gluconolactonase activity;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;metal ion binding;transition metal ion binding;zinc ion bindingaging;anatomical structure development;biological regulation;biosynthetic process;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular process;developmental process;homeostatic process;metabolic process;multicellular organismal process;organic acid metabolic process;regulation of DNA metabolic process;regulation of protein modification process;small molecule metabolic process;vitamin metabolic processcell part;cytoplasm;cytosol;intracellular membrane-bounded organelle;intracellular organelle;nucleoplasm;nucleus;organelleAscorbatebiosynthesis;Calcium;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Metal-binding;ReferenceproteomeGO:0001822;GO:0001889;GO:0001932;GO:0001933;GO:0006082;GO:0006109;GO:0006140;GO:0006469;GO:0006766;GO:0006767;GO:0006873;GO:0006874;GO:0006875;GO:0007276;GO:0007283;GO:0007568;GO:0008152;GO:0008285;GO:0009058;GO:0009110;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009894;GO:0009966;GO:0009987;GO:0010556;GO:0010558;GO:0010563;GO:0010565;GO:0010605;GO:0010675;GO:0010676;GO:0010866;GO:0010867;GO:0010906;GO:0010907;GO:0010921;GO:0010922;GO:0010923;GO:0010941;GO:0016053;GO:0019216;GO:0019217;GO:0019219;GO:0019220;GO:0019222;GO:0019725;GO:0019752;GO:0019852;GO:0019853;GO:0022414;GO:0023051;GO:0030003;GO:0030811;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0031329;GO:0031399;GO:0031400;GO:0032268;GO:0032269;GO:0032501;GO:0032502;GO:0032515;GO:0032781;GO:0033121;GO:0033124;GO:0033673;GO:0034260;GO:0035303;GO:0042127;GO:0042180;GO:0042304;GO:0042325;GO:0042326;GO:0042364;GO:0042592;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043086;GO:0043087;GO:0043436;GO:0043462;GGO:0003824;GO:0004341;GO:0005488;GO:0005509;GO:0008270;GO:0016787;GO:0016788;GO:0030234;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0052689GO:0005634;GO:0005654;GO:0005737;GO:0005829;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:00444643 12.7 0 190.67 1 0.87 0.098097 -1.55 Q03336 Regucalcin Rgn sp|Q03336|RGN_RAT Regucalcin OS=Rattus norvegicus OX=10116 GN=Rgn PE=1 SV=3
26.36 26.56 26.36 27.35 27.28 27.42 0.93 binding;calcium ion binding;carbohydrate binding;cation binding;glycosaminoglycan binding;heparin binding;ion binding;metal ion binding;pattern binding;polysaccharide bindingbiological adhesion;biological regulation;cell adhesion;cellular processcell part;cytoplasmic membrane-bounded vesicle;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleECM-receptor interaction;Focal adhesion;Malaria;Phagosome;TGF-beta signaling pathwayCompleteproteome;Disulfidebond;ReferenceproteomeGO:0007155;GO:0009987;GO:0016525;GO:0022603;GO:0022610;GO:0044087;GO:0044089;GO:0045765;GO:0048518;GO:0048519;GO:0048522;GO:0050789;GO:0050793;GO:0050794;GO:0050807;GO:0051093;GO:0051094;GO:0051128;GO:0051130;GO:0051239;GO:0051960;GO:0051962;GO:0051963;GO:0051965;GO:0065007;GO:2000026GO:0001871;GO:0005488;GO:0005509;GO:0005539;GO:0008201;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872GO:0005604;GO:0016023;GO:0030141;GO:0031091;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044420;GO:0044421;GO:0044424;GO:0044444;GO:0044464+ + 26 27.9 0 323.31 1 3.54 0 -5.21 D4A2G6 Thbs2 tr|D4A2G6|D4A2G6_RAT Thrombospondin 2 OS=Rattus norvegicus OX=10116 GN=Thbs2 PE=4 SV=2
30.98 31.27 30.94 31.99 32.07 31.83 0.90 actin binding;actin filament binding;binding;binding, bridging;cytoskeletal protein binding;protein binding;protein binding, bridgingcell differentiation;cellular process;developmental processcell part;cytoplasm Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Muscleprotein;Phosphoprotein;ReferenceproteomeGO:0009987;GO:0030154;GO:0030855;GO:0032502;GO:0048869GO:0003779;GO:0005488;GO:0005515;GO:0008092;GO:0030674;GO:0051015;GO:0060090GO:0005737;GO:0044424;GO:0044464+ + 23 79.7 0 323.31 2 2.71 0.002286 -4.01 A0A0G2JWK7;P31232Transgelin Tagln tr|A0A0G2JWK7|A0A0G2JWK7_RAT Transgelin OS=Rattus norvegicus OX=10116 GN=Tagln PE=1 SV=1;sp|P31232|TAGL_RAT Transgelin OS=Rattus norvegicus OX=10116 GN=Tagln PE=1 SV=2
25.58 25.08 25.61 26.45 26.59 25.92 0.90 ATPase activity;ATPase activity, coupled;binding;calcium ion binding;calcium-dependent phospholipid binding;catalytic activity;cation binding;DNA binding;DNA-dependent ATPase activity;double-stranded DNA-dependent ATPase activity;enzyme inhibitor activity;enzyme regulator activity;helicase activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;identical protein binding;ion binding;lipase inhibitor activity;lipid binding;metal ion binding;nucleic acid binding;nucleoside-triphosphatase activity;phospholipase A2 inhibitor activity;phospholipase inhibitor activity;phospholipid binding;protein binding;protein dimerization activity;protein homodimerization activity;pyrophosphatase activity;single-stranded DNA binding;structural molecule activity;structure-specific DNA bindinganatomical structure development;biological regulation;cell activation;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA geometric change;DNA metabolic process;establishment of localization;hormone transport;immune system process;lipid transport;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organic acid transport;peptide transport;primary metabolic process;protein metabolic process;protein modification process;regulation of organelle organization;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to oxidative stress;response to stimulus;response to stress;secretion;signal transduction;transportcell part;cell projection;cell surface;cilium;cytoplasm;cytoskeleton;endosome;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;membrane;nucleus;organelle;plasma membrane;protein complex;vacuole;vesicleAcetylation;Annexin;Calcium;Calcium/phospholipid-binding;Cellmembrane;Cellprojection;Cilium;Completeproteome;Cytoplasm;Directproteinsequencing;Isopeptidebond;Membrane;Nucleus;PhospholipaseA2inhibitor;Phosphoprotein;Referenceproteome;RepeatGO:0000302;GO:0000733;GO:0001775;GO:0001817;GO:0002376;GO:0002521;GO:0002682;GO:0002790;GO:0003006;GO:0006139;GO:0006259;GO:0006464;GO:0006807;GO:0006810;GO:0006869;GO:0006950;GO:0006979;GO:0007165;GO:0007166;GO:0008152;GO:0009314;GO:0009628;GO:0009719;GO:0009725;GO:0009889;GO:0009891;GO:0009893;GO:0009913;GO:0009914;GO:0009987;GO:0010033;GO:0010035;GO:0010165;GO:0010212;GO:0010565;GO:0010638;GO:0010817;GO:0010941;GO:0010942;GO:0014070;GO:0015718;GO:0015833;GO:0015849;GO:0015908;GO:0015909;GO:0018149;GO:0019216;GO:0019217;GO:0019222;GO:0019538;GO:0022008;GO:0022414;GO:0023061;GO:0030072;GO:0030073;GO:0030098;GO:0030154;GO:0030216;GO:0030217;GO:0030850;GO:0030855;GO:0031018;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031338;GO:0031340;GO:0031392;GO:0031394;GO:0031960;GO:0032309;GO:0032355;GO:0032392;GO:0032502;GO:0032508;GO:0032677;GO:0032844;GO:0032870;GO:0032879;GO:0032880;GO:0032940;GO:0033029;GO:0033031;GO:0033032;GO:0033034;GO:0033043;GO:0033554;GO:0034097;GO:0034599;GO:0034614;GO:0034641;GO:0042063;GGO:0003676;GO:0003677;GO:0003697;GO:0003824;GO:0004386;GO:0004857;GO:0004859;GO:0005198;GO:0005488;GO:0005509;GO:0005515;GO:0005543;GO:0005544;GO:0008094;GO:0008289;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017111;GO:0019834;GO:0030234;GO:0033676;GO:0042623;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0043566;GO:0046872;GO:0046983;GO:0055102GO:0000323;GO:0001533;GO:0005615;GO:0005634;GO:0005737;GO:0005764;GO:0005768;GO:0005773;GO:0005856;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0005929;GO:0009986;GO:0016020;GO:0016323;GO:0030054;GO:0030055;GO:0031090;GO:0031966;GO:0031982;GO:0031988;GO:0032991;GO:0042383;GO:0042629;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044429;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 16 54 0 323.31 1 1.55 0.022234 -2.45 P07150 Annexin A1 Anxa1 sp|P07150|ANXA1_RAT Annexin A1 OS=Rattus norvegicus OX=10116 GN=Anxa1 PE=1 SV=2
25.95 25.81 26.30 26.93 27.24 26.58 0.90 binding;cation binding;ion binding;metal ion binding;protein binding transcription factor activity;transcription coactivator activity;transcription cofactor activity;transcription factor binding transcription factor activity;transition metal ion binding;zinc ion bindingbiological regulation;response to chemical stimulus;response to stimulus;response to stresscell part;cytoplasm;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;transcription factor complexAcetylation;Completeproteome;Cytoplasm;Cytoskeleton;LIMdomain;Metal-binding;Phosphoprotein;Referenceproteome;ZincGO:0001666;GO:0006355;GO:0006950;GO:0009889;GO:0010468;GO:0010556;GO:0019219;GO:0019222;GO:0031323;GO:0031326;GO:0042221;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051252;GO:0060255;GO:0065007;GO:0070482;GO:0080090;GO:2000112GO:0000988;GO:0000989;GO:0003712;GO:0003713;GO:0005488;GO:0008270;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005667;GO:0005737;GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044451;GO:0044464;GO:0070161+ + 17 73.1 0 133.87 1 1.70 0.017472 -2.64 P52944 PDZ and LIM domain protein 1 Pdlim1 sp|P52944|PDLI1_RAT PDZ and LIM domain protein 1 OS=Rattus norvegicus OX=10116 GN=Pdlim1 PE=1 SV=4

NaN 22.22 22.29 23.04 23.25 NaN 0.89 biological regulationcell part;extracellular organelle;membrane;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0009966;GO:0009967;GO:0010627;GO:0010632;GO:0010634;GO:0010646;GO:0010647;GO:0010717;GO:0010718;GO:0010720;GO:0010740;GO:0010769;GO:0010770;GO:0022603;GO:0022604;GO:0023051;GO:0023056;GO:0030334;GO:0030335;GO:0032879;GO:0040012;GO:0040017;GO:0043408;GO:0043410;GO:0045595;GO:0045597;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050793;GO:0050794;GO:0051094;GO:0051128;GO:0051130;GO:0051239;GO:0051270;GO:0051272;GO:0060284;GO:0065007;GO:0070372;GO:0070374;GO:2000026;GO:2000145;GO:2000147GO:0000139;GO:0016020;GO:0031090;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 2 17.6 0 105.68 1 1.83 0.013694 -4.26 F1M5V2 Glipr2 tr|F1M5V2|F1M5V2_RAT GLI pathogenesis-related 2 OS=Rattus norvegicus OX=10116 GN=Glipr2 PE=1 SV=3
25.87 25.63 25.49 26.48 27.04 26.14 0.89 5S rRNA binding;bent DNA binding;binding;carbohydrate binding;chromatin binding;crossed form four-way junction DNA binding;cytokine activity;DNA bending activity;DNA binding;DNA secondary structure binding;double-stranded DNA binding;four-way junction DNA binding;glycolipid binding;glycosaminoglycan binding;heparin binding;lipid binding;nucleic acid binding;open form four-way junction DNA binding;pattern binding;peptide binding;polysaccharide binding;protein binding;protein dimerization activity;RAGE receptor binding;receptor binding;RNA binding;rRNA binding;single-stranded DNA binding;structure-specific DNA binding;transcription factor bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;cell morphogenesis;cell proliferation;cellular component morphogenesis;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromatin modification;chromatin organization;chromosome organization;cytoskeleton organization;developmental process;DNA geometric change;DNA metabolic process;locomotion;macromolecule metabolic process;metabolic process;multi-organism process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;regulation of cell cycle;regulation of DNA metabolic process;regulation of mitotic cell cycle;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to heat;response to stimulus;response to stress;rhythmic processcell part;chromosome;cytoplasm;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleus;organelleBase excision repair3D-structure;Acetylation;Chromosome;Completeproteome;Cytoplasm;Directproteinsequencing;DNA-binding;Heparin-binding;Isopeptidebond;Nucleus;Phosphoprotein;Referenceproteome;Repeat;UblconjugationGO:0000902;GO:0002053;GO:0002237;GO:0006139;GO:0006259;GO:0006275;GO:0006325;GO:0006338;GO:0006355;GO:0006807;GO:0006935;GO:0006950;GO:0006952;GO:0006996;GO:0007010;GO:0007346;GO:0007399;GO:0007623;GO:0008152;GO:0008156;GO:0008283;GO:0008284;GO:0009266;GO:0009408;GO:0009605;GO:0009607;GO:0009617;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010033;GO:0010464;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010941;GO:0010942;GO:0010975;GO:0010976;GO:0014910;GO:0014911;GO:0016043;GO:0016202;GO:0016568;GO:0019219;GO:0019222;GO:0030029;GO:0030030;GO:0030036;GO:0030334;GO:0030335;GO:0031175;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0031344;GO:0031346;GO:0031347;GO:0031532;GO:0032101;GO:0032103;GO:0032392;GO:0032496;GO:0032502;GO:0032868;GO:0032879;GO:0032989;GO:0033032;GO:0033034;GO:0034097;GO:0034284;GO:0034341;GO:0034641;GO:0040011;GO:0040012;GO:0040017;GO:0042127;GO:0042221;GO:0042330;GO:0042493;GO:0042742;GO:0042981;GO:0043065;GGO:0000217;GO:0000400;GO:0000401;GO:0000402;GO:0001871;GO:0003676;GO:0003677;GO:0003681;GO:0003682;GO:0003690;GO:0003697;GO:0003723;GO:0005102;GO:0005125;GO:0005488;GO:0005515;GO:0005539;GO:0008097;GO:0008134;GO:0008201;GO:0008289;GO:0008301;GO:0019843;GO:0030246;GO:0030247;GO:0042277;GO:0043566;GO:0046983;GO:0050786;GO:0051861GO:0005615;GO:0005634;GO:0005694;GO:0005737;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044421;GO:0044424;GO:0044464+ + 10 43.2 0 120.23 13 1.45 0.025681 -2.31 D3ZCR3;A0A0G2K6P4;P63159;D3ZXR5;D3ZC69;M0R7R5;D4A6A9;D3ZLG3;D3ZGW6;D3ZIU9;F1LNG6;F1M6B2;D3ZZD8High mobility group protein B1 Hmg1l1;Hmgb1;RGD1563668;LOC100911637tr|D3ZCR3|D3ZCR3_RAT High mobility group protein B1 pseudogene OS=Rattus norvegicus OX=10116 GN=LOC108349189 PE=4 SV=2;tr|A0A0G2K6P4|A0A0G2K6P4_RAT High-mobility group (nonhistone chromosomal) protein 1-like 1 OS=Rattus norvegicus OX=10116 GN=Hmg1l1 PE=4 S
23.45 23.72 NaN 24.06 24.24 25.10 0.89 binding;carbohydrate binding;growth factor activity;protein binding;receptor bindingbiological regulationcell part;cytoplasm;extracellular region;extracellular spaceCompleteproteome;Cytoplasm;Disulfidebond;Glycoprotein;Growthfactor;Lectin;Referenceproteome;Secreted;SignalGO:0008284;GO:0042127;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007GO:0005102;GO:0005488;GO:0005515;GO:0008083;GO:0030246GO:0005576;GO:0005615;GO:0005737;GO:0044421;GO:0044424;GO:00444646 22.6 0 27.79 1 0.89 0.094059 -1.68 O88201 C-type lectin domain family 11 member AClec11a sp|O88201|CLC11_RAT C-type lectin domain family 11 member A OS=Rattus norvegicus OX=10116 GN=Clec11a PE=2 SV=1
23.56 24.46 23.77 24.81 24.63 25.00 0.88 biological regulation;cell death;cellular process;death;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to stimulus;response to stresscell part;extracellular space;macromolecular complex;protein complexComplement and coagulation cascades;Prion diseases;Systemic lupus erythematosusComplementpathway;Completeproteome;Cytolysis;Disulfidebond;EGF-likedomain;Glycoprotein;Immunity;Innateimmunity;Membraneattackcomplex;Referenceproteome;Repeat;Secreted;Signal;SushiGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0008152;GO:0008219;GO:0009987;GO:0010941;GO:0010942;GO:0016265;GO:0019538;GO:0019835;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0044238;GO:0045087;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050776;GO:0050778;GO:0050789;GO:0050794;GO:0050896;GO:0065007;GO:0072376GO:0005579;GO:0005615;GO:0032991;GO:0043234;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0046930+ + 12 21.3 0 78.007 1 1.41 0.027606 -2.26 Q811M5 Complement component C6 C6 sp|Q811M5|CO6_RAT Complement component C6 OS=Rattus norvegicus OX=10116 GN=C6 PE=2 SV=1
23.99 24.44 23.63 24.45 25.03 25.22 0.88 active transmembrane transporter activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;ATPase activity, coupled;ATPase activity, coupled to movement of substances;ATPase activity, coupled to transmembrane movement of ions;ATPase activity, coupled to transmembrane movement of substances;binding;catalytic activity;cation transmembrane transporter activity;cation-transporting ATPase activity;enzyme binding;GTPase binding;hydrogen ion transmembrane transporter activity;hydrogen ion transporting ATP synthase activity, rotational mechanism;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;inorganic cation transmembrane transporter activity;ion transmembrane transporter activity;monovalent inorganic cation transmembrane transporter activity;nucleoside-triphosphatase activity;nucleotide biaging;biological regulation;cell death;cellular process;death;developmental process;establishment of localization;homeostatic process;hydrogen transport;ion transport;regulation of transport;transmembrane transport;transportcell part;extracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleEpithelial cell signaling in Helicobacter pylori infection;ko05152;Lysosome;Oxidative phosphorylation;Phagosome;Rheumatoid arthritis;Vibrio cholerae infectionATP-binding;Completeproteome;Glycoprotein;Hydrogeniontransport;Iontransport;Membrane;Nucleotide-binding;Proteomicsidentification;Referenceproteome;Signal;Transmembrane;Transmembranehelix;Transport;VacuoleGO:0006810;GO:0006811;GO:0006812;GO:0006818;GO:0006885;GO:0007568;GO:0008219;GO:0009966;GO:0009967;GO:0009987;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0015672;GO:0015988;GO:0015991;GO:0015992;GO:0016265;GO:0017157;GO:0023051;GO:0023056;GO:0030278;GO:0032502;GO:0032844;GO:0032846;GO:0032879;GO:0034103;GO:0034105;GO:0034220;GO:0042592;GO:0043408;GO:0043410;GO:0045124;GO:0045595;GO:0045597;GO:0045667;GO:0045669;GO:0045780;GO:0045851;GO:0045921;GO:0046850;GO:0046852;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0048878;GO:0050789;GO:0050793;GO:0050794;GO:0050801;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051094;GO:0051234;GO:0051239;GO:0051240;GO:0051656;GO:0055067;GO:0055080;GO:0055085;GO:0060341;GO:0060627;GO:0065007;GO:0065008;GO:0070372;GO:0070374GO:0000166;GO:0003824;GO:0005215;GO:0005488;GO:0005515;GO:0005524;GO:0008324;GO:0015075;GO:0015077;GO:0015078;GO:0015399;GO:0015405;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016820;GO:0016887;GO:0017016;GO:0017076;GO:0017111;GO:0017137;GO:0019829;GO:0019899;GO:0022804;GO:0022857;GO:0022890;GO:0022891;GO:0022892;GO:0030554;GO:0031267;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042623;GO:0042625;GO:0042626;GO:0043492;GO:0046933;GO:0046961;GO:0051020GO:0005774;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0031982;GO:0031988;GO:0032991;GO:0033178;GO:0033180;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 4 11.2 0 135.83 2 1.25 0.036704 -2.05 Q6IRF8;O54715V-type proton ATPase subunit S1 Atp6ap1 tr|Q6IRF8|Q6IRF8_RAT ATPase, H+ transporting, lysosomal accessory protein 1 OS=Rattus norvegicus OX=10116 GN=Atp6ap1 PE=1 SV=1;sp|O54715|VAS1_RAT V-type proton ATPase subunit S1 OS=Rattus norvegicus OX=10116 GN=Atp6ap1 PE=2 SV=1
25.29 25.35 24.74 25.46 25.17 27.37 0.88 biological regulation;cellular component assembly;cellular component organization;cellular process;regulation of organelle organizationcell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAcetylation;Actin-binding;Actincapping;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Phosphoprotein;Referenceproteome;Repeat;SecretedGO:0008064;GO:0009987;GO:0010639;GO:0016043;GO:0022607;GO:0030030;GO:0030031;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031333;GO:0032271;GO:0032272;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0043242;GO:0043244;GO:0043254;GO:0044087;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051016;GO:0051128;GO:0051129;GO:0051493;GO:0051494;GO:0051693;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090066GO:0005634;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048770;GO:0065010;GO:007006211 52.7 0 323.31 1 0.54 0.219751 -1.08 Q6AYC4 Macrophage-capping protein Capg sp|Q6AYC4|CAPG_RAT Macrophage-capping protein OS=Rattus norvegicus OX=10116 GN=Capg PE=1 SV=1
23.85 23.86 24.20 24.94 24.72 24.81 0.85 cellular process;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleCompleteproteome;Nucleus;Proteomicsidentification;ReferenceproteomeGO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0031960;GO:0032870;GO:0042221;GO:0048545;GO:0050896;GO:0051384;GO:0051414;GO:0051716;GO:0070887;GO:0071310;GO:0071383;GO:0071384;GO:0071385;GO:0071495;GO:0071548;GO:0071549GO:0000785;GO:0000792;GO:0005634;GO:0035985;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044427;GO:0044446;GO:0044464+ + 5 30.1 0 107.3 4 2.51 0.001986 -3.65 Q5RJK5;Q5RJL1;A0A0G2JYP0;D3ZRS6 LOC100360260 tr|Q5RJK5|Q5RJK5_RAT Chromobox 3 OS=Rattus norvegicus OX=10116 GN=Cbx3 PE=1 SV=1
27.29 27.42 27.21 28.15 28.43 27.90 0.85 binding;carboxylic acid binding;fatty acid binding;lipid binding;monocarboxylic acid binding;transporter activityalcohol metabolic process;amine metabolic process;biosynthetic process;carbohydrate metabolic process;carbohydrate transport;cellular lipid metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;lipid metabolic process;metabolic process;nitrogen compound metabolic process;primary metabolic process;response to stimulus;response to stress;small molecule metabolic process;transportcell part;cytoplasm;extracellular organelle;organelle;vesiclePPAR signaling pathwayAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Lipid-binding;Phosphoprotein;Referenceproteome;TransportGO:0005975;GO:0005996;GO:0006006;GO:0006066;GO:0006576;GO:0006629;GO:0006644;GO:0006650;GO:0006656;GO:0006807;GO:0006810;GO:0006950;GO:0008152;GO:0008610;GO:0008643;GO:0008645;GO:0008654;GO:0009058;GO:0009308;GO:0009611;GO:0009987;GO:0015749;GO:0015758;GO:0019318;GO:0019637;GO:0034641;GO:0042439;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044262;GO:0044281;GO:0045017;GO:0046470;GO:0046474;GO:0046486;GO:0050896;GO:0051234;GO:0071702GO:0005215;GO:0005488;GO:0005504;GO:0008289;GO:0031406;GO:0033293GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 9 54.1 0 323.31 1 2.18 0.006166 -3.22 P55053 Fatty acid-binding protein, epidermal Fabp5 sp|P55053|FABP5_RAT Fatty acid-binding protein 5 OS=Rattus norvegicus OX=10116 GN=Fabp5 PE=1 SV=3
25.05 25.11 25.29 25.35 NaN 26.66 0.85 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;serine-type endopeptidase inhibitor activitybiological regulationcell part;cytoplasm;extracellular spaceAmoebiasis Completeproteome;Cytoplasm;Proteaseinhibitor;Referenceproteome;SerineproteaseinhibitorGO:0009894;GO:0010466;GO:0010951;GO:0019222;GO:0042176;GO:0043086;GO:0044092;GO:0050789;GO:0050790;GO:0051246;GO:0051336;GO:0051346;GO:0052547;GO:0052548;GO:0060255;GO:0065007;GO:0065009;GO:0080090GO:0004857;GO:0004866;GO:0004867;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0005737;GO:0044421;GO:0044424;GO:004446414 41.7 0 103.3 1 0.73 0.138156 -1.42 Q4G075 Leukocyte elastase inhibitor A Serpinb1a sp|Q4G075|ILEUA_RAT Leukocyte elastase inhibitor A OS=Rattus norvegicus OX=10116 GN=Serpinb1a PE=1 SV=1
26.90 27.04 27.11 27.55 27.87 28.16 0.84 binding;calcium ion binding;carbohydrate binding;cation binding;collagen binding;extracellular matrix binding;fibronectin binding;glycosaminoglycan binding;heparin binding;ion binding;laminin binding;laminin-1 binding;metal ion binding;pattern binding;polysaccharide binding;protein bindinganatomical structure development;anatomical structure morphogenesis;behavior;biological adhesion;biological regulation;cell adhesion;cell motility;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;developmental process;locomotion;macromolecular complex assembly;multicellular organismal process;protein complex assembly;regulation of protein modification process;response to chemical stimulus;response to stimulus;response to stress;tissue remodelingcell part;endoplasmic reticulum;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;organelle;proteinaceous extracellular matrix;synapse;vesicleCalcium;Celladhesion;Completeproteome;Disulfidebond;EGF-likedomain;Endoplasmicreticulum;Extracellularmatrix;Glycoprotein;Growthfactor;Mitogen;Proteomicsidentification;Referenceproteome;Repeat;Sarcoplasmicreticulum;Secreted;Signal;Tissueremodeling;UnfoldedproteinresponseGO:0001932;GO:0001934;GO:0001936;GO:0001938;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0006461;GO:0006928;GO:0006950;GO:0006986;GO:0007155;GO:0007399;GO:0007610;GO:0008284;GO:0009653;GO:0009893;GO:0009987;GO:0010033;GO:0010562;GO:0010604;GO:0014812;GO:0016043;GO:0016337;GO:0016477;GO:0016525;GO:0019220;GO:0019222;GO:0022603;GO:0022607;GO:0022610;GO:0030030;GO:0030334;GO:0030335;GO:0031323;GO:0031325;GO:0031399;GO:0031401;GO:0032101;GO:0032103;GO:0032268;GO:0032270;GO:0032501;GO:0032502;GO:0032879;GO:0032989;GO:0032990;GO:0033554;GO:0033555;GO:0034103;GO:0034976;GO:0035966;GO:0040011;GO:0040012;GO:0040017;GO:0042127;GO:0042221;GO:0042325;GO:0042327;GO:0043933;GO:0045765;GO:0045937;GO:0048265;GO:0048266;GO:0048518;GO:0048519;GO:0048520;GO:0048522;GO:0048583;GO:0048584;GO:0048731;GO:0048771;GO:0048812;GO:0048856;GO:0048858;GO:0048869;GO:0048870;GO:0050678;GO:0050679;GO:0050730;GO:0050731;GO:0050789;GO:0050793;GO:0050794;GO:0050795;GO:0050896;GO:0050920;GO:0050921;GO:0051093;GO:0051174;GGO:0001871;GO:0001968;GO:0005488;GO:0005509;GO:0005515;GO:0005518;GO:0005539;GO:0008201;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0043236;GO:0043237;GO:0046872;GO:0050840GO:0005578;GO:0005604;GO:0005615;GO:0005783;GO:0016529;GO:0031012;GO:0031594;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044420;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0045202;GO:0065010;GO:0070062+ + 14 16.6 0 323.31 3 1.98 0.009333 -2.95 F1LMS5;A0A0G2K7L8;P49744Thrombospondin-4 Thbs4 tr|F1LMS5|F1LMS5_RAT Thrombospondin-4 OS=Rattus norvegicus OX=10116 GN=Thbs4 PE=4 SV=1;tr|A0A0G2K7L8|A0A0G2K7L8_RAT Thrombospondin-4 OS=Rattus norvegicus OX=10116 GN=Thbs4 PE=4 SV=1;sp|P49744|TSP4_RAT Thrombospondin-4 OS=Rattus norvegicus OX=10116 GN=Thbs4
26.63 26.29 25.97 27.22 27.05 27.15 0.84 + + 14 22.9 0 296.11 1 1.87 0.012771 -2.81 A0A0G2K4Q6 tr|A0A0G2K4Q6|A0A0G2K4Q6_RAT Macrophage colony-stimulating factor 1 OS=Rattus norvegicus OX=10116 GN=Csf1 PE=4 SV=1

NaN 23.33 23.91 24.59 24.36 24.37 0.82 binding;nucleotide bindingbiological regulation;catabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing compound transport;primary metabolic process;regulation of translation;RNA catabolic process;RNA metabolic process;RNA processing;RNA splicing;transportcell part;cytoplasm;macromolecular complex;protein complex;ribonucleoprotein complex;spliceosomal complexmRNA surveillance pathway;RNA transport;SpliceosomeAcetylation;Completeproteome;Cytoplasm;mRNAprocessing;mRNAsplicing;mRNAtransport;Nonsense-mediatedmRNAdecay;Nucleus;Phosphoprotein;Referenceproteome;RNA-binding;Spliceosome;Translationregulation;TransportGO:0000184;GO:0000381;GO:0000956;GO:0006139;GO:0006396;GO:0006397;GO:0006401;GO:0006402;GO:0006417;GO:0006807;GO:0006810;GO:0008152;GO:0008380;GO:0009056;GO:0009057;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0015931;GO:0016070;GO:0016071;GO:0019219;GO:0019222;GO:0031323;GO:0031326;GO:0032268;GO:0034641;GO:0043170;GO:0043484;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0048024;GO:0050657;GO:0050658;GO:0050684;GO:0050789;GO:0050794;GO:0051028;GO:0051171;GO:0051234;GO:0051236;GO:0051246;GO:0051252;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112GO:0000166;GO:0005488GO:0005681;GO:0005737;GO:0016604;GO:0016607;GO:0030529;GO:0032991;GO:0035145;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044451;GO:0044464;GO:0071013+ + 6 42 0 40.06 1 1.38 0.030465 -2.41 Q27W01 RNA-binding protein 8A Rbm8a sp|Q27W01|RBM8A_RAT RNA-binding protein 8A OS=Rattus norvegicus OX=10116 GN=Rbm8a PE=1 SV=1
31.02 30.82 30.98 31.70 31.85 31.72 0.82 catalytic activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;lysozyme activitycell death;cellular process;death;multi-organism process;response to biotic stimulus;response to stimulus;response to stresscell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;extracellular region;intracellular membrane-bounded organelle;intracellular organelle;microvillus;organelle;vesicleAntimicrobial;Bacteriolyticenzyme;Completeproteome;Directproteinsequencing;Disulfidebond;Glycosidase;Hydrolase;Milkprotein;Proteomicsidentification;Referenceproteome;Secreted;SignalGO:0006950;GO:0006952;GO:0008219;GO:0009607;GO:0009617;GO:0009987;GO:0016265;GO:0019835;GO:0042742;GO:0050829;GO:0050830;GO:0050896;GO:0051704;GO:0051707GO:0003796;GO:0003824;GO:0004553;GO:0016787;GO:0016798GO:0000137;GO:0005576;GO:0005737;GO:0005788;GO:0005795;GO:0005798;GO:0005902;GO:0016023;GO:0030133;GO:0030135;GO:0030136;GO:0030140;GO:0030141;GO:0031410;GO:0031974;GO:0031982;GO:0031984;GO:0031985;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0044422;GO:0044424;GO:0044431;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048237;GO:0070013+ + 7 68.2 0 323.31 5 3.38 0 -4.65 F1M8E9;P00697;A0A0G2K5X1;Q05820;B2RYD4Lysozyme;Lysozyme C-1;Putative lysozyme C-2Lyz2;Lyz1 tr|F1M8E9|F1M8E9_RAT Lysozyme OS=Rattus norvegicus OX=10116 GN=Lyz2 PE=1 SV=1;sp|P00697|LYSC1_RAT Lysozyme C-1 OS=Rattus norvegicus OX=10116 GN=Lyz1 PE=1 SV=2;tr|A0A0G2K5X1|A0A0G2K5X1_RAT Lysozyme OS=Rattus norvegicus OX=10116 GN=Lyc2 PE=3 SV=1;sp|Q05820|L
22.07 NaN 22.68 23.24 23.57 22.73 0.81 cell part;extracellular matrix;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;proteinaceous extracellular matrix;vesicleCompleteproteome;Glycoprotein;GPI-anchor;Heparansulfate;Lipoprotein;Membrane;Proteoglycan;Proteomicsidentification;ReferenceproteomeGO:0005578;GO:0005634;GO:0009897;GO:0031012;GO:0031224;GO:0031225;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:00700626 13.8 0 22.131 1 0.89 0.097772 -1.66 Q642B0 Gpc4 tr|Q642B0|Q642B0_RAT Glypican 4 OS=Rattus norvegicus OX=10116 GN=Gpc4 PE=1 SV=1
26.64 26.43 27.97 27.95 27.70 27.81 0.80 arginase activity;binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidines;ion binding;manganese ion binding;metal ion binding;transition metal ion bindingaging;amine metabolic process;anatomical structure development;biological regulation;biosynthetic process;catabolic process;cellular amide metabolic process;cellular amino acid metabolic process;cellular component assembly;cellular component organization;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multicellular organismal process;multi-organism process;nitrogen compound metabolic process;nitrogen cycle metabolic process;organic acid metabolic process;primary metabolic process;protein complex assembly;regulation of transport;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;small molecule metabolic process;tissue remodelingcell body;cell part;cell projection;cytoplasm;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuron projection;neuronal cell body;nucleus;organelle;vesicleAmoebiasis;Arginine and proline metabolism3D-structure;Argininemetabolism;Completeproteome;Cytoplasm;Hydrolase;Manganese;Metal-binding;Phosphoprotein;Referenceproteome;UreacycleGO:0000050;GO:0000302;GO:0001101;GO:0001889;GO:0001936;GO:0001938;GO:0002237;GO:0006082;GO:0006461;GO:0006520;GO:0006525;GO:0006527;GO:0006591;GO:0006807;GO:0006950;GO:0006979;GO:0007565;GO:0007568;GO:0007584;GO:0008152;GO:0008284;GO:0009056;GO:0009058;GO:0009059;GO:0009063;GO:0009064;GO:0009065;GO:0009308;GO:0009310;GO:0009605;GO:0009607;GO:0009611;GO:0009635;GO:0009636;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010042;GO:0010043;GO:0010243;GO:0010269;GO:0010958;GO:0010963;GO:0014075;GO:0016043;GO:0016054;GO:0019547;GO:0019627;GO:0019752;GO:0022414;GO:0022607;GO:0030324;GO:0031667;GO:0031960;GO:0032496;GO:0032501;GO:0032502;GO:0032870;GO:0032879;GO:0032890;GO:0032963;GO:0032964;GO:0033189;GO:0033197;GO:0033273;GO:0033554;GO:0033762;GO:0034097;GO:0034599;GO:0034614;GO:0034641;GO:0042127;GO:0042180;GO:0042221;GO:0042493;GO:0042542;GO:0043170;GO:0043200;GO:0043434;GO:0043436;GO:0043603;GO:0043604;GO:0043933;GO:0044106;GO:0044236;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GGO:0003824;GO:0004053;GO:0005488;GO:0016787;GO:0016810;GO:0016813;GO:0030145;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005615;GO:0005634;GO:0005737;GO:0005741;GO:0016020;GO:0019867;GO:0031090;GO:0031966;GO:0031968;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006218 71.8 0 323.31 1 0.76 0.133454 -1.37 P07824 Arginase-1 Arg1 sp|P07824|ARGI1_RAT Arginase-1 OS=Rattus norvegicus OX=10116 GN=Arg1 PE=1 SV=2
29.10 29.38 29.26 30.12 30.06 29.97 0.80 beta-N-acetylhexosaminidase activity;binding;catalytic activity;enzyme activator activity;enzyme regulator activity;hexosaminidase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;lipase activator activity;lipid binding;lipid transporter activity;phospholipase activator activity;substrate-specific transporter activity;transporter activitybehavior;biological regulation;carbohydrate metabolic process;catabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;establishment of localization;lipid metabolic process;lipid transport;localization;metabolic process;multicellular organismal process;neurological system process;oligosaccharide metabolic process;primary metabolic process;response to stimulus;transportcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;mitochondrion;organelle;vacuole;vesicleLysosome Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0001573;GO:0003008;GO:0005975;GO:0006629;GO:0006643;GO:0006664;GO:0006665;GO:0006672;GO:0006687;GO:0006689;GO:0006810;GO:0006869;GO:0007610;GO:0007611;GO:0008152;GO:0009056;GO:0009311;GO:0009313;GO:0009987;GO:0010876;GO:0016042;GO:0016052;GO:0019222;GO:0019377;GO:0019915;GO:0030149;GO:0032501;GO:0033036;GO:0043085;GO:0044093;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0046466;GO:0046479;GO:0046519;GO:0050789;GO:0050790;GO:0050877;GO:0050885;GO:0050890;GO:0050896;GO:0050905;GO:0051179;GO:0051234;GO:0051336;GO:0051345;GO:0065007;GO:0065009;GO:0071702GO:0003824;GO:0004553;GO:0004563;GO:0005215;GO:0005319;GO:0005488;GO:0008047;GO:0008289;GO:0015929;GO:0016004;GO:0016787;GO:0016798;GO:0022892;GO:0030234;GO:0060229GO:0000323;GO:0005737;GO:0005739;GO:0005764;GO:0005773;GO:0009898;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044448;GO:0044459;GO:0044464;GO:0045179;GO:0065010;GO:0070062+ + 8 40.7 0 113.99 1 3.00 0.001613 -4.14 Q6IN37 Gm2a tr|Q6IN37|Q6IN37_RAT GM2 ganglioside activator OS=Rattus norvegicus OX=10116 GN=Gm2a PE=1 SV=1
22.90 NaN 21.70 23.09 22.87 23.34 0.80 binding;catalytic activity;cation binding;cytoskeletal protein binding;GDP binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;ion binding;metal ion binding;microtubule binding;nucleoside-triphosphatase activity;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;tubulin bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;cell development;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;cytokinesis;cytoskeleton-dependent intracellular transport;developmental process;establishment of localization;Golgi vesicle transport;protein transport;response to stimulus;signal transduction;transport;vesicle-mediated transportcell part;cell projection;centrosome;cilium;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;midbody;nucleus;organelle;protein complex;vesicleCellcycle;Celldivision;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Golgiapparatus;GTP-binding;Lipoprotein;Magnesium;Membrane;Metal-binding;Myristate;Nucleotide-binding;Nucleus;Phosphoprotein;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0000910;GO:0001822;GO:0006810;GO:0006892;GO:0006928;GO:0007017;GO:0007018;GO:0007165;GO:0007166;GO:0007224;GO:0007264;GO:0009653;GO:0009987;GO:0010970;GO:0015031;GO:0016043;GO:0016192;GO:0030030;GO:0030705;GO:0032502;GO:0032989;GO:0032990;GO:0035556;GO:0042073;GO:0042461;GO:0045184;GO:0046907;GO:0048193;GO:0048468;GO:0048513;GO:0048666;GO:0048856;GO:0048858;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051234;GO:0051649;GO:0051716;GO:0060271;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0008017;GO:0008092;GO:0015631;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0043167;GO:0043169;GO:0046872GO:0000139;GO:0005634;GO:0005794;GO:0005813;GO:0005815;GO:0005874;GO:0005876;GO:0005881;GO:0005929;GO:0016020;GO:0030496;GO:0031090;GO:0031513;GO:0031982;GO:0031988;GO:0032391;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:00723725 37.9 0 21.714 2 0.71 0.148 -1.38 P37996;F8WG91ADP-ribosylation factor-like protein 3 Arl3 sp|P37996|ARL3_RAT ADP-ribosylation factor-like protein 3 OS=Rattus norvegicus OX=10116 GN=Arl3 PE=1 SV=2;tr|F8WG91|F8WG91_RAT ADP-ribosylation factor-like protein 3 OS=Rattus norvegicus OX=10116 GN=Arl3 PE=1 SV=2
22.16 22.06 21.75 23.05 NaN 22.51 0.79 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;enzyme binding;identical protein binding;kinase activity;kinase binding;MAP kinase activity;mitogen-activated protein kinase kinase kinase binding;molecular transducer activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein binding;protein dimerization activity;protein homodimerization activity;protein kinase activity;protein kinase binding;protein serine/threonine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;receptor signaling protein activity;receptor signaling protein serine/threonine kinase activity;ribonucleotide binding;RNA polymerase II carboxy-terminal domain kinase activity;signal transducer activity;transcription factor binding;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure development;anatomical structure morphogenesis;biological regulation;cell cycle;cell death;cell proliferation;cellular aromatic compound metabolic process;cellular component organization;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;death;developmental process;endocytosis;establishment of localization;heterocycle metabolic process;immune system process;macromolecule metabolic process;macromolecule modification;membrane invagination;membrane organization;metabolic process;multicellular organismal process;neurological system process;nitrogen compound metabolic process;nuclear transport;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleocytoplasmic transport;peptidyl-amino acid modification;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;protein targeting;protein transport;regcell part;cell projection;cytoplasm;cytoskeleton;cytosol;endosome;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;microtubule organizing center;mitochondrion;neuron projection;nucleoplasm;nucleus;organelle;protein complex;pseudopodium;vesicleAcute myeloid leukemia;Adherens junction;Aldosterone-regulated sodium reabsorption;Alzheimer's disease;Axon guidance;B cell receptor signaling pathway;Bladder cancer;Chagas disease (American trypanosomiasis);Chemokine signaling pathway;Chronic myeloid leukemia;Colorectal cancer;Dorso-ventral axis formation;Endometrial cancer;ErbB signaling pathway;Fc epsilon RI signaling pathway;Fc gamma R-mediated phagocytosis;Focal adhesion;Gap junction;Glioma;GnRH signaling pathway;Hepatitis C;Insulin signaling pathway;ko05152;Leishmaniasis;Long-term depression;Long-term potentiation;MAPK signaling pathway;MAPK signaling pathway - fly;Melanogenesis;Melanoma;mTOR signaling pathway;Natural killer cell mediated cytotoxicity;Neurotrophin signaling pathway;NOD-like receptor signaling pathway;Non-small cell lung cancer;Oocyte meiosis;Osteoclast differentiation;Pancreatic cancer;Pathways in cancer;Prion diseases;Progesterone-mediated oocyte maturation;Prostate cancer;Regulation of actin cytoskeleton;Renal cell carcinoma;Shigellos3D-structure;Acetylation;Apoptosis;ATP-binding;Cellcycle;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Kinase;Nucleotide-binding;Nucleus;Phosphoprotein;Referenceproteome;Serine/threonine-proteinkinase;Transferase;UblconjugationGO:0000165;GO:0000189;GO:0001568;GO:0001932;GO:0001934;GO:0002237;GO:0002253;GO:0002376;GO:0002429;GO:0002682;GO:0002684;GO:0002757;GO:0002764;GO:0002768;GO:0003008;GO:0006139;GO:0006206;GO:0006355;GO:0006417;GO:0006464;GO:0006468;GO:0006605;GO:0006606;GO:0006725;GO:0006793;GO:0006796;GO:0006807;GO:0006810;GO:0006886;GO:0006897;GO:0006898;GO:0006913;GO:0006915;GO:0006950;GO:0006974;GO:0007049;GO:0007165;GO:0007166;GO:0007243;GO:0007600;GO:0008152;GO:0008219;GO:0008283;GO:0008284;GO:0009112;GO:0009607;GO:0009636;GO:0009653;GO:0009719;GO:0009725;GO:0009887;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009987;GO:0010033;GO:0010324;GO:0010468;GO:0010556;GO:0010557;GO:0010562;GO:0010604;GO:0010608;GO:0010627;GO:0010628;GO:0010799;GO:0010800;GO:0012501;GO:0015031;GO:0016043;GO:0016044;GO:0016192;GO:0016265;GO:0016310;GO:0017038;GO:0018105;GO:0018107;GO:0018193;GO:0018209;GO:0018210;GO:0019219;GO:0019220;GO:0019222;GO:0019233;GO:0019538;GO:0019858;GO:0023051;GO:0030334;GO:0030335;GO:0031323;GO:0031325;GO:0031326;GGO:0000166;GO:0003824;GO:0004672;GO:0004674;GO:0004702;GO:0004707;GO:0004871;GO:0005057;GO:0005488;GO:0005515;GO:0005524;GO:0008134;GO:0008353;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019899;GO:0019900;GO:0019901;GO:0030554;GO:0031435;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042802;GO:0042803;GO:0046983;GO:0060089GO:0005634;GO:0005654;GO:0005737;GO:0005739;GO:0005768;GO:0005769;GO:0005770;GO:0005794;GO:0005815;GO:0005819;GO:0005829;GO:0005856;GO:0005901;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0030424;GO:0031143;GO:0031982;GO:0031988;GO:0032838;GO:0032839;GO:0032991;GO:0042995;GO:0043005;GO:0043204;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0045121;GO:0065010;GO:0070062;GO:0070161;GO:0072686+ + 7 26.3 0 29.08 5 1.27 0.038326 -2.22 P63086;A0A0G2K6P9;G3V9J9;Q63454;P27704Mitogen-activated protein kinase 1 Mapk1 sp|P63086|MK01_RAT Mitogen-activated protein kinase 1 OS=Rattus norvegicus OX=10116 GN=Mapk1 PE=1 SV=3
26.67 25.93 27.52 27.58 27.69 27.22 0.79 binding;catalytic activity;coenzyme binding;cofactor binding;enzyme binding;identical protein binding;kinase binding;lactate dehydrogenase activity;L-lactate dehydrogenase activity;NAD binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;protein bindingcarbohydrate metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;vesicleCysteine and methionine metabolism;Glycolysis / Gluconeogenesis;Propanoate metabolism;Pyruvate metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;NAD;Oxidoreductase;Phosphoprotein;ReferenceproteomeGO:0005975;GO:0006082;GO:0006089;GO:0006139;GO:0006732;GO:0006733;GO:0006753;GO:0006807;GO:0008152;GO:0009117;GO:0009987;GO:0019362;GO:0019674;GO:0019752;GO:0032787;GO:0034641;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044281;GO:0046483;GO:0046496;GO:0051186;GO:0055086;GO:0072524GO:0000166;GO:0003824;GO:0004457;GO:0004459;GO:0005488;GO:0005515;GO:0016491;GO:0016614;GO:0016616;GO:0019899;GO:0019900;GO:0042802;GO:0048037;GO:0050662;GO:0051287GO:0005739;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006214 42.5 0 132.56 1 0.76 0.135149 -1.36 P42123 L-lactate dehydrogenase B chain Ldhb sp|P42123|LDHB_RAT L-lactate dehydrogenase B chain OS=Rattus norvegicus OX=10116 GN=Ldhb PE=1 SV=2
22.92 NaN 23.44 23.70 23.82 24.36 0.78 binding;carbohydrate binding;catalytic activity;cation binding;glycosaminoglycan binding;heparin binding;ion binding;kinase activity;metal ion binding;molecular transducer activity;pattern binding;phosphotransferase activity, alcohol group as acceptor;polysaccharide binding;protein kinase activity;protein tyrosine kinase activity;receptor activity;semaphorin receptor activity;signal transducer activity;signaling receptor activity;transferase activity;transferase activity, transferring phosphorus-containing groups;transmembrane receptor protein kinase activity;transmembrane receptor protein tyrosine kinase activity;transmembrane signaling receptor activity;vascular endothelial growth factor-activated receptor activityanatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell growth;cell motility;cell recognition;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;developmental process;growth;locomotion;multicellular organismal process;regulation of protein modification process;response to chemical stimulus;response to external stimulus;response to stimulus;response to stress;signal transductioncell body;cell part;cell projection;cell surface;cytosol;endosome;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;neuronal cell body;organelle;plasma membrane;protein complex;site of polarized growthAxon guidance3D-structure;Angiogenesis;Calcium;Completeproteome;Developmentalprotein;Differentiation;Disulfidebond;Glycoprotein;Heparansulfate;Heparin-binding;Membrane;Metal-binding;Neurogenesis;Proteoglycan;Receptor;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0001525;GO:0001558;GO:0001569;GO:0001763;GO:0001932;GO:0001934;GO:0002009;GO:0002042;GO:0006928;GO:0006929;GO:0006935;GO:0006950;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007389;GO:0007399;GO:0007409;GO:0007411;GO:0007413;GO:0008037;GO:0008038;GO:0008045;GO:0009605;GO:0009611;GO:0009653;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010562;GO:0010604;GO:0010627;GO:0010646;GO:0010647;GO:0010720;GO:0010721;GO:0010740;GO:0010769;GO:0010941;GO:0010975;GO:0016043;GO:0016049;GO:0016358;GO:0016477;GO:0019220;GO:0019222;GO:0021604;GO:0021612;GO:0021637;GO:0021649;GO:0021785;GO:0021795;GO:0021800;GO:0021824;GO:0021825;GO:0021828;GO:0021855;GO:0021856;GO:0021885;GO:0022029;GO:0022603;GO:0022604;GO:0023051;GO:0023056;GO:0030030;GO:0030307;GO:0030308;GO:0030516;GO:0030517;GO:0031175;GO:0031290;GO:0031323;GO:0031325;GO:0031344;GO:0031345;GO:0031346;GO:0031399;GO:0031401;GO:0032101;GO:0032102;GO:0032103;GO:0032268;GO:0032270;GO:0032501;GO:0032502;GO:0032879;GO:0032989;GO:0032990;GO:0035239;GO:0035728;GGO:0001871;GO:0003824;GO:0004672;GO:0004713;GO:0004714;GO:0004871;GO:0004872;GO:0004888;GO:0005021;GO:0005488;GO:0005539;GO:0008201;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017154;GO:0019199;GO:0030246;GO:0030247;GO:0038023;GO:0043167;GO:0043169;GO:0046872;GO:0060089GO:0005615;GO:0005768;GO:0005769;GO:0005829;GO:0005882;GO:0005883;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0009986;GO:0016020;GO:0016021;GO:0030054;GO:0030055;GO:0030424;GO:0030426;GO:0030427;GO:0031224;GO:0032991;GO:0033267;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:00701615 8.6 0 21.651 1 1.01 0.07617 -1.83 Q9QWJ9 Neuropilin-1 Nrp1 sp|Q9QWJ9|NRP1_RAT Neuropilin-1 OS=Rattus norvegicus OX=10116 GN=Nrp1 PE=1 SV=1
25.49 25.42 25.32 25.92 26.30 26.35 0.78 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;serine-type endopeptidase inhibitor activitybiological regulation;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stressextracellular spaceComplement and coagulation cascadesAcutephase;Baitregion;Completeproteome;Disulfidebond;Glycoprotein;Proteaseinhibitor;Referenceproteome;Secreted;Serineproteaseinhibitor;Signal;ThioesterbondGO:0002526;GO:0006950;GO:0006952;GO:0006953;GO:0006954;GO:0007584;GO:0009605;GO:0009611;GO:0009719;GO:0009725;GO:0009991;GO:0010033;GO:0010035;GO:0010037;GO:0010466;GO:0010951;GO:0019222;GO:0031667;GO:0031960;GO:0042221;GO:0043086;GO:0044092;GO:0048545;GO:0050789;GO:0050790;GO:0050896;GO:0051336;GO:0051346;GO:0051384;GO:0052547;GO:0052548;GO:0065007;GO:0065009GO:0004857;GO:0004866;GO:0004867;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0044421+ + 32 26.9 0 199.44 1 2.25 0.006739 -3.20 P06238 Alpha-2-macroglobulin A2m sp|P06238|A2MG_RAT Alpha-2-macroglobulin OS=Rattus norvegicus OX=10116 GN=A2m PE=2 SV=2
23.77 24.14 24.13 24.85 24.75 24.77 0.78 molecular transducer activity;receptor activity;semaphorin receptor activity;signal transducer activity;signaling receptor activity;transmembrane signaling receptor activityanatomical structure development;anatomical structure formation involved in morphogenesis;biological regulation;cell proliferation;developmental process;regulation of protein modification processcell part;cell surface;extracellular organelle;intracellular;organelle;vesicleAxon guidanceCompleteproteome;Disulfidebond;Membrane;Proteomicsidentification;Referenceproteome;Repeat;Transmembrane;TransmembranehelixGO:0001843;GO:0001932;GO:0007405;GO:0007420;GO:0008283;GO:0008360;GO:0010720;GO:0010769;GO:0010975;GO:0019220;GO:0019222;GO:0022603;GO:0022604;GO:0031323;GO:0031344;GO:0031346;GO:0031399;GO:0032268;GO:0032502;GO:0035148;GO:0042325;GO:0045595;GO:0045597;GO:0045664;GO:0048513;GO:0048518;GO:0048522;GO:0048646;GO:0048856;GO:0050767;GO:0050769;GO:0050770;GO:0050772;GO:0050789;GO:0050793;GO:0050794;GO:0051094;GO:0051128;GO:0051130;GO:0051174;GO:0051239;GO:0051246;GO:0051960;GO:0060255;GO:0060284;GO:0060606;GO:0061351;GO:0065007;GO:0065008;GO:0080090;GO:2000026GO:0004871;GO:0004872;GO:0004888;GO:0017154;GO:0038023;GO:0060089GO:0005622;GO:0005887;GO:0009986;GO:0016021;GO:0031224;GO:0031226;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 8 5.5 0 28.112 1 2.47 0.003381 -3.45 D3ZQ57 Plxnb2 tr|D3ZQ57|D3ZQ57_RAT Plexin B2 OS=Rattus norvegicus OX=10116 GN=Plxnb2 PE=1 SV=1
23.54 23.88 23.58 24.47 24.49 24.35 0.77 binding;nucleotide bindingcellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic process;RNA processing;RNA splicingcell part;macromolecular complex;ribonucleoprotein complex;spliceosomal complexAcetylation;Coiledcoil;Completeproteome;Isopeptidebond;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RNA-binding;Spliceosome;UblconjugationGO:0000375;GO:0000377;GO:0000398;GO:0006139;GO:0006396;GO:0006397;GO:0006807;GO:0008152;GO:0008380;GO:0009987;GO:0016070;GO:0016071;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0090304GO:0000166;GO:0005488GO:0005681;GO:0030529;GO:0032991;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464+ + 11 35 0 32.845 4 2.58 0.00283 -3.58 A0A0G2K7B3;A0A0G2JXW4;A0A140TAI3;G3V9R8Heterogeneous nuclear ribonucleoprotein CHnrnpc tr|A0A0G2K7B3|A0A0G2K7B3_RAT Heterogeneous nuclear ribonucleoproteins C1/C2-like OS=Rattus norvegicus OX=10116 GN=LOC100911576 PE=1 SV=1;tr|A0A0G2JXW4|A0A0G2JXW4_RAT Heterogeneous nuclear ribonucleoprotein C, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=
22.56 22.43 23.88 23.82 23.75 23.59 0.76 binding;nucleic acid binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activitybiological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;regulation of translation;ribonucleoprotein complex assembly;translational initiationcell part;extracellular organelle;macromolecular complex;organelle;protein complex;ribonucleoprotein complex;vesicleRNA transportAcetylation;Completeproteome;Cytoplasm;Initiationfactor;Isopeptidebond;Phosphoprotein;Proteinbiosynthesis;Proteomicsidentification;Referenceproteome;Repeat;Ublconjugation;WDrepeatGO:0001731;GO:0006413;GO:0006417;GO:0006446;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0016043;GO:0019222;GO:0022607;GO:0022618;GO:0031323;GO:0031326;GO:0032268;GO:0034621;GO:0034622;GO:0043933;GO:0050789;GO:0050794;GO:0051246;GO:0060255;GO:0065003;GO:0065007;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135GO:0005852;GO:0016282;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0033290;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062;GO:0070993;GO:007154111 51.1 0 49.783 2 0.75 0.138456 -1.35 B0BNA7;M0RCH0Eukaryotic translation initiation factor 3 subunit IEif3i sp|B0BNA7|EIF3I_RAT Eukaryotic translation initiation factor 3 subunit I OS=Rattus norvegicus OX=10116 GN=Eif3i PE=2 SV=1;tr|M0RCH0|M0RCH0_RAT Eukaryotic translation initiation factor 3 subunit I OS=Rattus norvegicus OX=10116 GN=EIF3I PE=3 SV=2
23.53 23.57 23.02 23.73 23.96 24.71 0.76 cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;mitochondrion;nucleolus;nucleoplasm;organelle;protein complex;vesicleChaperone;Completeproteome;Cytoplasm;Mitochondrion;Nucleus;ReferenceproteomeGO:0006457;GO:0008152;GO:0009987;GO:0019538;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267GO:0005654;GO:0005730;GO:0005739;GO:0016272;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044445;GO:0044446;GO:0044464;GO:0065010;GO:00700626 48.7 0 29.303 1 1.05 0.073132 -1.72 B0BN18 Prefoldin subunit 2 Pfdn2 sp|B0BN18|PFD2_RAT Prefoldin subunit 2 OS=Rattus norvegicus OX=10116 GN=Pfdn2 PE=2 SV=1
24.44 23.86 25.78 25.23 25.64 25.47 0.76 binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;metal ion binding;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein serine/threonine phosphatase activity;ribonucleoprotein bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;carbohydrate metabolic process;cell cycle;cell division;cellular metabolic process;cellular process;developmental process;energy reserve metabolic process;generation of precursor metabolites and energy;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;phosphorus metabolic process;polysaccharide metabolic process;primary metabolic process;protein dephosphorylation;protein metabolic process;protein modification process;response to abiotic stimulus;response to external stimulus;response to stimulus;rhythmic processcell body;cell part;cell projection;cytoplasm;cytosol;extracellular organelle;histone methyltransferase complex;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;neuronal cell body;nucleolus;nucleus;organelle;plasma membrane;protein complex;protein serine/threonine phosphatase complex;vesicleFocal adhesion;Insulin signaling pathway;Long-term potentiation;Meiosis - yeast;Oocyte meiosis;Regulation of actin cytoskeleton;Vascular smooth muscle contractionAcetylation;Biologicalrhythms;Carbohydratemetabolism;Cellcycle;Celldivision;Completeproteome;Cytoplasm;Directproteinsequencing;Glycogenmetabolism;Hydrolase;Manganese;Metal-binding;Nucleus;Phosphoprotein;Proteinphosphatase;ReferenceproteomeGO:0001763;GO:0005975;GO:0005976;GO:0005977;GO:0005979;GO:0005981;GO:0006073;GO:0006091;GO:0006109;GO:0006112;GO:0006464;GO:0006470;GO:0006793;GO:0006796;GO:0007049;GO:0007623;GO:0008152;GO:0009314;GO:0009416;GO:0009605;GO:0009628;GO:0009648;GO:0009649;GO:0009653;GO:0009889;GO:0009894;GO:0009987;GO:0010468;GO:0010556;GO:0010675;GO:0010906;GO:0010962;GO:0015980;GO:0016311;GO:0019222;GO:0019538;GO:0030324;GO:0031323;GO:0031326;GO:0031329;GO:0032501;GO:0032502;GO:0032881;GO:0032885;GO:0032922;GO:0035239;GO:0042752;GO:0043153;GO:0043170;GO:0043255;GO:0043412;GO:0043467;GO:0043470;GO:0043471;GO:0044042;GO:0044237;GO:0044238;GO:0044260;GO:0044262;GO:0044264;GO:0044267;GO:0048511;GO:0048513;GO:0048754;GO:0048856;GO:0050789;GO:0050794;GO:0050896;GO:0051301;GO:0055114;GO:0060255;GO:0065007;GO:0070873;GO:0080090;GO:2000112GO:0003824;GO:0004721;GO:0004722;GO:0005488;GO:0016787;GO:0016788;GO:0016791;GO:0042578;GO:0043021;GO:0043167;GO:0043169;GO:0046872GO:0000164;GO:0005634;GO:0005730;GO:0005737;GO:0005829;GO:0005886;GO:0008287;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0034708;GO:0035097;GO:0042587;GO:0042995;GO:0043005;GO:0043025;GO:0043197;GO:0043204;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044309;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044451;GO:0044463;GO:0044464;GO:0065010;GO:0070062;GO:0070688;GO:007235710 39.1 0 101.78 2 0.58 0.205527 -1.11 P62138;A0A0G2JYS8Serine/threonine-protein phosphatase PP1-alpha catalytic subunitPpp1ca sp|P62138|PP1A_RAT Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Rattus norvegicus OX=10116 GN=Ppp1ca PE=1 SV=1;tr|A0A0G2JYS8|A0A0G2JYS8_RAT Serine/threonine-protein phosphatase OS=Rattus norvegicus OX=10116 GN=Ppp1ca PE=1 SV=1
24.17 24.63 23.80 24.88 24.80 25.19 0.76 binding;nucleic acid binding;nucleotide binding;ribonucleoprotein binding;ribosomal large subunit bindingbiosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;response to abiotic stimulus;response to chemical stimulus;response to stimulus;response to stress;RNA metabolic process;RNA processing;translationCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006139;GO:0006396;GO:0006412;GO:0006807;GO:0006950;GO:0008152;GO:0009058;GO:0009059;GO:0009266;GO:0009409;GO:0009628;GO:0009987;GO:0010033;GO:0016070;GO:0019538;GO:0031050;GO:0034641;GO:0034645;GO:0035196;GO:0042221;GO:0043170;GO:0043331;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0050896;GO:0051716;GO:0070887;GO:0070918;GO:0071310;GO:0071359;GO:0090304GO:0000166;GO:0003676;GO:0005488;GO:0043021;GO:0043023+ + 3 26.9 0 36.383 2 1.31 0.036589 -2.05 G3V6P6;Q5PPI5 Rbm3 tr|G3V6P6|G3V6P6_RAT RNA binding motif protein 3, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Rbm3 PE=1 SV=1
25.44 25.65 25.33 26.15 26.26 26.27 0.76 acid-amino acid ligase activity;binding;catalytic activity;enzyme binding;ligase activity;ligase activity, forming carbon-nitrogen bonds;protein binding;small conjugating protein ligase activity;ubiquitin protein ligase bindingcellular metabolic process;cellular nitrogen compound metabolic process;cellular process;DNA metabolic process;DNA repair;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;response to DNA damage stimulus;response to stimulus;response to stresscell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000209;GO:0006139;GO:0006259;GO:0006281;GO:0006301;GO:0006464;GO:0006807;GO:0006950;GO:0006974;GO:0008152;GO:0009987;GO:0016567;GO:0019538;GO:0032446;GO:0033554;GO:0034641;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0050896;GO:0051716;GO:0070534;GO:0070647;GO:0090304GO:0003824;GO:0005488;GO:0005515;GO:0016874;GO:0016879;GO:0016881;GO:0019787;GO:0019899;GO:0031625GO:0005634;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044464+ + 6 43.5 0 28.177 3 2.73 0.002057 -3.72 D3ZFY8;F1M227;Q66H93 LOC100912618 tr|D3ZFY8|D3ZFY8_RAT Similar to ubiquitin-conjugating enzyme E2 variant 1 OS=Rattus norvegicus OX=10116 GN=LOC100912618 PE=1 SV=1;tr|F1M227|F1M227_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=2
23.49 22.43 23.68 23.63 24.08 24.15 0.76 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological adhesion;cell adhesion;cellular processcell part;macromolecular complex;protein complexFocal adhesion;Leukocyte transendothelial migration;Regulation of actin cytoskeleton;Tight junction;Vascular smooth muscle contractionAcetylation;Calcium;Completeproteome;Metal-binding;Motorprotein;Muscleprotein;Myosin;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0007155;GO:0009987;GO:0016337;GO:0022610;GO:0034109;GO:0070527GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0001725;GO:0016459;GO:0016460;GO:0030018;GO:0032432;GO:0032991;GO:0042641;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:00444648 62.2 0 35.766 2 0.83 0.111991 -1.45 B0BMS8;Q64122Myosin regulatory light polypeptide 9 Myl9 tr|B0BMS8|B0BMS8_RAT Myl9 protein OS=Rattus norvegicus OX=10116 GN=Myl9 PE=1 SV=1;sp|Q64122|MYL9_RAT Myosin regulatory light polypeptide 9 OS=Rattus norvegicus OX=10116 GN=Myl9 PE=1 SV=2
27.42 27.62 27.71 28.58 28.39 28.04 0.75 binding;carbohydrate binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;glycosaminoglycan binding;heparin binding;pattern binding;peptidase inhibitor activity;peptidase regulator activity;polysaccharide binding;serine-type endopeptidase inhibitor activitybiological regulation;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulusextracellular organelle;extracellular space;organelle;vesicleComplement and coagulation cascadesCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0007584;GO:0009605;GO:0009991;GO:0010466;GO:0010951;GO:0019222;GO:0030193;GO:0031347;GO:0031348;GO:0031667;GO:0032101;GO:0032102;GO:0042221;GO:0043086;GO:0044092;GO:0048519;GO:0048583;GO:0048585;GO:0050727;GO:0050728;GO:0050789;GO:0050790;GO:0050818;GO:0050896;GO:0051239;GO:0051246;GO:0051336;GO:0051346;GO:0052547;GO:0052548;GO:0060255;GO:0061041;GO:0065007;GO:0065009;GO:0080090;GO:0080134;GO:2000257;GO:2000266GO:0001871;GO:0004857;GO:0004866;GO:0004867;GO:0005488;GO:0005539;GO:0008201;GO:0030234;GO:0030246;GO:0030247;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062;GO:0072562+ + 15 29.7 0 130.63 1 1.86 0.016053 -2.69 Q5M7T5 Serpinc1 tr|Q5M7T5|Q5M7T5_RAT Serine (Or cysteine) peptidase inhibitor, clade C (Antithrombin), member 1 OS=Rattus norvegicus OX=10116 GN=Serpinc1 PE=1 SV=1
23.55 23.43 23.12 24.28 23.84 24.21 0.75 binding;protein binding;protein complex bindingbiological regulation;biosynthetic process;catabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic process;RNA metabolic processcell part;macromolecular complex;protein complex;transcription elongation factor complex;ubiquitin ligase complexPathways in cancer;Renal cell carcinoma;Ubiquitin mediated proteolysisCompleteproteome;Nucleus;Referenceproteome;Transcription;Transcriptionregulation;UblconjugationpathwayGO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006464;GO:0006508;GO:0006511;GO:0006807;GO:0008152;GO:0009056;GO:0009057;GO:0009058;GO:0009059;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010604;GO:0016070;GO:0016567;GO:0019219;GO:0019222;GO:0019538;GO:0019941;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032446;GO:0032774;GO:0032784;GO:0032786;GO:0032968;GO:0034243;GO:0034641;GO:0034645;GO:0042787;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044260;GO:0044265;GO:0044267;GO:0045935;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051171;GO:0051173;GO:0051252;GO:0051254;GO:0051603;GO:0060255;GO:0065007;GO:0070647;GO:0080090;GO:0090304;GO:2000112GO:0005488;GO:0005515;GO:0032403GO:0000151;GO:0000153;GO:0008023;GO:0030891;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044451;GO:0044464;GO:0070449+ + 4 50 0 48.763 3 1.79 0.018492 -2.60 P83941;A0A0G2K2A0;A0A096MIY6Transcription elongation factor B polypeptide 1Tceb1 sp|P83941|ELOC_RAT Elongin-C OS=Rattus norvegicus OX=10116 GN=Eloc PE=1 SV=1;tr|A0A0G2K2A0|A0A0G2K2A0_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1;tr|A0A096MIY6|A0A096MIY6_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=
25.46 NaN 24.74 25.96 25.98 25.58 0.74 biological regulation;biosynthetic process;cell cycle;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;primary metabolic process;small molecule metabolic processCellcycle;Completeproteome;ReferenceproteomeGO:0006139;GO:0006220;GO:0006221;GO:0006753;GO:0006807;GO:0007049;GO:0008152;GO:0008593;GO:0009058;GO:0009117;GO:0009165;GO:0009966;GO:0009967;GO:0009987;GO:0010646;GO:0010647;GO:0018130;GO:0023051;GO:0023056;GO:0034641;GO:0034654;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0045747;GO:0046483;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0055086;GO:0065007;GO:0072527;GO:00725284 32.7 0 189.08 3 1.00 0.083979 -1.79 B2RYQ5;A0A0G2KAN5;D4A5C2Enhancer of rudimentary homolog Erh tr|B2RYQ5|B2RYQ5_RAT Enhancer of rudimentary homolog OS=Rattus norvegicus OX=10116 GN=Erh PE=1 SV=1;tr|A0A0G2KAN5|A0A0G2KAN5_RAT ERH, mRNA-splicing and mitosis factor OS=Rattus norvegicus OX=10116 GN=Erh PE=1 SV=1

Table S1: Expression proteomic data of conditioned medium of F-BMC and BMC. Three biological replicates each were analyzed by standard bottom-up proteomics. Label-free quantification (LFQ) data were log2 transformed and filtered on minimally 2 valid values per experimental group. Significant differences between both groups were calculated by a t test (FDR<0.05, 
S0=0.1) using average group values. Signifcantly changed proteins are marked by a "+" in columns P-R. Peptides and protein IDs were filtered on a FDR<0.01 (see Methods for details).



22.70 22.20 23.32 23.44 23.72 23.24 0.73 binding;ephrin receptor binding;protein binding;receptor bindinganatomical structure development;biological regulation;cell motility;cellular component movement;cellular process;developmental process;locomotion;response to chemical stimulus;response to external stimulus;response to stimulus;signal transductioncell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membrane;synapse;vesicleAxon guidanceCompleteproteome;Developmentalprotein;Differentiation;Disulfidebond;Glycoprotein;Membrane;Neurogenesis;Phosphoprotein;Proteomicsidentification;Referenceproteome;Signal;Transmembrane;TransmembranehelixGO:0001667;GO:0001755;GO:0002682;GO:0002684;GO:0002694;GO:0002696;GO:0006928;GO:0006935;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007389;GO:0007399;GO:0007411;GO:0008284;GO:0009605;GO:0009880;GO:0009987;GO:0016477;GO:0032502;GO:0032944;GO:0032946;GO:0040011;GO:0042102;GO:0042127;GO:0042129;GO:0042221;GO:0042330;GO:0048013;GO:0048518;GO:0048522;GO:0048731;GO:0048856;GO:0048870;GO:0050670;GO:0050671;GO:0050789;GO:0050794;GO:0050863;GO:0050865;GO:0050867;GO:0050870;GO:0050896;GO:0051249;GO:0051251;GO:0051716;GO:0065007;GO:0070663;GO:0070665GO:0005102;GO:0005488;GO:0005515;GO:0046875GO:0005634;GO:0005737;GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044464;GO:0045121;GO:0045202;GO:0065010;GO:00700625 20 0 21.939 2 0.97 0.087692 -1.61 Q6P7B6;P52796Ephrin-B1 Efnb1 tr|Q6P7B6|Q6P7B6_RAT Ephrin B1, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Efnb1 PE=2 SV=1;sp|P52796|EFNB1_RAT Ephrin-B1 OS=Rattus norvegicus OX=10116 GN=Efnb1 PE=1 SV=1
23.34 24.52 23.69 24.44 25.27 24.03 0.73 enzyme regulator activity;GTPase regulator activity;guanyl-nucleotide exchange factor activity;nucleoside-triphosphatase regulator activitybiological regulation;cellular localization;cellular process;localization;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleMAPK signaling pathwayCompleteproteome;Endosome;Membrane;ReferenceproteomeGO:0001101;GO:0008104;GO:0009719;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010243;GO:0010646;GO:0010647;GO:0014075;GO:0023051;GO:0023056;GO:0032006;GO:0032008;GO:0033036;GO:0034613;GO:0042221;GO:0043200;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0050896;GO:0051179;GO:0051641;GO:0051716;GO:0065007;GO:0070727;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495GO:0005085;GO:0030234;GO:0030695;GO:0060589GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161;GO:00719866 68.5 0 69.019 1 0.65 0.177083 -1.20 Q5U204 Ragulator complex protein LAMTOR3 Lamtor3 sp|Q5U204|LTOR3_RAT Ragulator complex protein LAMTOR3 OS=Rattus norvegicus OX=10116 GN=Lamtor3 PE=2 SV=1
26.98 26.79 26.71 27.64 27.49 27.53 0.73 binding;extracellular matrix structural constituent;glycolipid binding;glycosphingolipid binding;lipid binding;sphingolipid binding;structural molecule activityanatomical structure morphogenesis;biological adhesion;cell adhesion;cell junction organization;cell morphogenesis;cell motility;cellular component assembly;cellular component disassembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;locomotion;macromolecular complex assembly;protein complex assemblyextracellular matrix;extracellular organelle;laminin complex;macromolecular complex;organelle;protein complex;proteinaceous extracellular matrix;vesicleAmoebiasis;ECM-receptor interaction;Focal adhesion;Pathways in cancer;Prion diseases;Small cell lung cancer;ToxoplasmosisCompleteproteome;Disulfidebond;Proteomicsidentification;Referenceproteome;RepeatGO:0000902;GO:0000904;GO:0006461;GO:0006928;GO:0007044;GO:0007155;GO:0009653;GO:0009987;GO:0016043;GO:0016477;GO:0022411;GO:0022607;GO:0022610;GO:0022617;GO:0030030;GO:0030198;GO:0031175;GO:0031581;GO:0031589;GO:0032502;GO:0032989;GO:0034329;GO:0034330;GO:0034446;GO:0040011;GO:0043062;GO:0043933;GO:0048869;GO:0048870;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0071845GO:0005198;GO:0005201;GO:0005488;GO:0008289;GO:0043208;GO:0046625;GO:0051861GO:0005578;GO:0005606;GO:0031012;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0043256;GO:0043259;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 44 35.1 0 323.31 3 2.83 0.002102 -3.75 F1MAA7;A0A0U1RS20;A0A0G2K023 Lamc1 tr|F1MAA7|F1MAA7_RAT Laminin subunit gamma 1 OS=Rattus norvegicus OX=10116 GN=Lamc1 PE=1 SV=1
24.88 24.86 24.34 25.43 25.36 25.46 0.72 binding;catalytic activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;structural constituent of cytoskeleton;structural molecule activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;protein complex assembly;protein polymerizationcell part;cytoplasm;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleGap junction;Pathogenic Escherichia coli infection;PhagosomeAcetylation;Completeproteome;Cytoplasm;Cytoskeleton;GTP-binding;Microtubule;Nitration;Nucleotide-binding;Phosphoprotein;ReferenceproteomeGO:0006461;GO:0007017;GO:0009987;GO:0016043;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0051258;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003824;GO:0003924;GO:0005198;GO:0005200;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005737;GO:0005874;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 21 57.8 0 42.321 1 1.81 0.018857 -2.59 Q5XIF6 Tubulin alpha-4A chain Tuba4a sp|Q5XIF6|TBA4A_RAT Tubulin alpha-4A chain OS=Rattus norvegicus OX=10116 GN=Tuba4a PE=1 SV=1
23.61 NaN 23.76 24.51 24.37 24.32 0.72 anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell morphogenesis;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular process;developmental process;macromolecular complex assembly;protein complex assembly;response to stimulus;signal transductioncell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000902;GO:0000904;GO:0006461;GO:0007155;GO:0007159;GO:0007165;GO:0007166;GO:0007229;GO:0009653;GO:0009987;GO:0016043;GO:0016337;GO:0022407;GO:0022607;GO:0022610;GO:0030155;GO:0031589;GO:0032502;GO:0032989;GO:0033622;GO:0033628;GO:0033632;GO:0034109;GO:0034446;GO:0043933;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065003;GO:0065007;GO:0070527;GO:0071822;GO:0071840GO:0002102;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 12 23.2 0 37.404 1 2.38 0.006132 -3.77 B2GVB9 Fermt3 tr|B2GVB9|B2GVB9_RAT Fermitin family member 3 OS=Rattus norvegicus OX=10116 GN=Fermt3 PE=1 SV=1
26.25 26.31 26.57 27.31 26.98 26.99 0.72 binding;carbohydrate bindinganatomical structure development;biological adhesion;biological regulation;cell adhesion;cellular component organization;cellular process;developmental process;regulation of protein modification process;regulation of transport;response to stimulus;signal transductioncell part;extracellular organelle;membrane;organelle;plasma membrane;vesicleCell adhesion molecules (CAMs)Celladhesion;Cellmembrane;Completeproteome;Disulfidebond;Glycoprotein;GPI-anchor;Immunoglobulindomain;Lipoprotein;Membrane;Notchsignalingpathway;Referenceproteome;Repeat;SignalGO:0001932;GO:0001934;GO:0002028;GO:0007155;GO:0007165;GO:0007166;GO:0007219;GO:0009893;GO:0009987;GO:0010468;GO:0010562;GO:0010604;GO:0010628;GO:0010765;GO:0010959;GO:0010975;GO:0010976;GO:0016043;GO:0019220;GO:0019222;GO:0021549;GO:0022610;GO:0030030;GO:0031175;GO:0031323;GO:0031325;GO:0031344;GO:0031346;GO:0031399;GO:0031401;GO:0032268;GO:0032270;GO:0032502;GO:0032879;GO:0042325;GO:0042327;GO:0043269;GO:0043270;GO:0045595;GO:0045664;GO:0045937;GO:0048518;GO:0048522;GO:0048856;GO:0050730;GO:0050731;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051174;GO:0051239;GO:0051246;GO:0051247;GO:0051716;GO:0051960;GO:0060255;GO:0060284;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000026GO:0005488;GO:0030246GO:0005886;GO:0016020;GO:0031224;GO:0031225;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044464;GO:0045121;GO:0065010;GO:0070062+ + 16 17.2 0 101.84 1 2.09 0.010467 -2.90 Q63198 Contactin-1 Cntn1 sp|Q63198|CNTN1_RAT Contactin-1 OS=Rattus norvegicus OX=10116 GN=Cntn1 PE=1 SV=2
25.00 25.20 25.73 25.18 26.28 26.58 0.70 binding;carbohydrate binding;catalytic activity;cytokine binding;cytokine receptor activity;enzyme binding;epidermal growth factor receptor binding;glycosaminoglycan binding;growth factor receptor binding;hexosaminidase activity;hyaluronic acid binding;hyalurononglucosaminidase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;kinase binding;molecular transducer activity;pattern binding;phosphoprotein binding;polysaccharide binding;protein binding;protein kinase binding;receptor activity;receptor binding;signal transducer activity;signaling receptor activity;transmembrane signaling receptor activityamine metabolic process;anatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;carbohydrate metabolic process;catabolic process;cell adhesion;cell motility;cellular component movement;cellular component organization;cellular process;developmental maturation;developmental process;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;polysaccharide metabolic process;primary metabolic process;regulation of protein modification process;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stress;signal transduction;syncytium formationcell part;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;receptor complex;vesicleECM-receptor interaction;Hematopoietic cell lineage;ShigellosisAlternativesplicing;Celladhesion;Cellmembrane;Completeproteome;Disulfidebond;Glycoprotein;Membrane;Phosphoprotein;Proteoglycan;Proteomicsidentification;Pyrrolidonecarboxylicacid;Receptor;Referenceproteome;Signal;Sulfation;Transmembrane;TransmembranehelixGO:0000272;GO:0000768;GO:0001558;GO:0001658;GO:0001763;GO:0001932;GO:0001934;GO:0001955;GO:0002009;GO:0002246;GO:0002682;GO:0003006;GO:0005975;GO:0005976;GO:0006022;GO:0006026;GO:0006027;GO:0006807;GO:0006928;GO:0006949;GO:0006950;GO:0006952;GO:0006954;GO:0007155;GO:0007159;GO:0007165;GO:0007166;GO:0007584;GO:0008152;GO:0009056;GO:0009057;GO:0009308;GO:0009605;GO:0009611;GO:0009653;GO:0009719;GO:0009888;GO:0009893;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0009991;GO:0010033;GO:0010466;GO:0010468;GO:0010470;GO:0010562;GO:0010604;GO:0010627;GO:0010628;GO:0010646;GO:0010647;GO:0010648;GO:0010740;GO:0010941;GO:0010942;GO:0014070;GO:0016043;GO:0016052;GO:0016055;GO:0016337;GO:0016477;GO:0019220;GO:0019222;GO:0021700;GO:0022407;GO:0022409;GO:0022414;GO:0022603;GO:0022610;GO:0023051;GO:0023056;GO:0023057;GO:0030030;GO:0030155;GO:0030203;GO:0030212;GO:0030214;GO:0031175;GO:0031323;GO:0031325;GO:0031399;GO:0031401;GO:0031667;GO:0032268;GO:0032270;GO:0032501;GO:0032502;GO:0032844;GO:0033029;GO:0033031;GO:0033032;GGO:0001871;GO:0003824;GO:0004415;GO:0004553;GO:0004871;GO:0004872;GO:0004888;GO:0004896;GO:0005102;GO:0005154;GO:0005488;GO:0005515;GO:0005539;GO:0005540;GO:0015929;GO:0016787;GO:0016798;GO:0019899;GO:0019900;GO:0019901;GO:0019955;GO:0030246;GO:0030247;GO:0038023;GO:0051219;GO:0060089;GO:0070851GO:0005634;GO:0005794;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0016021;GO:0016323;GO:0016324;GO:0030054;GO:0030055;GO:0031224;GO:0031982;GO:0031988;GO:0032991;GO:0035692;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0043235;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:00701612 5.8 0 10.906 4 0.67 0.175654 -1.21 O70509;D3ZGF1;F1LSA1;P26051CD44 antigen Cd44 tr|O70509|O70509_RAT CD44 antigen OS=Rattus norvegicus OX=10116 GN=Cd44 PE=1 SV=1;tr|D3ZGF1|D3ZGF1_RAT CD44 antigen OS=Rattus norvegicus OX=10116 GN=Cd44 PE=1 SV=3;tr|F1LSA1|F1LSA1_RAT CD44 antigen OS=Rattus norvegicus OX=10116 GN=Cd44 PE=1 SV=1;sp|P26051|
22.96 23.45 NaN 24.16 24.24 23.32 0.70 active transmembrane transporter activity;ATPase activity;ATPase activity, coupled;ATPase activity, coupled to movement of substances;ATPase activity, coupled to transmembrane movement of ions;ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism;ATPase activity, coupled to transmembrane movement of substances;catalytic activity;cation transmembrane transporter activity;hydrogen ion transmembrane transporter activity;hydrogen-exporting ATPase activity, phosphorylative mechanism;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;inorganic cation transmembrane transporter activity;ion transmembrane transporter activity;monovalent inorganic cation transmembrane transporter activity;nucleoside-triphosphatase activity;P-P-bond-hydrolysis-driven transmembrane transporter activity;primary active establishment of localization;hydrogen transport;ion transport;metabolic process;transportcell part;cytosol;extracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex;proton-transporting two-sector ATPase complex;vesicleCollecting duct acid secretion;Epithelial cell signaling in Helicobacter pylori infection;Oxidative phosphorylation;Phagosome;Rheumatoid arthritis;Vibrio cholerae infectionCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006810;GO:0006811;GO:0006812;GO:0006818;GO:0008152;GO:0015672;GO:0015992;GO:0051234GO:0003824;GO:0005215;GO:0008324;GO:0008553;GO:0015075;GO:0015077;GO:0015078;GO:0015399;GO:0015405;GO:0015662;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016820;GO:0016887;GO:0017111;GO:0022804;GO:0022857;GO:0022890;GO:0022891;GO:0022892;GO:0042623;GO:0042625;GO:0042626;GO:0043492GO:0005765;GO:0005774;GO:0005829;GO:0005886;GO:0016020;GO:0016021;GO:0016469;GO:0016471;GO:0030285;GO:0031090;GO:0031224;GO:0031300;GO:0031301;GO:0031982;GO:0031988;GO:0032991;GO:0033176;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044433;GO:0044437;GO:0044444;GO:0044446;GO:0044456;GO:0044464;GO:0065010;GO:00700624 40.7 0 84.839 4 0.70 0.159421 -1.33 B2GUV5;A0A0G2KAG3;A0A0G2K2R1;Q8R2H0 Atp6v1g1 tr|B2GUV5|B2GUV5_RAT V-type proton ATPase subunit G OS=Rattus norvegicus OX=10116 GN=Atp6v1g1 PE=1 SV=1
26.07 26.43 25.97 27.01 25.81 27.74 0.69 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;creatine kinase activity;kinase activity;nucleotide binding;phosphotransferase activity, nitrogenous group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsamine metabolic process;anatomical structure development;biological regulation;biosynthetic process;cellular amino acid metabolic process;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;homeostatic process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;plasma membrane;vesicleArginine and proline metabolismATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Kinase;Nitration;Nucleotide-binding;Phosphoprotein;Referenceproteome;TransferaseGO:0006082;GO:0006520;GO:0006575;GO:0006599;GO:0006603;GO:0006807;GO:0006873;GO:0007420;GO:0008152;GO:0008652;GO:0009058;GO:0009308;GO:0009309;GO:0009987;GO:0016053;GO:0019725;GO:0019752;GO:0021762;GO:0030002;GO:0030320;GO:0030644;GO:0032502;GO:0034641;GO:0042180;GO:0042396;GO:0042398;GO:0042592;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0044283;GO:0046314;GO:0046394;GO:0048513;GO:0048856;GO:0048878;GO:0050801;GO:0055064;GO:0055081;GO:0055082;GO:0055083;GO:0065007;GO:0065008GO:0000166;GO:0003824;GO:0004111;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016775;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005737;GO:0005739;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006217 59.3 0 323.31 3 0.52 0.249584 -1.02 P07335;A0A0G2JSP8;P00564Creatine kinase B-type Ckb sp|P07335|KCRB_RAT Creatine kinase B-type OS=Rattus norvegicus OX=10116 GN=Ckb PE=1 SV=2
22.95 23.23 NaN 23.66 23.89 NaN 0.68 binding;cation binding;heme binding;ion binding;iron ion binding;metal ion binding;tetrapyrrole binding;transition metal ion bindingcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleGO:0005488;GO:0005506;GO:0020037;GO:0043167;GO:0043169;GO:0046872;GO:0046906;GO:0046914GO:0005739;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700624 32.1 0 133.08 1 1.19 0.056217 -2.43 B4F7C7 Hebp1 tr|B4F7C7|B4F7C7_RAT Hebp1 protein OS=Rattus norvegicus OX=10116 GN=Hebp1 PE=1 SV=1
25.02 24.38 24.79 25.40 25.83 24.99 0.68 binding;nucleic acid binding;nucleocytoplasmic transporter activity;protein binding;protein domain specific binding;protein transporter activity;RNA binding;substrate-specific transporter activity;transporter activitybiological regulation;cellular localization;cellular process;establishment of localization;localization;nuclear transport;nucleobase-containing compound transport;nucleocytoplasmic transport;protein targeting;protein transport;regulation of cell cycle;regulation of organelle organization;regulation of transport;response to chemical stimulus;response to drug;response to stimulus;ribosomal subunit export from nucleus;transportcell part;cytoplasm;intracellular non-membrane-bounded organelle;intracellular organelle;kinetochore;macromolecular complex;membrane;nucleolus;organelle;protein complex;ribonucleoprotein complexRibosome biogenesis in eukaryotes;RNA transportAcetylation;Completeproteome;Cytoplasm;mRNAtransport;Nucleus;Phosphoprotein;Proteintransport;Referenceproteome;Repeat;RNA-binding;TransportGO:0000054;GO:0000055;GO:0000056;GO:0000122;GO:0006355;GO:0006357;GO:0006605;GO:0006611;GO:0006810;GO:0006886;GO:0006913;GO:0008104;GO:0009889;GO:0009890;GO:0009892;GO:0009894;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010564;GO:0010605;GO:0010629;GO:0010824;GO:0015031;GO:0015931;GO:0019219;GO:0019222;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032386;GO:0032879;GO:0032880;GO:0032886;GO:0033036;GO:0033043;GO:0033157;GO:0033365;GO:0033753;GO:0034504;GO:0034613;GO:0042176;GO:0042221;GO:0042493;GO:0045184;GO:0045892;GO:0045934;GO:0046605;GO:0046822;GO:0046825;GO:0046907;GO:0048519;GO:0048523;GO:0050657;GO:0050658;GO:0050789;GO:0050794;GO:0050896;GO:0051028;GO:0051049;GO:0051128;GO:0051168;GO:0051169;GO:0051171;GO:0051172;GO:0051179;GO:0051223;GO:0051234;GO:0051236;GO:0051246;GO:0051252;GO:0051253;GO:0051493;GO:0051641;GO:0051649;GO:0051656;GO:0051726;GO:0060255;GO:0060341;GO:0065007;GO:0070201;GO:0070507;GO:0070727;GO:0071166;GO:0071426;GO:0071428;GO:0080090;GO:2000112;GO:2000113GO:0003676;GO:0003723;GO:0005215;GO:0005487;GO:0005488;GO:0005515;GO:0008565;GO:0019904;GO:0022892GO:0000776;GO:0005642;GO:0005730;GO:0005737;GO:0015030;GO:0016020;GO:0016604;GO:0030529;GO:0031090;GO:0031965;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044428;GO:0044446;GO:0044451;GO:004446417 18.7 0 53.976 1 1.04 0.081854 -1.67 Q80U96 Exportin-1 Xpo1 sp|Q80U96|XPO1_RAT Exportin-1 OS=Rattus norvegicus OX=10116 GN=Xpo1 PE=1 SV=1
23.43 23.29 23.34 24.11 23.98 24.00 0.67 binding;extracellular matrix bindingcellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationextracellular matrix Completeproteome;ReferenceproteomeGO:0009987;GO:0016043;GO:0030198;GO:0043062;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0050840GO:0031012;GO:0044421+ + 7 13.7 0 35.848 1 3.54 0.001778 -4.30 D4A0J7 Olfml2b tr|D4A0J7|D4A0J7_RAT Olfactomedin-like 2B OS=Rattus norvegicus OX=10116 GN=Olfml2b PE=4 SV=1
28.68 28.82 28.33 29.28 29.42 29.15 0.67 cargo receptor activity;receptor activity;scavenger receptor activitybiological adhesion;cell adhesion;cellular processcell part;extracellular matrix;extracellular organelle;membrane;organelle;proteinaceous extracellular matrix;vesicleCelladhesion;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Referenceproteome;Secreted;SignalGO:0007155;GO:0009987;GO:0022610GO:0004872;GO:0005044;GO:0038024GO:0005578;GO:0016020;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044464;GO:0065010;GO:0070062;GO:0072562+ + 15 32.9 0 323.31 1 1.80 0.020976 -2.51 O70513 Galectin-3-binding protein Lgals3bp sp|O70513|LG3BP_RAT Galectin-3-binding protein OS=Rattus norvegicus OX=10116 GN=Lgals3bp PE=1 SV=2
26.74 25.89 27.55 27.93 27.41 26.82 0.66 actin binding;actin filament binding;binding;cytoskeletal protein binding;identical protein binding;protein binding;protein dimerization activity;protein homodimerization activity;protein N-terminus bindingbiological regulation;cellular component organization;multicellular organismal process;muscle contraction;regulation of organelle organizationmacromolecular complex;protein complexCardiac muscle contraction;Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM)Coiledcoil GO:0003008;GO:0003012;GO:0006140;GO:0006936;GO:0006941;GO:0008064;GO:0009894;GO:0010639;GO:0016043;GO:0019219;GO:0019222;GO:0030811;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031323;GO:0031329;GO:0031333;GO:0032271;GO:0032272;GO:0032501;GO:0032535;GO:0032781;GO:0032956;GO:0032970;GO:0033043;GO:0033121;GO:0043085;GO:0043242;GO:0043244;GO:0043254;GO:0043462;GO:0044087;GO:0044093;GO:0048519;GO:0048523;GO:0050789;GO:0050790;GO:0050794;GO:0051128;GO:0051129;GO:0051171;GO:0051336;GO:0051345;GO:0051493;GO:0051494;GO:0051693;GO:0060048;GO:0065007;GO:0065008;GO:0065009;GO:0071840;GO:0080090;GO:0090066GO:0003779;GO:0005488;GO:0005515;GO:0008092;GO:0042802;GO:0042803;GO:0046983;GO:0047485;GO:0051015GO:0032991;GO:0043234 31 73.2 0 323.31 1 0.50 0.272681 -0.98 Q923Z2 Tpm1 tr|Q923Z2|Q923Z2_RAT Tropomyosin 1, alpha, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Tpm1 PE=1 SV=1
22.70 NaN 23.50 23.82 23.90 23.56 0.66 binding;cation binding;ion binding;metal ion binding;transition metal ion binding;zinc ion bindingbiological regulation;cell differentiation;cellular process;developmental process;multicellular organismal development;multicellular organismal process;regulation of cell cycle;regulation of mitotic cell cycle;regulation of transportcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membraneAcetylation;Completeproteome;Cytoplasm;Developmentalprotein;Differentiation;LIMdomain;Metal-binding;Proteomicsidentification;Referenceproteome;Repeat;Zinc;Zinc-fingerGO:0001558;GO:0003254;GO:0007275;GO:0007346;GO:0009987;GO:0010389;GO:0010564;GO:0010948;GO:0010959;GO:0010972;GO:0030154;GO:0030308;GO:0032501;GO:0032502;GO:0032844;GO:0032879;GO:0040008;GO:0043266;GO:0043268;GO:0043269;GO:0043270;GO:0045786;GO:0045926;GO:0045930;GO:0048518;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0051049;GO:0051050;GO:0051128;GO:0051726;GO:0065007;GO:2000021;GO:2000045;GO:2000134;GO:2000602GO:0005488;GO:0008270;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005634;GO:0005737;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044464;GO:00701617 30.1 0 28.277 5 0.87 0.111295 -1.55 Q6P792;Q9WUH4;A0A0G2K338;Q8K3G3;Q4FZR8Four and a half LIM domains protein 1 Fhl1 tr|Q6P792|Q6P792_RAT Four and a half LIM domains 1 OS=Rattus norvegicus OX=10116 GN=Fhl1 PE=1 SV=1;sp|Q9WUH4|FHL1_RAT Four and a half LIM domains protein 1 OS=Rattus norvegicus OX=10116 GN=Fhl1 PE=2 SV=1;tr|A0A0G2K338|A0A0G2K338_RAT Four and a half LIM dom
23.98 23.77 24.44 25.13 24.57 24.47 0.66 binding;catalytic activity;kinase activity;lipid binding;phosphatidylinositol binding;phosphatidylinositol-4,5-bisphosphate binding;phospholipid binding;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein tyrosine kinase activity;transferase activity;transferase activity, transferring phosphorus-containing groupsbiological regulation;cellular component organization;regulation of organelle organizationcell part;cell projection;cytoskeleton;filopodium;intracellular non-membrane-bounded organelle;intracellular organelle;organelleAcetylation;Actin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Phosphoprotein;Referenceproteome;RepeatGO:0008064;GO:0010639;GO:0016043;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031333;GO:0032271;GO:0032272;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0042989;GO:0043242;GO:0043244;GO:0043254;GO:0044087;GO:0045185;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051016;GO:0051128;GO:0051129;GO:0051235;GO:0051493;GO:0051494;GO:0051693;GO:0065007;GO:0065008;GO:0071840;GO:0090066GO:0003824;GO:0004672;GO:0004713;GO:0005488;GO:0005543;GO:0005546;GO:0008289;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0035091GO:0005856;GO:0005911;GO:0015629;GO:0030016;GO:0030054;GO:0030175;GO:0031253;GO:0031256;GO:0032587;GO:0042995;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043292;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:0044464;GO:004847112 40.6 0 144.29 1 1.09 0.075187 -1.71 Q5RJR2 Twinfilin-1 Twf1 sp|Q5RJR2|TWF1_RAT Twinfilin-1 OS=Rattus norvegicus OX=10116 GN=Twf1 PE=1 SV=1
22.11 22.56 21.73 22.56 23.18 22.63 0.66 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activitybiological regulation;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysiscell part;cytosol;extracellular matrix;extracellular organelle;organelle;vesicleCompleteproteome;Cytoplasm;Growthfactorbinding;Hydrolase;Protease;Referenceproteome;Secreted;Serineprotease;SignalGO:0001558;GO:0002682;GO:0002683;GO:0002697;GO:0002698;GO:0002831;GO:0002832;GO:0006508;GO:0008152;GO:0008284;GO:0009966;GO:0009968;GO:0010646;GO:0010648;GO:0017015;GO:0019538;GO:0023051;GO:0023057;GO:0030510;GO:0030512;GO:0030514;GO:0031347;GO:0031348;GO:0040008;GO:0042127;GO:0043170;GO:0043900;GO:0043901;GO:0044238;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048585;GO:0050678;GO:0050679;GO:0050687;GO:0050688;GO:0050789;GO:0050794;GO:0051128;GO:0065007;GO:0080134;GO:0090092;GO:0090101GO:0003824;GO:0004175;GO:0004252;GO:0008233;GO:0008236;GO:0016787;GO:0017171;GO:0070011GO:0005829;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700625 12.3 0 13.803 1 0.99 0.090243 -1.60 Q9QZK5 Serine protease HTRA1 Htra1 sp|Q9QZK5|HTRA1_RAT Serine protease HTRA1 OS=Rattus norvegicus OX=10116 GN=Htra1 PE=2 SV=1
26.62 26.66 26.60 27.37 27.18 27.27 0.65 anatomical structure development;biological adhesion;biological regulation;cell adhesion;cell differentiation;cellular process;developmental processlaminin complex;macromolecular complex;protein complexCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001568;GO:0007155;GO:0009987;GO:0022610;GO:0030154;GO:0030155;GO:0030334;GO:0032502;GO:0032879;GO:0040012;GO:0045444;GO:0045995;GO:0048856;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0050873;GO:0051239;GO:0051270;GO:0065007;GO:2000026;GO:2000145GO:0005606;GO:0032991;GO:0043234;GO:0043256;GO:0044420;GO:0044421+ + 40 27.2 0 323.31 1 3.42 0.001574 -4.09 F1LTF8 Lama4 tr|F1LTF8|F1LTF8_RAT Laminin subunit alpha 4 OS=Rattus norvegicus OX=10116 GN=Lama4 PE=1 SV=3

NaN 24.04 23.83 24.55 24.44 24.74 0.64 binding;catalytic activity;cation binding;hydrolase activity;ion binding;kinase activity;metal ion binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein serine/threonine/tyrosine kinase activity;serine hydrolase activity;serine-type peptidase activity;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;behavior;behavioral interaction between organisms;biological adhesion;biological regulation;cell adhesion;cell differentiation;cell morphogenesis;cell motility;cellular component morphogenesis;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular localization;cellular membrane organization;cellular metabolic process;cellular process;developmental process;homeostatic process;localization;locomotion;macromolecule metabolic process;macromolecule modification;membrane organization;metabolic process;multicellular organismal process;multi-organism process;neurological system process;peptidyl-amino acid modification;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of protein modification process;response to abiotic stimulus;response to checell body;cell part;cell projection;cytoplasm;extracellular matrix;extracellular space;neuron projection;neuronal cell body;proteinaceous extracellular matrixECM-receptor interaction;Focal adhesionAlternativesplicing;Calcium;Celladhesion;Completeproteome;Developmentalprotein;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Hydrolase;Metal-binding;Protease;Proteomicsidentification;Referenceproteome;Repeat;Secreted;Serineprotease;Signal;ZincGO:0000902;GO:0000904;GO:0001101;GO:0001764;GO:0001932;GO:0003002;GO:0003008;GO:0006355;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0006873;GO:0006928;GO:0006935;GO:0006950;GO:0007155;GO:0007165;GO:0007166;GO:0007389;GO:0007411;GO:0007417;GO:0007420;GO:0007494;GO:0007610;GO:0007611;GO:0007612;GO:0007613;GO:0007616;GO:0007626;GO:0008104;GO:0008152;GO:0008306;GO:0009605;GO:0009611;GO:0009612;GO:0009628;GO:0009636;GO:0009653;GO:0009719;GO:0009725;GO:0009889;GO:0009966;GO:0009967;GO:0009987;GO:0010001;GO:0010033;GO:0010035;GO:0010038;GO:0010226;GO:0010243;GO:0010468;GO:0010469;GO:0010556;GO:0010646;GO:0010647;GO:0010769;GO:0010975;GO:0014066;GO:0014068;GO:0014070;GO:0014075;GO:0016043;GO:0016044;GO:0016310;GO:0016358;GO:0016477;GO:0017085;GO:0018108;GO:0018193;GO:0018212;GO:0019219;GO:0019220;GO:0019222;GO:0019538;GO:0019725;GO:0021511;GO:0021517;GO:0021542;GO:0021766;GO:0021769;GO:0021795;GO:0021800;GO:0021819;GO:0021854;GO:0021885;GO:0021987;GO:0022029;GO:0022603;GO:0022604;GO:0022610;GO:0023051;GO:0023056;GGO:0003824;GO:0004672;GO:0004712;GO:0005488;GO:0008233;GO:0008236;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0016787;GO:0017171;GO:0043167;GO:0043169;GO:0046872;GO:0070011GO:0005578;GO:0005615;GO:0005737;GO:0030424;GO:0030425;GO:0031012;GO:0042995;GO:0043005;GO:0043025;GO:0043204;GO:0044297;GO:0044421;GO:0044424;GO:0044464+ + 13 4.4 0 35.719 3 1.75 0.021977 -2.73 F1LM29;F1LZI7;P58751Reelin Reln tr|F1LM29|F1LM29_RAT Reelin OS=Rattus norvegicus OX=10116 GN=Reln PE=4 SV=3;tr|F1LZI7|F1LZI7_RAT Reelin OS=Rattus norvegicus OX=10116 GN=Reln PE=4 SV=3;sp|P58751|RELN_RAT Reelin OS=Rattus norvegicus OX=10116 GN=Reln PE=2 SV=1
23.50 23.86 23.46 23.33 NaN 25.16 0.64 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;serine-type endopeptidase inhibitor activitybiological regulationcell part;cytoplasm;extracellular spaceAmoebiasis Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0010466;GO:0010951;GO:0019222;GO:0043086;GO:0044092;GO:0050789;GO:0050790;GO:0051336;GO:0051346;GO:0052547;GO:0052548;GO:0065007;GO:0065009GO:0004857;GO:0004866;GO:0004867;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0005737;GO:0044421;GO:0044424;GO:004446410 32.5 0 56.472 1 0.37 0.410117 -0.80 Q6P9U0 Serpinb6 tr|Q6P9U0|Q6P9U0_RAT Serine (Or cysteine) peptidase inhibitor, clade B, member 6a OS=Rattus norvegicus OX=10116 GN=Serpinb6a PE=1 SV=1
28.09 27.98 27.38 28.50 28.85 28.01 0.64 advanced glycation end-product receptor activity;binding;carbohydrate binding;chemoattractant activity;disaccharide binding;Fc-gamma receptor I complex binding;IgE binding;immunoglobulin binding;immunoglobulin receptor binding;molecular transducer activity;monosaccharide binding;protein binding;protein complex binding;receptor activity;receptor binding;signal transducer activity;signaling receptor activity;sugar bindinganatomical structure development;biological regulation;cell differentiation;cell motility;cellular component movement;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;immune system process;locomotion;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of transport;response to chemical stimulus;response to external stimulus;response to stimulus;response to stress;RNA metabolic process;RNA processing;RNA splicing;signal transductioncell part;cell surface;cytoplasm;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;plasma membrane;proteinaceous extracellular matrix;ribonucleoprotein complex;spliceosomal complex;vesicleAcetylation;Completeproteome;Cytoplasm;Differentiation;Directproteinsequencing;Disulfidebond;IgE-bindingprotein;Immunity;Innateimmunity;Lectin;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Secreted;SpliceosomeGO:0001501;GO:0002376;GO:0002548;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002694;GO:0006139;GO:0006396;GO:0006397;GO:0006807;GO:0006928;GO:0006935;GO:0006950;GO:0006952;GO:0006955;GO:0007165;GO:0008152;GO:0008284;GO:0008380;GO:0009605;GO:0009987;GO:0010646;GO:0010941;GO:0010959;GO:0014062;GO:0014064;GO:0016043;GO:0016070;GO:0016071;GO:0016477;GO:0022603;GO:0023051;GO:0030100;GO:0030154;GO:0030198;GO:0030334;GO:0030335;GO:0030593;GO:0030595;GO:0030855;GO:0032502;GO:0032879;GO:0032944;GO:0034641;GO:0034762;GO:0034764;GO:0034765;GO:0034767;GO:0040011;GO:0040012;GO:0040017;GO:0042127;GO:0042129;GO:0042221;GO:0042330;GO:0042981;GO:0043062;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0043269;GO:0043270;GO:0044237;GO:0044238;GO:0044260;GO:0045087;GO:0045765;GO:0045766;GO:0045806;GO:0048245;GO:0048246;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048731;GO:0048856;GO:0048869;GO:0048870;GO:0050670;GO:0050789;GO:0050793;GO:0050794;GO:0050863;GO:0050865;GO:0050896;GO:0050900;GO:0051046;GO:0051047;GO:0051049;GGO:0004871;GO:0004872;GO:0005102;GO:0005488;GO:0005515;GO:0005529;GO:0019863;GO:0019865;GO:0030246;GO:0032403;GO:0034987;GO:0034988;GO:0038023;GO:0042056;GO:0048029;GO:0048030;GO:0050785;GO:0060089GO:0001772;GO:0005578;GO:0005615;GO:0005634;GO:0005681;GO:0005737;GO:0005743;GO:0005886;GO:0009897;GO:0009986;GO:0016020;GO:0019866;GO:0030529;GO:0031012;GO:0031090;GO:0031966;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044429;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:00700629 39.3 0 224.11 3 0.90 0.106707 -1.48 A0A0G2JXB1;A0A0G2JXN6;P08699Galectin-3 Lgals3 tr|A0A0G2JXB1|A0A0G2JXB1_RAT Galectin OS=Rattus norvegicus OX=10116 GN=Lgals3 PE=1 SV=1;tr|A0A0G2JXN6|A0A0G2JXN6_RAT Galectin OS=Rattus norvegicus OX=10116 GN=Lgals3 PE=1 SV=1;sp|P08699|LEG3_RAT Galectin-3 OS=Rattus norvegicus OX=10116 GN=Lgals3 PE=1 SV=4
23.75 22.82 23.97 24.16 24.54 23.74 0.63 binding;catalytic activity;cation binding;cytoskeletal protein binding;enzyme binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;ion channel binding;kinase binding;metal ion binding;phosphatase activity;phosphatase binding;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein binding;protein complex binding;protein C-terminus binding;protein dimerization activity;protein domain specific binding;protein heterodimerization activity;protein kinase B binding;protein kinase binding;protein phosphatase 2A binding;protein phosphatase binding;protein serine/threonine phosphatase activity;tau protein bindinganatomical structure development;biological regulation;cell cycle;cellular component assembly;cellular component organization;cellular homeostasis;cellular metabolic process;cellular process;developmental process;homeostatic process;macromolecular complex assembly;macromolecule metabolic process;macromolecule modification;meiotic cell cycle;metabolic process;phosphorus metabolic process;primary metabolic process;protein complex assembly;protein dephosphorylation;protein metabolic process;protein modification process;regulation of protein modification process;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;cell projection;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;nucleus;organelle;plasma membrane;protein complex;protein serine/threonine phosphatase complex;vesicleCell cycle - yeast;Chagas disease (American trypanosomiasis);Hepatitis C;Long-term depression;Meiosis - yeast;mRNA surveillance pathway;Oocyte meiosis;TGF-beta signaling pathway;Tight junction;Wnt signaling pathwayCentromere;Chromosome;Completeproteome;Cytoplasm;Cytoskeleton;Hydrolase;Manganese;Meiosis;Metal-binding;Methylation;Nucleus;Phosphoprotein;Proteinphosphatase;ReferenceproteomeGO:0000122;GO:0001678;GO:0001932;GO:0001933;GO:0003205;GO:0003231;GO:0006355;GO:0006357;GO:0006461;GO:0006464;GO:0006470;GO:0006793;GO:0006796;GO:0007049;GO:0007498;GO:0007507;GO:0008152;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009894;GO:0009966;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010468;GO:0010469;GO:0010556;GO:0010558;GO:0010562;GO:0010563;GO:0010604;GO:0010605;GO:0010629;GO:0010717;GO:0010719;GO:0010721;GO:0010769;GO:0010771;GO:0010921;GO:0010922;GO:0010941;GO:0010942;GO:0010952;GO:0016043;GO:0016311;GO:0019219;GO:0019220;GO:0019222;GO:0019538;GO:0019725;GO:0022603;GO:0022604;GO:0022607;GO:0023051;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031399;GO:0031400;GO:0031401;GO:0031952;GO:0032268;GO:0032269;GO:0032270;GO:0032354;GO:0032386;GO:0032387;GO:0032502;GO:0032516;GO:0032868;GO:0032869;GO:0032870;GO:0032879;GO:0032880;GO:0033157;GO:0033500;GO:0033674;GO:0034047;GO:0034049;GO:0034097;GO:0034284;GO:0034698;GGO:0003824;GO:0004721;GO:0004722;GO:0005488;GO:0005515;GO:0008022;GO:0008092;GO:0016787;GO:0016788;GO:0016791;GO:0019899;GO:0019900;GO:0019901;GO:0019902;GO:0019903;GO:0019904;GO:0032403;GO:0042578;GO:0043167;GO:0043169;GO:0043422;GO:0044325;GO:0046872;GO:0046982;GO:0046983;GO:0048156;GO:0051721GO:0000159;GO:0000775;GO:0000922;GO:0005634;GO:0005829;GO:0005886;GO:0008287;GO:0014069;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0042995;GO:0043005;GO:0043195;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044430;GO:0044444;GO:0044446;GO:0044456;GO:0044463;GO:0044464;GO:0065010;GO:00700629 40.8 0 115.34 2 0.68 0.1764 -1.21 A0A0G2JYA4;P63331Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoformPpp2ca tr|A0A0G2JYA4|A0A0G2JYA4_RAT Serine/threonine-protein phosphatase OS=Rattus norvegicus OX=10116 GN=LOC100362453 PE=3 SV=1;sp|P63331|PP2AA_RAT Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Rattus norvegicus OX=10116 GN=Ppp2ca PE
23.51 23.01 23.69 23.97 24.08 24.01 0.62 binding;protein binding;protein dimerization activity;protein heterodimerization activitycell death;cellular component organization;cellular localization;cellular process;death;localizationcell part;cytoskeleton;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelleTight junction3D-structure;Acetylation;Coiledcoil;Completeproteome;Endoplasmicreticulum;Membrane;Phosphoprotein;Referenceproteome;Transmembrane;TransmembranehelixGO:0008104;GO:0008219;GO:0009987;GO:0016043;GO:0016265;GO:0030030;GO:0031175;GO:0033036;GO:0033365;GO:0034613;GO:0051179;GO:0051641;GO:0070727;GO:0070972;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005515;GO:0046982;GO:0046983GO:0005783;GO:0005789;GO:0005856;GO:0015630;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044464+ + 4 18.9 0 23.495 1 1.39 0.039539 -2.01 Q9Z270 Vesicle-associated membrane protein-associated protein AVapa sp|Q9Z270|VAPA_RAT Vesicle-associated membrane protein-associated protein A OS=Rattus norvegicus OX=10116 GN=Vapa PE=1 SV=3
27.46 27.22 29.16 28.78 28.63 28.27 0.61 alcohol dehydrogenase (NADP+) activity;aldo-keto reductase (NADP) activity;catalytic activity;L-glucuronate reductase activity;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptoralcohol metabolic process;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular aldehyde metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic process;vitamin metabolic processcell part;cytosol;extracellular organelle;extracellular space;organelle;vesicleCaprolactam degradation;Glycerolipid metabolism;Glycolysis / GluconeogenesisAcetylation;Completeproteome;Directproteinsequencing;Glycation;Glycoprotein;NADP;Oxidoreductase;Phosphoprotein;ReferenceproteomeGO:0005975;GO:0005996;GO:0006063;GO:0006064;GO:0006066;GO:0006081;GO:0006082;GO:0006766;GO:0006767;GO:0008152;GO:0009056;GO:0009058;GO:0009110;GO:0009987;GO:0016052;GO:0016053;GO:0016054;GO:0019585;GO:0019752;GO:0019852;GO:0019853;GO:0032787;GO:0042180;GO:0042364;GO:0042839;GO:0042840;GO:0043436;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044262;GO:0044281;GO:0044282;GO:0044283;GO:0046185;GO:0046394;GO:0046395GO:0003824;GO:0004033;GO:0008106;GO:0016491;GO:0016614;GO:0016616;GO:0047939GO:0005615;GO:0005829;GO:0016324;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:007006222 78.5 0 323.31 1 0.42 0.358589 -0.84 P51635 Alcohol dehydrogenase [NADP(+)] Akr1a1 sp|P51635|AK1A1_RAT Aldo-keto reductase family 1 member A1 OS=Rattus norvegicus OX=10116 GN=Akr1a1 PE=1 SV=2
29.02 28.96 28.98 29.72 29.41 29.66 0.61 binding;calcium ion binding;cation binding;enzyme binding;ion binding;metal ion binding;protease binding;protein bindingaging;alcohol metabolic process;anatomical structure morphogenesis;biological regulation;cell proliferation;cellular component organization;cellular membrane organization;cellular metabolic process;cellular process;developmental process;endocytosis;establishment of localization;lipid metabolic process;macromolecule metabolic process;membrane invagination;membrane organization;metabolic process;primary metabolic process;regulation of organelle organization;regulation of protein modification process;regulation of transport;response to stimulus;signal transduction;small molecule metabolic process;transport;vesicle-mediated transportcell body;cell part;cell projection;cytoplasmic membrane-bounded vesicle;endosome;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;neuronal cell body;nucleolus;organelle;protein complex;receptor complex;vesicleAlzheimer's disease;MalariaCompleteproteome;Disulfidebond;EGF-likedomain;Membrane;Proteomicsidentification;Referenceproteome;Repeat;Transmembrane;TransmembranehelixGO:0001932;GO:0006066;GO:0006629;GO:0006810;GO:0006897;GO:0006898;GO:0006909;GO:0007165;GO:0007166;GO:0007186;GO:0007205;GO:0007568;GO:0008152;GO:0008202;GO:0008203;GO:0008283;GO:0009653;GO:0009966;GO:0009968;GO:0009987;GO:0010324;GO:0010517;GO:0010640;GO:0010642;GO:0010646;GO:0010648;GO:0010874;GO:0010875;GO:0010941;GO:0010975;GO:0010977;GO:0014910;GO:0014912;GO:0016043;GO:0016044;GO:0016125;GO:0016192;GO:0019220;GO:0019222;GO:0023051;GO:0023057;GO:0030111;GO:0030178;GO:0030334;GO:0030336;GO:0031323;GO:0031344;GO:0031345;GO:0031399;GO:0032147;GO:0032268;GO:0032368;GO:0032370;GO:0032371;GO:0032373;GO:0032374;GO:0032376;GO:0032429;GO:0032502;GO:0032879;GO:0032880;GO:0032956;GO:0032970;GO:0033043;GO:0033674;GO:0035909;GO:0040012;GO:0040013;GO:0042157;GO:0042325;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043170;GO:0043277;GO:0043523;GO:0043524;GO:0043549;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044281;GO:0045595;GO:0045664;GO:0045859;GO:0045860;GO:0048514;GO:0048518;GO:0048519;GO:0048523;GGO:0002020;GO:0005488;GO:0005509;GO:0005515;GO:0019899;GO:0043167;GO:0043169;GO:0046872GO:0005730;GO:0005765;GO:0005768;GO:0005774;GO:0005887;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016021;GO:0016023;GO:0030054;GO:0030055;GO:0030135;GO:0030136;GO:0030425;GO:0031090;GO:0031224;GO:0031226;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0043235;GO:0044297;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044437;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0070161+ + 99 27.7 0 323.31 2 2.50 0.007052 -3.11 G3V928;F1M443 Lrp1 tr|G3V928|G3V928_RAT LDL receptor-related protein 1 OS=Rattus norvegicus OX=10116 GN=Lrp1 PE=1 SV=1
22.78 22.52 21.83 23.31 22.80 22.84 0.61 binding;ribonucleoprotein binding;ribosome binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;ribosomal small subunit biogenesis;RNA metabolic process;RNA processing;rRNA processing;translation;translational elongationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0000447;GO:0000461;GO:0000469;GO:0000478;GO:0000479;GO:0006139;GO:0006364;GO:0006396;GO:0006412;GO:0006414;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0016070;GO:0016072;GO:0019538;GO:0022613;GO:0031123;GO:0031125;GO:0034470;GO:0034641;GO:0034645;GO:0034660;GO:0042274;GO:0043170;GO:0043628;GO:0044085;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0071840;GO:0071841;GO:0071843;GO:0090304;GO:0090305GO:0003735;GO:0005198;GO:0005488;GO:0043021;GO:0043022GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444644 59.3 0 16.358 4 0.86 0.116527 -1.42 A0A0G2JXC3;P05765;D3ZSE0;D3ZRI840S ribosomal protein S21 Rps21;LOC100363012 tr|A0A0G2JXC3|A0A0G2JXC3_RAT 40S ribosomal protein S21 OS=Rattus norvegicus OX=10116 GN=Rps21 PE=1 SV=1;sp|P05765|RS21_RAT 40S ribosomal protein S21 OS=Rattus norvegicus OX=10116 GN=Rps21 PE=1 SV=1;tr|D3ZSE0|D3ZSE0_RAT 40S ribosomal protein S21 OS=Rattus n
25.97 25.70 25.37 26.41 25.95 26.49 0.61 26 27.9 0 92.156 2 1.18 0.065917 -1.77 A0A0G2JU96;A0A0G2JUA5 tr|A0A0G2JU96|A0A0G2JU96_RAT AHNAK nucleoprotein OS=Rattus norvegicus OX=10116 GN=Ahnak PE=1 SV=1;tr|A0A0G2JUA5|A0A0G2JUA5_RAT AHNAK nucleoprotein OS=Rattus norvegicus OX=10116 GN=Ahnak PE=1 SV=1
24.31 24.58 24.22 24.98 24.68 25.26 0.61 structural molecule activityanatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell morphogenesis;cellular component morphogenesis;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;response to abiotic stimulus;response to chemical stimulus;response to drug;response to stimulus;response to stressextracellular organelle;extracellular space;organelle;vesicleProtein digestion and absorptionCollagen;Completeproteome;Disulfidebond;Proteomicsidentification;ReferenceproteomeGO:0000902;GO:0000904;GO:0001525;GO:0001886;GO:0003382;GO:0006950;GO:0007155;GO:0008284;GO:0009415;GO:0009628;GO:0009653;GO:0009987;GO:0010941;GO:0010942;GO:0016043;GO:0022610;GO:0030198;GO:0030334;GO:0030335;GO:0032502;GO:0032879;GO:0032989;GO:0040012;GO:0040017;GO:0042127;GO:0042221;GO:0042493;GO:0042981;GO:0043062;GO:0043065;GO:0043067;GO:0043068;GO:0048518;GO:0048522;GO:0048646;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051270;GO:0051272;GO:0051599;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:2000145;GO:2000147;GO:2000351;GO:2000353GO:0005198GO:0005581;GO:0005615;GO:0030934;GO:0030938;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 4 2.9 0 14.492 1 1.40 0.038906 -2.01 F1LR02 Col18a1 tr|F1LR02|F1LR02_RAT Collagen type XVIII alpha 1 chain OS=Rattus norvegicus OX=10116 GN=Col18a1 PE=1 SV=2
26.09 26.05 26.40 26.99 26.83 26.53 0.60 anatomical structure development;biological regulation;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;multicellular organismal process;neurological system process;response to chemical stimulus;response to stimulusextracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;vesicleCompleteproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Leucine-richrepeat;Proteoglycan;Pyrrolidonecarboxylicacid;Referenceproteome;Repeat;Secreted;Signal;SulfationGO:0003008;GO:0006355;GO:0006357;GO:0007600;GO:0007601;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0014070;GO:0016043;GO:0019219;GO:0019222;GO:0030198;GO:0030199;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032501;GO:0032502;GO:0042221;GO:0043062;GO:0045893;GO:0045935;GO:0045944;GO:0048518;GO:0048522;GO:0048856;GO:0050789;GO:0050794;GO:0050877;GO:0050896;GO:0050953;GO:0051171;GO:0051173;GO:0051216;GO:0051252;GO:0051254;GO:0060255;GO:0065007;GO:0070848;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000112GO:0005578;GO:0005581;GO:0005583;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 12 41.7 0 321.01 1 1.58 0.030671 -2.19 P51886 Lumican Lum sp|P51886|LUM_RAT Lumican OS=Rattus norvegicus OX=10116 GN=Lum PE=1 SV=1
23.02 23.21 22.92 23.74 23.60 23.62 0.60 catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein tyrosine phosphatase activitybiological adhesion;cell adhesion;cellular component organization;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein dephosphorylation;protein metabolic process;protein modification processcell part;membrane Hydrolase;Proteinphosphatase;ReceptorGO:0006464;GO:0006470;GO:0006793;GO:0006796;GO:0007155;GO:0008152;GO:0009987;GO:0016043;GO:0016311;GO:0019538;GO:0022610;GO:0030030;GO:0031175;GO:0035335;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0071840;GO:0071841;GO:0071842GO:0003824;GO:0004721;GO:0004725;GO:0016787;GO:0016788;GO:0016791;GO:0042578GO:0016020;GO:0044464+ + 5 5.4 0 17.728 1 2.46 0.007863 -3.04 A5I9F0 Protein-tyrosine-phosphatase Ptprk tr|A5I9F0|A5I9F0_RAT Protein tyrosine phosphatase receptor type K OS=Rattus norvegicus OX=10116 GN=Ptprk PE=1 SV=1
24.94 25.02 25.32 25.76 25.89 25.43 0.60 actin binding;actin filament binding;binding;cytoskeletal protein binding;protein bindingcellular component organization;cellular process;cytoskeleton organization;organelle organizationcell part;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;organelleCompleteproteome;Proteomicsidentification;Referenceproteome;Repeat;WDrepeatGO:0006996;GO:0007010;GO:0009987;GO:0016043;GO:0030029;GO:0030036;GO:0071840;GO:0071841;GO:0071842GO:0003779;GO:0005488;GO:0005515;GO:0008092;GO:0051015GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0015629;GO:0030054;GO:0030055;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044464;GO:0070161+ + 13 28.9 0 52.246 1 1.54 0.02998 -2.14 G3V624 Coronin Coro1c tr|G3V624|G3V624_RAT Coronin OS=Rattus norvegicus OX=10116 GN=Coro1c PE=1 SV=1
25.13 25.70 25.66 26.10 26.11 26.06 0.60 binding;calcium ion binding;carbohydrate binding;cation binding;glycosaminoglycan binding;hyaluronic acid binding;ion binding;metal ion binding;pattern binding;polysaccharide bindingaging;anatomical structure development;biological adhesion;biological regulation;biosynthetic process;cell adhesion;cell development;cell differentiation;cellular component organization;cellular metabolic process;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;macromolecule metabolic process;metabolic process;multicellular organismal process;response to abiotic stimulus;response to chemical stimulus;response to drug;response to external stimulus;response to stimulusextracellular matrix;proteinaceous extracellular matrix3D-structure;Alternativesplicing;Completeproteome;Directproteinsequencing;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Immunoglobulindomain;Lectin;Metal-binding;Proteoglycan;Proteomicsidentification;Referenceproteome;Repeat;Secreted;Signal;SushiGO:0001502;GO:0001503;GO:0002063;GO:0006029;GO:0007155;GO:0007417;GO:0007568;GO:0008152;GO:0009058;GO:0009059;GO:0009100;GO:0009101;GO:0009268;GO:0009314;GO:0009605;GO:0009612;GO:0009628;GO:0009629;GO:0009743;GO:0009746;GO:0009749;GO:0009987;GO:0010033;GO:0010259;GO:0010447;GO:0014070;GO:0016043;GO:0016337;GO:0021510;GO:0022610;GO:0030154;GO:0030166;GO:0030198;GO:0030199;GO:0030334;GO:0030336;GO:0032501;GO:0032502;GO:0032879;GO:0034284;GO:0034645;GO:0040012;GO:0040013;GO:0042221;GO:0042493;GO:0043062;GO:0043170;GO:0044237;GO:0044249;GO:0044260;GO:0048468;GO:0048519;GO:0048523;GO:0048731;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051270;GO:0051271;GO:0051716;GO:0060591;GO:0065007;GO:0070848;GO:0070887;GO:0071310;GO:0071363;GO:0071840;GO:0071841;GO:0071842;GO:2000145;GO:2000146GO:0001871;GO:0005488;GO:0005509;GO:0005539;GO:0005540;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872GO:0005578;GO:0005604;GO:0031012;GO:0044420;GO:0044421;GO:0072534+ + 18 9.4 0 54.988 3 1.49 0.033214 -2.09 F1LQI4;D4A7Y1;P07897Aggrecan core protein Acan tr|F1LQI4|F1LQI4_RAT Aggrecan core protein OS=Rattus norvegicus OX=10116 GN=Acan PE=1 SV=2;tr|D4A7Y1|D4A7Y1_RAT Aggrecan core protein OS=Rattus norvegicus OX=10116 GN=Acan PE=1 SV=3;sp|P07897|PGCA_RAT Aggrecan core protein OS=Rattus norvegicus OX=10116 GN=
27.56 27.39 27.01 27.94 28.00 27.78 0.59 antioxidant activity;binding;catalytic activity;disulfide oxidoreductase activity;enzyme binding;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donors;oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;oxidoreductase activity, acting on a sulfur group of donors, NAD or NADP as acceptor;oxidoreductase activity, acting on NADH or NADPH;peptide disulfide oxidoreductase activity;protein binding;protein disulfide oxidoreductase activity;thioredoxin-disulfide reductase activitybiological regulation;biosynthetic process;cellular homeostasis;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;glycerol ether metabolic process;homeostatic process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein folding;protein metabolic process;regulation of protein modification process;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to oxidative stress;response to stimulus;response to stress;RNA metabolic process;small molecule metabolic process;sulfur compound metabolic processcell body;cell part;cell projection;cytoplasm;cytosol;extracellular organelle;extracellular region;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;neuron projection;neuronal cell body;nucleus;organelle;vesicleAcetylation;Activator;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Electrontransport;Nucleus;Proteomicsidentification;Redox-activecenter;Referenceproteome;Secreted;S-nitrosylation;Transcription;Transcriptionregulation;TransportGO:0000103;GO:0000122;GO:0001678;GO:0001932;GO:0001934;GO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006457;GO:0006662;GO:0006790;GO:0006807;GO:0006950;GO:0006979;GO:0008152;GO:0009058;GO:0009059;GO:0009314;GO:0009611;GO:0009628;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010269;GO:0010468;GO:0010556;GO:0010558;GO:0010562;GO:0010604;GO:0010605;GO:0010629;GO:0014823;GO:0016070;GO:0018904;GO:0019219;GO:0019220;GO:0019222;GO:0019538;GO:0019725;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031399;GO:0031401;GO:0031960;GO:0032268;GO:0032270;GO:0032386;GO:0032387;GO:0032774;GO:0032879;GO:0032880;GO:0033135;GO:0033138;GO:0033157;GO:0033158;GO:0033500;GO:0033554;GO:0034284;GO:0034599;GO:0034641;GO:0034645;GO:0034762;GO:0035690;GO:0042221;GO:0042306;GO:0042325;GO:0042327;GO:0042493;GO:0042592;GO:0042593;GO:0043170;GO:0043388;GO:0044093;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0044281;GGO:0003824;GO:0004791;GO:0005488;GO:0005515;GO:0015035;GO:0015036;GO:0015037;GO:0016209;GO:0016491;GO:0016651;GO:0016667;GO:0016668;GO:0016671;GO:0019899GO:0005576;GO:0005634;GO:0005737;GO:0005739;GO:0005829;GO:0030424;GO:0030425;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 6 51.4 0 45.484 2 1.54 0.031571 -2.12 P11232;R4GNK3Thioredoxin Txn;Txn1 sp|P11232|THIO_RAT Thioredoxin OS=Rattus norvegicus OX=10116 GN=Txn PE=1 SV=2;tr|R4GNK3|R4GNK3_RAT Thioredoxin OS=Rattus norvegicus OX=10116 GN=Txn1 PE=1 SV=1
25.74 25.49 25.50 26.22 26.16 26.10 0.58 structural molecule activitybiological adhesion;cell adhesion;cellular processextracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0007155;GO:0009987;GO:0022610GO:0005198GO:0005604;GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 15 15.5 0 99.193 2 2.58 0.007088 -3.12 F1LPD0;A0A0G2JV12 Col15a1 tr|F1LPD0|F1LPD0_RAT Collagen alpha-1(XV) chain-like OS=Rattus norvegicus OX=10116 GN=LOC108348074 PE=1 SV=3;tr|A0A0G2JV12|A0A0G2JV12_RAT Collagen type XV alpha 1 chain OS=Rattus norvegicus OX=10116 GN=Col15a1 PE=1 SV=1
24.18 23.76 23.30 24.75 24.18 24.07 0.58 binding;calcium ion binding;carbohydrate binding;cation binding;extracellular matrix structural constituent;fibronectin binding;glycosaminoglycan binding;heparin binding;ion binding;lipid binding;metal ion binding;pattern binding;polysaccharide binding;protein binding;steroid binding;structural molecule activity;vitamin binding;vitamin D bindinganatomical structure development;biological adhesion;biological regulation;cell adhesion;cell death;cellular component organization;cellular process;death;developmental process;extracellular matrix organization;extracellular structure organizationextracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;vesicleECM-receptor interaction;Focal adhesion;Malaria;Phagosome;TGF-beta signaling pathway3D-structure;Apoptosis;Calcium;Celladhesion;Completeproteome;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Heparin-binding;Referenceproteome;Repeat;Secreted;SignalGO:0003417;GO:0006915;GO:0007155;GO:0008219;GO:0009888;GO:0009987;GO:0010941;GO:0012501;GO:0016043;GO:0016265;GO:0022610;GO:0030198;GO:0032502;GO:0042981;GO:0043062;GO:0043066;GO:0043067;GO:0043069;GO:0048519;GO:0048523;GO:0048736;GO:0048856;GO:0050789;GO:0050794;GO:0051216;GO:0060173;GO:0060351;GO:0060548;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0001871;GO:0001968;GO:0005198;GO:0005201;GO:0005488;GO:0005496;GO:0005499;GO:0005509;GO:0005515;GO:0005539;GO:0008201;GO:0008289;GO:0019842;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872GO:0005578;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006218 26.4 0 129.05 2 0.82 0.13648 -1.36 M0RBU0;P35444Cartilage oligomeric matrix protein Comp tr|M0RBU0|M0RBU0_RAT Cartilage oligomeric matrix protein OS=Rattus norvegicus OX=10116 GN=Comp PE=4 SV=1;sp|P35444|COMP_RAT Cartilage oligomeric matrix protein OS=Rattus norvegicus OX=10116 GN=Comp PE=1 SV=1
29.07 29.10 30.90 30.15 30.72 29.95 0.58 binding;catalytic activity;coenzyme binding;cofactor binding;cytoskeletal protein binding;glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;microtubule binding;NAD binding;NADP binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on the aldehyde or oxo group of donors;oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor;peptidyl-cysteine S-nitrosylase activity;protein binding;transferase activity;transferase activity, transferring nitrogenous groups;tubulin bindingalcohol metabolic process;anatomical structure development;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cell death;cell development;cell motility;cellular component movement;cellular component organization;cellular metabolic process;cellular process;cytoskeleton organization;death;developmental process;generation of precursor metabolites and energy;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;organelle organization;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;regulation of protein stability;regulation of translation;response to chemical stimulus;response to stimulus;small molecule metabolic processcell part;cell projection;cilium;cytoplasm;cytoplasmic membrane-bounded vesicle;cytoskeleton;cytosol;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAlzheimer's disease;Glycolysis / Gluconeogenesis3D-structure;Acetylation;ADP-ribosylation;Apoptosis;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Glycolysis;Methylation;NAD;Nucleus;Oxidoreductase;Phosphoprotein;Proteomicsidentification;Referenceproteome;S-nitrosylation;Transferase;Translationregulation;UblconjugationGO:0000226;GO:0003006;GO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006094;GO:0006096;GO:0006417;GO:0006464;GO:0006915;GO:0006928;GO:0006996;GO:0007010;GO:0007017;GO:0007281;GO:0007286;GO:0008152;GO:0008219;GO:0009056;GO:0009058;GO:0009889;GO:0009987;GO:0010035;GO:0010468;GO:0010556;GO:0010608;GO:0012501;GO:0016043;GO:0016051;GO:0016052;GO:0016265;GO:0017014;GO:0018119;GO:0018193;GO:0018198;GO:0019222;GO:0019318;GO:0019319;GO:0019320;GO:0019538;GO:0022414;GO:0030317;GO:0031323;GO:0031326;GO:0031647;GO:0032268;GO:0032502;GO:0034637;GO:0035606;GO:0040011;GO:0042221;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044262;GO:0044267;GO:0044275;GO:0044281;GO:0044282;GO:0044283;GO:0046164;GO:0046165;GO:0046364;GO:0046365;GO:0048468;GO:0048610;GO:0048856;GO:0048869;GO:0048870;GO:0050789;GO:0050794;GO:0050821;GO:0050896;GO:0051246;GO:0051402;GO:0060255;GO:0060359;GO:0065007;GO:0065008;GO:0070997;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000112GO:0000166;GO:0003824;GO:0004365;GO:0005488;GO:0005515;GO:0008017;GO:0008092;GO:0015631;GO:0016491;GO:0016620;GO:0016740;GO:0016769;GO:0016903;GO:0035605;GO:0048037;GO:0050661;GO:0050662;GO:0051287GO:0001669;GO:0005634;GO:0005737;GO:0005829;GO:0005856;GO:0005929;GO:0015630;GO:0016023;GO:0030141;GO:0031410;GO:0031514;GO:0031982;GO:0031988;GO:0035686;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044442;GO:0044444;GO:0044446;GO:0044460;GO:0044463;GO:004446418 57.1 0 323.31 21 0.38 0.405583 -0.78 P04797;M0R590;D3ZGY4;M0R660;E9PTN6;A0A0G2K8S2;A0A0G2K7M1;Q9ESV6;F1LUV3;F1LUI2;D3ZQT0;F1M2N4;B1WBQ8;D3ZWV2;D3ZME3;F1LU03;Q498M9;D3ZEN2;F1M269;F1M8P6;A0A0G2JYY8Glyceraldehyde-3-phosphate dehydrogenaseGapdh;LOC685186;Gapdh-ps2;RGD1565368sp|P04797|G3P_RAT Glyceraldehyde-3-phosphate dehydrogenase OS=Rattus norvegicus OX=10116 GN=Gapdh PE=1 SV=3;tr|M0R590|M0R590_RAT Glyceraldehyde-3-phosphate dehydrogenase OS=Rattus norvegicus OX=10116 GN=LOC108351137 PE=3 SV=1;tr|D3ZGY4|D3ZGY4_RAT Glycerald
29.84 29.59 29.74 29.92 30.69 30.32 0.58 binding;carbohydrate binding;cholesterol transporter activity;glycosaminoglycan binding;heparin binding;lipid binding;lipid transporter activity;pattern binding;phospholipid binding;polysaccharide binding;sterol transporter activity;substrate-specific transporter activity;transporter activityalcohol metabolic process;anatomical structure development;anatomical structure morphogenesis;biological regulation;biosynthetic process;catabolic process;cell motility;cellular component movement;cellular component organization;cellular lipid metabolic process;cellular metabolic process;cellular process;developmental process;embryo development;establishment of localization;glycerol ether metabolic process;homeostatic process;lipid metabolic process;lipid transport;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;multi-organism process;post-embryonic development;primary metabolic process;protein transport;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to stimulus;small molecule metabolic process;transportcell part;cytoplasm;cytoskeleton;endoplasmic reticulum;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;vesicleFat digestion and absorption;Vitamin digestion and absorptionAcetylation;Atherosclerosis;Cholesterolmetabolism;Chylomicron;Completeproteome;Cytoplasm;Disulfidebond;Glycoprotein;Heparin-binding;LDL;Lipidmetabolism;Lipidtransport;Lipoprotein;Palmitate;Phosphoprotein;Proteomicsidentification;Referenceproteome;RNAediting;Secreted;Signal;Steroidmetabolism;Sterolmetabolism;Transport;VLDLGO:0001701;GO:0002237;GO:0006066;GO:0006629;GO:0006638;GO:0006639;GO:0006641;GO:0006642;GO:0006662;GO:0006810;GO:0006869;GO:0006928;GO:0007276;GO:0007283;GO:0007399;GO:0008152;GO:0008202;GO:0008203;GO:0009056;GO:0009057;GO:0009058;GO:0009059;GO:0009566;GO:0009607;GO:0009615;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009790;GO:0009791;GO:0009792;GO:0009889;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010269;GO:0010743;GO:0010744;GO:0010883;GO:0010884;GO:0010885;GO:0010886;GO:0015031;GO:0015918;GO:0016042;GO:0016043;GO:0016125;GO:0018904;GO:0019216;GO:0019218;GO:0019222;GO:0019433;GO:0022414;GO:0030301;GO:0030317;GO:0032496;GO:0032501;GO:0032502;GO:0032870;GO:0032879;GO:0033344;GO:0033993;GO:0034097;GO:0034367;GO:0034368;GO:0034369;GO:0034374;GO:0034381;GO:0034383;GO:0034612;GO:0034645;GO:0034694;GO:0040011;GO:0042157;GO:0042158;GO:0042159;GO:0042221;GO:0042592;GO:0042632;GO:0042953;GO:0043009;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044249;GO:0044255;GO:0044260;GO:0044265;GGO:0001871;GO:0005215;GO:0005319;GO:0005488;GO:0005539;GO:0005543;GO:0008201;GO:0008289;GO:0015248;GO:0017127;GO:0022892;GO:0030246;GO:0030247GO:0005615;GO:0005737;GO:0005783;GO:0005794;GO:0005856;GO:0005886;GO:0012506;GO:0015629;GO:0016020;GO:0031090;GO:0031974;GO:0031982;GO:0031983;GO:0031988;GO:0032991;GO:0032994;GO:0034358;GO:0034359;GO:0034361;GO:0034362;GO:0034363;GO:0034385;GO:0042627;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006211 2.3 0 312.87 2 1.17 0.069574 -1.75 F1M6Z1;Q7TMA5Apolipoprotein B-100;Apolipoprotein B-48Apob tr|F1M6Z1|F1M6Z1_RAT Apolipoprotein B-100 OS=Rattus norvegicus OX=10116 GN=Apob PE=1 SV=1;sp|Q7TMA5|APOB_RAT Apolipoprotein B-100 OS=Rattus norvegicus OX=10116 GN=Apob PE=1 SV=1

NaN 24.21 24.14 24.56 24.92 24.78 0.58 Completeproteome;Proteomicsidentification;Referenceproteome+ + 3 46.9 0 48.904 1 1.60 0.030568 -2.42 D3ZSL2 Abracl tr|D3ZSL2|D3ZSL2_RAT ABRA C-terminal-like OS=Rattus norvegicus OX=10116 GN=Abracl PE=1 SV=1
26.94 26.50 26.47 27.40 27.18 27.06 0.58 binding;carbohydrate binding;extracellular matrix structural constituent;glycosaminoglycan binding;heparin binding;pattern binding;polysaccharide binding;structural molecule activityanatomical structure development;anatomical structure morphogenesis;biological adhesion;biological regulation;biosynthetic process;cell adhesion;cell motility;cellular component movement;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal processextracellular organelle;organelle;vesicleAmoebiasis;ECM-receptor interaction;Focal adhesion;Protein digestion and absorptionCollagen;Completeproteome;Extracellularmatrix;Heparin-binding;Hydroxylation;Proteomicsidentification;Referenceproteome;Repeat;Secreted;Signal;SulfationGO:0001568;GO:0003007;GO:0006928;GO:0007155;GO:0008152;GO:0008544;GO:0009058;GO:0009059;GO:0009653;GO:0009887;GO:0009888;GO:0009987;GO:0016043;GO:0016477;GO:0022610;GO:0030198;GO:0030199;GO:0032501;GO:0032502;GO:0032963;GO:0032964;GO:0035313;GO:0035989;GO:0040011;GO:0043062;GO:0043170;GO:0043206;GO:0043588;GO:0044236;GO:0044259;GO:0044319;GO:0045112;GO:0048592;GO:0048856;GO:0048870;GO:0050789;GO:0051128;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0001871;GO:0005198;GO:0005201;GO:0005488;GO:0005539;GO:0008201;GO:0030246;GO:0030247GO:0005581;GO:0005583;GO:0005588;GO:0005604;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062+ + 20 14.5 0 323.31 2 1.46 0.037988 -2.03 G3V763;Q9JI03Collagen alpha-1(V) chain Col5a1 tr|G3V763|G3V763_RAT Collagen alpha-1(V) chain OS=Rattus norvegicus OX=10116 GN=Col5a1 PE=1 SV=3;sp|Q9JI03|CO5A1_RAT Collagen alpha-1(V) chain OS=Rattus norvegicus OX=10116 GN=Col5a1 PE=1 SV=1
24.90 24.59 24.45 25.14 25.68 24.83 0.57 Completeproteome;Proteomicsidentification;Referenceproteome 4 25.6 0 235.66 2 0.95 0.101096 -1.50 B2RYX0;M0R9L0 Naca tr|B2RYX0|B2RYX0_RAT Naca protein OS=Rattus norvegicus OX=10116 GN=Naca PE=1 SV=1;tr|M0R9L0|M0R9L0_RAT Nascent polypeptide-associated complex subunit alpha OS=Rattus norvegicus OX=10116 GN=Naca PE=1 SV=1
24.59 24.96 24.87 25.16 25.72 25.24 0.57 alkylglycerophosphoethanolamine phosphodiesterase activity;binding;calcium ion binding;carbohydrate binding;carboxylic ester hydrolase activity;cargo receptor activity;catalytic activity;cation binding;exonuclease activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;hydrolase activity, acting on ester bonds;ion binding;lipase activity;lysophospholipase activity;metal ion binding;nuclease activity;nucleic acid binding;nucleotide diphosphatase activity;pattern binding;phosphodiesterase I activity;phospholipase activity;phosphoric diester hydrolase activity;phosphoric ester hydrolase activity;polysaccharide binding;pyrophosphatase activity;receptor activity;scavenger receptor activity;transition metal ion binding;zinc ion bindingalcohol metabolic process;amine metabolic process;biological regulation;catabolic process;cell motility;cellular component movement;cellular lipid metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;immune system process;lipid metabolic process;locomotion;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasm;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;organelleEther lipid metabolism3D-structure;Alternativesplicing;Calcium;Chemotaxis;Cleavageonpairofbasicresidues;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lipiddegradation;Lipidmetabolism;Metal-binding;Obesity;Proteomicsidentification;Referenceproteome;Repeat;Secreted;Signal;ZincGO:0001952;GO:0001953;GO:0001954;GO:0002376;GO:0006066;GO:0006139;GO:0006576;GO:0006629;GO:0006644;GO:0006650;GO:0006807;GO:0006928;GO:0006935;GO:0006955;GO:0007162;GO:0008152;GO:0008284;GO:0009056;GO:0009308;GO:0009395;GO:0009605;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010720;GO:0010810;GO:0010811;GO:0010812;GO:0014013;GO:0014015;GO:0016042;GO:0016477;GO:0019637;GO:0022603;GO:0030155;GO:0030334;GO:0032355;GO:0032870;GO:0032879;GO:0034638;GO:0034641;GO:0040011;GO:0040012;GO:0042127;GO:0042221;GO:0042330;GO:0042439;GO:0043627;GO:0044087;GO:0044106;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0044281;GO:0045595;GO:0045597;GO:0045685;GO:0045687;GO:0045765;GO:0045785;GO:0046470;GO:0046475;GO:0046486;GO:0046503;GO:0046686;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048713;GO:0048714;GO:0048870;GO:0050767;GO:0050769;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051128;GO:0051130;GO:0051239;GO:0051270;GO:0051716;GO:0051893;GO:0051894;GO:0051960;GGO:0001871;GO:0003676;GO:0003824;GO:0004518;GO:0004527;GO:0004528;GO:0004551;GO:0004620;GO:0004622;GO:0004872;GO:0005044;GO:0005488;GO:0005509;GO:0008081;GO:0008270;GO:0016298;GO:0016462;GO:0016787;GO:0016788;GO:0016817;GO:0016818;GO:0030246;GO:0030247;GO:0038024;GO:0042578;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0047391;GO:0052689GO:0005615;GO:0005737;GO:0005794;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:004446415 22 0 102.2 3 1.28 0.059251 -1.84 Q64610;D3ZES5;F1LSF4Ectonucleotide pyrophosphatase/phosphodiesterase family member 2Enpp2 sp|Q64610|ENPP2_RAT Ectonucleotide pyrophosphatase/phosphodiesterase family member 2 OS=Rattus norvegicus OX=10116 GN=Enpp2 PE=1 SV=2;tr|D3ZES5|D3ZES5_RAT Ectonucleotide pyrophosphatase/phosphodiesterase family member 2 OS=Rattus norvegicus OX=10116 GN=Enp
25.81 25.87 25.67 26.45 26.61 25.98 0.56 actin binding;actinin binding;binding;cation binding;cytoskeletal protein binding;enzyme binding;ion binding;kinase binding;metal ion binding;protein binding;protein complex scaffold;protein kinase binding;protein kinase C binding;protein N-terminus binding;receptor signaling complex scaffold activity;structural molecule activity;transition metal ion binding;zinc ion bindinganatomical structure development;biological regulation;developmental processcell part;cell projection;cytoskeleton;cytosol;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;neuron projection;organelleAcetylation;Alternativesplicing;Celljunction;Cellmembrane;Completeproteome;Cytoplasm;LIMdomain;Membrane;Metal-binding;Phosphoprotein;Postsynapticcellmembrane;Referenceproteome;Repeat;Synapse;Synaptosome;ZincGO:0007507;GO:0010769;GO:0010975;GO:0022603;GO:0022604;GO:0031344;GO:0032502;GO:0044087;GO:0045595;GO:0045664;GO:0048513;GO:0048814;GO:0048856;GO:0050767;GO:0050773;GO:0050789;GO:0050793;GO:0050794;GO:0050807;GO:0051128;GO:0051239;GO:0051960;GO:0051963;GO:0060284;GO:0060998;GO:0061001;GO:0065007;GO:2000026GO:0003779;GO:0005080;GO:0005198;GO:0005488;GO:0005515;GO:0008092;GO:0008270;GO:0019899;GO:0019900;GO:0019901;GO:0030159;GO:0032947;GO:0042805;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0047485GO:0005829;GO:0005856;GO:0014069;GO:0015629;GO:0016020;GO:0030018;GO:0030054;GO:0042995;GO:0043005;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:0044456;GO:0044464;GO:0045211;GO:009706020 45.9 0 123.3 1 1.32 0.05357 -1.88 Q62920 PDZ and LIM domain protein 5 Pdlim5 sp|Q62920|PDLI5_RAT PDZ and LIM domain protein 5 OS=Rattus norvegicus OX=10116 GN=Pdlim5 PE=1 SV=2
22.82 22.19 22.79 23.24 23.45 22.77 0.56 binding;catalytic activity;cation binding;corticotropin-releasing hormone receptor 1 binding;corticotropin-releasing hormone receptor binding;GDP binding;G-protein beta/gamma-subunit complex binding;G-protein coupled photoreceptor activity;G-protein coupled receptor activity;G-protein-coupled receptor binding;GTP binding;GTPase activating protein binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hormone receptor binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;ion binding;metabotropic serotonin receptor binding;metal ion binding;molecular transducer activity;mu-type opioid receptor binding;neuropeptide receptor binding;nucleoside-triphosphatase activity;nucleotide binding;opioid receptor binding;peptide hormone receptor binding;photoreceptor activity;protein binding;protein complex binding;protein domain specific binding;purine nucleotide binding;purine ribonucleoside triphoaging;anatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;behavior;biological adhesion;biological regulation;cell adhesion;cell cycle;cell development;cell division;cell proliferation;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;detection of stimulus;developmental process;DNA metabolic process;DNA modification;energy reserve metabolic process;generation of precursor metabolites and energy;growth;homeostatic process;macromolecule metabolic process;macromolecule modification;membrane fusion;membrane organization;metabolic process;multicellular organismal process;neurological system process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;one-carbon metabolic process;organelle fusion;organelle organization;phosphorus metabolic process;primary metabolic prcell body;cell part;cell projection;centrosome;cilium;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;midbody;neuron projection;neuronal cell body;nucleoplasm;nucleus;organelle;photoreceptor inner segment;plasma membrane;protein complex;vesicleAxon guidance;Chagas disease (American trypanosomiasis);Chemokine signaling pathway;Gap junction;Gastric acid secretion;Leukocyte transendothelial migration;Long-term depression;Melanogenesis;Phototransduction;Progesterone-mediated oocyte maturation;Tight junction;Toxoplasmosis3D-structure;Alternativesplicing;Cellcycle;Celldivision;Cellmembrane;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Lipoprotein;Magnesium;Membrane;Metal-binding;Myristate;Nucleotide-binding;Nucleus;Palmitate;Phosphoprotein;Polymorphism;Proteomicsidentification;Referenceproteome;Sensorytransduction;Taste;Transducer;VisionGO:0000186;GO:0000302;GO:0001503;GO:0001580;GO:0001894;GO:0001932;GO:0001958;GO:0001973;GO:0002682;GO:0002761;GO:0002763;GO:0003008;GO:0006091;GO:0006112;GO:0006139;GO:0006140;GO:0006259;GO:0006304;GO:0006305;GO:0006306;GO:0006464;GO:0006468;GO:0006730;GO:0006793;GO:0006796;GO:0006807;GO:0006873;GO:0006874;GO:0006875;GO:0006906;GO:0006944;GO:0006950;GO:0006979;GO:0006996;GO:0007049;GO:0007155;GO:0007165;GO:0007166;GO:0007186;GO:0007187;GO:0007188;GO:0007189;GO:0007190;GO:0007191;GO:0007193;GO:0007194;GO:0007204;GO:0007212;GO:0007213;GO:0007214;GO:0007568;GO:0007600;GO:0007601;GO:0007606;GO:0007610;GO:0007626;GO:0008016;GO:0008152;GO:0008283;GO:0008284;GO:0009314;GO:0009416;GO:0009581;GO:0009582;GO:0009583;GO:0009584;GO:0009593;GO:0009605;GO:0009628;GO:0009642;GO:0009653;GO:0009719;GO:0009886;GO:0009887;GO:0009888;GO:0009889;GO:0009894;GO:0009987;GO:0010033;GO:0010035;GO:0010171;GO:0010243;GO:0010468;GO:0010578;GO:0010579;GO:0010646;GO:0010648;GO:0010959;GO:0014070;GO:0014072;GO:0015980;GO:0016043;GO:0016044;GGO:0000166;GO:0001664;GO:0003824;GO:0003924;GO:0004871;GO:0004872;GO:0004888;GO:0004930;GO:0005102;GO:0005488;GO:0005515;GO:0005525;GO:0008020;GO:0009881;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0019904;GO:0031628;GO:0031683;GO:0031821;GO:0031852;GO:0032403;GO:0032553;GO:0032555;GO:0032561;GO:0032794;GO:0035639;GO:0038023;GO:0043167;GO:0043169;GO:0046872;GO:0051427;GO:0051428;GO:0051429;GO:0051430;GO:0060089;GO:0071855GO:0000139;GO:0001669;GO:0001750;GO:0001917;GO:0005634;GO:0005654;GO:0005737;GO:0005765;GO:0005774;GO:0005813;GO:0005815;GO:0005829;GO:0005834;GO:0005886;GO:0005929;GO:0005930;GO:0016020;GO:0016023;GO:0016324;GO:0019897;GO:0019898;GO:0030141;GO:0030425;GO:0030496;GO:0031090;GO:0031234;GO:0031410;GO:0031513;GO:0031982;GO:0031988;GO:0032391;GO:0032991;GO:0042588;GO:0042995;GO:0043005;GO:0043025;GO:0043209;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044431;GO:0044437;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0045121;GO:0065010;GO:0070062;GO:00723726 21.1 0 19.276 10 0.91 0.11191 -1.44 P04897;P10824;Q5EEY3;P59215;P08753;D3ZSS5;D4AA42;M0R9J4;A0A0G2JWA1;P29348Guanine nucleotide-binding protein G(i) subunit alpha-2;Guanine nucleotide-binding protein G(i) subunit alpha-1Gnai2;Gnai1 sp|P04897|GNAI2_RAT Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Rattus norvegicus OX=10116 GN=Gnai2 PE=1 SV=3;sp|P10824|GNAI1_RAT Guanine nucleotide-binding protein G(i) subunit alpha-1 OS=Rattus norvegicus OX=10116 GN=Gnai1 PE=1 SV=3
30.89 30.50 30.93 31.25 31.59 31.14 0.55 actin binding;actin filament binding;binding;cytoskeletal protein binding;identical protein binding;protein binding;protein dimerization activity;protein homodimerization activity;protein N-terminus bindingbiological regulation;cellular component movement;cellular component organization;cellular process;multicellular organismal process;muscle contraction;regulation of organelle organization;response to stimulus;response to stresscell part;cytoplasm;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complexCardiac muscle contraction;Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM)3D-structure;Acetylation;Actin-binding;Alternativesplicing;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Isopeptidebond;Muscleprotein;Phosphoprotein;Referenceproteome;UblconjugationGO:0003008;GO:0003012;GO:0006140;GO:0006928;GO:0006936;GO:0006941;GO:0006950;GO:0008064;GO:0009611;GO:0009894;GO:0009987;GO:0010638;GO:0010639;GO:0016043;GO:0019219;GO:0019222;GO:0030029;GO:0030030;GO:0030048;GO:0030049;GO:0030155;GO:0030334;GO:0030336;GO:0030811;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031323;GO:0031329;GO:0031333;GO:0031529;GO:0032231;GO:0032233;GO:0032271;GO:0032272;GO:0032501;GO:0032535;GO:0032781;GO:0032879;GO:0032956;GO:0032970;GO:0033043;GO:0033121;GO:0033275;GO:0040012;GO:0040013;GO:0042060;GO:0043085;GO:0043242;GO:0043244;GO:0043254;GO:0043462;GO:0044087;GO:0044093;GO:0045785;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051128;GO:0051129;GO:0051130;GO:0051171;GO:0051270;GO:0051271;GO:0051336;GO:0051345;GO:0051492;GO:0051493;GO:0051494;GO:0051495;GO:0051496;GO:0051693;GO:0060048;GO:0065007;GO:0065008;GO:0065009;GO:0070252;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:0090066;GO:2000145;GO:2000146GO:0003779;GO:0005488;GO:0005515;GO:0008092;GO:0042802;GO:0042803;GO:0046983;GO:0047485;GO:0051015GO:0005737;GO:0005856;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044424;GO:004446434 67 0 323.31 2 1.34 0.053411 -1.89 A0A0G2K7F7;P04692Tropomyosin alpha-1 chain Tpm1 tr|A0A0G2K7F7|A0A0G2K7F7_RAT Tropomyosin alpha-1 chain OS=Rattus norvegicus OX=10116 GN=Tpm1 PE=1 SV=1;sp|P04692|TPM1_RAT Tropomyosin alpha-1 chain OS=Rattus norvegicus OX=10116 GN=Tpm1 PE=1 SV=3
27.61 27.18 27.73 28.45 28.10 27.62 0.55 binding;DNA binding;nucleic acid binding;nucleotide binding;regulatory region nucleic acid binding;regulatory region RNA binding;RNA binding;sequence-specific DNA binding;single-stranded DNA binding;single-stranded telomeric DNA binding;structure-specific DNA binding;telomeric DNA bindinganatomical structure development;biological regulation;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;establishment of localization;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing compound transport;primary metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;RNA metabolic process;RNA processing;RNA splicing;transportcell body;cell part;cell projection;cytoplasm;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;neuronal cell body;nucleoplasm;nucleus;organelle;ribonucleoprotein complex;spliceosomal complexAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Methylation;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Ribonucleoprotein;RNA-binding;SpliceosomeGO:0000122;GO:0003006;GO:0006139;GO:0006355;GO:0006357;GO:0006396;GO:0006397;GO:0006807;GO:0006810;GO:0008152;GO:0008380;GO:0008406;GO:0008584;GO:0009719;GO:0009725;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010001;GO:0010033;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0015931;GO:0016070;GO:0016071;GO:0019219;GO:0019222;GO:0022414;GO:0030154;GO:0030324;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0031960;GO:0032502;GO:0033119;GO:0034641;GO:0042221;GO:0043170;GO:0043484;GO:0044237;GO:0044238;GO:0044260;GO:0045892;GO:0045934;GO:0048024;GO:0048025;GO:0048513;GO:0048519;GO:0048523;GO:0048545;GO:0048608;GO:0048709;GO:0048856;GO:0048869;GO:0050657;GO:0050658;GO:0050684;GO:0050686;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051172;GO:0051234;GO:0051236;GO:0051252;GO:0051253;GO:0051385;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112;GO:2000113GO:0000166;GO:0001067;GO:0001069;GO:0003676;GO:0003677;GO:0003697;GO:0003723;GO:0005488;GO:0042162;GO:0043047;GO:0043565;GO:0043566GO:0000785;GO:0005634;GO:0005654;GO:0005681;GO:0005737;GO:0016020;GO:0030529;GO:0032991;GO:0035770;GO:0042995;GO:0043005;GO:0043025;GO:0043204;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044297;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:0071013;GO:007159820 53.4 0 323.31 3 0.87 0.124293 -1.39 F1LNF1;F1LM82;A7VJC2Heterogeneous nuclear ribonucleoproteins A2/B1Hnrnpa2b1 tr|F1LNF1|F1LNF1_RAT Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Rattus norvegicus OX=10116 GN=Hnrnpa2b1 PE=1 SV=1;tr|F1LM82|F1LM82_RAT Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Rattus norvegicus OX=10116 GN=Hnrnpa2b1 PE=1 SV=3;sp|A7VJC2|ROA2
27.34 27.25 27.01 27.76 27.62 27.87 0.55 binding;extracellular matrix structural constituent;glycolipid binding;glycosphingolipid binding;lipid binding;sphingolipid binding;structural molecule activityanatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell differentiation;cell morphogenesis;cellular component morphogenesis;cellular component organization;cellular process;developmental processcell part;extracellular matrix;extracellular organelle;extracellular space;laminin complex;macromolecular complex;organelle;protein complex;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000902;GO:0000904;GO:0007155;GO:0007162;GO:0007566;GO:0009653;GO:0009887;GO:0009987;GO:0016043;GO:0016337;GO:0021812;GO:0022414;GO:0022610;GO:0030030;GO:0030154;GO:0030155;GO:0030334;GO:0030335;GO:0031175;GO:0031589;GO:0032502;GO:0032879;GO:0032989;GO:0034446;GO:0035987;GO:0040012;GO:0040017;GO:0042476;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0051270;GO:0051272;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:2000145;GO:2000147GO:0005198;GO:0005201;GO:0005488;GO:0008289;GO:0043208;GO:0046625;GO:0051861GO:0005606;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0043256;GO:0043259;GO:0044420;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 46 33 0 323.31 1 1.97 0.021355 -2.47 D3ZQN7 Lamb1 tr|D3ZQN7|D3ZQN7_RAT Laminin subunit beta 1 OS=Rattus norvegicus OX=10116 GN=Lamb1 PE=1 SV=3
23.36 24.36 23.41 24.29 24.14 24.35 0.55 binding;lipid binding;phosphatidylinositol binding;phosphatidylinositol-3,5-bisphosphate binding;phosphatidylinositol-3-phosphate binding;phosphatidylinositol-4-phosphate binding;phosphatidylinositol-5-phosphate binding;phospholipid bindingbiological regulation;cellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;membrane docking;membrane invagination;membrane organization;organelle organization;protein transport;regulation of transport;transport;vesicle organization;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;endosome;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleAcetylation;Completeproteome;Cytoplasmicvesicle;Directproteinsequencing;Endosome;Lipid-binding;Phosphoprotein;Proteintransport;Referenceproteome;Transport;UblconjugationGO:0006810;GO:0006897;GO:0006996;GO:0009966;GO:0009987;GO:0010324;GO:0010975;GO:0010976;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0022406;GO:0022615;GO:0023051;GO:0030100;GO:0030111;GO:0031344;GO:0031346;GO:0032879;GO:0045184;GO:0045595;GO:0045664;GO:0045806;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0050764;GO:0050765;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0051049;GO:0051051;GO:0051128;GO:0051129;GO:0051130;GO:0051234;GO:0051239;GO:0051960;GO:0060284;GO:0060627;GO:0061024;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:2000026GO:0005488;GO:0005543;GO:0008289;GO:0010314;GO:0032266;GO:0035091;GO:0070273;GO:0080025GO:0005768;GO:0005769;GO:0010008;GO:0016020;GO:0016023;GO:0019898;GO:0030135;GO:0030136;GO:0030139;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032009;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:00453358 48.8 0 21.795 1 0.76 0.156283 -1.27 Q5U211 Sorting nexin-3 Snx3 sp|Q5U211|SNX3_RAT Sorting nexin-3 OS=Rattus norvegicus OX=10116 GN=Snx3 PE=1 SV=1
22.95 22.84 22.17 23.09 23.43 23.07 0.54 binding;cation binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;ion binding;metal ion binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcellular process;establishment of localization;protein transport;transport;vesicle-mediated transportcell part;endoplasmic reticulum;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleProtein processing in endoplasmic reticulumCompleteproteome;Endoplasmicreticulum;ER-Golgitransport;Golgiapparatus;GTP-binding;Magnesium;Membrane;Metal-binding;Nucleotide-binding;Phosphoprotein;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0000166;GO:0005488;GO:0005525;GO:0017076;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0043167;GO:0043169;GO:0046872GO:0000139;GO:0005783;GO:0005789;GO:0005794;GO:0016020;GO:0016529;GO:0031090;GO:0031982;GO:0031988;GO:0032580;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700623 15.7 0 9.0967 2 0.94 0.109062 -1.47 Q6AY18;Q5HZY2GTP-binding protein SAR1b Sar1a;Sar1b tr|Q6AY18|Q6AY18_RAT SAR1 gene homolog A (S. cerevisiae), isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Sar1a PE=1 SV=1;sp|Q5HZY2|SAR1B_RAT GTP-binding protein SAR1b OS=Rattus norvegicus OX=10116 GN=Sar1b PE=2 SV=1
22.59 22.86 NaN 23.02 23.25 23.52 0.54 binding;carbohydrate binding;chemoattractant activity;cytokine receptor binding;extracellular matrix binding;glycosaminoglycan binding;growth factor activity;growth factor receptor binding;heparin binding;identical protein binding;pattern binding;polysaccharide binding;protein binding;protein dimerization activity;protein homodimerization activity;receptor binding;vascular endothelial growth factor receptor 2 binding;vascular endothelial growth factor receptor bindingaging;amine metabolic process;anatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;carbohydrate metabolic process;cell development;cell differentiation;cell maturation;cell motility;cell proliferation;cellular component movement;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;circulatory system process;developmental maturation;developmental process;embryo development;establishment of localization;growth;homeostatic process;immune system process;locomotion;macromolecule metabolic process;metabolic process;mRNA metabolic process;multicellular organismal process;multi-organism process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;polysaccharide metabolic process;primary metabolic process;regulation of body fluid levels;regulation of protein modification process;response to abiotic stimulus;response to chemical stimulus;response to drug;respocell part;cytoplasm;extracellular space;membrane;organelle;vesicleBladder cancer;Cytokine-cytokine receptor interaction;Focal adhesion;mTOR signaling pathway;Pancreatic cancer;Pathways in cancer;Renal cell carcinoma;Rheumatoid arthritisAlternativesplicing;Angiogenesis;Completeproteome;Developmentalprotein;Differentiation;Directproteinsequencing;Disulfidebond;Glycoprotein;Growthfactor;Heparin-binding;Mitogen;Proteomicsidentification;Referenceproteome;Secreted;SignalGO:0001101;GO:0001525;GO:0001541;GO:0001558;GO:0001569;GO:0001654;GO:0001666;GO:0001701;GO:0001763;GO:0001822;GO:0001894;GO:0001932;GO:0001934;GO:0001936;GO:0001938;GO:0001944;GO:0001952;GO:0001954;GO:0001974;GO:0002009;GO:0002040;GO:0002052;GO:0002053;GO:0002250;GO:0002376;GO:0002460;GO:0003008;GO:0003013;GO:0003018;GO:0003151;GO:0003169;GO:0005975;GO:0005976;GO:0006022;GO:0006139;GO:0006355;GO:0006357;GO:0006807;GO:0006810;GO:0006928;GO:0006935;GO:0006950;GO:0006955;GO:0007162;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007389;GO:0007399;GO:0007411;GO:0007423;GO:0007498;GO:0007565;GO:0007568;GO:0007584;GO:0007589;GO:0007595;GO:0008152;GO:0008283;GO:0008284;GO:0009266;GO:0009308;GO:0009409;GO:0009605;GO:0009611;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009790;GO:0009792;GO:0009887;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0009991;GO:0010033;GO:0010464;GO:0010468;GO:0010556;GO:0010557;GO:0010562;GO:0010594;GO:0010595;GO:0010604;GO:0010608;GO:0010627;GO:0010628;GGO:0001871;GO:0005102;GO:0005126;GO:0005172;GO:0005488;GO:0005515;GO:0005539;GO:0008083;GO:0008201;GO:0030246;GO:0030247;GO:0042056;GO:0042802;GO:0042803;GO:0043184;GO:0046983;GO:0050840;GO:0070851GO:0005604;GO:0005615;GO:0005737;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0044420;GO:0044421;GO:0044424;GO:00444646 15.7 0 74.449 7 1.08 0.087819 -1.74 F1M6X1;A0A0G2K6Z7;G8JLS5;P16612;F8WG85;A0A0H2UHY5;REV__Q66HB6Vascular endothelial growth factor A Vegfa tr|F1M6X1|F1M6X1_RAT Vascular endothelial growth factor A OS=Rattus norvegicus OX=10116 GN=Vegfa PE=3 SV=1;tr|A0A0G2K6Z7|A0A0G2K6Z7_RAT Vascular endothelial growth factor A OS=Rattus norvegicus OX=10116 GN=Vegfa PE=3 SV=1;tr|G8JLS5|G8JLS5_RAT Vascular endo
24.85 25.34 25.02 25.50 25.91 25.40 0.53 binding;catalytic activity;catechol O-methyltransferase activity;cation binding;ion binding;magnesium ion binding;metal ion binding;methyltransferase activity;O-methyltransferase activity;S-adenosylmethionine-dependent methyltransferase activity;transferase activity;transferase activity, transferring one-carbon groupsalcohol metabolic process;amine metabolic process;behavior;biological regulation;catabolic process;cell communication;cellular amino acid metabolic process;cellular aromatic compound metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;developmental process;heterocycle metabolic process;hormone metabolic process;lipid metabolic process;metabolic process;multicellular organismal process;multi-organism process;neurological system process;neurotransmitter metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;organic acid metabolic process;primary metabolic process;regulation of transport;response to biotic stimulus;response to chemical stimulus;response to drug;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;cell body;cell part;cell projection;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;neuron projection;organelle;vesicleBetalain biosynthesis;Steroid hormone biosynthesis;Tyrosine metabolism3D-structure;Alternativeinitiation;Catecholaminemetabolism;Cellmembrane;Completeproteome;Cytoplasm;Magnesium;Membrane;Metal-binding;Methyltransferase;Neurotransmitterdegradation;Referenceproteome;S-adenosyl-L-methionine;Signal-anchor;Transferase;Transmembrane;TransmembranehelixGO:0001505;GO:0002237;GO:0003008;GO:0006066;GO:0006082;GO:0006139;GO:0006520;GO:0006521;GO:0006575;GO:0006576;GO:0006584;GO:0006629;GO:0006725;GO:0006732;GO:0006790;GO:0006807;GO:0006950;GO:0007154;GO:0007565;GO:0007610;GO:0007611;GO:0007612;GO:0007613;GO:0007614;GO:0008152;GO:0008202;GO:0008210;GO:0008285;GO:0009056;GO:0009116;GO:0009119;GO:0009267;GO:0009308;GO:0009310;GO:0009605;GO:0009607;GO:0009712;GO:0009892;GO:0009893;GO:0009987;GO:0009991;GO:0010033;GO:0010565;GO:0010817;GO:0014070;GO:0016036;GO:0018958;GO:0019222;GO:0019614;GO:0019752;GO:0022414;GO:0031323;GO:0031324;GO:0031325;GO:0031335;GO:0031337;GO:0031644;GO:0031667;GO:0031668;GO:0031669;GO:0032496;GO:0032501;GO:0032502;GO:0032844;GO:0032879;GO:0033238;GO:0033239;GO:0033240;GO:0033554;GO:0033555;GO:0034311;GO:0034313;GO:0034641;GO:0034754;GO:0035813;GO:0035814;GO:0042053;GO:0042069;GO:0042127;GO:0042133;GO:0042135;GO:0042180;GO:0042221;GO:0042278;GO:0042402;GO:0042417;GO:0042420;GO:0042424;GO:0042445;GO:0042493;GO:0042537;GO:0042594;GO:0042762;GGO:0000287;GO:0003824;GO:0005488;GO:0008168;GO:0008171;GO:0008757;GO:0016206;GO:0016740;GO:0016741;GO:0043167;GO:0043169;GO:0046872GO:0005739;GO:0005829;GO:0016020;GO:0016021;GO:0030424;GO:0030425;GO:0031224;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043197;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044309;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044456;GO:0044463;GO:0044464;GO:0045211;GO:0065010;GO:0070062;GO:009706010 49.2 0 141.62 1 1.18 0.075389 -1.71 P22734 Catechol O-methyltransferase Comt sp|P22734|COMT_RAT Catechol O-methyltransferase OS=Rattus norvegicus OX=10116 GN=Comt PE=1 SV=2
25.99 25.69 26.23 26.85 26.13 26.51 0.53 binding;carboxylic acid binding;catalytic activity;cation binding;ferrous iron binding;ion binding;iron ion binding;L-ascorbic acid binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;peptide binding;peptidyl-lysine 5-dioxygenase activity;procollagen-lysine 5-dioxygenase activity;transition metal ion binding;vitamin bindingcellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stresscell part;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleLysine degradationCollagen;Completeproteome;Dioxygenase;Endoplasmicreticulum;Glycoprotein;Iron;Membrane;Metal-binding;Oxidoreductase;Proteomicsidentification;Referenceproteome;Signal;VitaminCGO:0001666;GO:0006464;GO:0006950;GO:0008152;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0017185;GO:0018126;GO:0018193;GO:0018205;GO:0019538;GO:0032870;GO:0042221;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0050896;GO:0051716;GO:0070482;GO:0070887;GO:0071310;GO:0071495GO:0003824;GO:0005488;GO:0005506;GO:0008198;GO:0008475;GO:0016491;GO:0016705;GO:0016706;GO:0019842;GO:0031406;GO:0031418;GO:0042277;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070815GO:0005581;GO:0005783;GO:0005789;GO:0016020;GO:0030867;GO:0031090;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006224 40 0 281.54 2 0.95 0.108806 -1.47 D3ZQ74;Q63321Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1Plod1 tr|D3ZQ74|D3ZQ74_RAT Procollagen-lysine, 2-oxoglutarate 5-dioxygenase 1 OS=Rattus norvegicus OX=10116 GN=Plod1 PE=1 SV=2;sp|Q63321|PLOD1_RAT Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Rattus norvegicus OX=10116 GN=Plod1 PE=1 SV=1
23.15 24.27 24.73 24.57 24.69 24.48 0.53 binding;GDP binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingbiological regulation;cell division;cellular component organization;cellular process;chromosome segregation;mitosis;nuclear division;organelle fission;organelle organization;response to stimulus;signal transductioncell part;extracellular organelle;membrane;midbody;organelle;vesicleCellcycle;Celldivision;Chromosomepartition;Completeproteome;Cytoplasm;Cytoskeleton;Endosome;GTP-binding;Lysosome;Membrane;Mitosis;Nucleotide-binding;ReferenceproteomeGO:0000280;GO:0006996;GO:0007059;GO:0007067;GO:0007165;GO:0007264;GO:0009987;GO:0016043;GO:0022402;GO:0022403;GO:0035556;GO:0048285;GO:0050789;GO:0050794;GO:0050896;GO:0051301;GO:0051716;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0000166;GO:0005488;GO:0005525;GO:0017076;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005765;GO:0005774;GO:0010008;GO:0016020;GO:0030496;GO:0031090;GO:0031902;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044437;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0051233;GO:0065010;GO:00700627 36.6 0 62.343 1 0.49 0.304707 -0.92 Q66HA6 ADP-ribosylation factor-like protein 8B Arl8b sp|Q66HA6|ARL8B_RAT ADP-ribosylation factor-like protein 8B OS=Rattus norvegicus OX=10116 GN=Arl8b PE=2 SV=1
25.98 25.90 26.14 26.61 26.90 26.08 0.53 aging;anatomical structure development;biological regulation;developmental process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stressextracellular organelle;macromolecular complex;organelle;protein complex;vesicleChagas disease (American trypanosomiasis);Complement and coagulation cascades;Prion diseases;Staphylococcus aureus infection;Systemic lupus erythematosusCollagen;Complementpathway;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydroxylation;Immunity;Innateimmunity;Proteomicsidentification;Pyrrolidonecarboxylicacid;Referenceproteome;Repeat;Secreted;SignalGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0007420;GO:0007568;GO:0008152;GO:0009719;GO:0009725;GO:0010033;GO:0019538;GO:0031960;GO:0032502;GO:0042221;GO:0043170;GO:0044238;GO:0045087;GO:0048513;GO:0048518;GO:0048545;GO:0048583;GO:0048584;GO:0048839;GO:0048856;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0051384;GO:0065007;GO:0072376GO:0005581;GO:0005602;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044420;GO:0044421;GO:0065010;GO:0070062;GO:00725626 27.3 0 76.157 2 0.98 0.100828 -1.50 G3V7N9;P31721Complement C1q subcomponent subunit BC1qb tr|G3V7N9|G3V7N9_RAT Adiponectin a OS=Rattus norvegicus OX=10116 GN=C1qb PE=1 SV=1;sp|P31721|C1QB_RAT Complement C1q subcomponent subunit B OS=Rattus norvegicus OX=10116 GN=C1qb PE=1 SV=2
24.16 24.18 24.61 24.36 25.23 24.94 0.53 biological regulation;biosynthetic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;localization;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of protein modification process;response to stimulus;response to stresscell part;extracellular organelle;organelle;vesicleB cell receptor signaling pathway;Hepatitis C;MalariaCompleteproteome;Directproteinsequencing;Disulfidebond;Membrane;Proteomicsidentification;Referenceproteome;Transmembrane;TransmembranehelixGO:0000187;GO:0001932;GO:0001934;GO:0002682;GO:0002684;GO:0002694;GO:0002696;GO:0006464;GO:0006468;GO:0006629;GO:0006644;GO:0006650;GO:0006661;GO:0006793;GO:0006796;GO:0006950;GO:0008104;GO:0008152;GO:0008284;GO:0008610;GO:0008654;GO:0009058;GO:0009611;GO:0009893;GO:0009966;GO:0009987;GO:0010562;GO:0010604;GO:0016310;GO:0019216;GO:0019220;GO:0019222;GO:0019538;GO:0019637;GO:0023051;GO:0030888;GO:0030890;GO:0031323;GO:0031325;GO:0031399;GO:0031401;GO:0032268;GO:0032270;GO:0032879;GO:0032944;GO:0032946;GO:0033036;GO:0033674;GO:0040008;GO:0040012;GO:0042127;GO:0042325;GO:0042327;GO:0043085;GO:0043126;GO:0043128;GO:0043170;GO:0043405;GO:0043406;GO:0043412;GO:0043549;GO:0043550;GO:0044093;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044260;GO:0044267;GO:0045017;GO:0045834;GO:0045859;GO:0045860;GO:0045937;GO:0046474;GO:0046486;GO:0046488;GO:0048518;GO:0048522;GO:0048583;GO:0050670;GO:0050671;GO:0050730;GO:0050731;GO:0050789;GO:0050790;GO:0050794;GO:0050864;GO:0050865;GO:0050867;GO:0050871;GO:0050896;GO:0051174;GGO:0001772;GO:0005887;GO:0005912;GO:0005924;GO:0005925;GO:0016021;GO:0016324;GO:0030054;GO:0030055;GO:0031224;GO:0031226;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:00701613 25 0 238.09 2 0.83 0.140668 -1.33 Q6P9V1;Q62745Tetraspanin;CD81 antigen Cd81 tr|Q6P9V1|Q6P9V1_RAT Tetraspanin OS=Rattus norvegicus OX=10116 GN=Cd81 PE=1 SV=1;sp|Q62745|CD81_RAT CD81 antigen OS=Rattus norvegicus OX=10116 GN=Cd81 PE=1 SV=1
26.92 27.62 27.43 27.67 27.93 27.95 0.52 binding;nucleic acid binding;ribonucleoprotein binding;ribosome binding;RNA binding;translation elongation factor activity;translation factor activity, nucleic acid binding;translation initiation factor activityaging;biological regulation;developmental process;establishment of localization;nucleobase-containing compound transport;protein transport;regulation of translation;transportcell body;cell part;cell projection;macromolecular complex;membrane;neuron projection;neuronal cell body;nuclear pore;protein complexAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Elongationfactor;Endoplasmicreticulum;Hypusine;Initiationfactor;Membrane;mRNAtransport;Nuclearporecomplex;Nucleus;Proteinbiosynthesis;Proteintransport;Referenceproteome;RNA-binding;Translocation;TransportGO:0006417;GO:0006448;GO:0006449;GO:0006452;GO:0006810;GO:0007568;GO:0008284;GO:0009889;GO:0009891;GO:0009893;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010608;GO:0010941;GO:0010942;GO:0015031;GO:0015931;GO:0019222;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032268;GO:0032270;GO:0032502;GO:0042127;GO:0042981;GO:0043065;GO:0043066;GO:0043067;GO:0043068;GO:0043069;GO:0043243;GO:0043244;GO:0045184;GO:0045595;GO:0045597;GO:0045727;GO:0045901;GO:0045905;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050657;GO:0050658;GO:0050789;GO:0050793;GO:0050794;GO:0051028;GO:0051094;GO:0051128;GO:0051130;GO:0051147;GO:0051149;GO:0051234;GO:0051236;GO:0051246;GO:0051247;GO:0060255;GO:0060548;GO:0065007;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003743;GO:0003746;GO:0005488;GO:0008135;GO:0043021;GO:0043022GO:0005643;GO:0005789;GO:0016020;GO:0030425;GO:0031090;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043234;GO:0044297;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:004693014 72.1 0 306.91 2 1.08 0.090564 -1.59 Q3T1J1;G3V7J7Eukaryotic translation initiation factor 5A-1;Eukaryotic translation initiation factor 5AEif5a;Eif5a2 sp|Q3T1J1|IF5A1_RAT Eukaryotic translation initiation factor 5A-1 OS=Rattus norvegicus OX=10116 GN=Eif5a PE=1 SV=3;tr|G3V7J7|G3V7J7_RAT Eukaryotic translation initiation factor 5A OS=Rattus norvegicus OX=10116 GN=Eif5a2 PE=3 SV=1
26.46 26.33 26.33 26.52 26.34 27.81 0.52 adenosylhomocysteinase activity;adenyl nucleotide binding;binding;catalytic activity;coenzyme binding;cofactor binding;hydrolase activity;hydrolase activity, acting on ether bonds;identical protein binding;NAD binding;nucleotide binding;protein binding;purine nucleotide binding;trialkylsulfonium hydrolase activityamine metabolic process;behavior;biosynthetic process;catabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;immune system process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;one-carbon metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stress;rhythmic process;small molecule metabolic process;sulfur compound metabolic processcell part;cell projection;cytoplasmic membrane-bounded vesicle;cytosol;intracellular membrane-bounded organelle;intracellular organelle;neuron projection;nucleus;organelle;vesicleCysteine and methionine metabolism3D-structure;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;NAD;One-carbonmetabolism;ReferenceproteomeGO:0000096;GO:0000097;GO:0001666;GO:0002376;GO:0002437;GO:0002439;GO:0002544;GO:0006082;GO:0006139;GO:0006520;GO:0006575;GO:0006730;GO:0006732;GO:0006790;GO:0006807;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0007584;GO:0007610;GO:0007622;GO:0007623;GO:0008152;GO:0008652;GO:0009056;GO:0009058;GO:0009063;GO:0009116;GO:0009119;GO:0009308;GO:0009309;GO:0009310;GO:0009605;GO:0009611;GO:0009987;GO:0009991;GO:0016053;GO:0016054;GO:0019510;GO:0019752;GO:0031667;GO:0033353;GO:0034641;GO:0042180;GO:0042219;GO:0042221;GO:0042278;GO:0042745;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044271;GO:0044272;GO:0044281;GO:0044282;GO:0044283;GO:0046128;GO:0046394;GO:0046395;GO:0046483;GO:0046498;GO:0046500;GO:0048511;GO:0048512;GO:0050667;GO:0050896;GO:0051186;GO:0055086;GO:0070482;GO:0071268;GO:0072521GO:0000166;GO:0003824;GO:0004013;GO:0005488;GO:0005515;GO:0016787;GO:0016801;GO:0016802;GO:0017076;GO:0030554;GO:0042802;GO:0048037;GO:0050662;GO:0051287GO:0005634;GO:0005829;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464;GO:004877016 38.7 0 300.37 1 0.48 0.307637 -0.91 P10760 Adenosylhomocysteinase Ahcy sp|P10760|SAHH_RAT Adenosylhomocysteinase OS=Rattus norvegicus OX=10116 GN=Ahcy PE=1 SV=3
22.84 23.42 23.14 23.02 23.46 24.46 0.51 carboxyl-O-methyltransferase activity;catalytic activity;methyltransferase activity;O-methyltransferase activity;protein carboxyl O-methyltransferase activity;protein methyltransferase activity;protein-L-isoaspartate (D-aspartate) O-methyltransferase activity;S-adenosylmethionine-dependent methyltransferase activity;transferase activity;transferase activity, transferring one-carbon groupsamine metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic process;sulfur compound metabolic processcell part;cytoplasm Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Methyltransferase;Referenceproteome;S-adenosyl-L-methionine;TransferaseGO:0006082;GO:0006139;GO:0006520;GO:0006575;GO:0006732;GO:0006790;GO:0006807;GO:0008152;GO:0009116;GO:0009119;GO:0009308;GO:0009987;GO:0019752;GO:0034641;GO:0042180;GO:0042278;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044281;GO:0046128;GO:0046483;GO:0046498;GO:0046500;GO:0051186;GO:0055086;GO:0072521GO:0003824;GO:0004719;GO:0008168;GO:0008171;GO:0008276;GO:0008757;GO:0010340;GO:0016740;GO:0016741;GO:0051998GO:0005737;GO:0044424;GO:0044464 7 34.8 0 31.187 2 0.49 0.30569 -0.92 P22062;A0A140TAB9Protein-L-isoaspartate(D-aspartate) O-methyltransferasePcmt1 sp|P22062|PIMT_RAT Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Rattus norvegicus OX=10116 GN=Pcmt1 PE=1 SV=2;tr|A0A140TAB9|A0A140TAB9_RAT Protein-L-isoaspartate O-methyltransferase OS=Rattus norvegicus OX=10116 GN=Pcmt1 PE=1 SV=1
24.45 24.76 23.93 24.38 25.46 24.84 0.51 binding;integrin binding;protein binding;protein complex binding;receptor bindinganatomical structure development;anatomical structure formation involved in morphogenesis;biological adhesion;biological regulation;cell adhesion;cell development;cell junction organization;cellular component assembly;cellular component movement;cellular component organization;cellular membrane organization;cellular process;developmental process;membrane fusion;membrane organization;response to abiotic stimulus;response to chemical stimulus;response to stimulus;response to stresscell part;cell surface;extracellular organelle;extracellular space;organelle;vesicleHematopoietic cell lineageCelladhesion;Completeproteome;Directproteinsequencing;Disulfidebond;Fertilization;Glycoprotein;Lipoprotein;Membrane;Palmitate;Referenceproteome;Transmembrane;TransmembranehelixGO:0006928;GO:0006944;GO:0006950;GO:0007043;GO:0007155;GO:0007342;GO:0007420;GO:0008285;GO:0009414;GO:0009415;GO:0009628;GO:0009987;GO:0010927;GO:0014003;GO:0016043;GO:0016044;GO:0021782;GO:0022412;GO:0022414;GO:0022607;GO:0022610;GO:0030913;GO:0032502;GO:0034329;GO:0034330;GO:0042127;GO:0042221;GO:0045026;GO:0045216;GO:0048468;GO:0048513;GO:0048519;GO:0048523;GO:0048610;GO:0048646;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0061024;GO:0061025;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005102;GO:0005178;GO:0005488;GO:0005515;GO:0032403GO:0005615;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0009986;GO:0016021;GO:0016324;GO:0030054;GO:0030055;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:00701614 15.5 0 39.139 1 0.58 0.239258 -1.04 P40241 CD9 antigen Cd9 sp|P40241|CD9_RAT CD9 antigen OS=Rattus norvegicus OX=10116 GN=Cd9 PE=1 SV=2
29.70 29.73 29.46 30.05 30.24 30.14 0.51 antioxidant activity;binding;catalytic activity;cation binding;heme binding;identical protein binding;ion binding;iron ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peroxidase activity;peroxiredoxin activity;protein binding;protein dimerization activity;protein homodimerization activity;tetrapyrrole binding;thioredoxin peroxidase activity;transition metal ion bindingbiological regulation;catabolic process;cell killing;cell proliferation;cellular metabolic process;cellular process;homeostatic process;immune system process;metabolic process;regulation of transport;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;organelle;vesiclePeroxisome3D-structure;Acetylation;Antioxidant;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Oxidoreductase;Peroxidase;Phosphoprotein;Redox-activecenter;ReferenceproteomeGO:0000302;GO:0000303;GO:0000305;GO:0001894;GO:0001895;GO:0001906;GO:0001909;GO:0002228;GO:0002252;GO:0002376;GO:0002443;GO:0002449;GO:0006801;GO:0006917;GO:0006950;GO:0006952;GO:0006955;GO:0006979;GO:0008152;GO:0008283;GO:0009056;GO:0009966;GO:0009987;GO:0010035;GO:0010627;GO:0010941;GO:0010942;GO:0012502;GO:0019430;GO:0023051;GO:0032386;GO:0032872;GO:0032879;GO:0032880;GO:0033157;GO:0033554;GO:0034101;GO:0034599;GO:0034614;GO:0034762;GO:0042221;GO:0042267;GO:0042306;GO:0042345;GO:0042542;GO:0042592;GO:0042743;GO:0042744;GO:0042981;GO:0042990;GO:0043065;GO:0043067;GO:0043068;GO:0043408;GO:0044237;GO:0044248;GO:0045087;GO:0046822;GO:0048518;GO:0048522;GO:0048583;GO:0048872;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051223;GO:0051716;GO:0060249;GO:0060341;GO:0065007;GO:0065008;GO:0070201;GO:0070301;GO:0070302;GO:0070887;GO:0071450;GO:0071451;GO:0072593;GO:0080134;GO:0080135GO:0003824;GO:0004601;GO:0005488;GO:0005506;GO:0005515;GO:0008379;GO:0016209;GO:0016491;GO:0016684;GO:0016705;GO:0020037;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0046872;GO:0046906;GO:0046914;GO:0046983;GO:0051920GO:0000785;GO:0000790;GO:0000791;GO:0005615;GO:0005719;GO:0005730;GO:0005737;GO:0005759;GO:0005782;GO:0005829;GO:0016023;GO:0031410;GO:0031907;GO:0031974;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044429;GO:0044438;GO:0044439;GO:0044444;GO:0044446;GO:0044454;GO:0044464;GO:0048770;GO:0065010;GO:0070013;GO:0070062+ + 15 66.8 0 197.04 2 2.13 0.020708 -2.53 A0A0G2K3Z9;Q63716Peroxiredoxin-1 Prdx1 tr|A0A0G2K3Z9|A0A0G2K3Z9_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1;sp|Q63716|PRDX1_RAT Peroxiredoxin-1 OS=Rattus norvegicus OX=10116 GN=Prdx1 PE=1 SV=1
24.73 24.14 23.57 24.68 24.86 24.42 0.51 binding;mRNA binding;nucleic acid binding;nucleic acid transmembrane transporter activity;nucleobase-containing compound transmembrane transporter activity;nucleotide binding;RNA binding;RNA transmembrane transporter activity;substrate-specific transmembrane transporter activity;substrate-specific transporter activity;transmembrane transporter activity;transporter activitycellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing compound transport;primary metabolic process;RNA metabolic process;RNA processing;RNA splicing;transportcell part;cell projection;cytoplasm;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;nucleus;organelle;ribonucleoprotein complex;spliceosomal complexSpliceosomeAcetylation;Alternativesplicing;Completeproteome;Directproteinsequencing;Methylation;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Ribonucleoprotein;RNA-binding;SpliceosomeGO:0006139;GO:0006396;GO:0006397;GO:0006807;GO:0006810;GO:0008152;GO:0008380;GO:0009987;GO:0015931;GO:0016070;GO:0016071;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0050657;GO:0050658;GO:0051028;GO:0051234;GO:0051236;GO:0090304GO:0000166;GO:0003676;GO:0003723;GO:0003729;GO:0005215;GO:0005488;GO:0015932;GO:0022857;GO:0022891;GO:0022892;GO:0051032;GO:0051033GO:0005634;GO:0005681;GO:0005737;GO:0030529;GO:0032991;GO:0035770;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:00444647 26.1 0 26.954 1 0.64 0.208989 -1.10 Q6URK4 Heterogeneous nuclear ribonucleoprotein A3Hnrnpa3 sp|Q6URK4|ROA3_RAT Heterogeneous nuclear ribonucleoprotein A3 OS=Rattus norvegicus OX=10116 GN=Hnrnpa3 PE=1 SV=1
23.11 23.58 NaN 23.62 24.03 23.89 0.50 binding;cation binding;ion binding;lipid binding;metal ion binding;phospholipid bindingestablishment of localization;lipid transport;transportcell part;membrane;plasma membraneAcetylation;Calcium;Cellmembrane;Coiledcoil;Completeproteome;Endoplasmicreticulum;Lipid-binding;Lipidtransport;Membrane;Metal-binding;Phosphoprotein;Referenceproteome;Repeat;Transmembrane;Transmembranehelix;TransportGO:0006810;GO:0006869;GO:0051234;GO:0071702GO:0005488;GO:0005543;GO:0008289;GO:0043167;GO:0043169;GO:0046872GO:0005886;GO:0016020;GO:0016021;GO:0030176;GO:0031224;GO:0031227;GO:0031300;GO:0031301;GO:0044232;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:00444645 6.1 0 14.754 2 0.91 0.11816 -1.50 A0A0G2JXJ7;Q9Z1X1Extended synaptotagmin-1 Esyt1 tr|A0A0G2JXJ7|A0A0G2JXJ7_RAT Extended synaptotagmin-1 OS=Rattus norvegicus OX=10116 GN=Esyt1 PE=1 SV=1;sp|Q9Z1X1|ESYT1_RAT Extended synaptotagmin-1 OS=Rattus norvegicus OX=10116 GN=Esyt1 PE=1 SV=1
21.46 22.95 22.82 22.17 22.74 23.82 0.50 binding;calcium ion binding;cation binding;ion binding;metal ion bindinganatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;biosynthetic process;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;growth;macromolecule metabolic process;metabolic process;multicellular organismal development;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;response to stimulus;RNA metabolic process;signal transductioncell part;cytoplasm;cytoskeleton;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleoplasm;nucleus;organelle;plasma membrane;protein complex;receptor complexDorso-ventral axis formation;Notch signaling pathwayActivator;ANKrepeat;Cellmembrane;Completeproteome;Developmentalprotein;Differentiation;Disulfidebond;EGF-likedomain;Glycoprotein;Membrane;Notchsignalingpathway;Nucleus;Phosphoprotein;Receptor;Referenceproteome;Repeat;Signal;Transcription;Transcriptionregulation;Transmembrane;TransmembranehelixGO:0006139;GO:0006351;GO:0006355;GO:0006807;GO:0007165;GO:0007166;GO:0007219;GO:0007275;GO:0008152;GO:0008284;GO:0009058;GO:0009059;GO:0009653;GO:0009888;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0016070;GO:0019219;GO:0019222;GO:0030154;GO:0030900;GO:0031099;GO:0031323;GO:0031326;GO:0032501;GO:0032502;GO:0032774;GO:0034641;GO:0034645;GO:0040007;GO:0042127;GO:0042246;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0045165;GO:0045595;GO:0045596;GO:0045664;GO:0045665;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048589;GO:0048646;GO:0048660;GO:0048661;GO:0048663;GO:0048856;GO:0048869;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051171;GO:0051239;GO:0051252;GO:0051716;GO:0051960;GO:0060255;GO:0060284;GO:0065007;GO:0072104;GO:0080090;GO:0090304;GO:2000026;GO:2000112GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005634;GO:0005654;GO:0005737;GO:0005856;GO:0005886;GO:0015629;GO:0016020;GO:0016021;GO:0031224;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0043235;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044446;GO:00444645 2.4 0 16.213 2 0.30 0.505587 -0.64 F1LQX7;Q9R172Neurogenic locus notch homolog protein 3;Notch 3 extracellular truncation;Notch 3 intracellular domainNotch3 tr|F1LQX7|F1LQX7_RAT Neurogenic locus notch homolog protein 3 OS=Rattus norvegicus OX=10116 GN=Notch3 PE=4 SV=2;sp|Q9R172|NOTC3_RAT Neurogenic locus notch homolog protein 3 OS=Rattus norvegicus OX=10116 GN=Notch3 PE=2 SV=2
23.91 24.11 23.27 24.30 24.23 24.25 0.49 biological regulation;cellular localization;cellular metabolic process;cellular process;localization;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;response to stimulus;signal transductioncell part;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membraneChaperone;Completeproteome;Endoplasmicreticulum;Glycoprotein;Referenceproteome;Signal;WntsignalingpathwayGO:0006457;GO:0007165;GO:0007166;GO:0008104;GO:0008152;GO:0009987;GO:0016055;GO:0019538;GO:0033036;GO:0034394;GO:0034613;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0050789;GO:0050794;GO:0050896;GO:0051179;GO:0051641;GO:0051716;GO:0065007;GO:0070727GO:0005783;GO:0005886;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:00444644 24.6 0 26.291 1 0.91 0.124788 -1.39 Q5U2R7 LDLR chaperone MESD Mesdc2 sp|Q5U2R7|MESD_RAT LRP chaperone MESD OS=Rattus norvegicus OX=10116 GN=Mesd PE=2 SV=1

NaN 22.73 23.64 23.76 23.69 23.57 0.49 binding;carbohydrate bindingcell part;intracellular Completeproteome;Lectin;Proteomicsidentification;ReferenceproteomeGO:0005488;GO:0030246GO:0005622;GO:0044464 6 45.3 0 19.858 1 0.59 0.23448 -1.09 B4F7A3 Galectin Lgalsl tr|B4F7A3|B4F7A3_RAT Galectin OS=Rattus norvegicus OX=10116 GN=Lgalsl PE=1 SV=1
23.62 23.91 23.79 24.42 24.05 24.32 0.49 binding;carboxylic acid binding;catalytic activity;cation binding;glucosyltransferase activity;ion binding;iron ion binding;L-ascorbic acid binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;peptidyl-lysine 5-dioxygenase activity;procollagen glucosyltransferase activity;procollagen-lysine 5-dioxygenase activity;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring hexosyl groups;transition metal ion binding;vitamin bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;cell morphogenesis;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular process;circulatory system process;developmental process;embryo development;extracellular matrix organization;extracellular structure organization;localization;multicellular organismal process;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;extracellular organelle;membrane;organelle;vesicleLysine degradation;Other types of O-glycan biosynthesisCompleteproteome;Dioxygenase;Endoplasmicreticulum;Glycoprotein;Iron;Membrane;Metal-binding;Oxidoreductase;Referenceproteome;Signal;VitaminCGO:0000902;GO:0000904;GO:0001701;GO:0001886;GO:0003008;GO:0003013;GO:0003018;GO:0003382;GO:0008104;GO:0009653;GO:0009719;GO:0009725;GO:0009790;GO:0009792;GO:0009887;GO:0009987;GO:0010033;GO:0016043;GO:0021915;GO:0022607;GO:0030198;GO:0030199;GO:0032501;GO:0032502;GO:0032870;GO:0032989;GO:0033036;GO:0035150;GO:0042221;GO:0042311;GO:0043009;GO:0043062;GO:0048729;GO:0048730;GO:0048856;GO:0048869;GO:0050880;GO:0050896;GO:0051179;GO:0051716;GO:0060425;GO:0065007;GO:0065008;GO:0070831;GO:0070887;GO:0071310;GO:0071495;GO:0071711;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090066GO:0003824;GO:0005488;GO:0005506;GO:0008475;GO:0016491;GO:0016705;GO:0016706;GO:0016740;GO:0016757;GO:0016758;GO:0019842;GO:0031406;GO:0031418;GO:0033823;GO:0043167;GO:0043169;GO:0046527;GO:0046872;GO:0046914;GO:0070815GO:0005789;GO:0016020;GO:0030867;GO:0031090;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 13 20.1 0 51.189 1 1.61 0.036475 -2.05 Q5U367 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3Plod3 sp|Q5U367|PLOD3_RAT Multifunctional procollagen lysine hydroxylase and glycosyltransferase LH3 OS=Rattus norvegicus OX=10116 GN=Plod3 PE=1 SV=1
28.72 28.51 28.16 28.78 29.12 28.95 0.49 adenyl nucleotide binding;adenyl ribonucleotide binding;amine binding;amino acid binding;ATP binding;binding;carboxylic acid binding;catalytic activity;drug binding;enzyme binding;enzyme regulator activity;glutathione binding;glutathione transferase activity;JUN kinase binding;kinase binding;kinase regulator activity;modified amino acid binding;nucleotide binding;peptide binding;protein binding;protein kinase binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring alkyl or aryl (other than methyl) groupsanatomical structure development;anatomical structure morphogenesis;biological regulation;cell communication;cell development;cell proliferation;cellular metabolic process;cellular process;developmental process;metabolic process;regulation of protein modification process;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;xenobiotic metabolic processcell part;cytoplasm;cytosol;intracellular;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nucleus;organelle;plasma membrane;protein complexDrug metabolism - cytochrome P450;Glutathione metabolism;Metabolism of xenobiotics by cytochrome P450Acetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Mitochondrion;Nucleotide-binding;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransferaseGO:0000302;GO:0001101;GO:0001817;GO:0001818;GO:0001932;GO:0002237;GO:0006469;GO:0006805;GO:0006950;GO:0006979;GO:0007154;GO:0007584;GO:0008152;GO:0008283;GO:0008285;GO:0009605;GO:0009607;GO:0009636;GO:0009653;GO:0009719;GO:0009725;GO:0009887;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009966;GO:0009968;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010243;GO:0010556;GO:0010558;GO:0010605;GO:0010627;GO:0010646;GO:0010648;GO:0010741;GO:0014003;GO:0014075;GO:0019220;GO:0019222;GO:0021782;GO:0023051;GO:0023057;GO:0031099;GO:0031100;GO:0031323;GO:0031325;GO:0031399;GO:0031667;GO:0031668;GO:0031960;GO:0032268;GO:0032355;GO:0032496;GO:0032502;GO:0032642;GO:0032651;GO:0032652;GO:0032680;GO:0032682;GO:0032691;GO:0032692;GO:0032720;GO:0032868;GO:0032869;GO:0032870;GO:0032872;GO:0032873;GO:0032928;GO:0032930;GO:0033273;GO:0033591;GO:0033673;GO:0035726;GO:0042127;GO:0042221;GO:0042325;GO:0043086;GO:0043122;GO:0043124;GO:0043200;GO:0043405;GO:0043407;GO:0043408;GO:0043409;GO:0043434;GO:0043506;GO:0043508;GGO:0000166;GO:0003824;GO:0004364;GO:0005488;GO:0005515;GO:0005524;GO:0008144;GO:0008432;GO:0016597;GO:0016740;GO:0016765;GO:0017076;GO:0019207;GO:0019899;GO:0019900;GO:0019901;GO:0030234;GO:0030554;GO:0031406;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042277;GO:0043176;GO:0043295;GO:0072341GO:0005622;GO:0005634;GO:0005737;GO:0005739;GO:0005829;GO:0005886;GO:0016020;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:0044444;GO:00444647 48.6 0 323.31 4 1.21 0.079499 -1.68 P04906;D4A8S2;A0A0G2K4Q5;Q7TP35Glutathione S-transferase P Gstp1 sp|P04906|GSTP1_RAT Glutathione S-transferase P OS=Rattus norvegicus OX=10116 GN=Gstp1 PE=1 SV=2
26.55 26.19 25.73 26.84 26.71 26.37 0.48 binding;cargo receptor activity;catalytic activity;cation binding;copper ion binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-NH2 group of donors;oxidoreductase activity, acting on the CH-NH2 group of donors, oxygen as acceptor;receptor activity;scavenger receptor activity;transition metal ion bindinganatomical structure morphogenesis;biological regulation;cell morphogenesis;cellular component morphogenesis;cellular component organization;cellular process;developmental processcell part;extracellular region;membraneCompleteproteome;Disulfidebond;ReferenceproteomeGO:0000902;GO:0000904;GO:0001837;GO:0006355;GO:0009653;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0016043;GO:0019219;GO:0019222;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032502;GO:0032989;GO:0045892;GO:0045934;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0051171;GO:0051172;GO:0051252;GO:0051253;GO:0060255;GO:0065007;GO:0071840;GO:0080090;GO:2000112;GO:2000113GO:0003824;GO:0004872;GO:0005044;GO:0005488;GO:0005507;GO:0016491;GO:0016638;GO:0016641;GO:0038024;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005576;GO:0016020;GO:0044464 21 35.5 0 108.99 1 0.81 0.151238 -1.29 D3ZP82 Loxl3 tr|D3ZP82|D3ZP82_RAT Lysyl oxidase-like 3 OS=Rattus norvegicus OX=10116 GN=Loxl3 PE=4 SV=1
25.46 24.16 25.81 25.71 25.76 25.37 0.47 biological regulation;cellular component organization;regulation of organelle organizationcell part;cytoskeleton;F-actin capping protein complex;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complexAcetylation;Actin-binding;Actincapping;Completeproteome;Cytoplasm;Cytoskeleton;ReferenceproteomeGO:0008064;GO:0010639;GO:0016043;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031333;GO:0032271;GO:0032272;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0043242;GO:0043244;GO:0043254;GO:0044087;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051016;GO:0051128;GO:0051129;GO:0051493;GO:0051494;GO:0051693;GO:0065007;GO:0065008;GO:0071840;GO:0090066GO:0005856;GO:0005911;GO:0008290;GO:0016020;GO:0030054;GO:0030863;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044464;GO:007120311 61.9 0 140.11 1 0.39 0.412858 -0.77 B2GUZ5 F-actin-capping protein subunit alpha-1 Capza1 sp|B2GUZ5|CAZA1_RAT F-actin-capping protein subunit alpha-1 OS=Rattus norvegicus OX=10116 GN=Capza1 PE=1 SV=1
24.15 24.27 23.40 24.38 24.50 24.36 0.47 binding;calcium ion binding;cation binding;ion binding;metal ion binding;protein binding;protein dimerization activity;protein heterodimerization activitymacromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysiscell part;cytoplasm;membrane;plasma membrane3D-structure;Acetylation;Calcium;Cellmembrane;Completeproteome;Cytoplasm;Directproteinsequencing;Membrane;Metal-binding;Proteomicsidentification;Referenceproteome;RepeatGO:0006508;GO:0008152;GO:0019538;GO:0043170;GO:0044238GO:0005488;GO:0005509;GO:0005515;GO:0043167;GO:0043169;GO:0046872;GO:0046982;GO:0046983GO:0005737;GO:0005886;GO:0016020;GO:0044424;GO:00444644 17.4 0 18.06 3 0.79 0.161607 -1.25 Q64537;M0RD20;A0A0G2K6H7Calpain small subunit 1 Capns1 sp|Q64537|CPNS1_RAT Calpain small subunit 1 OS=Rattus norvegicus OX=10116 GN=Capns1 PE=1 SV=3;tr|M0RD20|M0RD20_RAT Calpain small subunit 1 OS=Rattus norvegicus OX=10116 GN=Capns1 PE=1 SV=1;tr|A0A0G2K6H7|A0A0G2K6H7_RAT Calpain small subunit 1-like OS=Rattus
27.73 27.69 27.61 28.20 28.07 28.16 0.47 binding;collagen binding;molecular transducer activity;protein binding;signal transducer activityanatomical structure formation involved in morphogenesis;biological regulation;cell maturation;cell motility;cell proliferation;cellular component movement;cellular metabolic process;cellular process;developmental maturation;developmental process;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of protein modification process;response to chemical stimulus;response to stimulus;response to stress;signal transduction;tissue remodelingcell part;extracellular organelle;membrane;organelle;plasma membrane;vesicleAngiogenesis;Cellmembrane;Cellprojection;Completeproteome;Developmentalprotein;Differentiation;Directproteinsequencing;Disulfidebond;Glycoprotein;Membrane;Phosphoprotein;Proteoglycan;Referenceproteome;Repeat;Signal;Tissueremodeling;Transducer;Transmembrane;TransmembranehelixGO:0000187;GO:0001525;GO:0001932;GO:0001934;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0006928;GO:0006950;GO:0006952;GO:0006954;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0008152;GO:0008283;GO:0008347;GO:0009611;GO:0009893;GO:0009966;GO:0009987;GO:0010035;GO:0010038;GO:0010226;GO:0010562;GO:0010604;GO:0010975;GO:0010977;GO:0016310;GO:0016322;GO:0016477;GO:0019220;GO:0019222;GO:0019538;GO:0021700;GO:0023051;GO:0031323;GO:0031325;GO:0031344;GO:0031345;GO:0031399;GO:0031401;GO:0032268;GO:0032270;GO:0032501;GO:0032502;GO:0033674;GO:0035556;GO:0040011;GO:0042221;GO:0042325;GO:0042327;GO:0042551;GO:0043085;GO:0043170;GO:0043405;GO:0043406;GO:0043412;GO:0043549;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045595;GO:0045664;GO:0045859;GO:0045860;GO:0045937;GO:0048469;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048646;GO:0048771;GO:0048869;GO:0048870;GO:0050730;GO:0050731;GO:0050767;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050896;GO:0051128;GO:0051129;GO:0051174;GO:0051239;GGO:0004871;GO:0005488;GO:0005515;GO:0005518;GO:0060089GO:0005886;GO:0005887;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016021;GO:0016324;GO:0030054;GO:0030055;GO:0031224;GO:0031226;GO:0031253;GO:0031256;GO:0031258;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 52 30.5 0 323.31 2 3.05 0.00798 -3.06 F1LS79;Q00657Chondroitin sulfate proteoglycan 4 Cspg4 tr|F1LS79|F1LS79_RAT Chondroitin sulfate proteoglycan 4 OS=Rattus norvegicus OX=10116 GN=Cspg4 PE=4 SV=1;sp|Q00657|CSPG4_RAT Chondroitin sulfate proteoglycan 4 OS=Rattus norvegicus OX=10116 GN=Cspg4 PE=1 SV=2
24.44 24.22 23.60 24.29 24.70 24.65 0.46 binding;catalytic activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular process;establishment of localization;metabolic process;protein transport;regulation of transport;response to stimulus;signal transduction;transportcell part;cytoplasmic membrane-bounded vesicle;endosome;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;vesicleAmoebiasis;Endocytosis;ko05152;Phagosome;Vasopressin-regulated water reabsorptionCompleteproteome;GTP-binding;Nucleotide-binding;Proteomicsidentification;ReferenceproteomeGO:0006810;GO:0006886;GO:0007165;GO:0007264;GO:0007265;GO:0008152;GO:0009987;GO:0015031;GO:0030100;GO:0032482;GO:0032879;GO:0035556;GO:0045184;GO:0046907;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051128;GO:0051234;GO:0051649;GO:0051716;GO:0060627;GO:0065007GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005768;GO:0005769;GO:0005886;GO:0016020;GO:0016023;GO:0030139;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:00444646 33.3 0 21.453 1 0.75 0.176095 -1.21 B0BNK1 Rab5c tr|B0BNK1|B0BNK1_RAT RAB5C, member RAS oncogene family OS=Rattus norvegicus OX=10116 GN=Rab5c PE=1 SV=1
23.02 NaN 23.95 23.95 24.04 23.84 0.46 binding;catalytic activity;cation binding;copper ion binding;ferroxidase activity;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, oxidizing metal ions;oxidoreductase activity, oxidizing metal ions, oxygen as acceptor;transition metal ion bindingaging;anatomical structure development;biological regulation;cellular homeostasis;cellular ion homeostasis;cellular process;developmental process;establishment of localization;homeostatic process;ion transport;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;transmembrane transport;transportcell part;extracellular organelle;extracellular space;membrane;organelle;vesiclePorphyrin and chlorophyll metabolismCompleteproteome;Copper;Metal-binding;Oxidoreductase;Proteomicsidentification;ReferenceproteomeGO:0000041;GO:0001889;GO:0006810;GO:0006811;GO:0006812;GO:0006825;GO:0006873;GO:0006875;GO:0006879;GO:0007568;GO:0007584;GO:0009605;GO:0009987;GO:0009991;GO:0010035;GO:0010038;GO:0015679;GO:0019725;GO:0030001;GO:0030003;GO:0030324;GO:0031667;GO:0032502;GO:0034220;GO:0035434;GO:0042221;GO:0042592;GO:0046688;GO:0048513;GO:0048856;GO:0048878;GO:0050801;GO:0050896;GO:0051234;GO:0055065;GO:0055072;GO:0055080;GO:0055082;GO:0055085;GO:0065007;GO:0065008GO:0003824;GO:0004322;GO:0005488;GO:0005507;GO:0016491;GO:0016722;GO:0016724;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005615;GO:0005765;GO:0005774;GO:0016020;GO:0031090;GO:0031224;GO:0031225;GO:0031226;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0046658;GO:0065010;GO:0070062;GO:007256217 20.7 0 40.643 2 0.54 0.280657 -1.00 G3V7K3;A0A0G2K9I6 Cp tr|G3V7K3|G3V7K3_RAT Ceruloplasmin OS=Rattus norvegicus OX=10116 GN=Cp PE=1 SV=1;tr|A0A0G2K9I6|A0A0G2K9I6_RAT Ceruloplasmin OS=Rattus norvegicus OX=10116 GN=Cp PE=1 SV=1

NaN 22.66 21.98 22.83 22.56 22.91 0.45 biological regulation;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;regulation of protein modification processcell part;extracellular organelle;macromolecular complex;nucleoplasm;organelle;protein complex;vesicleCompleteproteome;Cytoplasm;Nucleus;Phosphoprotein;Referenceproteome;SignalosomeGO:0000338;GO:0001932;GO:0006464;GO:0007250;GO:0008152;GO:0008285;GO:0009966;GO:0009987;GO:0010388;GO:0019220;GO:0019222;GO:0019538;GO:0023051;GO:0031323;GO:0031399;GO:0032147;GO:0032268;GO:0033674;GO:0042127;GO:0042325;GO:0043085;GO:0043170;GO:0043412;GO:0043549;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045859;GO:0045860;GO:0048519;GO:0048523;GO:0048583;GO:0050789;GO:0050790;GO:0050794;GO:0051174;GO:0051246;GO:0051338;GO:0051347;GO:0060255;GO:0065007;GO:0065009;GO:0070646;GO:0070647;GO:0071900;GO:0071902;GO:0080090GO:0005654;GO:0008180;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0065010;GO:00700624 30.1 0 38.52 1 0.67 0.20579 -1.16 Q6P4Z9 COP9 signalosome complex subunit 8 Cops8 sp|Q6P4Z9|CSN8_RAT COP9 signalosome complex subunit 8 OS=Rattus norvegicus OX=10116 GN=Cops8 PE=2 SV=1
23.28 24.88 24.66 24.57 24.74 24.85 0.45 binding;cation binding;electron carrier activity;heme binding;ion binding;iron ion binding;metal ion binding;tetrapyrrole binding;transition metal ion bindingmetabolic process;response to chemical stimulus;response to stimuluscell part;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle3D-structure;Acetylation;Alternativesplicing;Completeproteome;Directproteinsequencing;Electrontransport;Endoplasmicreticulum;Heme;Iron;Membrane;Metal-binding;Microsome;Referenceproteome;Transmembrane;Transmembranehelix;TransportGO:0008152;GO:0010035;GO:0010038;GO:0042221;GO:0046686;GO:0050896;GO:0055114GO:0005488;GO:0005506;GO:0009055;GO:0020037;GO:0043167;GO:0043169;GO:0046872;GO:0046906;GO:0046914GO:0005783;GO:0005789;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:00444645 47.8 0 21.694 1 0.37 0.431161 -0.74 P00173 Cytochrome b5 Cyb5a sp|P00173|CYB5_RAT Cytochrome b5 OS=Rattus norvegicus OX=10116 GN=Cyb5a PE=1 SV=2
24.22 24.34 24.17 24.62 24.81 24.63 0.44 catalytic activity;hydrolase activitybiological regulationcell part;cytosol;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;organelle;vesicleCompleteproteome;Cytoplasm;Hydrolase;Nucleus;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0006355;GO:0006357;GO:0009889;GO:0009891;GO:0009893;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0019219;GO:0019222;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0045893;GO:0045935;GO:0045944;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051171;GO:0051173;GO:0051252;GO:0051254;GO:0060255;GO:0065007;GO:0080090;GO:2000112GO:0003824;GO:0016787GO:0005730;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 6 40.5 0 26.307 2 2.31 0.02144 -2.48 Q6DGG1;F1M5R3Alpha/beta hydrolase domain-containing protein 14BAbhd14b sp|Q6DGG1|ABHEB_RAT Protein ABHD14B OS=Rattus norvegicus OX=10116 GN=Abhd14b PE=2 SV=1;tr|F1M5R3|F1M5R3_RAT Protein ABHD14B OS=Rattus norvegicus OX=10116 GN=Abhd14b PE=1 SV=2
27.60 26.75 27.52 27.33 27.82 28.05 0.44 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological adhesion;biological regulation;cell adhesion;cellular process;establishment of localization;protein targeting;protein transport;transportcell part;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleFocal adhesion;Leukocyte transendothelial migration;Regulation of actin cytoskeleton;Tight junctionCalcium;Completeproteome;Metal-binding;Motorprotein;Muscleprotein;Myosin;Phosphoprotein;Referenceproteome;RepeatGO:0006605;GO:0006810;GO:0006886;GO:0007155;GO:0008360;GO:0009987;GO:0015031;GO:0016337;GO:0022603;GO:0022604;GO:0022610;GO:0034109;GO:0045184;GO:0046907;GO:0050789;GO:0050793;GO:0050794;GO:0051128;GO:0051234;GO:0051649;GO:0065007;GO:0065008;GO:0070527;GO:0072661;GO:0090002;GO:0090150GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0001725;GO:0016459;GO:0016460;GO:0030018;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0042641;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:0044464;GO:0065010;GO:007006211 80.2 0 323.31 1 0.57 0.261872 -0.99 P13832 Myosin regulatory light chain RLC-A Rlc-a sp|P13832|MRLCA_RAT Myosin regulatory light chain RLC-A OS=Rattus norvegicus OX=10116 GN=Rlc-a PE=2 SV=2

NaN 22.72 24.00 23.51 24.45 23.43 0.44 3'-5' exonuclease activity;3'-5'-exodeoxyribonuclease activity;binding;carbon-oxygen lyase activity;catalytic activity;cation binding;chromatin binding;chromatin DNA binding;damaged DNA binding;deoxyribonuclease activity;DNA binding;DNA-(apurinic or apyrimidinic site) lyase activity;double-stranded DNA specific 3'-5' exodeoxyribonuclease activity;double-stranded DNA specific exodeoxyribonuclease activity;endodeoxyribonuclease activity;endonuclease activity;endoribonuclease activity;exodeoxyribonuclease activity;exodeoxyribonuclease activity, producing 5'-phosphomonoesters;exonuclease activity;exonuclease activity, active with either ribo- or deoxyribonucleic acids and producing 5'-phosphomonoesters;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;lyase activity;metal ion binding;NF-kappaB binding;nuclease activity;nucleic acid binding;oxidoreductase activity;phosphoric diester hydrolase activity;phosphoric ester hydrolase activity;protein binding;protein binding transcription factor acaging;biological regulation;biosynthetic process;cellular homeostasis;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA metabolic process;DNA modification;DNA recombination;DNA repair;homeostatic process;macromolecule metabolic process;macromolecule modification;metabolic process;mRNA metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;one-carbon metabolic process;primary metabolic process;regulation of DNA metabolic process;regulation of gene expression, epigenetic;response to chemical stimulus;response to DNA damage stimulus;response to drug;response to endogenous stimulus;response to oxidative stress;response to stimulus;response to stress;RNA metabolic process;small molecule metabolic processcell part;centrosome;cytoplasm;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;microtubule organizing center;mitochondrion;nucleolus;nucleus;organelle;protein complex;transcription factor complexBase excision repairAcetylation;Activator;Cleavageonpairofbasicresidues;Completeproteome;Cytoplasm;Disulfidebond;DNA-binding;DNAdamage;DNArecombination;DNArepair;Endonuclease;Endoplasmicreticulum;Exonuclease;Hydrolase;Lyase;Magnesium;Metal-binding;Mitochondrion;Nuclease;Nucleus;Phosphoprotein;Referenceproteome;Repressor;RNA-binding;S-nitrosylation;Transcription;Transcriptionregulation;UblconjugationGO:0000302;GO:0006139;GO:0006259;GO:0006281;GO:0006282;GO:0006284;GO:0006304;GO:0006310;GO:0006351;GO:0006355;GO:0006730;GO:0006807;GO:0006950;GO:0006974;GO:0006979;GO:0007568;GO:0008152;GO:0009058;GO:0009059;GO:0009719;GO:0009725;GO:0009889;GO:0009893;GO:0009987;GO:0010033;GO:0010035;GO:0010243;GO:0010468;GO:0010556;GO:0010604;GO:0010608;GO:0014910;GO:0014912;GO:0016070;GO:0016071;GO:0019219;GO:0019222;GO:0019725;GO:0030334;GO:0030336;GO:0031323;GO:0031325;GO:0031326;GO:0032502;GO:0032774;GO:0032870;GO:0032879;GO:0033554;GO:0034599;GO:0034614;GO:0034641;GO:0034645;GO:0035510;GO:0040012;GO:0040013;GO:0040029;GO:0042221;GO:0042493;GO:0042542;GO:0042592;GO:0043170;GO:0043412;GO:0043434;GO:0043487;GO:0043488;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044281;GO:0045454;GO:0045739;GO:0045935;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0050896;GO:0051052;GO:0051054;GO:0051171;GO:0051173;GO:0051252;GO:0051270;GO:0051271;GO:0051591;GO:0051716;GO:0060255;GO:0065007;GGO:0000988;GO:0000989;GO:0003676;GO:0003677;GO:0003682;GO:0003684;GO:0003712;GO:0003713;GO:0003824;GO:0003906;GO:0004518;GO:0004519;GO:0004520;GO:0004521;GO:0004527;GO:0004529;GO:0004536;GO:0004540;GO:0005488;GO:0005515;GO:0008081;GO:0008134;GO:0008296;GO:0008309;GO:0008311;GO:0008408;GO:0016491;GO:0016787;GO:0016788;GO:0016796;GO:0016829;GO:0016835;GO:0016890;GO:0016895;GO:0031490;GO:0032403;GO:0042578;GO:0043167;GO:0043169;GO:0043566;GO:0046872;GO:0051059GO:0005634;GO:0005667;GO:0005730;GO:0005737;GO:0005739;GO:0005783;GO:0005813;GO:0005815;GO:0016604;GO:0016607;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044451;GO:0044464;GO:004847110 44.8 0 69.773 1 0.27 0.565723 -0.59 P43138 DNA-(apurinic or apyrimidinic site) lyase;DNA-(apurinic or apyrimidinic site) lyase, mitochondrialApex1 sp|P43138|APEX1_RAT DNA-(apurinic or apyrimidinic site) lyase OS=Rattus norvegicus OX=10116 GN=Apex1 PE=1 SV=2
24.29 24.48 24.50 24.64 24.74 25.19 0.43 adenyl nucleotide binding;adenyl ribonucleotide binding;apolipoprotein receptor binding;ATP binding;ATPase activity;binding;catalytic activity;cytoskeletal protein binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;microtubule binding;microtubule motor activity;motor activity;nucleoside-triphosphatase activity;nucleotide binding;plus-end-directed microtubule motor activity;protein binding;protein complex binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;receptor binding;ribonucleotide binding;tubulin bindingbiological regulation;cellular component disassembly;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular localization;cellular process;cytoplasm organization;cytoskeleton-dependent intracellular transport;establishment of localization;homeostatic process;localization;locomotion;metabolic process;nucleobase-containing compound transport;organelle localization;regulation of transport;response to chemical stimulus;response to external stimulus;response to stimulus;transportcell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;neuron projection;organelle;protein complex;vesicle3D-structure;Acetylation;ATP-binding;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Microtubule;Motorprotein;Nucleotide-binding;Phosphoprotein;Referenceproteome;TransportGO:0006810;GO:0006873;GO:0006928;GO:0006935;GO:0007017;GO:0007018;GO:0007028;GO:0007411;GO:0008104;GO:0008152;GO:0009605;GO:0009987;GO:0010646;GO:0010647;GO:0010959;GO:0010970;GO:0015931;GO:0016043;GO:0019725;GO:0022411;GO:0023051;GO:0023056;GO:0030705;GO:0031644;GO:0031646;GO:0032228;GO:0032230;GO:0032879;GO:0032880;GO:0032984;GO:0032988;GO:0033036;GO:0034621;GO:0034623;GO:0035617;GO:0040011;GO:0042221;GO:0042330;GO:0042391;GO:0042592;GO:0043266;GO:0043268;GO:0043269;GO:0043270;GO:0043933;GO:0044057;GO:0046907;GO:0047496;GO:0048518;GO:0048522;GO:0048878;GO:0050657;GO:0050658;GO:0050789;GO:0050794;GO:0050801;GO:0050804;GO:0050806;GO:0050896;GO:0051028;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051179;GO:0051234;GO:0051236;GO:0051239;GO:0051240;GO:0051640;GO:0051641;GO:0051648;GO:0051649;GO:0051969;GO:0051971;GO:0055082;GO:0060341;GO:0065007;GO:0065008;GO:0070201;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071845;GO:0072383;GO:0072384;GO:0072386;GO:0090003;GO:0090004GO:0000166;GO:0003774;GO:0003777;GO:0003824;GO:0005102;GO:0005488;GO:0005515;GO:0005524;GO:0008017;GO:0008092;GO:0008574;GO:0015631;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0030554;GO:0032403;GO:0032553;GO:0032555;GO:0032559;GO:0034190;GO:0035639GO:0005737;GO:0005815;GO:0005871;GO:0005874;GO:0005875;GO:0016020;GO:0016023;GO:0030139;GO:0030424;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0035253;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044441;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:004847127 34.9 0 92.036 7 1.12 0.098339 -1.54 Q2PQA9;F1M8F2;A0A0G2K0Q2;G3V6L4;A0A0G2K070;Q6QLM7;P56536Kinesin-1 heavy chain Kif5b sp|Q2PQA9|KINH_RAT Kinesin-1 heavy chain OS=Rattus norvegicus OX=10116 GN=Kif5b PE=1 SV=1
25.09 24.60 24.66 25.27 25.20 25.19 0.43 binding;histone pre-mRNA DCP binding;nucleic acid binding;RNA bindingcellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;ribonucleoprotein complex assemblycell part;cytosol;extracellular organelle;macromolecular complex;nucleoplasm;organelle;protein complex;ribonucleoprotein complex;small nuclear ribonucleoprotein complex;spliceosomal complex;vesicleSpliceosome;Systemic lupus erythematosusCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000387;GO:0009987;GO:0016043;GO:0022607;GO:0022618;GO:0034621;GO:0034622;GO:0043933;GO:0065003;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003676;GO:0003723;GO:0005488;GO:0071208GO:0005654;GO:0005681;GO:0005683;GO:0005685;GO:0005687;GO:0005689;GO:0005829;GO:0030529;GO:0030532;GO:0031982;GO:0031988;GO:0032991;GO:0034708;GO:0034709;GO:0034715;GO:0034719;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:00710133 31.7 0 69.157 1 1.30 0.076609 -1.69 M0R907 Snrpd3 tr|M0R907|M0R907_RAT Small nuclear ribonucleoprotein Sm D3 OS=Rattus norvegicus OX=10116 GN=Snrpd3 PE=1 SV=1
23.64 23.53 24.48 24.19 24.51 24.24 0.43 acetylesterase activity;carboxylic ester hydrolase activity;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;short-chain carboxylesterase activity;sialate O-acetylesterase activitycell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleCompleteproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Proteomicsidentification;Referenceproteome;Serineesterase;SignalGO:0001681;GO:0003824;GO:0008126;GO:0016787;GO:0016788;GO:0034338;GO:0052689GO:0000323;GO:0005764;GO:0005773;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:00444648 20.7 0 72.003 2 0.61 0.241346 -1.03 A0A0A0MY22;P82450Sialate O-acetylesterase;Sialate O-acetylesterase small subunit;Sialate O-acetylesterase large subunitSiae tr|A0A0A0MY22|A0A0A0MY22_RAT Sialate O-acetylesterase OS=Rattus norvegicus OX=10116 GN=Siae PE=1 SV=1;sp|P82450|SIAE_RAT Sialate O-acetylesterase OS=Rattus norvegicus OX=10116 GN=Siae PE=1 SV=2
25.42 23.69 24.63 24.97 25.21 24.85 0.43 catalytic activity;disulfide oxidoreductase activity;electron carrier activity;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donors;protein disulfide oxidoreductase activitybiological regulation;cellular component organization;cellular homeostasis;cellular process;homeostatic process;regulation of organelle organizationcell part;cell projection;extracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0008064;GO:0009987;GO:0010594;GO:0016043;GO:0019725;GO:0030334;GO:0030832;GO:0030834;GO:0032535;GO:0032879;GO:0032956;GO:0032970;GO:0033043;GO:0040012;GO:0042592;GO:0043244;GO:0043535;GO:0045454;GO:0050789;GO:0050794;GO:0051128;GO:0051270;GO:0051493;GO:0065007;GO:0065008;GO:0071840;GO:0090066;GO:2000145GO:0003824;GO:0009055;GO:0015035;GO:0015036;GO:0016491;GO:0016667GO:0030027;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044464;GO:0065010;GO:00700624 39.8 0 44.348 1 0.35 0.460501 -0.70 B2RZ27 Sh3bgrl3 tr|B2RZ27|B2RZ27_RAT SH3 domain binding glutamic acid-rich protein-like 3 OS=Rattus norvegicus OX=10116 GN=Sh3bgrl3 PE=1 SV=1
23.65 24.37 24.16 24.44 24.77 24.26 0.43 binding;catalytic activity;cis-trans isomerase activity;drug binding;FK506 binding;isomerase activity;macrolide binding;peptidyl-prolyl cis-trans isomerase activitycellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;peptidyl-amino acid modification;primary metabolic process;protein folding;protein metabolic process;protein modification processcell part;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelleCompleteproteome;Isomerase;Proteomicsidentification;Referenceproteome;RotamaseGO:0000413;GO:0006457;GO:0006464;GO:0008152;GO:0009987;GO:0018193;GO:0018208;GO:0019538;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0061077GO:0003755;GO:0003824;GO:0005488;GO:0005527;GO:0005528;GO:0008144;GO:0016853;GO:0016859GO:0005634;GO:0005789;GO:0016020;GO:0031090;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:00444647 33.5 0 40.084 1 0.76 0.17901 -1.19 G3V6L9 Peptidyl-prolyl cis-trans isomerase Fkbp3 tr|G3V6L9|G3V6L9_RAT Peptidylprolyl isomerase OS=Rattus norvegicus OX=10116 GN=Fkbp3 PE=1 SV=1
26.98 26.78 26.01 26.99 27.21 26.84 0.42 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;translational elongationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006414;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0034645;GO:0043170;GO:0044237;GO:0044249;GO:0044260GO:0003735;GO:0005198GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:00444648 80.9 0 323.31 3 0.60 0.250574 -1.02 P02401;D4A4D5;D3ZN0360S acidic ribosomal protein P2 Rplp2;LOC498555;LOC100362751sp|P02401|RLA2_RAT 60S acidic ribosomal protein P2 OS=Rattus norvegicus OX=10116 GN=Rplp2 PE=1 SV=2;tr|D4A4D5|D4A4D5_RAT Similar to 60S acidic ribosomal protein P2 OS=Rattus norvegicus OX=10116 GN=LOC498555 PE=3 SV=1;tr|D3ZN03|D3ZN03_RAT Ribosomal protein
26.79 26.61 26.29 27.14 26.88 26.92 0.42 biological regulation;circulatory system process;multicellular organismal process;response to chemical stimulus;response to stimulus;response to stresscell part;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleCompleteproteome;Directproteinsequencing;Disulfidebond;Growthfactor;Phosphoprotein;Referenceproteome;Secreted;Signal;UnfoldedproteinresponseGO:0002014;GO:0003008;GO:0003013;GO:0003018;GO:0003084;GO:0006950;GO:0006986;GO:0008217;GO:0010033;GO:0032501;GO:0035150;GO:0035966;GO:0042221;GO:0042310;GO:0045777;GO:0050880;GO:0050896;GO:0065007;GO:0065008;GO:0090066GO:0005615;GO:0005634;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:00484718 39.7 0 57.32 1 1.17 0.096576 -1.56 P0C5H9 Mesencephalic astrocyte-derived neurotrophic factorManf sp|P0C5H9|MANF_RAT Mesencephalic astrocyte-derived neurotrophic factor OS=Rattus norvegicus OX=10116 GN=Manf PE=1 SV=1
26.82 27.16 27.21 27.38 27.65 27.39 0.41 binding;cation binding;electron carrier activity;heme binding;ion binding;iron ion binding;lipid binding;metal ion binding;tetrapyrrole binding;transition metal ion bindingbiological regulation;cell death;cellular metabolic process;cellular process;death;generation of precursor metabolites and energy;metabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelleAlzheimer's disease;Amyotrophic lateral sclerosis (ALS);Apoptosis;Colorectal cancer;Huntington's disease;ko05152;p53 signaling pathway;Parkinson's disease;Pathways in cancer;Small cell lung cancer;Toxoplasmosis;Viral myocarditisAcetylation;Apoptosis;Completeproteome;Directproteinsequencing;Electrontransport;Heme;Iron;Metal-binding;Mitochondrion;Phosphoprotein;Referenceproteome;Respiratorychain;TransportGO:0006091;GO:0006122;GO:0006123;GO:0006915;GO:0006919;GO:0006950;GO:0006979;GO:0008152;GO:0008219;GO:0008635;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010310;GO:0010727;GO:0010728;GO:0010730;GO:0010952;GO:0012501;GO:0016265;GO:0019222;GO:0022900;GO:0022904;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0034349;GO:0042221;GO:0043085;GO:0043280;GO:0043281;GO:0044093;GO:0044237;GO:0048519;GO:0048523;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051336;GO:0051345;GO:0052547;GO:0052548;GO:0055114;GO:0065007;GO:0065009;GO:2000116;GO:2000377;GO:2000378GO:0005488;GO:0005506;GO:0008289;GO:0009055;GO:0020037;GO:0043167;GO:0043169;GO:0046872;GO:0046906;GO:0046914GO:0005739;GO:0005743;GO:0005746;GO:0005758;GO:0005829;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031970;GO:0031974;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044429;GO:0044444;GO:0044446;GO:0044455;GO:0044464;GO:00704696 56.2 0 127.27 2 1.27 0.086178 -1.64 D4A5L9;P62898Cytochrome c, somatic LOC679794;Cycs tr|D4A5L9|D4A5L9_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1;sp|P62898|CYC_RAT Cytochrome c, somatic OS=Rattus norvegicus OX=10116 GN=Cycs PE=1 SV=2
30.33 30.15 30.24 30.75 30.50 30.70 0.41 binding;integrin binding;protein binding;protein complex binding;receptor binding;structural constituent of cytoskeleton;structural molecule activitybiological adhesion;biological regulation;cell adhesion;cell junction organization;cellular component assembly;cellular component organization;cellular process;cytoskeleton organization;organelle organizationcell part;cell projection;cytoplasm;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;microtubule organizing center;organelle;plasma membrane;synapse;vesicleFocal adhesionCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006996;GO:0007010;GO:0007016;GO:0007044;GO:0007155;GO:0009987;GO:0016043;GO:0016337;GO:0022607;GO:0022610;GO:0030029;GO:0030036;GO:0030865;GO:0030866;GO:0032507;GO:0034109;GO:0034329;GO:0034330;GO:0045185;GO:0051235;GO:0051651;GO:0065007;GO:0065008;GO:0070527;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005102;GO:0005178;GO:0005198;GO:0005200;GO:0005488;GO:0005515;GO:0032403GO:0001726;GO:0005737;GO:0005815;GO:0005856;GO:0005886;GO:0005911;GO:0005912;GO:0005913;GO:0005916;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0045202;GO:0065010;GO:0070062;GO:0070161+ + 107 54.4 0 323.31 5 1.97 0.030379 -2.15 G3V852;D3ZA84;D4A3B0;D3ZE09;D3ZT58 Tln1 tr|G3V852|G3V852_RAT RCG55135, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Tln1 PE=1 SV=1
29.28 29.02 28.83 29.61 29.55 29.19 0.41 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activitybiological regulation;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;regulation of transport;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulusextracellular organelle;organelle;vesicleComplement and coagulation cascades;Staphylococcus aureus infection;Systemic lupus erythematosusCompleteproteome;Disulfidebond;Hydrolase;Protease;Proteomicsidentification;Referenceproteome;SerineproteaseGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0006955;GO:0006956;GO:0006959;GO:0007584;GO:0008152;GO:0009605;GO:0009991;GO:0019538;GO:0030100;GO:0031667;GO:0032879;GO:0042221;GO:0043170;GO:0044238;GO:0045807;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050764;GO:0050766;GO:0050776;GO:0050778;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0060627;GO:0065007;GO:0072376;GO:2000425;GO:2000427GO:0003824;GO:0004175;GO:0004252;GO:0008233;GO:0008236;GO:0016787;GO:0017171;GO:0070011GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006242 68.1 0 323.31 1 1.03 0.114332 -1.43 Q6MG73 C2 tr|Q6MG73|Q6MG73_RAT Complement C2 OS=Rattus norvegicus OX=10116 GN=C2 PE=1 SV=1
22.60 22.28 22.32 NaN 22.72 22.90 0.40 adenyl deoxyribonucleotide binding;adenyl nucleotide binding;binding;chaperone binding;dATP binding;deoxyribonucleotide binding;heat shock protein binding;Hsp70 protein binding;identical protein binding;nucleotide binding;protein binding;protein complex binding;protein domain specific binding;purine deoxyribonucleotide binding;purine nucleotide binding;unfolded protein bindingbiological regulation;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;primary metabolic process;protein complex assembly;protein folding;protein metabolic processcell part;cytosol;extracellular organelle;macromolecular complex;organelle;protein complex;vesicle3D-structure;Acetylation;Chaperone;Completeproteome;Cytoplasm;Directproteinsequencing;Phosphoprotein;Referenceproteome;Repeat;TPRrepeatGO:0006457;GO:0006461;GO:0008152;GO:0009892;GO:0009987;GO:0010605;GO:0016043;GO:0019222;GO:0019538;GO:0022607;GO:0031323;GO:0031324;GO:0032268;GO:0032269;GO:0042026;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051246;GO:0051248;GO:0051259;GO:0051260;GO:0060255;GO:0061077;GO:0061083;GO:0061084;GO:0065003;GO:0065007;GO:0070389;GO:0071822;GO:0071840;GO:0080090GO:0000166;GO:0005488;GO:0005515;GO:0017076;GO:0019904;GO:0030544;GO:0030554;GO:0031072;GO:0032403;GO:0032552;GO:0032554;GO:0032558;GO:0032564;GO:0042802;GO:0051082;GO:0051087GO:0005829;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700625 14.1 0 11.987 1 1.17 0.097856 -1.65 P50503 Hsc70-interacting protein St13 sp|P50503|F10A1_RAT Hsc70-interacting protein OS=Rattus norvegicus OX=10116 GN=St13 PE=1 SV=1
23.19 NaN 23.43 23.58 23.72 23.81 0.40 catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;molecular transducer activity;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein tyrosine phosphatase activity;receptor activity;signal transducer activity;signaling receptor activity;transmembrane receptor protein phosphatase activity;transmembrane receptor protein tyrosine phosphatase activity;transmembrane signaling receptor activityanatomical structure formation involved in morphogenesis;biological adhesion;biological regulation;cell adhesion;cellular process;developmental process;locomotion;response to chemical stimulus;response to drug;response to external stimulus;response to stimuluscell part;cell projection;membraneAdherens junction;Cell adhesion molecules (CAMs)Completeproteome;Disulfidebond;Hydrolase;Proteinphosphatase;ReferenceproteomeGO:0001936;GO:0001937;GO:0006935;GO:0007155;GO:0007156;GO:0007411;GO:0008285;GO:0009605;GO:0009987;GO:0010594;GO:0010596;GO:0010842;GO:0016337;GO:0016525;GO:0022603;GO:0022610;GO:0030334;GO:0030336;GO:0031290;GO:0032502;GO:0032879;GO:0040011;GO:0040012;GO:0040013;GO:0042127;GO:0042221;GO:0042312;GO:0042330;GO:0042493;GO:0044057;GO:0045765;GO:0045909;GO:0048518;GO:0048519;GO:0048523;GO:0048646;GO:0050678;GO:0050680;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051239;GO:0051240;GO:0051270;GO:0051271;GO:0065007;GO:2000026;GO:2000145;GO:2000146GO:0003824;GO:0004721;GO:0004725;GO:0004871;GO:0004872;GO:0004888;GO:0005001;GO:0016787;GO:0016788;GO:0016791;GO:0019198;GO:0038023;GO:0042578;GO:0060089GO:0005911;GO:0005912;GO:0005913;GO:0016020;GO:0030027;GO:0030054;GO:0042995;GO:0044424;GO:0044444;GO:0044464;GO:0048471;GO:00701616 5.4 0 46.713 2 1.28 0.08804 -1.74 A0A0G2K8V0;F1LPJ1Protein-tyrosine-phosphatase Ptprm tr|A0A0G2K8V0|A0A0G2K8V0_RAT Protein tyrosine phosphatase, receptor type, M OS=Rattus norvegicus OX=10116 GN=Ptprm PE=4 SV=1;tr|F1LPJ1|F1LPJ1_RAT Protein tyrosine phosphatase, receptor type, M OS=Rattus norvegicus OX=10116 GN=Ptprm PE=4 SV=2

NaN 22.63 22.34 22.85 22.90 NaN 0.40 binding;lipid binding;lipid transporter activity;phosphatidylinositol transporter activity;phospholipid transporter activity;substrate-specific transporter activity;transporter activitydevelopmental process;embryo development;establishment of localization;lipid transport;transportcell part;extracellular organelle;Golgi apparatus;intracellular;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicle3D-structure;Acetylation;Alternativesplicing;Completeproteome;Cytoplasm;Golgiapparatus;Lipid-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransportGO:0001701;GO:0006810;GO:0006869;GO:0009790;GO:0009792;GO:0015914;GO:0032502;GO:0043009;GO:0051234;GO:0071702GO:0005215;GO:0005319;GO:0005488;GO:0005548;GO:0008289;GO:0008526;GO:0022892GO:0005622;GO:0005794;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700629 44.5 0 22.778 2 0.92 0.141467 -1.58 D3ZCD4;P53812Phosphatidylinositol transfer protein beta isoformPitpnb tr|D3ZCD4|D3ZCD4_RAT Phosphatidylinositol transfer protein beta isoform OS=Rattus norvegicus OX=10116 GN=Pitpnb PE=1 SV=3;sp|P53812|PIPNB_RAT Phosphatidylinositol transfer protein beta isoform OS=Rattus norvegicus OX=10116 GN=Pitpnb PE=1 SV=2
21.87 NaN 22.28 22.43 22.48 22.50 0.39 binding;nucleic acid binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activitybiological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;regulation of translation;ribonucleoprotein complex assembly;translational initiationcell part;macromolecular complex;protein complex;ribonucleoprotein complexRNA transportAcetylation;Completeproteome;Cytoplasm;Initiationfactor;Phosphoprotein;Proteinbiosynthesis;ReferenceproteomeGO:0001731;GO:0006413;GO:0006417;GO:0006446;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0016043;GO:0019222;GO:0022607;GO:0022618;GO:0031323;GO:0031326;GO:0032268;GO:0034621;GO:0034622;GO:0043933;GO:0050789;GO:0050794;GO:0051246;GO:0060255;GO:0065003;GO:0065007;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135GO:0005852;GO:0016282;GO:0030529;GO:0032991;GO:0033290;GO:0043234;GO:0044424;GO:0044444;GO:0044464;GO:0070993;GO:00715418 10.1 0 19.46 1 1.07 0.111955 -1.54 B5DFC8 Eukaryotic translation initiation factor 3 subunit CEif3c sp|B5DFC8|EIF3C_RAT Eukaryotic translation initiation factor 3 subunit C OS=Rattus norvegicus OX=10116 GN=Eif3c PE=1 SV=1
25.24 25.39 24.80 25.42 26.02 25.17 0.39 binding;carboxylic acid binding;coenzyme binding;cofactor binding;fatty acid binding;fatty-acyl-CoA binding;lipid binding;lipid transporter activity;monocarboxylic acid binding;phosphatidylinositol binding;phosphatidylinositol transporter activity;phospholipid binding;phospholipid transporter activity;stearic acid binding;substrate-specific transporter activity;transporter activityestablishment of localization;lipid transport;transportcell part;cytoplasm;extracellular organelle;intracellular;organelle;vesicle3D-structure;Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Lipid-binding;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006869;GO:0015914;GO:0051234;GO:0071702GO:0000062;GO:0005215;GO:0005319;GO:0005488;GO:0005504;GO:0005543;GO:0005548;GO:0008289;GO:0008526;GO:0022892;GO:0031406;GO:0033293;GO:0035091;GO:0048037;GO:0050662;GO:0070540GO:0005622;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006212 50.2 0 115.48 2 0.56 0.284223 -0.96 R9PXS4;P16446Phosphatidylinositol transfer protein alpha isoformPitpna tr|R9PXS4|R9PXS4_RAT Phosphatidylinositol transfer protein alpha isoform OS=Rattus norvegicus OX=10116 GN=Pitpna PE=1 SV=1;sp|P16446|PIPNA_RAT Phosphatidylinositol transfer protein alpha isoform OS=Rattus norvegicus OX=10116 GN=Pitpna PE=1 SV=2
23.14 NaN 23.66 23.74 23.83 NaN 0.39 extracellular organelle;organelle;vesicleCompleteproteome;ReferenceproteomeGO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700624 33.1 0 11.721 1 0.56 0.285749 -1.07 Q498R7 UPF0587 protein C1orf123 homolog sp|Q498R7|CZIB_RAT CXXC motif containing zinc binding protein OS=Rattus norvegicus OX=10116 GN=Czib PE=2 SV=1
22.71 22.37 22.77 22.95 22.92 23.12 0.38 catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;MAP kinase phosphatase activity;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein tyrosine phosphatase activity;protein tyrosine/serine/threonine phosphatase activitybiological regulation;cellular metabolic process;cellular process;developmental process;embryo development;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein dephosphorylation;protein metabolic process;protein modification process;regulation of cell cycle;regulation of mitotic cell cyclecell part;cytosol;extracellular organelle;nucleoplasm;organelle;vesicleMAPK signaling pathwayCompleteproteome;Hydrolase;Proteomicsidentification;ReferenceproteomeGO:0001701;GO:0002682;GO:0002683;GO:0002694;GO:0002695;GO:0006464;GO:0006470;GO:0006793;GO:0006796;GO:0007346;GO:0008152;GO:0009790;GO:0009792;GO:0009966;GO:0009968;GO:0009987;GO:0010627;GO:0010646;GO:0010648;GO:0010741;GO:0016311;GO:0019538;GO:0023051;GO:0023057;GO:0032502;GO:0043009;GO:0043170;GO:0043408;GO:0043409;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045787;GO:0045931;GO:0046328;GO:0046329;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048585;GO:0050789;GO:0050794;GO:0050854;GO:0050856;GO:0050858;GO:0050860;GO:0050863;GO:0050865;GO:0050866;GO:0050868;GO:0051249;GO:0051250;GO:0051726;GO:0065007;GO:0070302;GO:0070303;GO:0070372;GO:0070373;GO:0080134;GO:0080135GO:0003824;GO:0004721;GO:0004725;GO:0008138;GO:0016787;GO:0016788;GO:0016791;GO:0033549;GO:0042578GO:0001772;GO:0005654;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:00700624 27.1 0 77.036 2 1.29 0.090953 -1.59 G3V9L3;A0A0G2K3I9 Dusp3 tr|G3V9L3|G3V9L3_RAT Dual-specificity phosphatase 3 OS=Rattus norvegicus OX=10116 GN=Dusp3 PE=1 SV=2;tr|A0A0G2K3I9|A0A0G2K3I9_RAT Dual-specificity phosphatase 3 OS=Rattus norvegicus OX=10116 GN=Dusp3 PE=1 SV=1

NaN 23.22 22.86 23.27 23.46 23.53 0.38 biological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organization;regulation of organelle organizationcell part;cytoplasm;macromolecular complex;protein complexBacterial invasion of epithelial cells;Fc gamma R-mediated phagocytosis;Pathogenic Escherichia coli infection;Regulation of actin cytoskeleton;ShigellosisActin-binding;Alternativesplicing;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Phosphoprotein;ReferenceproteomeGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0009987;GO:0010638;GO:0016043;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0043254;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0090066GO:0005737;GO:0005885;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:00444643 28.8 0 15.601 1 0.97 0.139528 -1.42 A1L108 Actin-related protein 2/3 complex subunit 5-like proteinArpc5l sp|A1L108|ARP5L_RAT Actin-related protein 2/3 complex subunit 5-like protein OS=Rattus norvegicus OX=10116 GN=Arpc5l PE=1 SV=2
26.03 25.76 27.87 26.88 27.35 26.54 0.37 alcohol dehydrogenase (NADP+) activity;alditol:NADP+ 1-oxidoreductase activity;aldo-keto reductase (NADP) activity;binding;catalytic activity;coenzyme binding;cofactor binding;isoprenoid binding;lipid binding;NADP binding;NADP+ binding;NADPH binding;NADP-retinol dehydrogenase activity;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;retinal binding;retinoid binding;vitamin bindingalcohol metabolic process;biological regulation;cellular aldehyde metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;hormone metabolic process;lipid metabolic process;metabolic process;primary metabolic process;small molecule metabolic process;vitamin metabolic processcell part;cytosol Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0001523;GO:0006066;GO:0006081;GO:0006629;GO:0006720;GO:0006721;GO:0006766;GO:0006775;GO:0006776;GO:0008152;GO:0009987;GO:0010817;GO:0016101;GO:0019751;GO:0034754;GO:0042445;GO:0042572;GO:0042574;GO:0043288;GO:0044237;GO:0044238;GO:0044255;GO:0044281;GO:0065007;GO:0065008GO:0000166;GO:0003824;GO:0004032;GO:0004033;GO:0005488;GO:0005501;GO:0008106;GO:0008289;GO:0016491;GO:0016614;GO:0016616;GO:0016918;GO:0019840;GO:0019842;GO:0048037;GO:0050661;GO:0050662;GO:0052650;GO:0070401;GO:0070402GO:0005829;GO:0044424;GO:0044444;GO:0044464 12 44.9 0 162.52 4 0.20 0.667623 -0.46 G3V786;A0A0G2JT64;F7EMK8;Q6AY99 Akr1b8 tr|G3V786|G3V786_RAT Aldo-keto reductase family 1, member B8 OS=Rattus norvegicus OX=10116 GN=Akr1b8 PE=1 SV=1;tr|A0A0G2JT64|A0A0G2JT64_RAT Aldo-keto reductase family 1 member B10 OS=Rattus norvegicus OX=10116 GN=Akr1b8 PE=1 SV=1
25.08 24.82 24.61 25.02 25.39 NaN 0.37 binding;carboxylic acid binding;fatty acid binding;lipid binding;monocarboxylic acid binding;transporter activitybiological regulation;cell differentiation;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;cytokine production;developmental process;homeostatic process;lipid metabolic process;metabolic process;multicellular organismal process;organic acid metabolic process;primary metabolic process;regulation of protein modification process;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lipid particle;nucleus;organelle;vesicleAcetylation;Completeproteome;Cytoplasm;Lipid-binding;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransportGO:0001816;GO:0001932;GO:0006082;GO:0006355;GO:0006469;GO:0006629;GO:0006631;GO:0008152;GO:0008284;GO:0009719;GO:0009725;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010226;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0019219;GO:0019220;GO:0019222;GO:0019752;GO:0030154;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0031347;GO:0031349;GO:0031399;GO:0031960;GO:0032101;GO:0032103;GO:0032268;GO:0032501;GO:0032502;GO:0032787;GO:0033673;GO:0042127;GO:0042180;GO:0042221;GO:0042325;GO:0042493;GO:0042592;GO:0042632;GO:0043086;GO:0043436;GO:0043549;GO:0044092;GO:0044237;GO:0044238;GO:0044255;GO:0044281;GO:0045444;GO:0045859;GO:0045892;GO:0045934;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048583;GO:0048584;GO:0048869;GO:0048878;GO:0050727;GO:0050729;GO:0050789;GO:0050790;GO:0050794;GO:0050872;GO:0050873;GO:0050896;GO:0051171;GO:0051172;GO:0051174;GO:0051246;GO:0051252;GO:0051253;GO:0051338;GO:0051348;GO:0051384;GO:0051716;GO:0055088;GO:0055092;GO:0060255;GGO:0005215;GO:0005488;GO:0005504;GO:0008289;GO:0031406;GO:0033293GO:0005634;GO:0005737;GO:0005811;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700626 44.7 0 18.187 3 0.71 0.215311 -1.14 Q5XFV4;A0A0G2K586;P70623Fatty acid-binding protein, adipocyte Fabp4 tr|Q5XFV4|Q5XFV4_RAT Fabp4 protein OS=Rattus norvegicus OX=10116 GN=Fabp4 PE=1 SV=1;tr|A0A0G2K586|A0A0G2K586_RAT Fatty acid-binding protein, adipocyte OS=Rattus norvegicus OX=10116 GN=Fabp4 PE=1 SV=1;sp|P70623|FABP4_RAT Fatty acid-binding protein, adipocyt
27.45 27.54 27.14 27.76 27.66 27.78 0.36 70 26.7 0 323.31 1 1.33 0.091921 -1.58 A0A0G2KAJ7 tr|A0A0G2KAJ7|A0A0G2KAJ7_RAT Collagen alpha-1(XII) chain OS=Rattus norvegicus OX=10116 GN=Col12a1 PE=1 SV=1

NaN 24.69 25.15 25.70 25.29 24.84 0.35 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;serine-type endopeptidase inhibitor activityamine metabolic process;carbohydrate metabolic process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;polysaccharide metabolic process;primary metabolic processextracellular organelle;extracellular region;organelle;vesicleCleavageonpairofbasicresidues;Completeproteome;Glycoprotein;Proteaseinhibitor;Proteoglycan;Proteomicsidentification;Referenceproteome;Secreted;Serineproteaseinhibitor;SignalGO:0005975;GO:0005976;GO:0006022;GO:0006807;GO:0008152;GO:0009308;GO:0030203;GO:0030212;GO:0043170;GO:0044238GO:0004857;GO:0004866;GO:0004867;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005576;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700627 7.9 0 235.59 2 0.40 0.432027 -0.77 D3ZBS2;Q63416Inter-alpha-trypsin inhibitor heavy chain H3Itih3 tr|D3ZBS2|D3ZBS2_RAT Inter-alpha-trypsin inhibitor heavy chain H3 OS=Rattus norvegicus OX=10116 GN=Itih3 PE=1 SV=3;sp|Q63416|ITIH3_RAT Inter-alpha-trypsin inhibitor heavy chain H3 OS=Rattus norvegicus OX=10116 GN=Itih3 PE=2 SV=1
24.16 23.76 24.50 24.72 24.67 24.09 0.35 acid phosphatase activity;binding;catalytic activity;cation binding;ferric iron binding;ferrous iron binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;iron ion binding;metal ion binding;phosphatase activity;phosphoric ester hydrolase activity;transition metal ion bindingbiological regulation;cell differentiation;cellular metabolic process;cellular process;developmental process;homeostatic process;metabolic process;multicellular organismal process;phosphorus metabolic process;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stresscell part;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleOsteoclast differentiation;Rheumatoid arthritis;Riboflavin metabolism3D-structure;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Iron;Lysosome;Metal-binding;Referenceproteome;SignalGO:0001503;GO:0001894;GO:0002521;GO:0002573;GO:0006793;GO:0006796;GO:0006950;GO:0007162;GO:0007584;GO:0008152;GO:0009605;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010043;GO:0014070;GO:0016311;GO:0030099;GO:0030154;GO:0030155;GO:0030316;GO:0030334;GO:0030335;GO:0031667;GO:0032501;GO:0032502;GO:0032879;GO:0033273;GO:0033555;GO:0033591;GO:0033993;GO:0040012;GO:0040017;GO:0042221;GO:0042592;GO:0044237;GO:0045453;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051270;GO:0051272;GO:0060249;GO:0065007;GO:0065008;GO:0070723;GO:2000145;GO:2000147GO:0003824;GO:0003993;GO:0005488;GO:0005506;GO:0008198;GO:0008199;GO:0016787;GO:0016788;GO:0016791;GO:0042578;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0000323;GO:0005615;GO:0005764;GO:0005773;GO:0016021;GO:0031224;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:00444646 24.2 0 22.982 2 0.53 0.322085 -0.90 A0A0G2K6Z6;P29288Tartrate-resistant acid phosphatase type 5Acp5 tr|A0A0G2K6Z6|A0A0G2K6Z6_RAT Tartrate-resistant acid phosphatase type 5 OS=Rattus norvegicus OX=10116 GN=Acp5 PE=1 SV=1;sp|P29288|PPA5_RAT Tartrate-resistant acid phosphatase type 5 OS=Rattus norvegicus OX=10116 GN=Acp5 PE=1 SV=1
25.05 24.48 26.72 25.74 26.12 25.45 0.35 15-oxoprostaglandin 13-oxidase activity;2-alkenal reductase [NAD(P)] activity;binding;catalytic activity;cation binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-CH group of donors;oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor;transition metal ion binding;zinc ion bindingresponse to chemical stimulus;response to stimuluscell part;cytoplasm;extracellular organelle;organelle;vesicleAcetylation;Completeproteome;Cytoplasm;NADP;Oxidoreductase;Phosphoprotein;ReferenceproteomeGO:0009636;GO:0042221;GO:0050896GO:0003824;GO:0005488;GO:0008270;GO:0016491;GO:0016627;GO:0016628;GO:0032440;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0047522GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006210 39.2 0 284.63 3 0.19 0.686323 -0.44 P97584;REV__A0A0H2UHJ2;REV__Q5BK06Prostaglandin reductase 1 Ptgr1 sp|P97584|PTGR1_RAT Prostaglandin reductase 1 OS=Rattus norvegicus OX=10116 GN=Ptgr1 PE=2 SV=3
22.00 21.62 21.50 22.08 22.02 NaN 0.35 Completeproteome;Proteomicsidentification;Referenceproteome 2 10.9 0 19.516 1 0.76 0.200054 -1.18 G3V828 Cnpy3 tr|G3V828|G3V828_RAT Canopy FGF-signaling regulator 3 OS=Rattus norvegicus OX=10116 GN=Cnpy3 PE=1 SV=1
23.88 23.26 23.98 24.19 24.07 23.91 0.35 actin binding;actinin binding;alpha-actinin binding;binding;cation binding;collagen binding;cytoskeletal protein binding;enzyme binding;extracellular matrix binding;fibronectin binding;glycoprotein binding;integrin binding;ion binding;kinase binding;laminin binding;metal ion binding;peptide binding;protease binding;protein binding;protein complex binding;protein dimerization activity;protein domain specific binding;protein heterodimerization activity;protein kinase binding;receptor activity;receptor bindinganatomical structure morphogenesis;behavior;biological adhesion;biological regulation;cell adhesion;cell communication;cell differentiation;cell growth;cell junction organization;cell morphogenesis;cell motility;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular membrane organization;cellular process;cytoskeleton organization;developmental process;embryo development;establishment of localization;growth;homeostatic process;locomotion;membrane organization;multicellular organismal process;neurological system process;organelle organization;protein transport;regulation of cell cycle;regulation of protein modification process;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;signal transduction;transportcell part;cell projection;cell surface;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;filopodium;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;organelle;plasma membrane;protein complex;receptor complex;synapse;vesicleArrhythmogenic right ventricular cardiomyopathy (ARVC);Axon guidance;Bacterial invasion of epithelial cells;Cell adhesion molecules (CAMs);Dilated cardiomyopathy;ECM-receptor interaction;Focal adhesion;Hypertrophic cardiomyopathy (HCM);Leishmaniasis;Leukocyte transendothelial migration;Pathogenic Escherichia coli infection;Pathways in cancer;Phagosome;Regulation of actin cytoskeleton;Shigellosis;Small cell lung cancer;ToxoplasmosisAcetylation;Celladhesion;Celljunction;Cellmembrane;Cellprojection;Completeproteome;Disulfidebond;Endosome;Glycoprotein;Integrin;Magnesium;Membrane;Metal-binding;Phosphoprotein;Receptor;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0000082;GO:0000902;GO:0000904;GO:0001701;GO:0001708;GO:0001894;GO:0001932;GO:0001934;GO:0002042;GO:0003008;GO:0006810;GO:0006873;GO:0006874;GO:0006875;GO:0006886;GO:0006928;GO:0006996;GO:0007010;GO:0007043;GO:0007154;GO:0007155;GO:0007159;GO:0007160;GO:0007161;GO:0007165;GO:0007166;GO:0007229;GO:0007584;GO:0007610;GO:0007611;GO:0007612;GO:0007632;GO:0008277;GO:0008284;GO:0008285;GO:0008306;GO:0008354;GO:0008542;GO:0009314;GO:0009416;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009790;GO:0009792;GO:0009893;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0009991;GO:0010033;GO:0010212;GO:0010562;GO:0010604;GO:0010627;GO:0010646;GO:0010647;GO:0010648;GO:0010710;GO:0010712;GO:0010740;GO:0010810;GO:0010811;GO:0010941;GO:0010942;GO:0010975;GO:0010976;GO:0014823;GO:0015031;GO:0016043;GO:0016044;GO:0016049;GO:0016337;GO:0016477;GO:0019220;GO:0019222;GO:0019725;GO:0021943;GO:0022402;GO:0022414;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0023057;GO:0030003;GO:0030029;GO:0030030;GO:0030036;GGO:0001948;GO:0001968;GO:0002020;GO:0003779;GO:0004872;GO:0005102;GO:0005178;GO:0005488;GO:0005515;GO:0005518;GO:0008092;GO:0019899;GO:0019900;GO:0019901;GO:0019904;GO:0032403;GO:0042277;GO:0042805;GO:0043167;GO:0043169;GO:0043236;GO:0046872;GO:0046982;GO:0046983;GO:0050840;GO:0051393GO:0001669;GO:0005604;GO:0005768;GO:0005886;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0008305;GO:0009897;GO:0009986;GO:0014704;GO:0016020;GO:0016023;GO:0030027;GO:0030054;GO:0030055;GO:0030056;GO:0030141;GO:0030175;GO:0031253;GO:0031256;GO:0031410;GO:0031594;GO:0031982;GO:0031988;GO:0032587;GO:0032991;GO:0034665;GO:0034666;GO:0034667;GO:0034677;GO:0034679;GO:0034680;GO:0034681;GO:0035748;GO:0042383;GO:0042470;GO:0042995;GO:0043005;GO:0043197;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0043235;GO:0044291;GO:0044309;GO:0044420;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044456;GO:0044459;GO:0044463;GO:0044464;GO:0045121;GO:0045202;GO:0048770;GO:0055037;GO:0065010;GO:0070062;GO:0070161;GO:0071438;GO:009706012 18.5 0 39.701 2 0.66 0.24172 -1.03 A0A0G2JSK5;P49134Integrin beta-1 Itgb1 tr|A0A0G2JSK5|A0A0G2JSK5_RAT Integrin beta OS=Rattus norvegicus OX=10116 GN=Itgb1 PE=1 SV=1;sp|P49134|ITB1_RAT Integrin beta-1 OS=Rattus norvegicus OX=10116 GN=Itgb1 PE=2 SV=1
26.56 26.50 26.22 26.76 26.72 26.83 0.35 structural constituent of cytoskeleton;structural molecule activitybiological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organization;regulation of organelle organizationcell part;cell projection;cytoplasm;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleBacterial invasion of epithelial cells;Fc gamma R-mediated phagocytosis;Pathogenic Escherichia coli infection;Regulation of actin cytoskeleton;ShigellosisAcetylation;Actin-binding;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Referenceproteome;UblconjugationGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0009987;GO:0010638;GO:0016043;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0043254;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0090066GO:0005198;GO:0005200GO:0005737;GO:0005885;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:00701615 57.6 0 107.26 3 1.43 0.087152 -1.63 Q4KLF8;A0A0G2K585;A0A0U1RRQ2Actin-related protein 2/3 complex subunit 5Arpc5 sp|Q4KLF8|ARPC5_RAT Actin-related protein 2/3 complex subunit 5 OS=Rattus norvegicus OX=10116 GN=Arpc5 PE=1 SV=3;tr|A0A0G2K585|A0A0G2K585_RAT Actin-related protein 2/3 complex subunit 5 OS=Rattus norvegicus OX=10116 GN=Arpc5 PE=1 SV=1

NaN 24.17 23.36 24.27 24.37 23.67 0.34 binding;calcium ion binding;cation binding;ion binding;metal ion binding;microfibril bindingextracellular region;macromolecular complex;protein complexCleavageonpairofbasicresidues;Completeproteome;Directproteinsequencing;Disulfidebond;EGF-likedomain;Glycoprotein;Growthfactorbinding;Hydroxylation;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872;GO:0050436GO:0001527;GO:0005576;GO:0032991;GO:0043205;GO:0043234;GO:0044420;GO:004442112 9.5 0 214.11 2 0.33 0.505205 -0.66 D3ZAA3;Q00918Latent-transforming growth factor beta-binding protein 1Ltbp1 tr|D3ZAA3|D3ZAA3_RAT Latent-transforming growth factor beta-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Ltbp1 PE=1 SV=2;sp|Q00918|LTBP1_RAT Latent-transforming growth factor beta-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Ltbp1 PE=1 SV=1
25.17 25.34 24.94 25.22 25.58 25.67 0.34 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;cytidylate kinase activity;kinase activity;nucleobase-containing compound kinase activity;nucleoside diphosphate kinase activity;nucleotide binding;nucleotide kinase activity;phosphotransferase activity, phosphate group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groups;UMP kinase activity;uridylate kinase activitybiosynthetic process;cellular aromatic compound metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;organic acid metabolic process;phosphorus metabolic process;primary metabolic process;rhythmic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;nucleoplasm;organelle;vesiclePyrimidine metabolismAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Kinase;Nucleotide-binding;Nucleus;Phosphoprotein;Pyrimidinebiosynthesis;Referenceproteome;TransferaseGO:0006082;GO:0006139;GO:0006165;GO:0006206;GO:0006207;GO:0006213;GO:0006220;GO:0006221;GO:0006225;GO:0006227;GO:0006240;GO:0006725;GO:0006753;GO:0006793;GO:0006796;GO:0006807;GO:0008152;GO:0009058;GO:0009112;GO:0009116;GO:0009117;GO:0009119;GO:0009132;GO:0009133;GO:0009138;GO:0009139;GO:0009141;GO:0009142;GO:0009165;GO:0009185;GO:0009186;GO:0009188;GO:0009189;GO:0009193;GO:0009194;GO:0009196;GO:0009197;GO:0009218;GO:0009219;GO:0009220;GO:0009221;GO:0009259;GO:0009260;GO:0009262;GO:0009263;GO:0009265;GO:0009394;GO:0009987;GO:0016310;GO:0018130;GO:0018963;GO:0019752;GO:0019856;GO:0022602;GO:0034641;GO:0034654;GO:0042180;GO:0042537;GO:0043436;GO:0043648;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0046048;GO:0046062;GO:0046077;GO:0046112;GO:0046131;GO:0046483;GO:0046704;GO:0046705;GO:0046939;GO:0048511;GO:0055086;GO:0072527;GO:0072528GO:0000166;GO:0003824;GO:0004127;GO:0004550;GO:0005488;GO:0005524;GO:0009041;GO:0016301;GO:0016740;GO:0016772;GO:0016776;GO:0017076;GO:0019201;GO:0019205;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0033862;GO:0035639GO:0005654;GO:0005730;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006210 58.7 0 60.788 3 0.88 0.175952 -1.21 Q4KM73;A0A0G2JSJ2;A0A0G2JTN5UMP-CMP kinase Cmpk1 sp|Q4KM73|KCY_RAT UMP-CMP kinase OS=Rattus norvegicus OX=10116 GN=Cmpk1 PE=1 SV=2;tr|A0A0G2JSJ2|A0A0G2JSJ2_RAT UMP-CMP kinase OS=Rattus norvegicus OX=10116 GN=Cmpk1 PE=1 SV=1;tr|A0A0G2JTN5|A0A0G2JTN5_RAT UMP-CMP kinase OS=Rattus norvegicus OX=10116 GN=Cmpk
30.50 30.24 30.21 30.52 30.79 30.67 0.34 binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;protein binding;protein complex binding;serine-type endopeptidase inhibitor activityextracellular space 3D-structure;Baitregion;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Proteaseinhibitor;Referenceproteome;Secreted;Serineproteaseinhibitor;Signal;ThioesterbondGO:0007566;GO:0022414GO:0004857;GO:0004866;GO:0004867;GO:0005488;GO:0005515;GO:0030234;GO:0030414;GO:0032403;GO:0061134;GO:0061135GO:0005615;GO:0044421 7 4.9 0 58.803 1 1.31 0.099762 -1.53 Q63041 Alpha-1-macroglobulin;Alpha-1-macroglobulin 45 kDa subunitA1m sp|Q63041|A1M_RAT Alpha-1-macroglobulin OS=Rattus norvegicus OX=10116 GN=A1m PE=1 SV=1
30.71 30.49 31.12 31.07 31.16 31.11 0.33 binding;enzyme binding;GTPase binding;protein binding;Ras GTPase binding;Rho GTPase binding;small GTPase binding;structural molecule activityanatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell growth;cell junction organization;cellular component assembly;cellular component organization;cellular localization;cellular process;developmental process;growth;localizationcell part;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex;vesicleAdherens junction;Amoebiasis;Bacterial invasion of epithelial cells;Focal adhesion;Leukocyte transendothelial migration;Regulation of actin cytoskeleton;ShigellosisAcetylation;Actin-binding;Celladhesion;Celljunction;Cellmembrane;Completeproteome;Cytoplasm;Cytoskeleton;Lipoprotein;Membrane;Palmitate;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0002009;GO:0007043;GO:0007155;GO:0007160;GO:0008104;GO:0009653;GO:0009987;GO:0016043;GO:0016049;GO:0016337;GO:0022607;GO:0022610;GO:0030030;GO:0030031;GO:0030032;GO:0030334;GO:0031589;GO:0032502;GO:0032879;GO:0033036;GO:0034109;GO:0034329;GO:0034330;GO:0034332;GO:0034333;GO:0034394;GO:0034613;GO:0040007;GO:0040012;GO:0043297;GO:0045216;GO:0048588;GO:0048589;GO:0048675;GO:0048729;GO:0050789;GO:0050794;GO:0051179;GO:0051270;GO:0051641;GO:0060560;GO:0065007;GO:0070527;GO:0070727;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090136;GO:2000145GO:0005198;GO:0005488;GO:0005515;GO:0017016;GO:0017048;GO:0019899;GO:0031267;GO:0051020GO:0005856;GO:0005886;GO:0005911;GO:0005912;GO:0005913;GO:0005916;GO:0005924;GO:0005925;GO:0014704;GO:0015629;GO:0016020;GO:0030018;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0042383;GO:0043034;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044291;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:0044464;GO:0065010;GO:0070062;GO:007016168 67.7 0 323.31 3 0.83 0.187759 -1.17 R9PXU6;A0A0G2K8V2;P85972Vinculin Vcl tr|R9PXU6|R9PXU6_RAT Vinculin OS=Rattus norvegicus OX=10116 GN=Vcl PE=1 SV=1;tr|A0A0G2K8V2|A0A0G2K8V2_RAT Vinculin OS=Rattus norvegicus OX=10116 GN=Vcl PE=1 SV=1;sp|P85972|VINC_RAT Vinculin OS=Rattus norvegicus OX=10116 GN=Vcl PE=1 SV=1
25.90 25.59 NaN 26.28 25.65 26.30 0.33 binding;carbohydrate binding;cell adhesion molecule binding;glycosaminoglycan binding;heparin binding;pattern binding;polysaccharide binding;protein bindinganatomical structure development;biological adhesion;biological regulation;cell adhesion;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organizationcell part;extracellular matrix;extracellular space;proteinaceous extracellular matrixCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0007155;GO:0008593;GO:0009888;GO:0009966;GO:0009987;GO:0016043;GO:0022610;GO:0023051;GO:0030198;GO:0032502;GO:0043062;GO:0048583;GO:0048856;GO:0050789;GO:0050794;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0001871;GO:0005488;GO:0005515;GO:0005539;GO:0008201;GO:0030246;GO:0030247;GO:0050839GO:0005578;GO:0005615;GO:0005802;GO:0031012;GO:0044421;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:004446427 49.4 0 323.31 2 0.46 0.382625 -0.84 A0A097BW25;D3ZAF5 Postn tr|A0A097BW25|A0A097BW25_RAT Periostin OS=Rattus norvegicus OX=10116 GN=Postn PE=1 SV=1;tr|D3ZAF5|D3ZAF5_RAT Periostin OS=Rattus norvegicus OX=10116 GN=Postn PE=1 SV=1
27.68 28.23 28.16 28.49 28.38 28.20 0.33 binding;carbohydrate binding;mannose binding;monosaccharide binding;sugar binding;transporter activitycell part;cell surface;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleCompleteproteome;Disulfidebond;Proteomicsidentification;Receptor;Referenceproteome;RepeatGO:0005215;GO:0005488;GO:0005529;GO:0005537;GO:0030246;GO:0048029GO:0005641;GO:0005768;GO:0005770;GO:0005798;GO:0005912;GO:0005924;GO:0005925;GO:0009986;GO:0016021;GO:0016023;GO:0030054;GO:0030055;GO:0030133;GO:0030135;GO:0030136;GO:0030139;GO:0030140;GO:0031224;GO:0031410;GO:0031970;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:007016148 21.9 0 211.07 1 0.80 0.197423 -1.13 G3V824 Igf2r tr|G3V824|G3V824_RAT Insulin-like growth factor 2 receptor OS=Rattus norvegicus OX=10116 GN=Igf2r PE=1 SV=1
23.08 22.62 NaN 22.89 22.83 23.82 0.33 binding;DNA binding;mRNA binding;nucleic acid binding;nucleotide binding;RNA binding;sequence-specific DNA binding;telomeric DNA bindingbiological regulation;catabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;mRNA metabolic process;nitrogen compound metabolic process;nuclear transport;nucleobase-containing compound metabolic process;nucleocytoplasmic transport;primary metabolic process;regulation of translation;RNA catabolic process;RNA metabolic process;transportcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complexAcetylation;Alternativesplicing;Biologicalrhythms;Completeproteome;Cytoplasm;Methylation;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Ribonucleoprotein;RNA-bindingGO:0000291;GO:0000956;GO:0006139;GO:0006401;GO:0006402;GO:0006417;GO:0006807;GO:0006810;GO:0006913;GO:0008152;GO:0009056;GO:0009057;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010608;GO:0016070;GO:0016071;GO:0019219;GO:0019222;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032268;GO:0032270;GO:0034641;GO:0042752;GO:0043170;GO:0043487;GO:0043488;GO:0043489;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0045727;GO:0046907;GO:0048255;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051169;GO:0051171;GO:0051234;GO:0051246;GO:0051247;GO:0051252;GO:0051649;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112GO:0000166;GO:0003676;GO:0003677;GO:0003723;GO:0003729;GO:0005488;GO:0042162;GO:0043565GO:0005634;GO:0005829;GO:0030529;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:00444644 12.5 0 10.906 1 0.29 0.55334 -0.61 Q9JJ54 Heterogeneous nuclear ribonucleoprotein D0Hnrnpd sp|Q9JJ54|HNRPD_RAT Heterogeneous nuclear ribonucleoprotein D0 OS=Rattus norvegicus OX=10116 GN=Hnrnpd PE=1 SV=2
25.21 25.15 25.32 25.56 25.71 25.40 0.33 binding;catalytic activity;hydrolase activity;nucleotide bindingbiological regulation;biosynthetic process;catabolic process;cellular component organization;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;Golgi vesicle transport;heterocycle metabolic process;macromolecule metabolic process;membrane organization;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound catabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organelle organization;primary metabolic process;protein transport;response to stimulus;RNA metabolic process;signal transduction;small molecule metabolic process;transport;vesicle organization;vesicle-mediated transportcell part;chromatin remodeling complex;cytoplasm;macromolecular complex;protein complexAcetylation;Apoptosis;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleotide-binding;Nucleus;Referenceproteome;Transcription;TranscriptionregulationGO:0006139;GO:0006163;GO:0006195;GO:0006351;GO:0006355;GO:0006753;GO:0006807;GO:0006810;GO:0006886;GO:0006888;GO:0006900;GO:0006917;GO:0006996;GO:0007165;GO:0008152;GO:0008629;GO:0009056;GO:0009058;GO:0009059;GO:0009117;GO:0009150;GO:0009154;GO:0009166;GO:0009259;GO:0009261;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010941;GO:0010942;GO:0012502;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016070;GO:0016192;GO:0019219;GO:0019222;GO:0031323;GO:0031326;GO:0032774;GO:0034641;GO:0034645;GO:0034655;GO:0035556;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044260;GO:0044270;GO:0044281;GO:0045184;GO:0046483;GO:0046700;GO:0046907;GO:0048193;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051234;GO:0051252;GO:0051649;GO:0051716;GO:0055086;GO:0060255;GO:0061024;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0072331;GO:0072332;GO:0072521;GO:0072523;GO:0080090;GO:0090304;GO:2000112GO:0000166;GO:0003824;GO:0005488;GO:0016787GO:0000118;GO:0005737;GO:0016585;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044451;GO:00444645 71.4 0 35.858 2 1.51 0.086097 -1.64 P62959;D4A269Histidine triad nucleotide-binding protein 1Hint1 sp|P62959|HINT1_RAT Histidine triad nucleotide-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Hint1 PE=1 SV=5;tr|D4A269|D4A269_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1
28.71 29.08 29.13 29.33 29.44 29.13 0.33 binding;cation binding;extracellular matrix structural constituent;ion binding;metal ion binding;structural molecule activityaging;anatomical structure development;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cellular component organization;cellular metabolic process;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification process;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to stimulus;response to stress;signal transductionextracellular matrix;extracellular spaceAmoebiasis;ECM-receptor interaction;Focal adhesion;Protein digestion and absorptionCalcium;Collagen;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydroxylation;Metal-binding;Referenceproteome;Repeat;Secreted;SignalGO:0001101;GO:0001501;GO:0002682;GO:0002683;GO:0006464;GO:0006950;GO:0007155;GO:0007160;GO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0007179;GO:0007229;GO:0007507;GO:0007568;GO:0008152;GO:0008544;GO:0009314;GO:0009605;GO:0009611;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009888;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010243;GO:0010646;GO:0010647;GO:0014075;GO:0016043;GO:0018149;GO:0019538;GO:0021987;GO:0022610;GO:0023051;GO:0023056;GO:0030198;GO:0030199;GO:0031589;GO:0032502;GO:0034097;GO:0035023;GO:0035025;GO:0042060;GO:0042221;GO:0043062;GO:0043170;GO:0043200;GO:0043206;GO:0043412;GO:0043588;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0046578;GO:0046579;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048565;GO:0048583;GO:0048584;GO:0048585;GO:0048729;GO:0048731;GO:0048856;GO:0050776;GO:0050777;GO:0050789;GO:0050794;GO:0050896;GO:0051056;GO:0051057;GO:0051716;GO:0060414;GO:0060415;GO:0065007;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0071840;GO:0071841;GGO:0005198;GO:0005201;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005581;GO:0005583;GO:0005586;GO:0005615;GO:0031012;GO:0044420;GO:004442128 28.4 0 323.31 1 0.94 0.165592 -1.24 P13941 Collagen alpha-1(III) chain Col3a1 sp|P13941|CO3A1_RAT Collagen alpha-1(III) chain OS=Rattus norvegicus OX=10116 GN=Col3a1 PE=2 SV=3

NaN 22.84 22.19 22.85 22.78 22.87 0.32 binding;cytoskeletal protein binding;protein binding;tubulin bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;cellular component disassembly;cellular component morphogenesis;cellular component organization;cellular process;cytoskeleton organization;developmental process;multi-organism process;organelle organization;protein depolymerization;regulation of organelle organization;response to biotic stimulus;response to stimulus;signal transductioncell part;cell projection;cytoplasm;cytosol;extracellular organelle;macromolecular complex;membrane;neuron projection;organelle;protein complex;vesicleMAPK signaling pathwayAcetylation;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Developmentalprotein;Differentiation;Directproteinsequencing;Microtubule;Neurogenesis;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0000226;GO:0006996;GO:0007010;GO:0007017;GO:0007019;GO:0007051;GO:0007052;GO:0007165;GO:0007409;GO:0007420;GO:0009607;GO:0009615;GO:0009653;GO:0009987;GO:0010639;GO:0016043;GO:0022402;GO:0022411;GO:0030030;GO:0031109;GO:0031110;GO:0031111;GO:0031113;GO:0031115;GO:0031175;GO:0031333;GO:0032271;GO:0032272;GO:0032502;GO:0032879;GO:0032886;GO:0032984;GO:0032989;GO:0032990;GO:0033043;GO:0034621;GO:0034623;GO:0035556;GO:0043241;GO:0043254;GO:0043624;GO:0043933;GO:0044087;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048812;GO:0048856;GO:0048858;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051128;GO:0051129;GO:0051261;GO:0051270;GO:0051272;GO:0051493;GO:0051494;GO:0051704;GO:0051707;GO:0051716;GO:0065007;GO:0070507;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071845GO:0005488;GO:0005515;GO:0008092;GO:0015631GO:0005737;GO:0005829;GO:0005874;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700622 17.5 0 7.5762 2 0.55 0.325399 -0.92 A0A096MK73;P13668Stathmin Stmn1 tr|A0A096MK73|A0A096MK73_RAT Stathmin (Fragment) OS=Rattus norvegicus OX=10116 GN=Stmn1 PE=1 SV=1;sp|P13668|STMN1_RAT Stathmin OS=Rattus norvegicus OX=10116 GN=Stmn1 PE=1 SV=2
25.08 26.16 26.13 26.18 26.17 25.96 0.31 binding;carbohydrate binding;collagen binding;protein bindingcell differentiation;cellular component organization;cellular membrane organization;cellular process;developmental process;endocytosis;establishment of localization;macromolecule metabolic process;membrane invagination;membrane organization;metabolic process;multicellular organismal process;transport;vesicle-mediated transportcell part;membrane;plasma membraneko05152;PhagosomeCalcium;Cellmembrane;Completeproteome;Disulfidebond;Endocytosis;Glycoprotein;Isopeptidebond;Lectin;Membrane;Phosphoprotein;Receptor;Referenceproteome;Repeat;Signal;Transmembrane;Transmembranehelix;UblconjugationGO:0001649;GO:0006810;GO:0006897;GO:0008152;GO:0009987;GO:0010324;GO:0016043;GO:0016044;GO:0016192;GO:0030154;GO:0030574;GO:0032501;GO:0032502;GO:0032963;GO:0043170;GO:0044236;GO:0044243;GO:0044259;GO:0048869;GO:0051234;GO:0061024;GO:0071840GO:0005488;GO:0005515;GO:0005518;GO:0030246GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016021;GO:0030054;GO:0030055;GO:0031224;GO:0044425;GO:0044464;GO:007016121 18.6 0 138.91 2 0.36 0.476879 -0.68 F1LMA7;Q4TU93C-type mannose receptor 2 Mrc2 tr|F1LMA7|F1LMA7_RAT C-type mannose receptor 2 OS=Rattus norvegicus OX=10116 GN=Mrc2 PE=1 SV=2;sp|Q4TU93|MRC2_RAT C-type mannose receptor 2 OS=Rattus norvegicus OX=10116 GN=Mrc2 PE=1 SV=1
25.06 25.24 25.66 25.64 25.79 25.46 0.31 binding;catalytic activity;GDP binding;GDP-dissociation inhibitor binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;protein binding;protein domain specific binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;Rho GDP-dissociation inhibitor binding;ribonucleotide bindinganatomical structure development;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell differentiation;cell junction organization;cell motility;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;developmental process;locomotion;metabolic process;multicellular organismal process;organelle organization;regulation of organelle organization;regulation of translation;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to stimulus;response to stress;signal transductioncell cortex;cell part;cell projection;cytoplasm;cytoskeleton;cytosol;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;midbody;mitochondrion;neuron projection;nucleus;organelleAdherens junction;Axon guidance;Bacterial invasion of epithelial cells;Chemokine signaling pathway;Colorectal cancer;Endocytosis;Focal adhesion;ko05152;Leukocyte transendothelial migration;Neurotrophin signaling pathway;Pancreatic secretion;Pathogenic Escherichia coli infection;Pathways in cancer;Regulation of actin cytoskeleton;T cell receptor signaling pathway;TGF-beta signaling pathway;Tight junction;Vascular smooth muscle contraction;Wnt signaling pathway3D-structure;Cellcycle;Celldivision;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;GTP-binding;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Phosphoprotein;Prenylation;Proto-oncogene;Referenceproteome;UblconjugationGO:0001101;GO:0001503;GO:0001558;GO:0001666;GO:0006355;GO:0006357;GO:0006417;GO:0006928;GO:0006937;GO:0006940;GO:0006950;GO:0006996;GO:0007010;GO:0007015;GO:0007043;GO:0007155;GO:0007160;GO:0007165;GO:0007243;GO:0007264;GO:0007519;GO:0008064;GO:0008152;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0010033;GO:0010243;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010608;GO:0010627;GO:0010638;GO:0010646;GO:0010647;GO:0010648;GO:0010740;GO:0010741;GO:0010941;GO:0010942;GO:0010952;GO:0010959;GO:0010975;GO:0014075;GO:0014706;GO:0016043;GO:0016477;GO:0019219;GO:0019222;GO:0019229;GO:0021795;GO:0021861;GO:0021885;GO:0022029;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0023057;GO:0030029;GO:0030030;GO:0030036;GO:0030154;GO:0030155;GO:0030307;GO:0030334;GO:0030335;GO:0030518;GO:0030521;GO:0030522;GO:0030832;GO:0030833;GO:0030838;GO:0031098;GO:0031323;GO:0031325;GO:0031326;GGO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0019904;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0051021;GO:0051022GO:0005634;GO:0005737;GO:0005739;GO:0005829;GO:0005856;GO:0005911;GO:0005938;GO:0016020;GO:0030027;GO:0030054;GO:0030424;GO:0030496;GO:0031253;GO:0031256;GO:0032154;GO:0032155;GO:0032587;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043296;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:00444649 42 0 141.19 1 0.71 0.239274 -1.04 P61589 Transforming protein RhoA Rhoa sp|P61589|RHOA_RAT Transforming protein RhoA OS=Rattus norvegicus OX=10116 GN=Rhoa PE=1 SV=1
23.78 23.32 25.06 24.64 24.86 23.56 0.30 acyl-CoA thioesterase activity;catalytic activity;CoA hydrolase activity;hydrolase activity;hydrolase activity, acting on ester bonds;palmitoyl-(protein) hydrolase activity;palmitoyl-CoA hydrolase activity;thiolester hydrolase activityanatomical structure development;behavior;biological regulation;catabolic process;cell communication;cell-cell signaling;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular membrane organization;cellular metabolic process;cellular process;cofactor metabolic process;cofactor transport;developmental process;endocytosis;establishment of localization;homeostatic process;lipid metabolic process;macromolecule metabolic process;macromolecule modification;membrane invagination;membrane organization;metabolic process;multicellular organismal process;neurological system process;neurotransmitter transport;primary metabolic process;protein catabolic process;protein metabolic process;protein modification process;protein transport;regulation of transport;response to stimulus;secretion;signaling;transport;vesicle-mediated transportcell body;cell part;cell projection;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;extracellular region;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;neuron projection;neuronal cell body;nucleus;organelle;synapse;vacuole;vesicleFatty acid elongation in mitochondria;LysosomeCompleteproteome;Directproteinsequencing;Glycoprotein;Hydrolase;Lysosome;Referenceproteome;SignalGO:0001505;GO:0001558;GO:0002084;GO:0003008;GO:0006464;GO:0006629;GO:0006810;GO:0006836;GO:0006873;GO:0006885;GO:0006897;GO:0006898;GO:0006907;GO:0007042;GO:0007154;GO:0007267;GO:0007268;GO:0007269;GO:0007399;GO:0007420;GO:0007600;GO:0007601;GO:0007610;GO:0007611;GO:0007612;GO:0007625;GO:0007626;GO:0008152;GO:0008306;GO:0008344;GO:0009056;GO:0009057;GO:0009987;GO:0010324;GO:0010517;GO:0010646;GO:0010941;GO:0015031;GO:0016042;GO:0016043;GO:0016044;GO:0016192;GO:0019222;GO:0019538;GO:0019725;GO:0023051;GO:0023052;GO:0023061;GO:0030003;GO:0030004;GO:0030100;GO:0030163;GO:0030308;GO:0030534;GO:0030641;GO:0031579;GO:0031644;GO:0032429;GO:0032501;GO:0032502;GO:0032879;GO:0032940;GO:0035601;GO:0035751;GO:0040008;GO:0042157;GO:0042159;GO:0042592;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0043412;GO:0043523;GO:0043524;GO:0044057;GO:0044237;GO:0044238;GO:0044248;GO:0044257;GO:0044260;GO:0044265;GO:0044267;GO:0045184;GO:0045807;GO:0045851;GO:0045926;GO:0046903;GO:0048167;GO:0048259;GO:0048260;GO:0048513;GGO:0003824;GO:0008474;GO:0016289;GO:0016290;GO:0016291;GO:0016787;GO:0016788;GO:0016790GO:0000323;GO:0005576;GO:0005615;GO:0005634;GO:0005764;GO:0005773;GO:0005794;GO:0005829;GO:0008021;GO:0016023;GO:0030135;GO:0030136;GO:0030424;GO:0030425;GO:0031410;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044456;GO:0044464;GO:0045121;GO:0045202;GO:0065010;GO:00700627 32 0 112.45 1 0.17 0.727287 -0.39 P45479 Palmitoyl-protein thioesterase 1 Ppt1 sp|P45479|PPT1_RAT Palmitoyl-protein thioesterase 1 OS=Rattus norvegicus OX=10116 GN=Ppt1 PE=1 SV=1
26.70 26.81 26.68 27.12 27.00 26.96 0.30 actin binding;binding;cytoskeletal protein binding;protein bindingbiological regulation;cellular component assembly;cellular component organization;cellular process;cytoskeleton organization;multicellular organismal process;multi-organism process;muscle contraction;organelle organizationcell body;cell part;cell projection;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;neuronal cell body;organelle;plasma membrane;protein complexVascular smooth muscle contractionActin-binding;Calmodulin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Muscleprotein;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0003008;GO:0003012;GO:0006936;GO:0006996;GO:0007010;GO:0007015;GO:0007565;GO:0009987;GO:0016043;GO:0022414;GO:0022607;GO:0030029;GO:0030036;GO:0032092;GO:0032501;GO:0043393;GO:0044093;GO:0051017;GO:0051098;GO:0051099;GO:0051704;GO:0065007;GO:0065009;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003779;GO:0005488;GO:0005515;GO:0008092GO:0005884;GO:0005886;GO:0014069;GO:0016020;GO:0030016;GO:0030425;GO:0030478;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043197;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0043292;GO:0044297;GO:0044309;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044456;GO:0044463;GO:004446428 45.2 0 198.64 8 2.09 0.059281 -1.84 G3V9E3;Q62736;A0A0G2JTV2;REV__F1M8A4;REV__D3ZZ81;REV__A0A0G2K3L9;REV__A0A1B0GWM2;REV__A0A1B0GWS0Non-muscle caldesmon Cald1 tr|G3V9E3|G3V9E3_RAT Caldesmon 1, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Cald1 PE=1 SV=1;sp|Q62736|CALD1_RAT Non-muscle caldesmon OS=Rattus norvegicus OX=10116 GN=Cald1 PE=1 SV=1;tr|A0A0G2JTV2|A0A0G2JTV2_RAT Non-muscle caldesmon OS=Rattus norvegicu
26.28 25.18 25.76 26.04 26.38 25.66 0.28 catalytic activity;disulfide oxidoreductase activity;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donors;oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;protein disulfide oxidoreductase activitybiological regulation;cellular homeostasis;cellular metabolic process;cellular process;glycerol ether metabolic process;homeostatic process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stress;small molecule metabolic process;sulfur compound metabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;proteasome complex;protein complex;vesicleCompleteproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Electrontransport;Nucleus;Proteasome;Redox-activecenter;Referenceproteome;TransportGO:0000103;GO:0006457;GO:0006662;GO:0006790;GO:0006950;GO:0006979;GO:0008152;GO:0009987;GO:0018904;GO:0019538;GO:0019725;GO:0033554;GO:0034599;GO:0042221;GO:0042592;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044281;GO:0045454;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0055114;GO:0065007;GO:0065008;GO:0070887GO:0003824;GO:0015035;GO:0015036;GO:0016491;GO:0016667;GO:0016671GO:0000502;GO:0005634;GO:0005737;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006211 53.8 0 148.55 2 0.30 0.554643 -0.59 A0A0G2K737;Q920J4Thioredoxin-like protein 1 Txnl1 tr|A0A0G2K737|A0A0G2K737_RAT Thioredoxin-like protein 1 OS=Rattus norvegicus OX=10116 GN=Txnl1 PE=1 SV=1;sp|Q920J4|TXNL1_RAT Thioredoxin-like protein 1 OS=Rattus norvegicus OX=10116 GN=Txnl1 PE=1 SV=3
27.25 27.05 27.80 27.99 27.58 27.39 0.28 biological adhesion;cell adhesion;cellular processcell part;membrane Completeproteome;Proteomicsidentification;Referenceproteome;RepeatGO:0007155;GO:0009987;GO:0022610GO:0016020;GO:0044464 19 30 0 323.31 1 0.42 0.436256 -0.73 F1LUV9 Ncam1 tr|F1LUV9|F1LUV9_RAT Neural cell adhesion molecule 1 OS=Rattus norvegicus OX=10116 GN=Ncam1 PE=1 SV=3
32.26 32.65 32.42 32.57 32.48 33.13 0.28 binding;double-stranded RNA binding;enzyme binding;kinase binding;nucleic acid binding;phosphatase binding;phospholipase binding;protein binding;protein dimerization activity;protein domain specific binding;protein heterodimerization activity;protein kinase binding;protein phosphatase 2A binding;protein phosphatase binding;receptor binding;RNA binding;structural constituent of cytoskeleton;structural constituent of eye lens;structural molecule activity;toxin bindingaging;anatomical structure development;anatomical structure morphogenesis;biological regulation;cell development;cell differentiation;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular macromolecular complex assembly;cellular process;cytoskeleton organization;cytoskeleton-dependent intracellular transport;developmental process;establishment of localization;growth;locomotion;macromolecular complex assembly;multicellular organismal process;neurological system process;organelle organization;protein complex assembly;protein polymerization;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;signal transduction;transportcell body;cell leading edge;cell part;cell projection;cytoplasm;cytoskeleton;cytosol;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microbody;neuron projection;neuronal cell body;nucleoplasm;organelle;peroxisome;plasma membrane;protein complex;site of polarized growth;synapse;vesicleAmyotrophic lateral sclerosis (ALS);Arrhythmogenic right ventricular cardiomyopathy (ARVC);Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM)Acetylation;ADP-ribosylation;Cellmembrane;Coiledcoil;Completeproteome;Cytoplasm;Developmentalprotein;Differentiation;Directproteinsequencing;Glycoprotein;Intermediatefilament;Keratin;Membrane;Muscleprotein;Neurogenesis;Nitration;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;S-nitrosylation;UblconjugationGO:0000226;GO:0003006;GO:0003008;GO:0006461;GO:0006810;GO:0006928;GO:0006950;GO:0006979;GO:0006996;GO:0007010;GO:0007017;GO:0007018;GO:0007165;GO:0007399;GO:0007409;GO:0007568;GO:0007584;GO:0008088;GO:0008089;GO:0008090;GO:0008284;GO:0009314;GO:0009605;GO:0009611;GO:0009628;GO:0009636;GO:0009653;GO:0009719;GO:0009725;GO:0009888;GO:0009893;GO:0009987;GO:0009991;GO:0010001;GO:0010033;GO:0010035;GO:0010038;GO:0010043;GO:0010269;GO:0010468;GO:0010604;GO:0010628;GO:0010720;GO:0010769;GO:0010941;GO:0010970;GO:0010975;GO:0010977;GO:0014002;GO:0014012;GO:0014013;GO:0014015;GO:0016043;GO:0019222;GO:0019896;GO:0021510;GO:0021762;GO:0021766;GO:0021782;GO:0021987;GO:0022414;GO:0022603;GO:0022604;GO:0022607;GO:0030030;GO:0030154;GO:0030705;GO:0031099;GO:0031102;GO:0031103;GO:0031133;GO:0031344;GO:0031345;GO:0031346;GO:0031667;GO:0031960;GO:0032355;GO:0032501;GO:0032502;GO:0032535;GO:0032536;GO:0032870;GO:0032989;GO:0032990;GO:0033273;GO:0033280;GO:0033554;GO:0033693;GO:0034599;GO:0034621;GO:0034622;GO:0040007;GO:0040011;GGO:0003676;GO:0003723;GO:0003725;GO:0005102;GO:0005198;GO:0005200;GO:0005212;GO:0005488;GO:0005515;GO:0015643;GO:0019899;GO:0019900;GO:0019901;GO:0019902;GO:0019903;GO:0019904;GO:0043274;GO:0046982;GO:0046983;GO:0051721GO:0005615;GO:0005654;GO:0005737;GO:0005777;GO:0005829;GO:0005856;GO:0005882;GO:0005883;GO:0005886;GO:0005911;GO:0005912;GO:0005913;GO:0005916;GO:0005921;GO:0005924;GO:0005925;GO:0016020;GO:0016363;GO:0030018;GO:0030054;GO:0030055;GO:0030424;GO:0030426;GO:0030427;GO:0031090;GO:0031252;GO:0031594;GO:0031965;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0033596;GO:0042383;GO:0042579;GO:0042622;GO:0042995;GO:0043005;GO:0043025;GO:0043204;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044299;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044441;GO:0044444;GO:0044445;GO:0044446;GO:0044449;GO:0044463;GO:0044464;GO:0045095;GO:0045098;GO:0045202;GO:0048471;GO:0065010;GO:0070062;GO:007016154 86.9 0 323.31 31 0.54 0.352901 -0.85 P31000;G3V8C3;Q6P725;P48675;P21807;F1M7P4;Q6IG10;A7M746;CON__Q14533;G3V8Q2;A7M777;A0A0G2JUR6;Q6IG11;CON__P78385;Q6IG08;A0A0U1RRN6;G3V7S2;CON__Q6NT21;A0A0G2K126;A0A0G2JUU5;A7M778;A0A0G2QC11;CON__O43790;A7M775;A7M776;CON__Q61726;A0A1W2Q669;A0A0G2K4H7;P23565;P19527;P12839Vimentin Vim sp|P31000|VIME_RAT Vimentin OS=Rattus norvegicus OX=10116 GN=Vim PE=1 SV=2;tr|G3V8C3|G3V8C3_RAT Vimentin OS=Rattus norvegicus OX=10116 GN=Vim PE=1 SV=1
31.42 31.41 31.31 31.61 31.90 31.47 0.28 binding;cation binding;extracellular matrix structural constituent;ion binding;metal ion binding;structural molecule activityanatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;biosynthetic process;cell communication;cell differentiation;cellular component assembly;cellular component organization;cellular localization;cellular process;developmental process;establishment of localization;extracellular matrix organization;extracellular structure organization;localization;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multicellular organismal process;neurological system process;protein complex assembly;protein transport;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;transportcell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular region;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleAmoebiasis;ECM-receptor interaction;Focal adhesion;Protein digestion and absorption3D-structure;Calcium;Collagen;Completeproteome;Directproteinsequencing;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydroxylation;Metal-binding;Pyrrolidonecarboxylicacid;Referenceproteome;Repeat;Secreted;SignalGO:0000302;GO:0001101;GO:0001501;GO:0001503;GO:0001568;GO:0001649;GO:0001957;GO:0001958;GO:0003008;GO:0006355;GO:0006461;GO:0006810;GO:0006950;GO:0006979;GO:0007154;GO:0007162;GO:0007584;GO:0007600;GO:0007601;GO:0007605;GO:0008104;GO:0008152;GO:0009058;GO:0009059;GO:0009605;GO:0009611;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010243;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010646;GO:0010647;GO:0010717;GO:0010718;GO:0010720;GO:0010769;GO:0010770;GO:0010810;GO:0010812;GO:0014075;GO:0015031;GO:0016043;GO:0019219;GO:0019222;GO:0022603;GO:0022604;GO:0022607;GO:0023051;GO:0023056;GO:0030111;GO:0030154;GO:0030155;GO:0030177;GO:0030198;GO:0030199;GO:0030334;GO:0030335;GO:0031214;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0031960;GO:0032355;GO:0032501;GO:0032502;GO:0032526;GO:0032879;GO:0032963;GO:0032964;GO:0033036;GO:0033189;GGO:0005198;GO:0005201;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005581;GO:0005583;GO:0005584;GO:0005615;GO:0005783;GO:0005794;GO:0016023;GO:0030141;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044420;GO:0044421;GO:0044424;GO:0044444;GO:004446456 58.4 0 323.31 1 0.99 0.177071 -1.20 P02454 Collagen alpha-1(I) chain Col1a1 sp|P02454|CO1A1_RAT Collagen alpha-1(I) chain OS=Rattus norvegicus OX=10116 GN=Col1a1 PE=1 SV=5
22.99 23.53 24.21 23.84 NaN 23.87 0.28 BH domain binding;BH3 domain binding;binding;channel activity;chaperone binding;death domain binding;heat shock protein binding;identical protein binding;lipid binding;passive transmembrane transporter activity;protein binding;protein complex binding;protein dimerization activity;protein domain specific binding;protein heterodimerization activity;protein homodimerization activity;transmembrane transporter activity;transporter activityanatomical structure development;anatomical structure morphogenesis;biological regulation;cell activation;cell death;cell development;cell differentiation;cell motility;cell proliferation;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular lipid metabolic process;cellular localization;cellular membrane organization;cellular metabolic process;cellular process;cellular respiration;death;developmental process;establishment of localization;generation of precursor metabolites and energy;homeostatic process;immune system process;ion transport;lipid metabolic process;localization;locomotion;macromolecular complex assembly;membrane fusion;membrane organization;metabolic process;mitochondrion organization;multicellular organismal process;organelle fission;organelle fusion;organelle organization;primary metabolic process;protein complex assembly;regulation of cell cycle;regulation of organelle orgcell part;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nuclear envelope;nucleus;organelle;protein complex;vesicleAmyotrophic lateral sclerosis (ALS);Apoptosis;Colorectal cancer;Huntington's disease;ko05152;Neurotrophin signaling pathway;p53 signaling pathway;Pathways in cancer;Prion diseases;Protein processing in endoplasmic reticulumAcetylation;Alternativesplicing;Apoptosis;Completeproteome;Cytoplasm;Membrane;Mitochondrion;Mitochondrionoutermembrane;Proteomicsidentification;Referenceproteome;Transmembrane;TransmembranehelixGO:0000266;GO:0001541;GO:0001764;GO:0001775;GO:0001776;GO:0001777;GO:0001782;GO:0001783;GO:0001822;GO:0001836;GO:0001844;GO:0001894;GO:0001932;GO:0001933;GO:0001974;GO:0002260;GO:0002262;GO:0002339;GO:0002352;GO:0002358;GO:0002376;GO:0002902;GO:0002904;GO:0003006;GO:0006091;GO:0006461;GO:0006629;GO:0006643;GO:0006664;GO:0006665;GO:0006687;GO:0006808;GO:0006810;GO:0006811;GO:0006873;GO:0006874;GO:0006875;GO:0006915;GO:0006917;GO:0006919;GO:0006927;GO:0006928;GO:0006944;GO:0006950;GO:0006970;GO:0006974;GO:0006996;GO:0007005;GO:0007006;GO:0007007;GO:0007008;GO:0007165;GO:0007281;GO:0007420;GO:0008053;GO:0008104;GO:0008152;GO:0008219;GO:0008283;GO:0008285;GO:0008624;GO:0008625;GO:0008629;GO:0008630;GO:0008635;GO:0008637;GO:0009314;GO:0009411;GO:0009416;GO:0009566;GO:0009611;GO:0009628;GO:0009636;GO:0009651;GO:0009653;GO:0009719;GO:0009725;GO:0009886;GO:0009887;GO:0009892;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010212;GO:0010248;GO:0010332;GO:0010522;GO:0010524;GO:0010563;GO:0010605;GO:0010623;GO:0010638;GGO:0005215;GO:0005488;GO:0005515;GO:0008289;GO:0015267;GO:0019904;GO:0022803;GO:0022857;GO:0031072;GO:0032403;GO:0042802;GO:0042803;GO:0046982;GO:0046983;GO:0051087;GO:0051400;GO:0051434;GO:0070513GO:0005634;GO:0005635;GO:0005737;GO:0005739;GO:0005741;GO:0005757;GO:0005789;GO:0005829;GO:0016020;GO:0019867;GO:0031090;GO:0031966;GO:0031967;GO:0031968;GO:0031975;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044429;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0046930;GO:0065010;GO:0070062;GO:0097136;GO:00971444 30.2 0 70.634 3 0.23 0.645633 -0.50 G3V8T9;Q9JKL3;Q63690Apoptosis regulator BAX Bax tr|G3V8T9|G3V8T9_RAT Apoptosis regulator BAX OS=Rattus norvegicus OX=10116 GN=Bax PE=1 SV=1;tr|Q9JKL3|Q9JKL3_RAT Apoptosis regulator BAX OS=Rattus norvegicus OX=10116 GN=Bax PE=1 SV=1;sp|Q63690|BAX_RAT Apoptosis regulator BAX OS=Rattus norvegicus OX=10116
27.06 26.72 28.78 28.15 27.99 27.26 0.28 alcohol dehydrogenase (NADP+) activity;alditol:NADP+ 1-oxidoreductase activity;aldo-keto reductase (NADP) activity;catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptoralcohol metabolic process;amine metabolic process;anatomical structure development;biological regulation;biosynthetic process;carbohydrate metabolic process;cellular aromatic compound metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;homeostatic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;primary metabolic process;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to oxidative stress;response to stimulus;response to stress;signal transduction;small molecule metabolic processcell part;cytosol;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleFructose and mannose metabolism;Galactose metabolism;Glycerolipid metabolism;Pentose and glucuronate interconversions;Pyruvate metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;NADP;Oxidoreductase;ReferenceproteomeGO:0000302;GO:0001894;GO:0005975;GO:0005996;GO:0006059;GO:0006060;GO:0006061;GO:0006066;GO:0006576;GO:0006584;GO:0006725;GO:0006807;GO:0006950;GO:0006979;GO:0007165;GO:0007243;GO:0008152;GO:0008284;GO:0009058;GO:0009308;GO:0009414;GO:0009415;GO:0009628;GO:0009712;GO:0009719;GO:0009725;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010035;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0016051;GO:0018931;GO:0018958;GO:0019400;GO:0019401;GO:0019406;GO:0019751;GO:0022414;GO:0023051;GO:0023056;GO:0031098;GO:0032501;GO:0032502;GO:0033554;GO:0034311;GO:0034599;GO:0034614;GO:0034637;GO:0034641;GO:0035556;GO:0042127;GO:0042221;GO:0042415;GO:0042537;GO:0042542;GO:0042592;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044262;GO:0044281;GO:0044283;GO:0046165;GO:0046173;GO:0046425;GO:0046427;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0048609;GO:0048660;GO:0048661;GO:0048856;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0060135;GO:0060249;GO:0065007;GO:0065008;GO:0070301;GO:0070887;GO:0072044;GO:0072061;GO:0097066GO:0003824;GO:0004032;GO:0004033;GO:0008106;GO:0016491;GO:0016614;GO:0016616GO:0000323;GO:0005615;GO:0005764;GO:0005773;GO:0005829;GO:0005911;GO:0030054;GO:0032838;GO:0033010;GO:0042629;GO:0043220;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044463;GO:0044464;GO:004847117 58.9 0 199.94 1 0.15 0.756763 -0.35 P07943 Aldose reductase Akr1b1 sp|P07943|ALDR_RAT Aldo-keto reductase family 1 member B1 OS=Rattus norvegicus OX=10116 GN=Akr1b1 PE=1 SV=3
23.01 23.10 22.68 22.92 NaN 23.49 0.28 enzyme regulator activity;kinase regulator activitybiological regulation;regulation of organelle organizationcell part;intracellular Completeproteome;Growthfactor;Proteomicsidentification;ReferenceproteomeGO:0010639;GO:0019220;GO:0019222;GO:0031323;GO:0032956;GO:0032970;GO:0033043;GO:0034315;GO:0034316;GO:0042325;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051125;GO:0051126;GO:0051128;GO:0051129;GO:0051174;GO:0051493;GO:0051494;GO:0065007;GO:2000249GO:0019207;GO:0030234GO:0005622;GO:0044464 5 46.5 0 21.323 2 0.42 0.444739 -0.75 F1M8F4;Q80T18Glia maturation factor gamma Gmfg tr|F1M8F4|F1M8F4_RAT Glia maturation factor gamma OS=Rattus norvegicus OX=10116 GN=Gmfg PE=1 SV=2;sp|Q80T18|GMFG_RAT Glia maturation factor gamma OS=Rattus norvegicus OX=10116 GN=Gmfg PE=2 SV=1
23.19 22.38 NaN 23.25 22.87 NaN 0.27 binding;nucleic acid binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activitybiological regulation;biosynthetic process;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular process;cytoplasmic translation;macromolecular complex assembly;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;regulation of translation;ribonucleoprotein complex assembly;translationcell part;macromolecular complex;protein complex;ribonucleoprotein complexRNA transportCoiledcoil;Completeproteome;Cytoplasm;Initiationfactor;Phosphoprotein;Proteinbiosynthesis;ReferenceproteomeGO:0001731;GO:0002181;GO:0006412;GO:0006417;GO:0006446;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0016043;GO:0019222;GO:0019538;GO:0022607;GO:0022618;GO:0031323;GO:0031326;GO:0032268;GO:0034621;GO:0034622;GO:0034645;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0050789;GO:0050794;GO:0051246;GO:0060255;GO:0065003;GO:0065007;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135GO:0005852;GO:0016282;GO:0030529;GO:0032991;GO:0033290;GO:0043234;GO:0044424;GO:0044444;GO:0044464;GO:00709936 22 0 18.297 1 0.22 0.67045 -0.49 A0JPM9 Eukaryotic translation initiation factor 3 subunit JEif3j sp|A0JPM9|EIF3J_RAT Eukaryotic translation initiation factor 3 subunit J OS=Rattus norvegicus OX=10116 GN=Eif3j PE=1 SV=1
23.33 NaN 22.81 23.43 23.02 23.56 0.27 alcohol binding;alcohol dehydrogenase (NAD) activity;alcohol dehydrogenase activity, zinc-dependent;aldehyde oxidase activity;binding;carboxylic acid binding;catalytic activity;cation binding;coenzyme binding;cofactor binding;ethanol binding;fatty acid binding;formaldehyde dehydrogenase activity;identical protein binding;ion binding;isoprenoid binding;lipid binding;metal ion binding;monocarboxylic acid binding;NAD binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the aldehyde or oxo group of donors;oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor;oxidoreductase activity, acting on the aldehyde or oxo group of donors, oxygen as acceptor;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;protein binding;protein dimerization activity;protein homodimerization activity;retinoid binding;retinol binding;retinol dehydrogenase activity;S-(hydroxyaging;alcohol metabolic process;biological regulation;catabolic process;cellular aldehyde metabolic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;developmental process;hormone metabolic process;lipid metabolic process;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;multi-organism process;organic acid metabolic process;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;response to biotic stimulus;response to chemical stimulus;response to stimulus;response to stress;small molecule metabolic process;vitamin metabolic processcell part;cytoplasm;extracellular organelle;extracellular region;intracellular;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;nucleus;organelle;vesicleChloroalkane and chloroalkene degradation;Drug metabolism - cytochrome P450;Fatty acid metabolism;Glycolysis / Gluconeogenesis;Metabolism of xenobiotics by cytochrome P450;Methane metabolism;Naphthalene degradation;Retinol metabolism;Tyrosine metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Metal-binding;NAD;Oxidoreductase;Phosphoprotein;Referenceproteome;ZincGO:0001523;GO:0002237;GO:0003008;GO:0003016;GO:0006066;GO:0006067;GO:0006068;GO:0006069;GO:0006081;GO:0006082;GO:0006464;GO:0006629;GO:0006631;GO:0006720;GO:0006721;GO:0006766;GO:0006775;GO:0006776;GO:0006950;GO:0007568;GO:0007585;GO:0008152;GO:0008217;GO:0009056;GO:0009607;GO:0009617;GO:0009987;GO:0010033;GO:0010430;GO:0010817;GO:0016101;GO:0017014;GO:0018119;GO:0018193;GO:0018198;GO:0019395;GO:0019538;GO:0019752;GO:0030258;GO:0032496;GO:0032501;GO:0032502;GO:0032787;GO:0034308;GO:0034310;GO:0034440;GO:0034754;GO:0042180;GO:0042221;GO:0042445;GO:0042572;GO:0042573;GO:0043170;GO:0043412;GO:0043436;GO:0044237;GO:0044238;GO:0044248;GO:0044255;GO:0044260;GO:0044267;GO:0044281;GO:0044282;GO:0045471;GO:0045777;GO:0046164;GO:0046185;GO:0046292;GO:0046294;GO:0050896;GO:0051409;GO:0051704;GO:0051707;GO:0051775;GO:0055114;GO:0065007;GO:0065008GO:0000166;GO:0003824;GO:0004022;GO:0004024;GO:0004031;GO:0004745;GO:0005488;GO:0005501;GO:0005504;GO:0005515;GO:0008270;GO:0008289;GO:0016491;GO:0016614;GO:0016616;GO:0016620;GO:0016623;GO:0016903;GO:0018467;GO:0019840;GO:0019841;GO:0019842;GO:0031406;GO:0033293;GO:0035276;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0043178;GO:0046872;GO:0046914;GO:0046983;GO:0048037;GO:0050662;GO:0051287;GO:0051903GO:0005576;GO:0005622;GO:0005634;GO:0005737;GO:0005739;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700628 29.9 0 27.676 4 0.38 0.480243 -0.69 P12711;Q7TQ90;G3V7J9;P41682Alcohol dehydrogenase class-3;S-(hydroxymethyl)glutathione dehydrogenaseAdh5;Adh4 sp|P12711|ADHX_RAT Alcohol dehydrogenase class-3 OS=Rattus norvegicus OX=10116 GN=Adh5 PE=1 SV=2;tr|Q7TQ90|Q7TQ90_RAT Ac1002 OS=Rattus norvegicus OX=10116 GN=Adh4 PE=1 SV=1
23.05 23.26 NaN 22.71 NaN 24.13 0.27 [cytochrome c]-arginine N-methyltransferase activity;arginine N-methyltransferase activity;binding;catalytic activity;histone methyltransferase activity;histone methyltransferase activity (H4-R3 specific);histone-arginine N-methyltransferase activity;identical protein binding;methyltransferase activity;N-methyltransferase activity;protein binding;protein methyltransferase activity;protein-arginine N-methyltransferase activity;protein-arginine omega-N asymmetric methyltransferase activity;protein-arginine omega-N monomethyltransferase activity;ribonucleoprotein binding;S-adenosylmethionine-dependent methyltransferase activity;snoRNP binding;transferase activity;transferase activity, transferring one-carbon groupsbiological regulation;cellular component organization;cellular metabolic process;cellular process;chromatin modification;chromatin organization;chromosome organization;histone modification;macromolecule metabolic process;macromolecule modification;metabolic process;one-carbon metabolic process;organelle organization;peptidyl-amino acid modification;primary metabolic process;protein alkylation;protein metabolic process;protein modification process;small molecule metabolic processcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleoplasm;nucleus;organelle;plasma membrane;protein complex3D-structure;Completeproteome;Cytoplasm;Methyltransferase;Nucleus;Referenceproteome;S-adenosyl-L-methionine;TransferaseGO:0002682;GO:0006325;GO:0006355;GO:0006464;GO:0006479;GO:0006730;GO:0006996;GO:0008152;GO:0008213;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0016043;GO:0016568;GO:0016569;GO:0016570;GO:0016571;GO:0018193;GO:0018195;GO:0018216;GO:0019219;GO:0019222;GO:0019538;GO:0019919;GO:0031323;GO:0031326;GO:0032259;GO:0034969;GO:0035246;GO:0035247;GO:0043170;GO:0043412;GO:0043414;GO:0043985;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044281;GO:0045595;GO:0045596;GO:0045637;GO:0045638;GO:0045652;GO:0045653;GO:0048519;GO:0048523;GO:0050789;GO:0050793;GO:0050794;GO:0051093;GO:0051171;GO:0051239;GO:0051252;GO:0051276;GO:0060255;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000026;GO:2000112GO:0003824;GO:0005488;GO:0005515;GO:0008168;GO:0008170;GO:0008276;GO:0008469;GO:0008757;GO:0016273;GO:0016274;GO:0016275;GO:0016740;GO:0016741;GO:0030519;GO:0035241;GO:0035242;GO:0042054;GO:0042802;GO:0043021;GO:0044020GO:0005634;GO:0005654;GO:0005829;GO:0005886;GO:0016020;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:00444649 33.4 0 25.365 3 0.13 0.783109 -0.33 Q63009;A0A0G2K9I8;F1LWG2Protein arginine N-methyltransferase 1 Prmt1 sp|Q63009|ANM1_RAT Protein arginine N-methyltransferase 1 OS=Rattus norvegicus OX=10116 GN=Prmt1 PE=1 SV=1;tr|A0A0G2K9I8|A0A0G2K9I8_RAT Protein arginine methyltransferase 1-like OS=Rattus norvegicus OX=10116 GN=LOC100361025 PE=3 SV=1
23.31 23.89 24.30 NaN 24.33 23.87 0.27 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological regulation;cellular process;response to stimulus;signal transductionextracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;synapse;vesicleCalcium;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Metal-binding;Proteomicsidentification;Referenceproteome;Secreted;SignalGO:0007165;GO:0009987;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005578;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0045202;GO:0065010;GO:00700622 3.6 0 20.827 2 0.25 0.633317 -0.52 G3V7X5;P24054SPARC-like protein 1 Sparcl1 tr|G3V7X5|G3V7X5_RAT SPARC-like 1 (Mast9, hevin), isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Sparcl1 PE=1 SV=1;sp|P24054|SPRL1_RAT SPARC-like protein 1 OS=Rattus norvegicus OX=10116 GN=Sparcl1 PE=1 SV=1
25.73 26.27 25.81 26.35 26.31 25.95 0.26 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;serine-type endopeptidase inhibitor activityaging;anatomical structure development;behavior;biological regulation;cell communication;cellular homeostasis;cellular process;developmental process;homeostatic process;multicellular organismal process;neurological system process;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;rhythmic processcell body;cell part;cell projection;extracellular organelle;extracellular region;extracellular space;neuron projection;neuronal cell body;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001678;GO:0001822;GO:0003008;GO:0007154;GO:0007568;GO:0007584;GO:0007610;GO:0007611;GO:0007613;GO:0007614;GO:0008285;GO:0009268;GO:0009605;GO:0009628;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009892;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010447;GO:0010466;GO:0010468;GO:0010594;GO:0010596;GO:0010605;GO:0010629;GO:0010951;GO:0010975;GO:0010976;GO:0016525;GO:0019222;GO:0019725;GO:0022414;GO:0022603;GO:0030334;GO:0030336;GO:0031344;GO:0031346;GO:0031347;GO:0031348;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0031960;GO:0032025;GO:0032101;GO:0032102;GO:0032501;GO:0032502;GO:0032526;GO:0032870;GO:0032879;GO:0033189;GO:0033273;GO:0033500;GO:0034284;GO:0040012;GO:0040013;GO:0042127;GO:0042221;GO:0042592;GO:0042593;GO:0042698;GO:0043086;GO:0044092;GO:0045595;GO:0045664;GO:0045765;GO:0046685;GO:0048511;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048583;GO:0048585;GO:0048609;GO:0048856;GO:0048878;GO:0050678;GO:0050680;GO:0050727;GO:0050728;GO:0050767;GGO:0004857;GO:0004866;GO:0004867;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005576;GO:0005604;GO:0005615;GO:0030424;GO:0031982;GO:0031988;GO:0033267;GO:0042995;GO:0043005;GO:0043025;GO:0043203;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044420;GO:0044421;GO:0044424;GO:0044444;GO:0044463;GO:0044464;GO:0048471;GO:0065010;GO:007006217 52.6 0 323.31 1 0.55 0.35768 -0.84 Q80ZA3 Serpinf1 tr|Q80ZA3|Q80ZA3_RAT Alpha-2 antiplasmin OS=Rattus norvegicus OX=10116 GN=Serpinf1 PE=1 SV=1
23.28 23.55 22.63 23.41 23.67 23.17 0.26 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;kinase activity;molecular transducer activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein tyrosine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;receptor activity;ribonucleotide binding;signal transducer activity;signaling receptor activity;transferase activity;transferase activity, transferring phosphorus-containing groups;transmembrane receptor protein kinase activity;transmembrane receptor protein tyrosine kinase activity;transmembrane signaling receptor activitybiological regulation;cell differentiation;cellular component organization;cellular membrane organization;cellular process;developmental process;embryo development;membrane fusion;membrane organization;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimuluscell part;membrane;plasma membraneATP-binding;Completeproteome;Disulfidebond;Immunoglobulindomain;Kinase;Membrane;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Receptor;Referenceproteome;Transferase;Transmembrane;Transmembranehelix;Tyrosine-proteinkinaseGO:0001570;GO:0001701;GO:0006944;GO:0007584;GO:0009605;GO:0009790;GO:0009792;GO:0009987;GO:0009991;GO:0016043;GO:0016044;GO:0016525;GO:0022603;GO:0030154;GO:0030334;GO:0030336;GO:0031667;GO:0032502;GO:0032526;GO:0032879;GO:0033189;GO:0033273;GO:0040012;GO:0040013;GO:0042221;GO:0043009;GO:0045026;GO:0045765;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051239;GO:0051270;GO:0051271;GO:0061024;GO:0061025;GO:0065007;GO:0071840;GO:2000026;GO:2000145;GO:2000146GO:0000166;GO:0003824;GO:0004672;GO:0004713;GO:0004714;GO:0004871;GO:0004872;GO:0004888;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019199;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0038023;GO:0060089GO:0005886;GO:0016020;GO:0016021;GO:0031224;GO:0044425;GO:00444645 4.7 0 17.142 1 0.35 0.509812 -0.64 B5DFD6 Receptor protein-tyrosine kinase Tie1 tr|B5DFD6|B5DFD6_RAT Tie1 protein OS=Rattus norvegicus OX=10116 GN=Tie1 PE=2 SV=1
24.97 25.02 24.59 25.22 25.55 24.57 0.26 biological regulation;cellular process;response to stimulus;signal transductionextracellular organelle;organelle;vesicleCompleteproteome;Leucine-richrepeat;Proteomicsidentification;Referenceproteome;RepeatGO:0006140;GO:0007165;GO:0007264;GO:0007265;GO:0008284;GO:0009894;GO:0009987;GO:0010810;GO:0010811;GO:0019219;GO:0019222;GO:0030155;GO:0030811;GO:0031323;GO:0031329;GO:0033121;GO:0033124;GO:0035556;GO:0042127;GO:0043085;GO:0043087;GO:0043547;GO:0044093;GO:0045785;GO:0048518;GO:0048522;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051171;GO:0051336;GO:0051345;GO:0051716;GO:0065007;GO:0065009;GO:0080090;GO:2000177;GO:2000179GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062;GO:00701619 46.9 0 76.275 1 0.33 0.533859 -0.61 D4A8F2 Rsu1 tr|D4A8F2|D4A8F2_RAT Ras suppressor protein 1 OS=Rattus norvegicus OX=10116 GN=Rsu1 PE=1 SV=3
24.11 23.68 23.73 24.24 NaN 23.95 0.26 acid-thiol ligase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATP citrate synthase activity;binding;catalytic activity;cation binding;CoA-ligase activity;cofactor binding;ion binding;ligase activity;ligase activity, forming carbon-sulfur bonds;lyase activity;metal ion binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;succinate-CoA ligase (ADP-forming) activity;succinate-CoA ligase activity;transferase activity;transferase activity, transferring acyl groups;transferase activity, transferring acyl groups, acyl groups converted into alkyl on transferbiosynthetic process;carbohydrate metabolic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;cofactor metabolic process;lipid metabolic process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;nucleoplasm;organelle;plasma membrane;vesicleCarbon fixation pathways in prokaryotes;Citrate cycle (TCA cycle)Acetylation;Alternativesplicing;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Isopeptidebond;Lipidbiosynthesis;Lipidmetabolism;Lyase;Magnesium;Metal-binding;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Transferase;UblconjugationGO:0005975;GO:0006082;GO:0006084;GO:0006085;GO:0006101;GO:0006629;GO:0006631;GO:0006633;GO:0006732;GO:0008152;GO:0008610;GO:0009058;GO:0009108;GO:0009987;GO:0016053;GO:0019752;GO:0032787;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044262;GO:0044281;GO:0044283;GO:0046394;GO:0051186;GO:0051188;GO:0072350GO:0000166;GO:0003824;GO:0003878;GO:0004774;GO:0004775;GO:0005488;GO:0005524;GO:0016405;GO:0016740;GO:0016746;GO:0016829;GO:0016874;GO:0016877;GO:0016878;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043167;GO:0043169;GO:0046872;GO:0046912;GO:0048037GO:0005654;GO:0005737;GO:0005739;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006215 16.1 0 119.18 4 0.52 0.384793 -0.84 G3V9G4;A0A0G2K5E7;G3V888;P16638ATP-citrate synthase Acly tr|G3V9G4|G3V9G4_RAT ATP-citrate synthase OS=Rattus norvegicus OX=10116 GN=Acly PE=1 SV=1;tr|A0A0G2K5E7|A0A0G2K5E7_RAT ATP-citrate synthase OS=Rattus norvegicus OX=10116 GN=Acly PE=1 SV=1;tr|G3V888|G3V888_RAT ATP-citrate synthase OS=Rattus norvegicus OX=10
27.63 27.95 28.07 28.28 28.06 28.08 0.25 biosynthetic process;cellular alkene metabolic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;multi-organism process;organic acid metabolic process;primary metabolic process;response to biotic stimulus;response to stimulus;response to stress;small molecule metabolic processcell part;cytoplasm;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleAcetylation;Actin-binding;Chaperone;Completeproteome;Cytoplasm;Cytoskeleton;Membrane;Nucleus;ReferenceproteomeGO:0006082;GO:0006629;GO:0006631;GO:0006633;GO:0006636;GO:0006690;GO:0006691;GO:0006950;GO:0006952;GO:0008152;GO:0008610;GO:0009058;GO:0009607;GO:0009620;GO:0009987;GO:0016053;GO:0019370;GO:0019752;GO:0032787;GO:0033559;GO:0042180;GO:0043436;GO:0043449;GO:0043450;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044281;GO:0044283;GO:0046394;GO:0046456;GO:0050832;GO:0050896;GO:0051704;GO:0051707GO:0005737;GO:0005856;GO:0016020;GO:0031090;GO:0031965;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006210 66.9 0 142.2 1 0.78 0.255136 -1.01 B0BNA5 Coactosin-like protein Cotl1 sp|B0BNA5|COTL1_RAT Coactosin-like protein OS=Rattus norvegicus OX=10116 GN=Cotl1 PE=1 SV=1
26.30 24.92 24.87 25.89 25.39 25.55 0.25 binding;DNA binding;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;kinase inhibitor activity;kinase regulator activity;lipid binding;NF-kappaB binding;nucleic acid binding;phosphatidylinositol binding;phosphatidylinositol-3,4,5-trisphosphate binding;phospholipid binding;protein binding;protein kinase inhibitor activity;protein kinase regulator activity;RNA binding;transcription factor binding;unfolded protein bindingaging;biological regulation;cellular component assembly;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA metabolic process;DNA repair;macromolecular complex assembly;macromolecule metabolic process;metabolic process;microtubule organizing center organization;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;protein complex assembly;regulation of cell cycle;regulation of DNA metabolic process;regulation of organelle organization;regulation of protein modification process;regulation of translation;response to chemical stimulus;response to DNA damage stimulus;response to stimulus;response to stresscell part;centrosome;cytoplasm;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;microtubule organizing center;nucleolus;nucleoplasm;nucleus;organelleAcetylation;ADP-ribosylation;Alternativesplicing;Chaperone;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Disulfidebond;DNA-binding;Isopeptidebond;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;RNA-binding;UblconjugationGO:0001932;GO:0006139;GO:0006259;GO:0006275;GO:0006281;GO:0006417;GO:0006461;GO:0006807;GO:0006950;GO:0006974;GO:0006996;GO:0007098;GO:0007568;GO:0007569;GO:0008152;GO:0008285;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010564;GO:0010604;GO:0010608;GO:0010824;GO:0010941;GO:0016043;GO:0019219;GO:0019220;GO:0019222;GO:0022402;GO:0022607;GO:0031023;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031399;GO:0032069;GO:0032070;GO:0032071;GO:0032268;GO:0032270;GO:0032502;GO:0032886;GO:0033043;GO:0033554;GO:0034641;GO:0042127;GO:0042221;GO:0042325;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043170;GO:0043331;GO:0043523;GO:0043933;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0045727;GO:0045740;GO:0045935;GO:0046599;GO:0046605;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051052;GO:0051054;GO:0051128;GO:0051171;GO:0051173;GO:0051174;GO:0051246;GO:0051247;GO:0051259;GO:0051260;GO:0051297;GO:0051336;GGO:0003676;GO:0003677;GO:0003723;GO:0004857;GO:0004860;GO:0005488;GO:0005515;GO:0005543;GO:0005547;GO:0008134;GO:0008289;GO:0019207;GO:0019210;GO:0019887;GO:0019899;GO:0030234;GO:0035091;GO:0051059;GO:0051082GO:0005634;GO:0005654;GO:0005730;GO:0005737;GO:0005813;GO:0005815;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:00444648 33.9 0 273.04 4 0.19 0.700778 -0.42 P13084;D3ZXI2;D3ZP59;F7FKF2Nucleophosmin Npm1 sp|P13084|NPM_RAT Nucleophosmin OS=Rattus norvegicus OX=10116 GN=Npm1 PE=1 SV=1;tr|D3ZXI2|D3ZXI2_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=2
24.45 23.27 24.52 24.65 24.47 23.87 0.25 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;cation binding;drug binding;ion binding;kinase activity;metal ion binding;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyridoxal binding;pyridoxal kinase activity;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groups;vitamin B6 binding;vitamin bindingbiological regulation;biosynthetic process;cellular metabolic compound salvage;cellular metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;small molecule metabolic process;vitamin metabolic processcell part;cytoplasmVitamin B6 metabolismAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Kinase;Metal-binding;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Transferase;ZincGO:0006732;GO:0006766;GO:0006767;GO:0008152;GO:0009058;GO:0009108;GO:0009110;GO:0009314;GO:0009443;GO:0009605;GO:0009628;GO:0009636;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010165;GO:0010212;GO:0010243;GO:0010941;GO:0014075;GO:0017085;GO:0031667;GO:0032094;GO:0032570;GO:0042221;GO:0042364;GO:0042493;GO:0042816;GO:0042819;GO:0042822;GO:0042823;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043094;GO:0044237;GO:0044249;GO:0044281;GO:0044283;GO:0046483;GO:0048519;GO:0048523;GO:0048545;GO:0050789;GO:0050794;GO:0050896;GO:0051186;GO:0051188;GO:0060548;GO:0065007GO:0000166;GO:0003824;GO:0005488;GO:0005524;GO:0008144;GO:0008478;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019842;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043167;GO:0043169;GO:0046872;GO:0070279;GO:0070280GO:0005737;GO:0044424;GO:0044464 10 42.3 0 56.738 3 0.21 0.684853 -0.44 G3V647;O35331;D3Z8P5Pyridoxal kinase Pdxk;RGD1566085 tr|G3V647|G3V647_RAT Pyridoxal kinase OS=Rattus norvegicus OX=10116 GN=Pdxk PE=1 SV=1;sp|O35331|PDXK_RAT Pyridoxal kinase OS=Rattus norvegicus OX=10116 GN=Pdxk PE=1 SV=1;tr|D3Z8P5|D3Z8P5_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 GN=RGD15660
24.67 23.85 23.97 24.35 24.93 23.94 0.25 binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindinganatomical structure development;biological regulation;cell motility;cellular component movement;cellular metabolic process;cellular process;developmental process;establishment of localization;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein transport;response to stimulus;response to stress;signal transduction;transport;vesicle-mediated transportcell part;cytosol;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleCompleteproteome;ER-Golgitransport;Golgiapparatus;GTP-binding;Lipoprotein;Myristate;Nucleotide-binding;Proteintransport;Referenceproteome;TransportGO:0006355;GO:0006357;GO:0006464;GO:0006471;GO:0006810;GO:0006928;GO:0006950;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007173;GO:0007264;GO:0007420;GO:0008152;GO:0009611;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010517;GO:0010518;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010941;GO:0015031;GO:0016192;GO:0016477;GO:0019219;GO:0019222;GO:0019538;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031584;GO:0032502;GO:0035556;GO:0040011;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043170;GO:0043412;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045184;GO:0045893;GO:0045935;GO:0045944;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048678;GO:0048856;GO:0048870;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051171;GO:0051173;GO:0051234;GO:0051252;GO:0051254;GO:0051336;GO:0051345;GO:0051716;GO:0060191;GO:0060193;GO:0060255;GO:0060548;GO:0065007;GO:0065009;GO:0080090;GO:2000112;GO:2000377GO:0000166;GO:0005488;GO:0005525;GO:0017076;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005794;GO:0005829;GO:0031253;GO:0031256;GO:0031982;GO:0031988;GO:0032587;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:00700629 64.4 0 38.118 1 0.25 0.632244 -0.51 P61751 ADP-ribosylation factor 4 Arf4 sp|P61751|ARF4_RAT ADP-ribosylation factor 4 OS=Rattus norvegicus OX=10116 GN=Arf4 PE=2 SV=2
25.35 25.34 24.05 25.00 25.36 25.10 0.24 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cell differentiation;cellular metabolic process;cellular process;developmental process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleProteasomeCompleteproteome;Cytoplasm;Differentiation;Hydrolase;Immunity;Nucleus;Protease;Proteasome;Referenceproteome;Threonineprotease;ZymogenGO:0002376;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019882;GO:0019941;GO:0030154;GO:0032502;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0045444;GO:0048869;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:00700628 34.8 0 47.718 2 0.21 0.685904 -0.44 P28064;A0A0G2K5L5Proteasome subunit beta type-8 Psmb8 sp|P28064|PSB8_RAT Proteasome subunit beta type-8 OS=Rattus norvegicus OX=10116 GN=Psmb8 PE=1 SV=3
26.36 25.79 25.51 26.82 25.71 25.84 0.24 biological regulation;cellular component assembly;cellular component organization;homeostatic process;macromolecular complex assembly;protein complex assemblyextracellular space Collagen;Completeproteome;Referenceproteome;SecretedGO:0006109;GO:0006111;GO:0006461;GO:0009889;GO:0009890;GO:0009892;GO:0009966;GO:0009967;GO:0010565;GO:0010627;GO:0010646;GO:0010647;GO:0010675;GO:0010677;GO:0010740;GO:0010906;GO:0016043;GO:0019222;GO:0022607;GO:0023051;GO:0023056;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0033500;GO:0042592;GO:0042593;GO:0043255;GO:0043408;GO:0043410;GO:0043933;GO:0045721;GO:0045912;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0048878;GO:0050789;GO:0050794;GO:0051259;GO:0051896;GO:0051897;GO:0065003;GO:0065007;GO:0065008;GO:0070372;GO:0070374;GO:0071822;GO:0071840;GO:0080090GO:0005581;GO:0005615;GO:0044420;GO:0044421 7 22.6 0 56.128 1 0.22 0.677392 -0.45 B1WC91 C1qtnf3 tr|B1WC91|B1WC91_RAT C1q and TNF-related 3 OS=Rattus norvegicus OX=10116 GN=C1qtnf3 PE=2 SV=1

NaN 22.60 23.13 22.78 23.38 23.15 0.24 structural molecule activitycell part;macromolecular complex;membrane;nucleoplasm;protein complexAcetylation;Coiledcoil;Completeproteome;Directproteinsequencing;Disulfidebond;Intermediatefilament;Lipoprotein;Membrane;Methylation;Nucleus;Phosphoprotein;Prenylation;Proteomicsidentification;ReferenceproteomeGO:0005198GO:0005637;GO:0005638;GO:0005654;GO:0005882;GO:0016020;GO:0016363;GO:0019866;GO:0031090;GO:0031965;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044446;GO:004446410 20.6 0 46.769 2 0.31 0.564964 -0.59 G3V7U4;P70615Lamin-B1 Lmnb1 tr|G3V7U4|G3V7U4_RAT Lamin-B1 OS=Rattus norvegicus OX=10116 GN=Lmnb1 PE=1 SV=1;sp|P70615|LMNB1_RAT Lamin-B1 OS=Rattus norvegicus OX=10116 GN=Lmnb1 PE=1 SV=3
23.87 23.81 NaN 24.03 NaN 24.12 0.24 binding;calcium ion binding;cation binding;ion binding;metal ion bindinganatomical structure development;biological adhesion;cell adhesion;cellular process;developmental processcell part;extracellular organelle;membrane;organelle;plasma membrane;vesicleCalcium;Celladhesion;Cellmembrane;Cleavageonpairofbasicresidues;Completeproteome;Glycoprotein;Membrane;Metal-binding;Phosphoprotein;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0003006;GO:0007155;GO:0007156;GO:0008406;GO:0008585;GO:0009987;GO:0016337;GO:0016339;GO:0022414;GO:0022610;GO:0032502;GO:0048513;GO:0048608;GO:0048856GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005886;GO:0005887;GO:0016020;GO:0016021;GO:0031224;GO:0031226;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:00700629 11.6 0 25.045 4 1.37 0.142494 -1.57 F1LQP8;P55280;F1LR98;D3ZFQ5Cadherin-6 Cdh6 tr|F1LQP8|F1LQP8_RAT Cadherin-6 OS=Rattus norvegicus OX=10116 GN=Cdh6 PE=1 SV=3;sp|P55280|CADH6_RAT Cadherin-6 OS=Rattus norvegicus OX=10116 GN=Cdh6 PE=1 SV=1
24.58 24.06 24.15 24.30 24.54 24.65 0.23 binding;core promoter proximal region DNA binding;core promoter proximal region sequence-specific DNA binding;DNA binding;nucleic acid binding;nucleic acid binding transcription factor activity;regulatory region DNA binding;regulatory region nucleic acid binding;RNA binding;RNA polymerase II core promoter proximal region sequence-specific DNA binding;RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity;RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in positive regulation of transcription;RNA polymerase II regulatory region DNA binding;RNA polymerase II regulatory region sequence-specific DNA binding;sequence-specific DNA binding;sequence-specific DNA binding RNA polymerase II transcription factor activity;sequence-specific DNA binding transcription factor activity;single-stranded DNA binding;structure-specific DNA binding;transcription regulatory region DNA binding;transcription regulatbiological regulation;biosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of transport;RNA metabolic process;RNA processing;RNA splicingcell part;cell projection;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleoplasm;organelle;protein complex;ribonucleoprotein complex;spliceosomal complex;vesicleSpliceosomeAcetylation;Activator;Celljunction;Cellprojection;Completeproteome;Cytoplasm;Directproteinsequencing;DNA-binding;Glycoprotein;Isopeptidebond;Methylation;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Repressor;Ribonucleoprotein;RNA-binding;Spliceosome;Transcription;Transcriptionregulation;UblconjugationGO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006396;GO:0006397;GO:0006807;GO:0008152;GO:0008380;GO:0009058;GO:0009059;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010869;GO:0010870;GO:0010984;GO:0010988;GO:0016070;GO:0016071;GO:0019219;GO:0019222;GO:0030100;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032368;GO:0032774;GO:0032879;GO:0034641;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0045714;GO:0045716;GO:0045807;GO:0045893;GO:0045935;GO:0045944;GO:0048259;GO:0048260;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051171;GO:0051173;GO:0051239;GO:0051252;GO:0051254;GO:0060255;GO:0060627;GO:0065007;GO:0072367;GO:0072369;GO:0080090;GO:0090304;GO:2000112GO:0000975;GO:0000976;GO:0000977;GO:0000978;GO:0000981;GO:0000982;GO:0000987;GO:0001012;GO:0001067;GO:0001071;GO:0001077;GO:0001159;GO:0003676;GO:0003677;GO:0003697;GO:0003700;GO:0003723;GO:0005488;GO:0043565;GO:0043566;GO:0044212GO:0000785;GO:0000790;GO:0002102;GO:0005654;GO:0005681;GO:0005737;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044430;GO:0044446;GO:0044454;GO:0044464;GO:0065010;GO:0070062;GO:0070161;GO:007101312 29.4 0 83.637 3 0.54 0.389726 -0.80 P61980;Q5D059;M0R9K1Heterogeneous nuclear ribonucleoprotein KHnrnpk;LOC100359916 sp|P61980|HNRPK_RAT Heterogeneous nuclear ribonucleoprotein K OS=Rattus norvegicus OX=10116 GN=Hnrnpk PE=1 SV=1;tr|Q5D059|Q5D059_RAT Heterogeneous nuclear ribonucleoprotein K OS=Rattus norvegicus OX=10116 GN=Hnrnpk PE=1 SV=1;tr|M0R9K1|M0R9K1_RAT Heterogene
25.09 25.03 25.71 25.92 25.40 25.19 0.23 binding;catalytic activity;enzyme binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;kinase binding;mitogen-activated protein kinase kinase kinase binding;nucleoside-triphosphatase activity;nucleotide binding;protein binding;protein kinase binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindinganatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell communication;cell development;cell junction organization;cell-cell signaling;cellular component assembly;cellular component movement;cellular component organization;cellular localization;cellular process;circulatory system process;cytoskeleton organization;cytoskeleton-dependent intracellular transport;developmental process;establishment of localization;establishment or maintenance of cell polarity;Golgi organization;growth;localization;metabolic process;molting cycle;multicellular organismal process;organelle organization;regulation of cell cycle;regulation of DNA metabolic process;regulation of mitotic cell cycle;regulation of organelle organization;regulation of protein modification process;regulation of protein stability;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to stimapical part of cell;cell body;cell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;filopodium;intracellular;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;midbody;neuron projection;neuronal cell body;organelle;plasma membrane;protein complex;vesicleAdherens junction;Axon guidance;Bacterial invasion of epithelial cells;Chemokine signaling pathway;Endocytosis;Epithelial cell signaling in Helicobacter pylori infection;Fc gamma R-mediated phagocytosis;Focal adhesion;GnRH signaling pathway;Insulin signaling pathway;Leukocyte transendothelial migration;MAPK signaling pathway;MAPK signaling pathway - yeast;Neurotrophin signaling pathway;Pancreatic cancer;Pathogenic Escherichia coli infection;Pathways in cancer;Regulation of actin cytoskeleton;Renal cell carcinoma;Shigellosis;T cell receptor signaling pathway;Tight junction;VEGF signaling pathwayAlternativesplicing;Cellmembrane;Completeproteome;Cytoplasm;Cytoskeleton;Differentiation;Directproteinsequencing;GTP-binding;Lipoprotein;Membrane;Methylation;Neurogenesis;Nucleotide-binding;Phosphoprotein;Prenylation;ReferenceproteomeGO:0001525;GO:0001709;GO:0001932;GO:0001934;GO:0002040;GO:0002064;GO:0003008;GO:0003013;GO:0003015;GO:0003161;GO:0003334;GO:0006275;GO:0006355;GO:0006357;GO:0006810;GO:0006928;GO:0006996;GO:0007010;GO:0007015;GO:0007017;GO:0007018;GO:0007030;GO:0007088;GO:0007097;GO:0007154;GO:0007155;GO:0007163;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007264;GO:0007265;GO:0007266;GO:0007267;GO:0007346;GO:0008104;GO:0008152;GO:0008284;GO:0008286;GO:0008360;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009891;GO:0009892;GO:0009893;GO:0009894;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010562;GO:0010564;GO:0010604;GO:0010605;GO:0010608;GO:0010627;GO:0010628;GO:0010629;GO:0010646;GO:0010647;GO:0010740;GO:0010827;GO:0010828;GO:0010941;GO:0010942;GO:0010970;GO:0016043;GO:0016055;GO:0016337;GO:0017157;GO:0019216;GO:0019219;GO:0019220;GO:0019222;GO:0021762;GO:0022404;GO:0022405;GO:0022603;GO:0022604;GO:0022607;GO:0022610;GO:0023051;GO:0023052;GO:0023056;GGO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019899;GO:0019900;GO:0019901;GO:0031435;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000139;GO:0005622;GO:0005737;GO:0005815;GO:0005819;GO:0005829;GO:0005884;GO:0005886;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016023;GO:0030054;GO:0030055;GO:0030141;GO:0030175;GO:0030496;GO:0031090;GO:0031256;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044431;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0045121;GO:0045177;GO:0051233;GO:0065010;GO:0070062;GO:0070161;GO:00726868 48.2 0 89.664 4 0.30 0.576728 -0.56 Q8CFN2;A0A0G2JSM8;Q5RJS2;Q9JJL4Cell division control protein 42 homologCdc42 sp|Q8CFN2|CDC42_RAT Cell division control protein 42 homolog OS=Rattus norvegicus OX=10116 GN=Cdc42 PE=1 SV=2;tr|A0A0G2JSM8|A0A0G2JSM8_RAT Cell division control protein 42 homolog OS=Rattus norvegicus OX=10116 GN=Cdc42 PE=1 SV=1
22.60 22.72 22.86 23.07 23.31 22.47 0.23 binding;cytokine activity;nucleic acid binding;protein binding;receptor binding;RNA binding;tRNA bindinganatomical structure morphogenesis;biological regulation;developmental process;immune system process;multi-organism process;response to biotic stimulus;response to stimulus;response to stressCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0002252;GO:0002376;GO:0006950;GO:0006952;GO:0006954;GO:0009607;GO:0009611;GO:0009615;GO:0009653;GO:0016525;GO:0022603;GO:0032502;GO:0045765;GO:0048514;GO:0048519;GO:0050789;GO:0050793;GO:0050896;GO:0051093;GO:0051239;GO:0051607;GO:0051704;GO:0051707;GO:0065007;GO:2000026GO:0000049;GO:0003676;GO:0003723;GO:0005102;GO:0005125;GO:0005488;GO:00055158 39 0 25.315 1 0.37 0.512523 -0.63 Q4G079 Aimp1 tr|Q4G079|Q4G079_RAT Aminoacyl tRNA synthetase complex-interacting multifunctional protein 1 OS=Rattus norvegicus OX=10116 GN=Aimp1 PE=1 SV=1
25.17 24.81 24.72 24.83 25.31 25.22 0.22 actin binding;binding;cytoskeletal protein binding;protein bindingcellular component organization;cellular process;cytoskeleton organization;organelle organizationcell part;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;organelleActin-binding;Calmodulin-binding;Completeproteome;Phosphoprotein;Referenceproteome;RepeatGO:0006996;GO:0007010;GO:0009987;GO:0016043;GO:0030029;GO:0030036;GO:0031032;GO:0071840;GO:0071841;GO:0071842GO:0003779;GO:0005488;GO:0005515;GO:0008092GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044464;GO:007016110 36 0 56.854 1 0.48 0.430868 -0.74 Q08290 Calponin-1 Cnn1 sp|Q08290|CNN1_RAT Calponin-1 OS=Rattus norvegicus OX=10116 GN=Cnn1 PE=1 SV=1
22.85 22.53 22.90 23.07 22.81 23.06 0.22 anatomical structure development;biological adhesion;biological regulation;cell activation;cell adhesion;cell development;cell differentiation;cell proliferation;cell recognition;cellular process;developmental processcell part Completeproteome;Disulfidebond;Referenceproteome;RepeatGO:0001775;GO:0006910;GO:0007155;GO:0007272;GO:0008037;GO:0008283;GO:0008366;GO:0009987;GO:0014719;GO:0014816;GO:0014841;GO:0016202;GO:0016337;GO:0022610;GO:0030154;GO:0032502;GO:0034109;GO:0042552;GO:0043654;GO:0045595;GO:0048468;GO:0048634;GO:0048641;GO:0048856;GO:0048863;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0051147;GO:0051239;GO:0055001;GO:0065007;GO:2000026GO:0001891;GO:0044425;GO:0044459;GO:0044464 6 4.7 0 13.948 1 0.69 0.323101 -0.90 F1MAP4 Megf10 tr|F1MAP4|F1MAP4_RAT Multiple EGF-like domains 10 OS=Rattus norvegicus OX=10116 GN=Megf10 PE=4 SV=1
25.61 25.63 25.59 25.78 26.16 25.55 0.22 catalytic activity;deaminase activity;glucosamine-6-phosphate deaminase activity;hydrolase activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting aldoses and ketoses;isomerase activityalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;generation of precursor metabolites and energy;metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesicleCarbohydratemetabolism;Completeproteome;Cytoplasm;Hydrolase;Proteomicsidentification;ReferenceproteomeGO:0005975;GO:0005996;GO:0006040;GO:0006041;GO:0006043;GO:0006044;GO:0006066;GO:0006091;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046348;GO:0046365GO:0003824;GO:0004342;GO:0016787;GO:0016853;GO:0016860;GO:0016861;GO:0019239GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006210 59.2 0 176.51 1 0.54 0.403696 -0.78 M0RCH5 Glucosamine-6-phosphate isomerase Gnpda1 tr|M0RCH5|M0RCH5_RAT Glucosamine-6-phosphate isomerase OS=Rattus norvegicus OX=10116 GN=Gnpda1 PE=1 SV=2
25.24 NaN 22.99 24.85 24.16 23.98 0.22 binding;cell adhesion molecule binding;extracellular matrix binding;protein bindinganatomical structure formation involved in morphogenesis;biological adhesion;cell adhesion;cell differentiation;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organizationcell part;extracellular matrix;extracellular organelle;extracellular space;organelle;proteinaceous extracellular matrix;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001525;GO:0002062;GO:0007155;GO:0009987;GO:0016043;GO:0022610;GO:0030154;GO:0030198;GO:0032502;GO:0043062;GO:0048646;GO:0048869;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005515;GO:0050839;GO:0050840GO:0005578;GO:0005604;GO:0005615;GO:0005802;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006213 23.8 0 85.156 1 0.08 0.848408 -0.22 D4A8G5 Tgfbi tr|D4A8G5|D4A8G5_RAT Transforming growth factor, beta-induced OS=Rattus norvegicus OX=10116 GN=Tgfbi PE=1 SV=2
28.87 28.26 28.48 28.92 28.69 28.64 0.22 binding;cation binding;ion binding;metal ion binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;translationcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunit;vesicleParkinson's disease;PPAR signaling pathway;RibosomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Isopeptidebond;Metal-binding;Methylation;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Ribonucleoprotein;Ribosomalprotein;Ublconjugation;Zinc;Zinc-fingerGO:0006412;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0019941;GO:0034645;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044260;GO:0044265;GO:0044267;GO:0051603GO:0003735;GO:0005198;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005634;GO:0005737;GO:0005765;GO:0005774;GO:0005840;GO:0015934;GO:0015935;GO:0016020;GO:0022625;GO:0022627;GO:0030529;GO:0031090;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700627 51.3 0 128.29 8 0.48 0.438727 -0.73 P62982;F1LU69;F1LML2;P62986;P0CG51;Q63429;F1M927;D4A0J6Ubiquitin-40S ribosomal protein S27a;Ubiquitin;40S ribosomal protein S27a;Ubiquitin-60S ribosomal protein L40;Ubiquitin;60S ribosomal protein L40;Polyubiquitin-B;Ubiquitin;Polyubiquitin-C;Ubiquitin;Ubiquitin-relatedRps27a;Rps27l3;Ubc;Uba52;Ubbsp|P62982|RS27A_RAT Ubiquitin-40S ribosomal protein S27a OS=Rattus norvegicus OX=10116 GN=Rps27a PE=1 SV=2;tr|F1LU69|F1LU69_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 GN=Rps27a-ps28 PE=4 SV=3;tr|F1LML2|F1LML2_RAT Polyubiquitin-C OS=Rattus no
22.75 22.77 23.43 22.91 23.36 23.31 0.21 catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein tyrosine phosphatase activitybiological regulationextracellular organelle;organelle;vesicleCompleteproteome;Hydrolase;Proteinphosphatase;Proteomicsidentification;ReferenceproteomeGO:0010632;GO:0010633;GO:0030334;GO:0030336;GO:0032879;GO:0040012;GO:0040013;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051239;GO:0051270;GO:0051271;GO:0065007;GO:2000145;GO:2000146GO:0003824;GO:0004721;GO:0004725;GO:0016787;GO:0016788;GO:0016791;GO:0042578GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700624 3.6 0 11.402 2 0.33 0.565486 -0.58 A0A0G2K561;F1LP13Protein-tyrosine-phosphatase Ptprg tr|A0A0G2K561|A0A0G2K561_RAT Protein tyrosine phosphatase, receptor type, G OS=Rattus norvegicus OX=10116 GN=Ptprg PE=1 SV=1;tr|F1LP13|F1LP13_RAT Protein tyrosine phosphatase, receptor type, G OS=Rattus norvegicus OX=10116 GN=Ptprg PE=1 SV=3
24.99 25.11 25.19 25.62 25.41 24.88 0.21 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;kinase activity;macrophage colony-stimulating factor receptor activity;molecular transducer activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein tyrosine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;receptor activity;ribonucleotide binding;signal transducer activity;signaling receptor activity;transferase activity;transferase activity, transferring phosphorus-containing groups;transmembrane receptor protein kinase activity;transmembrane receptor protein tyrosine kinase activity;transmembrane signaling receptor activityanatomical structure development;biological regulation;cell differentiation;cell junction organization;cell proliferation;cellular component organization;cellular lipid metabolic process;cellular metabolic process;cellular process;developmental process;lipid metabolic process;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of organelle organization;regulation of protein modification process;regulation of transport;response to stimulus;signal transductioncell part;cell surface;macromolecular complex;membrane;plasma membrane;protein complex;receptor complexCytokine-cytokine receptor interaction;Endocytosis;Hematopoietic cell lineage;Osteoclast differentiation;Pathways in cancerATP-binding;Completeproteome;Disulfidebond;Immunoglobulindomain;Kinase;Membrane;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Receptor;Referenceproteome;Transferase;Transmembrane;Transmembranehelix;Tyrosine-proteinkinaseGO:0001817;GO:0001819;GO:0001932;GO:0001934;GO:0002521;GO:0002573;GO:0002682;GO:0002761;GO:0002763;GO:0006464;GO:0006468;GO:0006629;GO:0006644;GO:0006650;GO:0006793;GO:0006796;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007519;GO:0008152;GO:0008283;GO:0008284;GO:0008360;GO:0009888;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010562;GO:0010604;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0014706;GO:0016043;GO:0016310;GO:0019220;GO:0019222;GO:0019538;GO:0019637;GO:0022603;GO:0022604;GO:0023051;GO:0023056;GO:0030030;GO:0030099;GO:0030154;GO:0030316;GO:0030334;GO:0030335;GO:0031323;GO:0031325;GO:0031399;GO:0031401;GO:0031529;GO:0032268;GO:0032270;GO:0032502;GO:0032642;GO:0032722;GO:0032879;GO:0032880;GO:0032956;GO:0032970;GO:0033043;GO:0033674;GO:0034330;GO:0034331;GO:0035556;GO:0040012;GO:0040017;GO:0042127;GO:0042325;GO:0042327;GO:0042509;GO:0042516;GO:0042517;GO:0042531;GO:0043085;GO:0043170;GO:0043408;GO:0043410;GO:0043412;GO:0043549;GO:0043954;GO:0044093;GO:0044237;GO:0044238;GO:0044255;GO:0044260;GGO:0000166;GO:0003824;GO:0004672;GO:0004713;GO:0004714;GO:0004871;GO:0004872;GO:0004888;GO:0005011;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019199;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0038023;GO:0060089GO:0005886;GO:0009986;GO:0016020;GO:0016021;GO:0031224;GO:0032991;GO:0043234;GO:0043235;GO:0044425;GO:004446411 9.9 0 39.764 3 0.39 0.510511 -0.64 D4ACA7;A0A0G2KBC4;A0A0G2K3Y5Tyrosine-protein kinase receptor Csf1r tr|D4ACA7|D4ACA7_RAT Macrophage colony-stimulating factor 1 receptor OS=Rattus norvegicus OX=10116 GN=Csf1r PE=1 SV=2;tr|A0A0G2KBC4|A0A0G2KBC4_RAT Colony stimulating factor 1 receptor OS=Rattus norvegicus OX=10116 GN=Csf1r PE=1 SV=1;tr|A0A0G2K3Y5|A0A0G2K3Y
26.53 25.33 26.53 26.28 26.73 26.00 0.21 biological regulation;cellular component organization;regulation of organelle organizationcell part;cytoskeleton;extracellular organelle;F-actin capping protein complex;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicle3D-structure;Acetylation;Actin-binding;Actincapping;Completeproteome;Directproteinsequencing;ReferenceproteomeGO:0008064;GO:0010639;GO:0016043;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031333;GO:0032271;GO:0032272;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0043242;GO:0043244;GO:0043254;GO:0044087;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051016;GO:0051128;GO:0051129;GO:0051493;GO:0051494;GO:0051693;GO:0065007;GO:0065008;GO:0071840;GO:0090066GO:0005856;GO:0008290;GO:0016020;GO:0030863;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044464;GO:0065010;GO:007006212 63.3 0 116.53 1 0.17 0.739607 -0.37 Q3T1K5 F-actin-capping protein subunit alpha-2 Capza2 sp|Q3T1K5|CAZA2_RAT F-actin-capping protein subunit alpha-2 OS=Rattus norvegicus OX=10116 GN=Capza2 PE=1 SV=1
22.29 22.73 22.07 22.91 21.77 23.02 0.20 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;carbohydrate binding;carbohydrate kinase activity;catalytic activity;galactokinase activity;galactose binding;kinase activity;monosaccharide binding;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;sugar binding;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;carbohydrate metabolic process;cellular metabolic process;cellular process;metabolic process;phosphorus metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasmAmino sugar and nucleotide sugar metabolism;Galactose metabolismATP-binding;Completeproteome;Kinase;Nucleotide-binding;Proteomicsidentification;Referenceproteome;TransferaseGO:0005975;GO:0005996;GO:0006012;GO:0006066;GO:0006793;GO:0006796;GO:0008152;GO:0009987;GO:0016310;GO:0019318;GO:0044237;GO:0044238;GO:0044262;GO:0044281;GO:0046835GO:0000166;GO:0003824;GO:0004335;GO:0005488;GO:0005524;GO:0005529;GO:0005534;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019200;GO:0030246;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0048029GO:0005737;GO:0044424;GO:0044464 7 17.1 0 18.203 1 0.17 0.7413 -0.37 Q5RKH2 Galk1 tr|Q5RKH2|Q5RKH2_RAT Galactokinase 1 OS=Rattus norvegicus OX=10116 GN=Galk1 PE=1 SV=1
23.79 24.27 24.06 24.15 24.40 24.19 0.20 alpha-mannosidase activity;binding;carbohydrate binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;ion binding;mannose binding;mannosidase activity;metal ion binding;monosaccharide binding;sugar binding;transition metal ion binding;zinc ion bindingalcohol metabolic process;behavior;carbohydrate metabolic process;cellular metabolic process;cellular process;metabolic process;multicellular organismal process;neurological system process;primary metabolic process;response to stimulus;small molecule metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleLysosome;Other glycan degradationCompleteproteome;Glycosidase;Hydrolase;Metal-binding;Proteomicsidentification;Referenceproteome;ZincGO:0003008;GO:0005975;GO:0005996;GO:0006013;GO:0006066;GO:0007610;GO:0007611;GO:0008152;GO:0009987;GO:0019318;GO:0032501;GO:0044237;GO:0044238;GO:0044262;GO:0044281;GO:0050877;GO:0050890;GO:0050896GO:0003824;GO:0004553;GO:0004559;GO:0005488;GO:0005529;GO:0005537;GO:0008270;GO:0015923;GO:0016787;GO:0016798;GO:0030246;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0048029GO:0000323;GO:0005764;GO:0005773;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446415 20.5 0 44.92 1 0.56 0.405683 -0.78 Q6P762 Alpha-mannosidase Man2b1 tr|Q6P762|Q6P762_RAT Alpha-mannosidase OS=Rattus norvegicus OX=10116 GN=Man2b1 PE=1 SV=1
29.40 29.65 29.15 29.58 28.89 30.33 0.20 aldehyde-lyase activity;carbon-carbon lyase activity;catalytic activity;fructose-bisphosphate aldolase activity;lyase activityalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;generation of precursor metabolites and energy;macromolecular complex assembly;metabolic process;primary metabolic process;protein complex assembly;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to heat;response to stimulus;response to stress;small molecule metabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;organelle;protein complexCarbon fixation in photosynthetic organisms;Fructose and mannose metabolism;Glycolysis / Gluconeogenesis;Pentose phosphate pathwayAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glycolysis;Lyase;Phosphoprotein;Referenceproteome;SchiffbaseGO:0001666;GO:0002237;GO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0006461;GO:0006950;GO:0008152;GO:0009056;GO:0009266;GO:0009408;GO:0009607;GO:0009628;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0014070;GO:0016043;GO:0016052;GO:0019318;GO:0019320;GO:0022607;GO:0032496;GO:0035094;GO:0042221;GO:0043279;GO:0043627;GO:0043933;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365;GO:0048545;GO:0050896;GO:0051259;GO:0051260;GO:0051262;GO:0051289;GO:0065003;GO:0070482;GO:0071822;GO:0071840GO:0003824;GO:0004332;GO:0016829;GO:0016830;GO:0016832GO:0005737;GO:0005739;GO:0016020;GO:0030018;GO:0031430;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:004446430 82.7 0 323.31 2 0.17 0.740352 -0.37 P05065;Q6AY07Fructose-bisphosphate aldolase A;Fructose-bisphosphate aldolaseAldoa;Aldoart2 sp|P05065|ALDOA_RAT Fructose-bisphosphate aldolase A OS=Rattus norvegicus OX=10116 GN=Aldoa PE=1 SV=2;tr|Q6AY07|Q6AY07_RAT Fructose-bisphosphate aldolase OS=Rattus norvegicus OX=10116 GN=Aldoart2 PE=2 SV=1
23.64 23.51 23.89 24.07 24.01 23.55 0.20 binding;nucleic acid binding;RNA bindingcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0003676;GO:0003723;GO:0005488GO:0005634;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700625 22.2 0 69.194 3 0.43 0.486966 -0.66 Q6AYU5;Q4V8F6;Q6AY48 Pcbp2;Pcbp3 tr|Q6AYU5|Q6AYU5_RAT Poly(rC)-binding protein 2 OS=Rattus norvegicus OX=10116 GN=Pcbp2 PE=1 SV=1;tr|Q4V8F6|Q4V8F6_RAT Pcbp2 protein OS=Rattus norvegicus OX=10116 GN=Pcbp2 PE=1 SV=1;tr|Q6AY48|Q6AY48_RAT Poly(rC)-binding protein 3 OS=Rattus norvegicus OX=101
24.03 24.17 23.76 24.26 24.40 23.88 0.20 cell part;cell projection;cilium;extracellular organelle;intracellular;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0005622;GO:0005929;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044464;GO:0065010;GO:007006212 50.9 0 54.133 2 0.42 0.49232 -0.66 B2GUZ9;B0BN65 Fam49b tr|B2GUZ9|B2GUZ9_RAT Fam49b protein OS=Rattus norvegicus OX=10116 GN=Fam49b PE=1 SV=1
25.33 25.48 25.35 25.74 25.58 25.42 0.19 binding;carbohydrate binding;catalytic activity;cation binding;glycosaminoglycan binding;heparin binding;ion binding;kinase activity;metal ion binding;molecular transducer activity;pattern binding;phosphotransferase activity, alcohol group as acceptor;polysaccharide binding;protein kinase activity;protein tyrosine kinase activity;receptor activity;semaphorin receptor activity;signal transducer activity;signaling receptor activity;transferase activity;transferase activity, transferring phosphorus-containing groups;transmembrane receptor protein kinase activity;transmembrane receptor protein tyrosine kinase activity;transmembrane signaling receptor activity;vascular endothelial growth factor-activated receptor activityanatomical structure development;anatomical structure formation involved in morphogenesis;cell growth;cell motility;cellular component movement;cellular process;developmental process;growth;locomotion;response to chemical stimulus;response to external stimulus;response to stimuluscell part;cell projection;neuron projectionCalcium;Completeproteome;Developmentalprotein;Differentiation;Disulfidebond;Glycoprotein;Heparin-binding;Membrane;Metal-binding;Neurogenesis;Receptor;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0001525;GO:0006928;GO:0006929;GO:0006935;GO:0007411;GO:0007507;GO:0009605;GO:0009987;GO:0016049;GO:0016477;GO:0021604;GO:0021612;GO:0021649;GO:0021795;GO:0021800;GO:0021824;GO:0021825;GO:0021828;GO:0021855;GO:0021856;GO:0021885;GO:0022029;GO:0032502;GO:0040007;GO:0040011;GO:0042221;GO:0042330;GO:0048513;GO:0048532;GO:0048588;GO:0048589;GO:0048646;GO:0048675;GO:0048846;GO:0048856;GO:0048870;GO:0050896;GO:0050919;GO:0060560GO:0001871;GO:0003824;GO:0004672;GO:0004713;GO:0004714;GO:0004871;GO:0004872;GO:0004888;GO:0005021;GO:0005488;GO:0005539;GO:0008201;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017154;GO:0019199;GO:0030246;GO:0030247;GO:0038023;GO:0043167;GO:0043169;GO:0046872;GO:0060089GO:0016021;GO:0030424;GO:0031224;GO:0042995;GO:0043005;GO:0044425;GO:004446423 30.7 0 124.13 1 0.88 0.284115 -0.96 O35276 Neuropilin-2 Nrp2 sp|O35276|NRP2_RAT Neuropilin-2 OS=Rattus norvegicus OX=10116 GN=Nrp2 PE=2 SV=1



26.23 25.47 25.71 26.03 26.21 25.76 0.19 binding;calcium ion binding;cation binding;DNA binding;extracellular matrix binding;histone binding;ion binding;laminin binding;metal ion binding;mRNA binding;nucleic acid binding;nucleotide binding;protein binding;receptor binding;RNA binding;rRNA binding;rRNA primary transcript binding;selenocysteine insertion sequence binding;sequence-specific DNA binding;single-stranded DNA binding;structure-specific DNA binding;telomeric DNA bindinganatomical structure formation involved in morphogenesis;biological regulation;cellular component organization;cellular membrane organization;cellular process;developmental process;endocytosis;establishment of localization;membrane invagination;membrane organization;multicellular organismal process;regulation of transport;response to biotic stimulus;response to chemical stimulus;response to stimulus;transport;vesicle-mediated transportcell cortex;cell part;cell surface;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleolus;nucleoplasm;organelle;ribonucleoprotein complex;vesiclePathogenic Escherichia coli infectionAcetylation;Completeproteome;Cytoplasm;DNA-binding;Methylation;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;RNA-bindingGO:0001525;GO:0001817;GO:0001819;GO:0002237;GO:0006810;GO:0006897;GO:0007276;GO:0007283;GO:0009607;GO:0009987;GO:0010033;GO:0010324;GO:0010468;GO:0010941;GO:0016043;GO:0016044;GO:0016192;GO:0019219;GO:0019222;GO:0022414;GO:0031323;GO:0032496;GO:0032501;GO:0032502;GO:0032675;GO:0032680;GO:0032760;GO:0032879;GO:0032880;GO:0042221;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0044087;GO:0048232;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048609;GO:0048646;GO:0050707;GO:0050708;GO:0050714;GO:0050715;GO:0050789;GO:0050794;GO:0050896;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051171;GO:0051222;GO:0051223;GO:0051234;GO:0051239;GO:0051240;GO:0051252;GO:0051716;GO:0060255;GO:0060341;GO:0060548;GO:0061024;GO:0065007;GO:0070201;GO:0071216;GO:0071219;GO:0071222;GO:0071840;GO:0080090;GO:0090069;GO:2000232;GO:2000778GO:0000166;GO:0003676;GO:0003677;GO:0003697;GO:0003723;GO:0003729;GO:0005102;GO:0005488;GO:0005509;GO:0005515;GO:0019843;GO:0035368;GO:0042134;GO:0042162;GO:0042393;GO:0043167;GO:0043169;GO:0043236;GO:0043565;GO:0043566;GO:0046872;GO:0050840GO:0001650;GO:0001651;GO:0005654;GO:0005730;GO:0005737;GO:0005938;GO:0009986;GO:0016020;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044452;GO:0044464;GO:0065010;GO:007006217 26.1 0 323.31 2 0.30 0.60556 -0.53 Q5U328;P13383Nucleolin Ncl tr|Q5U328|Q5U328_RAT Nucleolin OS=Rattus norvegicus OX=10116 GN=Ncl PE=1 SV=1;sp|P13383|NUCL_RAT Nucleolin OS=Rattus norvegicus OX=10116 GN=Ncl PE=1 SV=3
23.42 23.53 23.56 23.46 24.04 23.59 0.19 binding;cell adhesion molecule binding;cytoskeletal protein binding;protein binding;protein C-terminus bindingbiological regulation;biosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nuclear transport;nucleobase-containing compound metabolic process;nucleocytoplasmic transport;primary metabolic process;RNA metabolic process;transportcell part;cytoplasm;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleAcetylation;Completeproteome;Cytoplasm;Endoplasmicreticulum;Leucine-richrepeat;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Repressor;Transcription;TranscriptionregulationGO:0006139;GO:0006351;GO:0006355;GO:0006807;GO:0006810;GO:0006913;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0016070;GO:0019219;GO:0019222;GO:0031323;GO:0031326;GO:0032774;GO:0034641;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0046907;GO:0050789;GO:0050794;GO:0051169;GO:0051171;GO:0051234;GO:0051252;GO:0051649;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112GO:0005488;GO:0005515;GO:0008022;GO:0008092;GO:0050839GO:0005634;GO:0005737;GO:0005783;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464;GO:00484718 24 0 21.674 3 0.45 0.47569 -0.68 A0A0G2K7X0;F7EL36;P49911Acidic leucine-rich nuclear phosphoprotein 32 family member AAnp32a tr|A0A0G2K7X0|A0A0G2K7X0_RAT Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Rattus norvegicus OX=10116 GN=Anp32a PE=1 SV=1;tr|F7EL36|F7EL36_RAT Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Rattus norvegicus OX=10116 GN

NaN 23.12 23.00 23.10 23.25 23.37 0.18 structural constituent of ribosome;structural molecule activityanatomical structure development;anatomical structure morphogenesis;biological regulation;biosynthetic process;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular process;developmental process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multicellular organismal process;neurological system process;primary metabolic process;protein metabolic process;regulation of translation;ribonucleoprotein complex assembly;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0001501;GO:0001503;GO:0003008;GO:0006412;GO:0006417;GO:0007498;GO:0007600;GO:0007605;GO:0008152;GO:0009058;GO:0009059;GO:0009653;GO:0009888;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0016043;GO:0019222;GO:0019538;GO:0022607;GO:0022618;GO:0031323;GO:0031326;GO:0032268;GO:0032501;GO:0032502;GO:0034463;GO:0034621;GO:0034622;GO:0034645;GO:0042474;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0048318;GO:0048598;GO:0048731;GO:0048856;GO:0050789;GO:0050794;GO:0050877;GO:0050954;GO:0051246;GO:0060255;GO:0065003;GO:0065007;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:2000112GO:0003735;GO:0005198GO:0005840;GO:0005912;GO:0005924;GO:0005925;GO:0015934;GO:0022625;GO:0030054;GO:0030055;GO:0030529;GO:0032991;GO:0033291;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464;GO:0070161;GO:00709922 35.7 0 6.9871 5 0.70 0.366844 -0.86 D4AD70;P63174;D3ZW57;D4A862;D3ZZH260S ribosomal protein L38 RGD1561636;Rpl38;LOC686066;LOC678816;LOC680353tr|D4AD70|D4AD70_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1;sp|P63174|RL38_RAT 60S ribosomal protein L38 OS=Rattus norvegicus OX=10116 GN=Rpl38 PE=1 SV=2;tr|D3ZW57|D3ZW57_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE
23.15 23.10 22.49 NaN 22.69 23.50 0.18 adenyl nucleotide binding;adenyl-nucleotide exchange factor activity;ATPase regulator activity;binding;enzyme regulator activity;nucleoside-triphosphatase regulator activity;nucleotide binding;purine nucleotide bindingcellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic processcell part Acetylation;Chaperone;Completeproteome;Directproteinsequencing;Mitochondrion;Referenceproteome;TransitpeptideGO:0006457;GO:0008152;GO:0009987;GO:0019538;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267GO:0000166;GO:0000774;GO:0005488;GO:0017076;GO:0030234;GO:0030554;GO:0060589;GO:0060590GO:0005759;GO:0031974;GO:0043233;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:00700135 25.7 0 14.57 2 0.16 0.757574 -0.36 A0A0G2JZA2;P97576GrpE protein homolog 1, mitochondrial Grpel1 tr|A0A0G2JZA2|A0A0G2JZA2_RAT GrpE protein homolog OS=Rattus norvegicus OX=10116 GN=Grpel1 PE=1 SV=1;sp|P97576|GRPE1_RAT GrpE protein homolog 1, mitochondrial OS=Rattus norvegicus OX=10116 GN=Grpel1 PE=1 SV=2
23.68 22.92 23.35 23.30 24.00 23.17 0.17 binding;clathrin binding;protein binding;protein transporter activity;substrate-specific transporter activity;transporter activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;establishment of localization;macromolecular complex assembly;organelle organization;protein complex assembly;protein transport;transport;vesicle organization;vesicle-mediated transportAP-type membrane coat adaptor complex;cell part;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complexLysosome 3D-structure;Acetylation;Alternativesplicing;Completeproteome;Cytoplasmicvesicle;Directproteinsequencing;Golgiapparatus;Membrane;Nitration;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006461;GO:0006810;GO:0006886;GO:0006901;GO:0006996;GO:0009987;GO:0015031;GO:0016043;GO:0016050;GO:0016192;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0045184;GO:0046907;GO:0048268;GO:0051234;GO:0051649;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005215;GO:0005488;GO:0005515;GO:0008565;GO:0022892;GO:0030276GO:0005794;GO:0012506;GO:0016020;GO:0030117;GO:0030118;GO:0030119;GO:0030131;GO:0030659;GO:0030662;GO:0030665;GO:0031090;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044433;GO:0044444;GO:0044446;GO:004446421 27.5 0 29.566 3 0.20 0.726878 -0.39 A0A0G2K2V2;G3V9N8;P52303AP complex subunit beta;AP-1 complex subunit beta-1Ap1b1 tr|A0A0G2K2V2|A0A0G2K2V2_RAT AP complex subunit beta OS=Rattus norvegicus OX=10116 GN=Ap1b1 PE=1 SV=1;tr|G3V9N8|G3V9N8_RAT AP complex subunit beta OS=Rattus norvegicus OX=10116 GN=Ap1b1 PE=1 SV=3;sp|P52303|AP1B1_RAT AP-1 complex subunit beta-1 OS=Rattus no
22.97 23.65 NaN 23.57 23.69 23.18 0.17 binding;carbohydrate binding;enzyme activator activity;enzyme regulator activity;glycosaminoglycan binding;heparin binding;pattern binding;peptidase activator activity;peptidase regulator activity;polysaccharide bindingmacromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysisextracellular matrix;extracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Disulfidebond;Glycoprotein;Phosphoprotein;Referenceproteome;Repeat;Secreted;SignalGO:0006508;GO:0008152;GO:0019538;GO:0043170;GO:0044238GO:0001871;GO:0005488;GO:0005539;GO:0008047;GO:0008201;GO:0016504;GO:0030234;GO:0030246;GO:0030247;GO:0061134GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700629 24.6 0 28.442 2 0.20 0.722728 -0.41 O08628;Q5RJN2Procollagen C-endopeptidase enhancer 1Pcolce sp|O08628|PCOC1_RAT Procollagen C-endopeptidase enhancer 1 OS=Rattus norvegicus OX=10116 GN=Pcolce PE=1 SV=1;tr|Q5RJN2|Q5RJN2_RAT Pcolce protein OS=Rattus norvegicus OX=10116 GN=Pcolce PE=1 SV=1
26.82 26.72 26.26 26.72 26.87 26.72 0.17 binding;catalytic activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindinganatomical structure morphogenesis;autophagy;biological adhesion;biological regulation;catabolic process;cell adhesion;cell morphogenesis;cell motility;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular localization;cellular macromolecular complex assembly;cellular membrane organization;cellular metabolic process;cellular process;cytoskeleton-dependent intracellular transport;developmental process;endocytosis;establishment of localization;Golgi organization;Golgi vesicle transport;hormone transport;localization;locomotion;macromolecular complex assembly;membrane docking;membrane invagination;membrane organization;metabolic process;multi-organism process;neurotransmitter transport;organelle assembly;organelle localization;organelle organization;peptide transport;plasma membrane organization;protein complex assembly;protein transport;regulation of transport;response to biotic stimulus;response to stimulus;response to stress;secretioncell body;cell part;cytoplasmic membrane-bounded vesicle;cytosol;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuronal cell body;organelle;plasma membrane;vesicleAcetylation;Autophagy;Cellmembrane;Completeproteome;Cytoplasm;Endoplasmicreticulum;Endosome;ER-Golgitransport;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Phosphoprotein;Prenylation;Proteintransport;Referenceproteome;TransportGO:0000045;GO:0000902;GO:0000904;GO:0001505;GO:0002790;GO:0006461;GO:0006810;GO:0006836;GO:0006886;GO:0006888;GO:0006897;GO:0006904;GO:0006914;GO:0006928;GO:0006950;GO:0006952;GO:0006996;GO:0007009;GO:0007017;GO:0007018;GO:0007030;GO:0007033;GO:0007155;GO:0007165;GO:0007264;GO:0007265;GO:0007269;GO:0008104;GO:0008152;GO:0009056;GO:0009306;GO:0009607;GO:0009617;GO:0009653;GO:0009914;GO:0009987;GO:0010324;GO:0010817;GO:0010970;GO:0015031;GO:0015833;GO:0016043;GO:0016044;GO:0016192;GO:0016477;GO:0017157;GO:0019068;GO:0022406;GO:0022414;GO:0022415;GO:0022607;GO:0022610;GO:0023061;GO:0030072;GO:0030252;GO:0030705;GO:0031589;GO:0032401;GO:0032402;GO:0032482;GO:0032502;GO:0032879;GO:0032940;GO:0032989;GO:0033036;GO:0034446;GO:0034613;GO:0034621;GO:0034622;GO:0035459;GO:0035556;GO:0040011;GO:0042742;GO:0043623;GO:0043933;GO:0044237;GO:0044248;GO:0045184;GO:0046879;GO:0046903;GO:0046907;GO:0047496;GO:0048193;GO:0048278;GO:0048610;GO:0048869;GO:0048870;GO:0050663;GO:0050789;GO:0050794;GO:0050896;GO:0051046;GO:0051049;GGO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000139;GO:0005768;GO:0005769;GO:0005789;GO:0005829;GO:0005886;GO:0010008;GO:0016020;GO:0016023;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:007006210 59 0 225.76 4 0.40 0.535005 -0.61 Q6NYB7;E9PU16;A0A0G2K235;P35289Ras-related protein Rab-1A Rab1A;Rab1 sp|Q6NYB7|RAB1A_RAT Ras-related protein Rab-1A OS=Rattus norvegicus OX=10116 GN=Rab1A PE=1 SV=3;tr|E9PU16|E9PU16_RAT RAB1A, member RAS oncogene family OS=Rattus norvegicus OX=10116 GN=Rab1a PE=1 SV=2;tr|A0A0G2K235|A0A0G2K235_RAT RAB1A, member RAS oncogene
25.42 24.99 24.81 25.11 25.46 25.16 0.17 binding;cytoskeletal protein binding;microtubule binding;microtubule plus-end binding;protein binding;tubulin bindingcell division;cellular component organization;cellular localization;cellular process;localization;mitosis;nuclear division;organelle fission;organelle organizationcell part;cytoplasm;macromolecular complex;microtubule organizing center;protein complexAcetylation;Cellcycle;Celldivision;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Microtubule;Mitosis;Phosphoprotein;ReferenceproteomeGO:0000280;GO:0006996;GO:0007067;GO:0008104;GO:0009987;GO:0016043;GO:0022402;GO:0022403;GO:0033036;GO:0033365;GO:0034613;GO:0035372;GO:0048285;GO:0051179;GO:0051301;GO:0051641;GO:0070727;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005515;GO:0008017;GO:0008092;GO:0015631;GO:0051010GO:0005737;GO:0005815;GO:0005874;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:004446410 45.5 0 128.99 2 0.33 0.605085 -0.54 Q66HR2;A0A0G2JT48Microtubule-associated protein RP/EB family member 1Mapre1 sp|Q66HR2|MARE1_RAT Microtubule-associated protein RP/EB family member 1 OS=Rattus norvegicus OX=10116 GN=Mapre1 PE=1 SV=3
25.37 25.10 24.58 25.27 25.16 25.11 0.16 binding;chromatin binding;core promoter binding;DNA binding;mRNA binding;nucleic acid binding;nucleotide binding;regulatory region DNA binding;regulatory region nucleic acid binding;RNA binding;single-stranded RNA binding;transcription regulatory region DNA bindingbiological regulation;biosynthetic process;cell differentiation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;multicellular organismal development;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein complex assembly;protein metabolic process;proteolysis;response to chemical stimulus;response to stimulus;ribonucleoprotein complex assembly;RNA metabolic process;RNA processing;RNA splicing;transcription from RNA polymerase II promotercell part;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;ribonucleoprotein complex;spliceosomal complex;vesicleSpliceosomeAcetylation;Completeproteome;Developmentalprotein;Directproteinsequencing;Glycoprotein;Methylation;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Referenceproteome;Repressor;Ribonucleoprotein;RNA-binding;Spliceosome;Transcription;TumorsuppressorGO:0000381;GO:0001649;GO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006366;GO:0006376;GO:0006396;GO:0006397;GO:0006461;GO:0006508;GO:0006509;GO:0006807;GO:0007275;GO:0008152;GO:0008380;GO:0009058;GO:0009059;GO:0009889;GO:0009891;GO:0009892;GO:0009893;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010605;GO:0010628;GO:0016043;GO:0016070;GO:0016071;GO:0019219;GO:0019222;GO:0019538;GO:0022607;GO:0022618;GO:0030154;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031328;GO:0032501;GO:0032502;GO:0032774;GO:0033119;GO:0033120;GO:0033619;GO:0034097;GO:0034621;GO:0034622;GO:0034641;GO:0034645;GO:0042221;GO:0043170;GO:0043484;GO:0043933;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0045893;GO:0045934;GO:0045935;GO:0045944;GO:0048024;GO:0048025;GO:0048026;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048869;GO:0050684;GO:0050685;GO:0050686;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051172;GO:0051173;GO:0051252;GO:0051253;GO:0051254;GO:0051259;GO:0051260;GO:0051716;GO:0060255;GO:0065003;GGO:0000166;GO:0000975;GO:0001047;GO:0001067;GO:0003676;GO:0003677;GO:0003682;GO:0003723;GO:0003727;GO:0003729;GO:0005488;GO:0044212GO:0000785;GO:0000790;GO:0000791;GO:0005615;GO:0005634;GO:0005681;GO:0005719;GO:0016020;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044446;GO:0044454;GO:0044464;GO:0065010;GO:0070062;GO:00710135 14.4 0 35.843 5 0.28 0.645648 -0.49 A0A0G2K8K9;P84586;D4AE41;A0A0A0MXW9;Q4V898RNA-binding motif protein, X chromosome retrogene-like;RNA-binding motif protein, X chromosome retrogene-like, N-terminally processed;RNA binding motif protein, X-linked-like-1;RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processedRbmxrtl;Rbmxl1;Rbmx tr|A0A0G2K8K9|A0A0G2K8K9_RAT RNA binding motif protein, X-linked-like 1B OS=Rattus norvegicus OX=10116 GN=Rbmxl1b PE=4 SV=1;sp|P84586|RMXRL_RAT RNA-binding motif protein, X chromosome retrogene-like OS=Rattus norvegicus OX=10116 GN=Rbmxrtl PE=1 SV=1;sp|D4A
22.50 22.80 NaN 22.58 NaN 23.04 0.16 binding;mRNA binding;nucleic acid binding;nucleotide binding;poly(A) RNA binding;poly(U) RNA binding;poly-purine tract binding;poly-pyrimidine tract binding;RNA binding;single-stranded RNA bindingbiological regulation;catabolic process;cell maturation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental maturation;developmental process;gene silencing;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA catabolic process;RNA metabolic process;RNA processing;RNA splicingcell part;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;ribonucleoprotein complex;spliceosomal complex;vesiclemRNA surveillance pathway;RNA degradation;RNA transportAcetylation;Completeproteome;Cytoplasm;Methylation;mRNAprocessing;mRNAsplicing;Nonsense-mediatedmRNAdecay;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;RNA-binding;SpliceosomeGO:0000184;GO:0000956;GO:0001556;GO:0003006;GO:0006139;GO:0006378;GO:0006396;GO:0006397;GO:0006401;GO:0006402;GO:0006807;GO:0008152;GO:0008380;GO:0009056;GO:0009057;GO:0009892;GO:0009893;GO:0009894;GO:0009895;GO:0009896;GO:0009987;GO:0010468;GO:0010604;GO:0010605;GO:0010629;GO:0016070;GO:0016071;GO:0016458;GO:0019219;GO:0019222;GO:0021700;GO:0022414;GO:0031047;GO:0031123;GO:0031124;GO:0031323;GO:0031324;GO:0031325;GO:0031329;GO:0031330;GO:0031331;GO:0031440;GO:0031442;GO:0032502;GO:0034641;GO:0043170;GO:0043631;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0045934;GO:0045935;GO:0048469;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048610;GO:0048869;GO:0050684;GO:0050685;GO:0050789;GO:0050794;GO:0051171;GO:0051172;GO:0051173;GO:0051252;GO:0051253;GO:0051254;GO:0060211;GO:0060213;GO:0060255;GO:0061013;GO:0061014;GO:0065007;GO:0080090;GO:0090304;GO:2000622;GO:2000623GO:0000166;GO:0003676;GO:0003723;GO:0003727;GO:0003729;GO:0005488;GO:0008143;GO:0008187;GO:0008266;GO:0070717GO:0005681;GO:0005737;GO:0005912;GO:0005924;GO:0005925;GO:0010494;GO:0016020;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0035770;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161;GO:00710136 13.5 0 49.162 8 0.21 0.722247 -0.43 Q9EPH8;A0A0G2JZS2;D4A233;B5DF80;G3V9N0;D4A5H0;D3ZAS7;D3ZSR2Polyadenylate-binding protein 1 Pabpc1 sp|Q9EPH8|PABP1_RAT Polyadenylate-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Pabpc1 PE=1 SV=1;tr|A0A0G2JZS2|A0A0G2JZS2_RAT Polyadenylate-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Pabpc1 PE=1 SV=1

NaN 22.52 22.13 22.71 22.47 22.27 0.16 enzyme regulator activity;GTPase regulator activity;guanyl-nucleotide exchange factor activity;nucleoside-triphosphatase regulator activitybiological regulation;cellular component organization;cellular process;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;organelle;protein complex;vacuoleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001101;GO:0008361;GO:0009719;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010243;GO:0010646;GO:0010647;GO:0014075;GO:0016043;GO:0023051;GO:0023056;GO:0032006;GO:0032008;GO:0032535;GO:0042221;GO:0043200;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0065008;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0071840;GO:0090066GO:0005085;GO:0030234;GO:0030695;GO:0060589GO:0000323;GO:0005764;GO:0005773;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:00719863 21.2 0 10.022 1 0.28 0.650402 -0.49 D4AD29 Lamtor4 tr|D4AD29|D4AD29_RAT Late endosomal/lysosomal adaptor, MAPK and MTOR activator 4 OS=Rattus norvegicus OX=10116 GN=Lamtor4 PE=1 SV=1
24.80 24.59 24.96 24.71 25.40 24.70 0.16 extracellular matrix constituent conferring elasticity;extracellular matrix structural constituent;structural molecule activitybiological regulation;cellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationextracellular matrix;extracellular organelle;organelle;proteinaceous extracellular matrix;vesicleCollagen;Completeproteome;Proteomicsidentification;Referenceproteome;SecretedGO:0009987;GO:0010810;GO:0010811;GO:0016043;GO:0030155;GO:0030198;GO:0043062;GO:0045785;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0005198;GO:0005201;GO:0030023GO:0005578;GO:0005581;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:007006221 34.7 0 73.42 1 0.24 0.685389 -0.44 D3Z9E1 Emilin1 tr|D3Z9E1|D3Z9E1_RAT Elastin microfibril interfacer 1 OS=Rattus norvegicus OX=10116 GN=Emilin1 PE=1 SV=1
23.83 24.04 24.87 24.36 24.98 23.87 0.15 binding;nucleic acid binding;RNA binding;rRNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cell differentiation;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;macromolecular complex;membrane;ribonucleoprotein complex;small ribosomal subunitRibosome Acetylation;Citrullination;Completeproteome;Directproteinsequencing;Lipoprotein;Palmitate;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;rRNA-bindingGO:0001649;GO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0030154;GO:0032502;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0048869GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0019843GO:0015935;GO:0016020;GO:0022627;GO:0030529;GO:0032991;GO:0044422;GO:0044424;GO:0044446;GO:00444648 41.8 0 32.305 1 0.13 0.802727 -0.28 P62282 40S ribosomal protein S11 Rps11 sp|P62282|RS11_RAT 40S ribosomal protein S11 OS=Rattus norvegicus OX=10116 GN=Rps11 PE=1 SV=3
23.70 23.42 24.28 23.65 24.42 23.79 0.15 endopeptidase activator activity;endopeptidase regulator activity;enzyme activator activity;enzyme regulator activity;peptidase activator activity;peptidase regulator activitybiological regulation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;DNA metabolic process;DNA recombination;DNA repair;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;response to chemical stimulus;response to DNA damage stimulus;response to stimulus;response to stresscell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;proteasome complex;protein complex;vesicleProteasomeCompleteproteome;Proteasome;Proteomicsidentification;ReferenceproteomeGO:0000724;GO:0000725;GO:0000726;GO:0006139;GO:0006259;GO:0006281;GO:0006302;GO:0006303;GO:0006310;GO:0006807;GO:0006950;GO:0006974;GO:0008152;GO:0009894;GO:0009987;GO:0010033;GO:0019222;GO:0030162;GO:0031323;GO:0031329;GO:0032268;GO:0033554;GO:0034641;GO:0042176;GO:0042221;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0045471;GO:0050789;GO:0050794;GO:0050896;GO:0051246;GO:0051716;GO:0060255;GO:0061136;GO:0065007;GO:0080090;GO:0090304GO:0008047;GO:0016504;GO:0030234;GO:0061133;GO:0061134;GO:0061135GO:0000502;GO:0005634;GO:0008541;GO:0031597;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044445;GO:0044464;GO:0065010;GO:00700626 25.8 0 19.894 1 0.16 0.763161 -0.34 Q4V8E2 Psmd14 tr|Q4V8E2|Q4V8E2_RAT Proteasome (Prosome, macropain) 26S subunit, non-ATPase, 14 OS=Rattus norvegicus OX=10116 GN=Psmd14 PE=1 SV=1
25.63 24.81 26.10 25.93 25.82 25.24 0.15 actin binding;actin filament binding;binding;calcium ion binding;calcium-dependent phospholipid binding;cation binding;cytoskeletal protein binding;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;GTPase binding;ion binding;lipase inhibitor activity;lipid binding;metal ion binding;phosphatidylinositol binding;phosphatidylinositol-4,5-bisphosphate binding;phospholipase A2 inhibitor activity;phospholipase inhibitor activity;phospholipid binding;protein binding;Rab GTPase binding;Ras GTPase binding;small GTPase bindinganatomical structure formation involved in morphogenesis;biological regulation;cellular component assembly;cellular component organization;cellular membrane organization;cellular process;developmental process;establishment of localization;extracellular matrix organization;extracellular structure organization;macromolecular complex assembly;membrane organization;multicellular organismal process;organelle organization;protein complex assembly;protein targeting;protein transport;regulation of body fluid levels;regulation of organelle organization;regulation of protein modification process;regulation of transport;secretion;transport;vesicle organizationcell cortex;cell part;cell projection;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lipid particle;macromolecular complex;membrane;midbody;nucleus;organelle;plasma membrane;protein complex;vesicleAcetylation;Alternativesplicing;Annexin;Basementmembrane;Calcium;Calcium/phospholipid-binding;Completeproteome;Directproteinsequencing;Extracellularmatrix;Phosphoprotein;Referenceproteome;Repeat;Secreted;UblconjugationGO:0001525;GO:0001765;GO:0001932;GO:0001934;GO:0006461;GO:0006605;GO:0006810;GO:0006886;GO:0006900;GO:0006996;GO:0007589;GO:0008284;GO:0009893;GO:0009987;GO:0010562;GO:0010604;GO:0010638;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0019220;GO:0019222;GO:0022607;GO:0030193;GO:0030195;GO:0030198;GO:0030199;GO:0031323;GO:0031325;GO:0031338;GO:0031340;GO:0031399;GO:0031401;GO:0031579;GO:0032101;GO:0032268;GO:0032270;GO:0032501;GO:0032502;GO:0032879;GO:0033043;GO:0042127;GO:0042325;GO:0042327;GO:0042730;GO:0043062;GO:0043933;GO:0044093;GO:0045184;GO:0045937;GO:0046903;GO:0046907;GO:0048145;GO:0048146;GO:0048518;GO:0048519;GO:0048522;GO:0048583;GO:0048646;GO:0050789;GO:0050794;GO:0050818;GO:0050819;GO:0050878;GO:0051049;GO:0051050;GO:0051098;GO:0051099;GO:0051128;GO:0051130;GO:0051174;GO:0051234;GO:0051239;GO:0051241;GO:0051246;GO:0051247;GO:0051259;GO:0051262;GO:0051290;GO:0051291;GO:0051649;GO:0051917;GO:0060255;GO:0060627;GO:0061024;GO:0061041;GO:0065003;GO:0065007;GO:0065008;GO:0065009;GO:0071822;GO:0071840;GGO:0003779;GO:0004857;GO:0004859;GO:0005488;GO:0005509;GO:0005515;GO:0005543;GO:0005544;GO:0005546;GO:0008092;GO:0008289;GO:0017016;GO:0017137;GO:0019834;GO:0019899;GO:0030234;GO:0031267;GO:0035091;GO:0043167;GO:0043169;GO:0046872;GO:0051015;GO:0051020;GO:0055102GO:0001726;GO:0005604;GO:0005615;GO:0005634;GO:0005737;GO:0005765;GO:0005768;GO:0005769;GO:0005774;GO:0005811;GO:0005886;GO:0005938;GO:0009986;GO:0010008;GO:0016020;GO:0016023;GO:0019897;GO:0019898;GO:0030496;GO:0031090;GO:0031410;GO:0031902;GO:0031982;GO:0031988;GO:0032991;GO:0035749;GO:0042383;GO:0042470;GO:0042995;GO:0043220;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044352;GO:0044354;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044440;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0045121;GO:0048471;GO:0048770;GO:0065010;GO:007006218 55.8 0 323.31 1 0.13 0.80223 -0.28 Q07936 Annexin A2 Anxa2 sp|Q07936|ANXA2_RAT Annexin A2 OS=Rattus norvegicus OX=10116 GN=Anxa2 PE=1 SV=2
28.70 28.76 28.33 28.58 28.60 29.03 0.14 structural molecule activityanatomical structure development;biological regulation;cell development;cellular component organization;cellular localization;cellular membrane organization;cellular process;cytoskeleton organization;developmental process;establishment of localization;establishment or maintenance of cell polarity;localization;membrane organization;multicellular organismal process;nuclear transport;nucleocytoplasmic transport;organelle organization;protein targeting;protein transport;regulation of organelle organization;response to chemical stimulus;response to stimulus;response to stress;transportcell part;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nuclear envelope;nucleoplasm;nucleus;organelle;protein complexArrhythmogenic right ventricular cardiomyopathy (ARVC);Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM)Acetylation;Alternativesplicing;Coiledcoil;Completeproteome;Directproteinsequencing;Intermediatefilament;Isopeptidebond;Lipoprotein;Methylation;Nucleus;Phosphoprotein;Prenylation;Proteomicsidentification;Referenceproteome;UblconjugationGO:0000226;GO:0001666;GO:0006605;GO:0006606;GO:0006810;GO:0006886;GO:0006913;GO:0006950;GO:0006996;GO:0006998;GO:0007010;GO:0007017;GO:0007163;GO:0007276;GO:0007283;GO:0007517;GO:0008104;GO:0009987;GO:0010639;GO:0010821;GO:0010823;GO:0010941;GO:0015031;GO:0016043;GO:0016044;GO:0017038;GO:0022414;GO:0030334;GO:0030951;GO:0030952;GO:0032501;GO:0032502;GO:0032879;GO:0033036;GO:0033043;GO:0033365;GO:0033554;GO:0034504;GO:0034613;GO:0035105;GO:0040012;GO:0042221;GO:0042981;GO:0043067;GO:0045184;GO:0046907;GO:0048232;GO:0048468;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048609;GO:0048856;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051128;GO:0051129;GO:0051169;GO:0051170;GO:0051179;GO:0051234;GO:0051270;GO:0051641;GO:0051649;GO:0051716;GO:0055001;GO:0055006;GO:0055013;GO:0055015;GO:0061024;GO:0061061;GO:0065007;GO:0070482;GO:0070727;GO:0070887;GO:0071453;GO:0071456;GO:0071840;GO:0071841;GO:0071842;GO:0090199;GO:0090201;GO:0090342;GO:0090343;GO:2000145GO:0005198GO:0005634;GO:0005635;GO:0005638;GO:0005652;GO:0005654;GO:0005882;GO:0016363;GO:0031967;GO:0031975;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:004847141 61.1 0 323.31 6 0.28 0.6685 -0.46 G3V8L3;P48679;A0A0G2JTC5;Q6P6U3;A0A0G2K3R2;A0A1B0GWU9Prelamin-A/C;Lamin-A/C Lmna tr|G3V8L3|G3V8L3_RAT Lamin A, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Lmna PE=1 SV=1;sp|P48679|LMNA_RAT Prelamin-A/C OS=Rattus norvegicus OX=10116 GN=Lmna PE=1 SV=1;tr|A0A0G2JTC5|A0A0G2JTC5_RAT Prelamin-A/C OS=Rattus norvegicus OX=10116 GN=Lmna PE=1
23.69 23.97 23.71 24.04 23.70 24.00 0.12 alpha-mannosidase activity;binding;carbohydrate binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;ion binding;mannosidase activity;metal ion binding;transition metal ion binding;zinc ion bindingalcohol metabolic process;carbohydrate metabolic process;cellular metabolic process;cellular process;metabolic process;primary metabolic process;small molecule metabolic processCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0005975;GO:0005996;GO:0006013;GO:0006066;GO:0008152;GO:0009987;GO:0019318;GO:0044237;GO:0044238;GO:0044262;GO:0044281GO:0003824;GO:0004553;GO:0004559;GO:0005488;GO:0008270;GO:0015923;GO:0016787;GO:0016798;GO:0030246;GO:0043167;GO:0043169;GO:0046872;GO:004691411 15.4 0 38.571 2 0.35 0.642192 -0.50 A0A0G2K8F6;Q7TP34 Mrfap1 tr|A0A0G2K8F6|A0A0G2K8F6_RAT Alpha-mannosidase OS=Rattus norvegicus OX=10116 GN=Man2b2 PE=1 SV=1;tr|Q7TP34|Q7TP34_RAT Ab2-450 OS=Rattus norvegicus OX=10116 PE=2 SV=1
24.39 24.01 23.57 24.04 23.98 24.29 0.11 binding;clathrin binding;lipid binding;phosphatidylinositol binding;phospholipid binding;protein bindingbiological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular membrane organization;cellular process;endocytosis;establishment of localization;macromolecular complex assembly;membrane invagination;membrane organization;organelle organization;protein complex assembly;regulation of transport;transport;vesicle organization;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleHuntington's diseaseCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006461;GO:0006810;GO:0006897;GO:0006898;GO:0006901;GO:0006919;GO:0006996;GO:0009987;GO:0010324;GO:0010952;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0019222;GO:0022607;GO:0030100;GO:0032879;GO:0034621;GO:0034622;GO:0043085;GO:0043280;GO:0043281;GO:0043623;GO:0043933;GO:0044093;GO:0045807;GO:0048259;GO:0048260;GO:0048268;GO:0048518;GO:0048522;GO:0050789;GO:0050790;GO:0050794;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051234;GO:0051336;GO:0051345;GO:0052547;GO:0052548;GO:0060627;GO:0061024;GO:0065003;GO:0065007;GO:0065009;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0072583;GO:2000116GO:0005488;GO:0005515;GO:0005543;GO:0008289;GO:0030276;GO:0035091GO:0005794;GO:0016021;GO:0016023;GO:0030117;GO:0030118;GO:0030135;GO:0030136;GO:0031224;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:0044425;GO:0044444;GO:004446415 16.2 0 61.877 1 0.17 0.770365 -0.32 G3V8Y8 Hip1 tr|G3V8Y8|G3V8Y8_RAT Huntingtin interacting protein 1, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Hip1 PE=1 SV=1
22.99 22.65 23.40 23.01 23.22 23.14 0.11 actin binding;alpha-tubulin binding;binding;calcium ion binding;cation binding;cytoskeletal protein binding;enzyme binding;ion binding;kinase binding;metal ion binding;protein binding;tubulin bindinganatomical structure development;biological regulation;cellular process;developmental process;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to stimulus;signal transductioncell part;cell projection;cytosol;extracellular organelle;neuron projection;organelle;vesicleCalcium;Completeproteome;Directproteinsequencing;Lipoprotein;Metal-binding;Myristate;Referenceproteome;RepeatGO:0003073;GO:0006140;GO:0007165;GO:0007420;GO:0008217;GO:0009628;GO:0009889;GO:0009987;GO:0010033;GO:0010517;GO:0010518;GO:0014070;GO:0019219;GO:0019222;GO:0019722;GO:0019932;GO:0030799;GO:0030802;GO:0030808;GO:0030814;GO:0030817;GO:0030823;GO:0030826;GO:0031279;GO:0031280;GO:0031281;GO:0031282;GO:0031283;GO:0031323;GO:0031326;GO:0031584;GO:0032386;GO:0032388;GO:0032502;GO:0032879;GO:0032880;GO:0033157;GO:0035556;GO:0042221;GO:0043085;GO:0043086;GO:0044092;GO:0044093;GO:0045761;GO:0045762;GO:0048513;GO:0048518;GO:0048839;GO:0048856;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051049;GO:0051050;GO:0051171;GO:0051222;GO:0051223;GO:0051336;GO:0051339;GO:0051345;GO:0051349;GO:0051350;GO:0051602;GO:0051716;GO:0060041;GO:0060191;GO:0060193;GO:0060341;GO:0065007;GO:0065008;GO:0065009;GO:0070201;GO:0071214;GO:0071257;GO:0080090;GO:0090313;GO:0090314;GO:0090316GO:0003779;GO:0005488;GO:0005509;GO:0005515;GO:0008092;GO:0015631;GO:0019899;GO:0019900;GO:0043014;GO:0043167;GO:0043169;GO:0046872GO:0005829;GO:0030424;GO:0031253;GO:0031256;GO:0031982;GO:0031988;GO:0032589;GO:0032590;GO:0032809;GO:0032838;GO:0032839;GO:0042995;GO:0043005;GO:0043204;GO:0043226;GO:0043227;GO:0043230;GO:0044298;GO:0044327;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:00700628 49.7 0 27.396 3 0.18 0.762688 -0.34 P62749;P84076;Q5PQN0Hippocalcin-like protein 1 Hpcal1 sp|P62749|HPCL1_RAT Hippocalcin-like protein 1 OS=Rattus norvegicus OX=10116 GN=Hpcal1 PE=1 SV=2
23.96 24.60 24.95 24.67 24.74 24.44 0.11 protein transporter activity;substrate-specific transporter activity;transporter activitycellular component organization;cellular membrane organization;cellular process;establishment of localization;Golgi vesicle transport;membrane docking;membrane fusion;membrane organization;organelle fusion;organelle organization;protein transport;transport;vesicle organization;vesicle-mediated transportcell part;cytosol;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;nucleolus;organelleAcetylation;Coiledcoil;Completeproteome;Cytoplasm;Directproteinsequencing;ER-Golgitransport;Golgiapparatus;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;Repeat;TransportGO:0006810;GO:0006886;GO:0006888;GO:0006891;GO:0006906;GO:0006944;GO:0006996;GO:0009987;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0022406;GO:0045056;GO:0045184;GO:0046907;GO:0048193;GO:0048211;GO:0048278;GO:0048280;GO:0048284;GO:0051234;GO:0051649;GO:0061024;GO:0061025;GO:0071840;GO:0071841;GO:0071842GO:0005215;GO:0008565;GO:0022892GO:0000139;GO:0005730;GO:0005783;GO:0005795;GO:0005829;GO:0012506;GO:0012507;GO:0016020;GO:0030658;GO:0030659;GO:0030662;GO:0031090;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464;GO:004847119 24.4 0 49.514 1 0.13 0.807293 -0.27 P41542 General vesicular transport factor p115 Uso1 sp|P41542|USO1_RAT General vesicular transport factor p115 OS=Rattus norvegicus OX=10116 GN=Uso1 PE=1 SV=1
23.24 22.95 22.61 NaN 23.09 23.00 0.11 binding;protein binding;SNAP receptor activity;SNARE bindingbiological regulation;cellular component organization;cellular membrane organization;cellular process;establishment of localization;lipid transport;membrane docking;membrane fusion;membrane organization;organelle fusion;organelle organization;protein transport;regulation of protein stability;transport;vesicle organizationBLOC complex;cell part;cytoplasmic membrane-bounded vesicle;endomembrane system;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesiclePhagosome3D-structure;Acetylation;Coiledcoil;Completeproteome;Endosome;Golgiapparatus;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;Transmembrane;Transmembranehelix;TransportGO:0006810;GO:0006869;GO:0006886;GO:0006906;GO:0006944;GO:0006996;GO:0009987;GO:0010468;GO:0010608;GO:0015031;GO:0015918;GO:0016043;GO:0016044;GO:0016050;GO:0019222;GO:0022406;GO:0030301;GO:0031647;GO:0033344;GO:0045184;GO:0046907;GO:0048278;GO:0048284;GO:0050789;GO:0050821;GO:0051234;GO:0051649;GO:0060255;GO:0061024;GO:0061025;GO:0065007;GO:0065008;GO:0071702;GO:0071840;GO:0071841;GO:0071842GO:0000149;GO:0005484;GO:0005488;GO:0005515GO:0000139;GO:0010008;GO:0012505;GO:0016020;GO:0016021;GO:0016023;GO:0030139;GO:0031082;GO:0031083;GO:0031090;GO:0031201;GO:0031224;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044440;GO:0044444;GO:0044445;GO:0044446;GO:0044464;GO:0045121;GO:0045335;GO:0065010;GO:00700625 26.8 0 40.253 3 0.16 0.783203 -0.31 A0A0G2K4U8;A0A0G2JVB6;G3V7P1Syntaxin-12 Stx12 tr|A0A0G2K4U8|A0A0G2K4U8_RAT Syntaxin-12 OS=Rattus norvegicus OX=10116 GN=Stx12 PE=1 SV=1;tr|A0A0G2JVB6|A0A0G2JVB6_RAT Syntaxin-12 OS=Rattus norvegicus OX=10116 GN=Stx12 PE=1 SV=1;sp|G3V7P1|STX12_RAT Syntaxin-12 OS=Rattus norvegicus OX=10116 GN=Stx12 PE=1
29.61 29.79 29.84 29.86 29.98 29.73 0.10 binding;carbohydrate binding;disaccharide binding;extracellular matrix binding;galactoside binding;glycoprotein binding;identical protein binding;lactose binding;laminin binding;molecular transducer activity;monosaccharide binding;protein binding;protein dimerization activity;protein homodimerization activity;signal transducer activity;sugar bindingbiological regulation;cell activation;cell death;cell differentiation;cellular homeostasis;cellular process;death;developmental process;homeostatic process;immune system process;multicellular organismal process;response to chemical stimulus;response to drug;response to stimulus;response to stresscell part;cell surface;cytoplasm;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;proteinaceous extracellular matrix;vesicle3D-structure;Acetylation;Apoptosis;Completeproteome;Directproteinsequencing;Extracellularmatrix;Lectin;Referenceproteome;SecretedGO:0001678;GO:0001775;GO:0002252;GO:0002263;GO:0002285;GO:0002312;GO:0002313;GO:0002317;GO:0002335;GO:0002366;GO:0002376;GO:0002521;GO:0002682;GO:0002684;GO:0002694;GO:0002696;GO:0006915;GO:0006950;GO:0007162;GO:0008219;GO:0009611;GO:0009743;GO:0009746;GO:0009749;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0010810;GO:0010812;GO:0010975;GO:0010977;GO:0012501;GO:0014070;GO:0016265;GO:0019725;GO:0022407;GO:0022409;GO:0023051;GO:0023056;GO:0030098;GO:0030154;GO:0030155;GO:0030183;GO:0031294;GO:0031295;GO:0031344;GO:0031345;GO:0032501;GO:0032502;GO:0033500;GO:0033555;GO:0034110;GO:0034112;GO:0034118;GO:0034120;GO:0034284;GO:0042113;GO:0042221;GO:0042493;GO:0042592;GO:0042593;GO:0042692;GO:0043122;GO:0043123;GO:0045321;GO:0045445;GO:0045595;GO:0045664;GO:0045785;GO:0046649;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0048678;GO:0048869;GO:0048878;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0050863;GO:0050865;GO:0050867;GO:0050870;GO:0050896;GGO:0001948;GO:0004871;GO:0005488;GO:0005515;GO:0005529;GO:0016936;GO:0030246;GO:0030395;GO:0042802;GO:0042803;GO:0043236;GO:0046983;GO:0048029;GO:0048030;GO:0050840;GO:0060089GO:0005578;GO:0005615;GO:0005634;GO:0005737;GO:0009986;GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006213 94.1 0 323.31 1 0.44 0.629039 -0.51 P11762 Galectin-1 Lgals1 sp|P11762|LEG1_RAT Galectin-1 OS=Rattus norvegicus OX=10116 GN=Lgals1 PE=1 SV=2
22.50 22.64 22.19 22.52 22.79 22.33 0.10 binding;protein binding;SNAP receptor activity;SNARE binding;syntaxin bindingbiological regulation;cellular component organization;cellular membrane organization;cellular process;establishment of localization;Golgi vesicle transport;membrane fusion;membrane organization;organelle fusion;organelle organization;protein transport;regulation of organelle organization;transport;vesicle organization;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesiclePhagosome;SNARE interactions in vesicular transportAcetylation;Coiledcoil;Completeproteome;Endoplasmicreticulum;ER-Golgitransport;Golgiapparatus;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;Transmembrane;Transmembranehelix;TransportGO:0006810;GO:0006888;GO:0006906;GO:0006944;GO:0006996;GO:0009893;GO:0009894;GO:0009896;GO:0009987;GO:0010604;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0019222;GO:0033043;GO:0042176;GO:0045184;GO:0045732;GO:0046907;GO:0048193;GO:0048280;GO:0048284;GO:0048518;GO:0050789;GO:0050794;GO:0051128;GO:0051234;GO:0051246;GO:0051247;GO:0051649;GO:0060255;GO:0061024;GO:0061025;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0080090GO:0000149;GO:0005484;GO:0005488;GO:0005515;GO:0019905GO:0000139;GO:0005789;GO:0016020;GO:0016021;GO:0016023;GO:0031090;GO:0031201;GO:0031224;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0033116;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:00487707 43.3 0 28.33 1 0.21 0.755663 -0.35 Q4KM74 Vesicle-trafficking protein SEC22b Sec22b sp|Q4KM74|SC22B_RAT Vesicle-trafficking protein SEC22b OS=Rattus norvegicus OX=10116 GN=Sec22b PE=1 SV=3
23.18 22.92 22.89 23.35 22.76 23.18 0.10 actin binding;binding;collagen binding;cytoskeletal protein binding;protein bindingbiological regulation;cellular component organization;cellular process;cytoskeleton organization;multicellular organismal process;neurological system process;organelle organization;regulation of organelle organizationcell part;cytoplasm;cytosol;macromolecular complex;protein complexCompleteproteome;Cytoplasm;Cytoskeleton;Microtubule;Phosphoprotein;Referenceproteome;RepeatGO:0000226;GO:0003008;GO:0006996;GO:0007010;GO:0007017;GO:0007026;GO:0007600;GO:0007605;GO:0009987;GO:0010639;GO:0016043;GO:0031110;GO:0031111;GO:0031114;GO:0032501;GO:0032886;GO:0033043;GO:0043242;GO:0043244;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050877;GO:0050954;GO:0051128;GO:0051129;GO:0051493;GO:0051494;GO:0065007;GO:0070507;GO:0071840;GO:0071841;GO:0071842GO:0003779;GO:0005488;GO:0005515;GO:0005518;GO:0008092GO:0005737;GO:0005829;GO:0005874;GO:0005875;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:004446411 5.6 0 44.81 3 0.19 0.767527 -0.33 A0A0G2K5C6;G3V7U2;P34926Microtubule-associated protein 1A;MAP1A heavy chain;MAP1 light chain LC2Map1a tr|A0A0G2K5C6|A0A0G2K5C6_RAT Microtubule-associated protein 1A OS=Rattus norvegicus OX=10116 GN=Map1a PE=1 SV=1;tr|G3V7U2|G3V7U2_RAT Microtubule-associated protein 1 A, isoform CRA_c OS=Rattus norvegicus OX=10116 GN=Map1a PE=1 SV=1;sp|P34926|MAP1A_RAT Micr
24.51 24.48 24.29 24.67 24.38 24.51 0.10 binding;DNA binding;nucleic acid binding;sequence-specific DNA bindingalcohol metabolic process;amine metabolic process;anatomical structure development;anatomical structure morphogenesis;biological regulation;cell differentiation;cell growth;cellular aromatic compound metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;growth;metabolic process;nitrogen compound metabolic process;response to abiotic stimulus;response to external stimulus;response to stimulus;small molecule metabolic processcell part;cell projection;cytoplasm;cytosol;extracellular organelle;F-actin capping protein complex;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;nucleus;organelle;protein complex;vesicle3D-structure;Acetylation;ANKrepeat;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Referenceproteome;RepeatGO:0001558;GO:0006066;GO:0006355;GO:0006576;GO:0006584;GO:0006725;GO:0006807;GO:0008152;GO:0009308;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009712;GO:0009888;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010611;GO:0010613;GO:0014742;GO:0014743;GO:0016049;GO:0018958;GO:0019219;GO:0019222;GO:0021533;GO:0021707;GO:0021953;GO:0030154;GO:0030182;GO:0030307;GO:0031099;GO:0031323;GO:0031326;GO:0032502;GO:0034311;GO:0034641;GO:0040007;GO:0040008;GO:0042246;GO:0042537;GO:0042692;GO:0043403;GO:0043502;GO:0044057;GO:0044093;GO:0044106;GO:0044237;GO:0044281;GO:0045927;GO:0048518;GO:0048522;GO:0048589;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051090;GO:0051091;GO:0051092;GO:0051128;GO:0051146;GO:0051171;GO:0051239;GO:0051240;GO:0051246;GO:0051247;GO:0051252;GO:0051716;GO:0060255;GO:0065007;GO:0065009;GO:0071214;GO:0071260;GO:0071496;GO:0080090;GO:0090257;GO:2000112;GO:2000812GO:0003676;GO:0003677;GO:0005488;GO:0043565GO:0005634;GO:0005737;GO:0005829;GO:0008290;GO:0030424;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0065010;GO:00700624 57.6 0 195.74 1 0.37 0.673147 -0.46 P62775 Myotrophin Mtpn sp|P62775|MTPN_RAT Myotrophin OS=Rattus norvegicus OX=10116 GN=Mtpn PE=1 SV=2
25.43 25.95 26.06 25.63 26.16 25.90 0.08 binding;cation binding;ion binding;metal ion binding;transition metal ion binding;zinc ion bindingcellular process;endosome transport;establishment of localization;protein transport;transport;vesicle-mediated transportcell part;endosome;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;retromer complexAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Endosome;Membrane;Metal-binding;Proteintransport;Referenceproteome;Transport;ZincGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0016197;GO:0042147;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0005488;GO:0008270;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005768;GO:0005769;GO:0005770;GO:0010008;GO:0016020;GO:0030904;GO:0031090;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044440;GO:0044444;GO:0044446;GO:00444649 53.3 0 106.38 2 0.12 0.831105 -0.24 B2RZ78;A0A0G2JTS3Vacuolar protein sorting-associated protein 29Vps29 sp|B2RZ78|VPS29_RAT Vacuolar protein sorting-associated protein 29 OS=Rattus norvegicus OX=10116 GN=Vps29 PE=1 SV=2;tr|A0A0G2JTS3|A0A0G2JTS3_RAT Vacuolar protein sorting-associated protein 29 OS=Rattus norvegicus OX=10116 GN=Vps29 PE=1 SV=1
29.16 29.24 28.95 29.13 29.46 29.00 0.08 binding;carboxylic acid binding;enzyme activator activity;enzyme binding;enzyme regulator activity;fatty acid binding;GDP-dissociation inhibitor activity;GTPase activator activity;GTPase binding;GTPase regulator activity;heat shock protein binding;Hsp90 protein binding;kinase binding;lipid binding;monocarboxylic acid binding;nucleoside-triphosphatase regulator activity;protein binding;protein kinase binding;Ras GTPase binding;Rho GDP-dissociation inhibitor activity;Rho GTPase binding;small GTPase binding;small GTPase regulator activitybiological regulation;cellular process;response to abiotic stimulus;response to chemical stimulus;response to external stimulus;response to stimulus;signal transductioncell part;cytosol;extracellular organelle;extracellular space;membrane;organelle;vesicleNeurotrophin signaling pathway;Vasopressin-regulated water reabsorptionAcetylation;Completeproteome;Cytoplasm;GTPaseactivation;Phosphoprotein;ReferenceproteomeGO:0007165;GO:0007166;GO:0007264;GO:0007265;GO:0007266;GO:0008360;GO:0009605;GO:0009612;GO:0009628;GO:0009987;GO:0010033;GO:0014070;GO:0022603;GO:0022604;GO:0030334;GO:0030336;GO:0032879;GO:0032880;GO:0035556;GO:0040012;GO:0040013;GO:0042221;GO:0048519;GO:0048523;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051128;GO:0051270;GO:0051271;GO:0051716;GO:0051775;GO:0065007;GO:0065008;GO:0070887;GO:0071214;GO:0071260;GO:0071310;GO:0071407;GO:0071461;GO:0071496;GO:0071526;GO:2000145;GO:2000146GO:0005083;GO:0005092;GO:0005094;GO:0005096;GO:0005488;GO:0005504;GO:0005515;GO:0008047;GO:0008289;GO:0017016;GO:0017048;GO:0019899;GO:0019900;GO:0019901;GO:0030234;GO:0030695;GO:0031072;GO:0031267;GO:0031406;GO:0033293;GO:0051020;GO:0051879;GO:0060589GO:0001772;GO:0005615;GO:0005829;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:007006211 75 0 323.31 1 0.19 0.783136 -0.31 Q5XI73 Rho GDP-dissociation inhibitor 1 Arhgdia sp|Q5XI73|GDIR1_RAT Rho GDP-dissociation inhibitor 1 OS=Rattus norvegicus OX=10116 GN=Arhgdia PE=1 SV=1
26.75 26.51 27.05 26.75 27.10 26.70 0.08 protein transporter activity;substrate-specific transporter activity;transporter activitybiological regulation;cellular process;establishment of localization;nuclear transport;nucleocytoplasmic transport;protein targeting;protein transport;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to stimulus;transportcell part;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleoplasm;organelleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001101;GO:0006605;GO:0006606;GO:0006607;GO:0006610;GO:0006810;GO:0006886;GO:0006913;GO:0009719;GO:0009987;GO:0010033;GO:0010243;GO:0014075;GO:0015031;GO:0017038;GO:0032386;GO:0032388;GO:0032879;GO:0032880;GO:0033157;GO:0034762;GO:0034764;GO:0042221;GO:0042306;GO:0042307;GO:0043200;GO:0045184;GO:0046822;GO:0046824;GO:0046907;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051050;GO:0051169;GO:0051170;GO:0051222;GO:0051223;GO:0051234;GO:0051649;GO:0051716;GO:0060341;GO:0065007;GO:0070201;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0090316GO:0005215;GO:0008565;GO:0022892GO:0005654;GO:0005794;GO:0016020;GO:0031090;GO:0031965;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:004446426 31.4 0 270.53 3 0.15 0.813395 -0.27 D4A781;M0RB74;D4A634 Ipo5 tr|D4A781|D4A781_RAT Importin 5 OS=Rattus norvegicus OX=10116 GN=Ipo5 PE=1 SV=1;tr|M0RB74|M0RB74_RAT Importin 5 OS=Rattus norvegicus OX=10116 GN=Ipo5 PE=1 SV=2
26.67 26.32 27.01 26.84 26.88 26.52 0.08 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;binding;carbohydrate binding;carbohydrate kinase activity;catalytic activity;glucokinase activity;glucose binding;hexokinase activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;identical protein binding;kinase activity;monosaccharide binding;nucleoside-triphosphatase activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein binding;protein complex binding;protein dimerization activity;protein homodimerization activity;protein kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;sugar binding;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;biological regulation;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;generation of precursor metabolites and energy;macromolecule metabolic process;macromolecule modification;metabolic process;peptidyl-amino acid modification;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of transport;small molecule metabolic processcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;organelle;protein complexAmino sugar and nucleotide sugar metabolism;Butirosin and neomycin biosynthesis;Carbohydrate digestion and absorption;Fructose and mannose metabolism;Galactose metabolism;Glycolysis / Gluconeogenesis;Insulin signaling pathway;Starch and sucrose metabolism;Streptomycin biosynthesis;Type II diabetes mellitus3D-structure;Acetylation;Allostericenzyme;ATP-binding;Completeproteome;Directproteinsequencing;Glycolysis;Kinase;Membrane;Mitochondrion;Mitochondrionoutermembrane;Nucleotide-binding;Referenceproteome;Repeat;TransferaseGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0008152;GO:0009056;GO:0009987;GO:0010359;GO:0010941;GO:0016052;GO:0016310;GO:0018105;GO:0018107;GO:0018108;GO:0018193;GO:0018209;GO:0018210;GO:0018212;GO:0019318;GO:0019320;GO:0019538;GO:0022898;GO:0032409;GO:0032412;GO:0032879;GO:0034762;GO:0034765;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0043269;GO:0043412;GO:0044070;GO:0044237;GO:0044238;GO:0044260;GO:0044262;GO:0044267;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365;GO:0046777;GO:0046835;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051049;GO:0051156;GO:0060548;GO:0065007;GO:0065009GO:0000166;GO:0003824;GO:0004340;GO:0004396;GO:0004672;GO:0005488;GO:0005515;GO:0005524;GO:0005529;GO:0005536;GO:0016301;GO:0016462;GO:0016740;GO:0016772;GO:0016773;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0019200;GO:0030246;GO:0030554;GO:0032403;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042802;GO:0042803;GO:0046983;GO:0048029GO:0005739;GO:0005741;GO:0005829;GO:0005901;GO:0016020;GO:0019867;GO:0031090;GO:0031966;GO:0031968;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044429;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:004512127 31.5 0 242.53 1 0.12 0.832492 -0.23 P05708 Hexokinase-1 Hk1 sp|P05708|HXK1_RAT Hexokinase-1 OS=Rattus norvegicus OX=10116 GN=Hk1 PE=1 SV=4
22.84 22.37 22.45 22.51 22.94 22.43 0.08 establishment of localization;protein transport;transportcell part;membrane Completeproteome;Membrane;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0015031;GO:0045184;GO:0051234GO:0016020;GO:0044464 5 33.8 0 31.353 1 0.13 0.830034 -0.24 D4ADP9 Copz2 tr|D4ADP9|D4ADP9_RAT Coatomer protein complex, subunit zeta 2 OS=Rattus norvegicus OX=10116 GN=Copz2 PE=1 SV=2
25.93 26.00 26.38 26.47 25.91 26.15 0.07 binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;metal ion binding;N-acetylgalactosamine-6-sulfatase activity;sulfuric ester hydrolase activitycell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleGlycosaminoglycan degradation;LysosomeCalcium;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Metal-binding;Referenceproteome;SignalGO:0003824;GO:0005488;GO:0008484;GO:0016787;GO:0016788;GO:0043167;GO:0043169;GO:0043890;GO:0046872GO:0000323;GO:0005764;GO:0005773;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006217 42 0 159.61 2 0.13 0.831294 -0.24 Q32KJ6;A0A0G2K4H6N-acetylgalactosamine-6-sulfatase Galns sp|Q32KJ6|GALNS_RAT N-acetylgalactosamine-6-sulfatase OS=Rattus norvegicus OX=10116 GN=Galns PE=1 SV=1;tr|A0A0G2K4H6|A0A0G2K4H6_RAT N-acetylgalactosamine-6-sulfatase OS=Rattus norvegicus OX=10116 GN=Galns PE=1 SV=1
26.69 27.10 26.26 26.53 26.85 26.88 0.07 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complexProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Protease;Proteasome;Referenceproteome;Threonineprotease;ZymogenGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:00444647 39.9 0 51.973 2 0.10 0.858421 -0.20 A0A0G2JSL0;P28073Proteasome subunit beta type-6 Psmb6 tr|A0A0G2JSL0|A0A0G2JSL0_RAT Proteasome subunit beta OS=Rattus norvegicus OX=10116 GN=LOC100360846 PE=3 SV=1;sp|P28073|PSB6_RAT Proteasome subunit beta type-6 OS=Rattus norvegicus OX=10116 GN=Psmb6 PE=1 SV=3
22.22 22.31 NaN 21.99 22.52 22.50 0.07 binding;catalytic activity;GDP binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular component movement;cellular process;cytoskeleton-dependent intracellular transport;establishment of localization;protein transport;regulation of transport;response to stimulus;signal transduction;transportcell part;cell projection;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuron projection;organelle;vesicleAcetylation;Completeproteome;Cytoplasmicvesicle;Endoplasmicreticulum;Endosome;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Prenylation;Proteintransport;Referenceproteome;TransportGO:0001558;GO:0006810;GO:0006886;GO:0006928;GO:0007017;GO:0007018;GO:0007165;GO:0007264;GO:0007265;GO:0008088;GO:0008089;GO:0009987;GO:0010769;GO:0010970;GO:0010975;GO:0015031;GO:0017157;GO:0022603;GO:0022604;GO:0030100;GO:0030516;GO:0030705;GO:0031344;GO:0032386;GO:0032388;GO:0032482;GO:0032879;GO:0035556;GO:0040008;GO:0045184;GO:0045595;GO:0045664;GO:0045807;GO:0046907;GO:0048259;GO:0048260;GO:0048518;GO:0048522;GO:0048638;GO:0050767;GO:0050770;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051046;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051234;GO:0051239;GO:0051649;GO:0051716;GO:0051960;GO:0060284;GO:0060341;GO:0060627;GO:0061387;GO:0065007;GO:2000026;GO:2000641;GO:2000643GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000139;GO:0005768;GO:0005769;GO:0005789;GO:0005802;GO:0005912;GO:0005924;GO:0005925;GO:0009898;GO:0012506;GO:0016020;GO:0030054;GO:0030055;GO:0030659;GO:0031090;GO:0031982;GO:0031988;GO:0032580;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044433;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:00701614 22.4 0 17.052 1 0.11 0.851978 -0.21 Q6AXT5 Ras-related protein Rab-21 Rab21 sp|Q6AXT5|RAB21_RAT Ras-related protein Rab-21 OS=Rattus norvegicus OX=10116 GN=Rab21 PE=2 SV=1
26.46 26.78 26.34 26.25 26.93 26.60 0.07 androgen receptor binding;binding;catalytic activity;cation binding;copper chaperone activity;copper ion binding;cytokine binding;glyoxalase III activity;hormone receptor binding;hydrolase activity;identical protein binding;ion binding;mercury ion binding;metal ion binding;metallochaperone activity;mRNA binding;nuclear hormone receptor binding;nucleic acid binding;peptidase activity;protein binding;protein binding transcription factor activity;protein dimerization activity;protein homodimerization activity;receptor binding;repressing transcription factor binding;RNA binding;scaffold protein binding;steroid hormone receptor binding;superoxide dismutase copper chaperone activity;transcription coactivator activity;transcription cofactor activity;transcription factor binding;transcription factor binding transcription factor activity;transition metal ion bindingalcohol metabolic process;autophagy;biological regulation;biosynthetic process;catabolic process;cellular aldehyde metabolic process;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular process;homeostatic process;macromolecule metabolic process;macromolecule modification;metabolic process;mitochondrion organization;organelle organization;organic acid metabolic process;primary metabolic process;protein metabolic process;protein modification process;regulation of protein modification process;regulation of protein stability;regulation of transport;response to chemical stimulus;response to drug;response to oxidative stress;response to stimulus;response to stress;small molecule metabolic processcell part;cell projection;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;neuron projection;nucleus;organelle;plasma membrane;vesicleParkinson's diseaseAcetylation;Autophagy;Cellmembrane;Chaperone;Completeproteome;Copper;Cytoplasm;Directproteinsequencing;Fertilization;Hydrolase;Inflammatoryresponse;Isopeptidebond;Lipoprotein;Membrane;Mitochondrion;Nucleus;Oxidation;Palmitate;Phosphoprotein;Protease;Referenceproteome;RNA-binding;Stressresponse;Tumorsuppressor;Ublconjugation;ZymogenGO:0000302;GO:0001817;GO:0001819;GO:0001932;GO:0001933;GO:0006066;GO:0006081;GO:0006082;GO:0006089;GO:0006355;GO:0006357;GO:0006464;GO:0006469;GO:0006517;GO:0006873;GO:0006914;GO:0006950;GO:0006952;GO:0006954;GO:0006979;GO:0006996;GO:0007005;GO:0007338;GO:0008152;GO:0009056;GO:0009058;GO:0009438;GO:0009441;GO:0009566;GO:0009611;GO:0009636;GO:0009889;GO:0009891;GO:0009892;GO:0009893;GO:0009966;GO:0009987;GO:0010035;GO:0010038;GO:0010155;GO:0010273;GO:0010466;GO:0010468;GO:0010469;GO:0010556;GO:0010557;GO:0010563;GO:0010604;GO:0010605;GO:0010608;GO:0010628;GO:0010941;GO:0016043;GO:0016053;GO:0019219;GO:0019220;GO:0019222;GO:0019243;GO:0019249;GO:0019538;GO:0019725;GO:0019752;GO:0022414;GO:0022898;GO:0023051;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031328;GO:0031347;GO:0031396;GO:0031397;GO:0031399;GO:0031400;GO:0031647;GO:0032091;GO:0032092;GO:0032101;GO:0032268;GO:0032269;GO:0032386;GO:0032387;GO:0032409;GO:0032411;GO:0032677;GO:0032757;GO:0032787;GO:0032879;GO:0032880;GO:0033143;GO:0033157;GO:0033233;GGO:0000988;GO:0000989;GO:0003676;GO:0003712;GO:0003713;GO:0003723;GO:0003729;GO:0003824;GO:0005102;GO:0005488;GO:0005507;GO:0005515;GO:0008134;GO:0008233;GO:0016530;GO:0016531;GO:0016532;GO:0016787;GO:0019172;GO:0019955;GO:0035257;GO:0035258;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0045340;GO:0046872;GO:0046914;GO:0046983;GO:0050681;GO:0051427;GO:0070491;GO:0097110GO:0005634;GO:0005737;GO:0005739;GO:0005829;GO:0005886;GO:0016020;GO:0016604;GO:0016605;GO:0030424;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044451;GO:0044464;GO:0045121;GO:0065010;GO:007006211 66.7 0 302.3 2 0.10 0.856406 -0.20 O88767;Q5BKC3Protein deglycase DJ-1 Park7 sp|O88767|PARK7_RAT Protein/nucleic acid deglycase DJ-1 OS=Rattus norvegicus OX=10116 GN=Park7 PE=1 SV=1;tr|Q5BKC3|Q5BKC3_RAT Park7 protein OS=Rattus norvegicus OX=10116 GN=Park7 PE=1 SV=1
25.11 24.64 25.13 24.99 25.26 24.81 0.06 binding;nucleic acid binding;RNA bindingcellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic process;RNA processing;RNA splicingcell part;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complex;spliceosomal complexSpliceosomeCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000375;GO:0000377;GO:0000398;GO:0006139;GO:0006396;GO:0006397;GO:0006807;GO:0008152;GO:0008380;GO:0009987;GO:0016070;GO:0016071;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0090304GO:0003676;GO:0003723;GO:0005488GO:0005634;GO:0005681;GO:0005689;GO:0030529;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:007101319 19.6 0 85.835 1 0.11 0.857193 -0.20 E9PT66 Sf3b3 tr|E9PT66|E9PT66_RAT Splicing factor 3b, subunit 3 OS=Rattus norvegicus OX=10116 GN=Sf3b3 PE=1 SV=2
24.12 24.12 23.47 23.65 24.03 24.21 0.06 acid-amino acid ligase activity;binding;catalytic activity;enzyme binding;ligase activity;ligase activity, forming carbon-nitrogen bonds;protein binding;small conjugating protein ligase activity;ubiquitin protein ligase binding;ubiquitin-protein ligase activity;ubiquitin-ubiquitin ligase activitybiological regulation;catabolic process;cell death;cellular metabolic process;cellular process;death;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;cytoskeleton;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleUbiquitin mediated proteolysisCompleteproteome;Ligase;Proteomicsidentification;Referenceproteome;UblconjugationpathwayGO:0000209;GO:0006464;GO:0006508;GO:0006511;GO:0006915;GO:0008152;GO:0008219;GO:0009056;GO:0009057;GO:0009894;GO:0009987;GO:0010498;GO:0012501;GO:0016265;GO:0016567;GO:0019222;GO:0019538;GO:0019941;GO:0030162;GO:0031323;GO:0031329;GO:0032268;GO:0032434;GO:0032446;GO:0042176;GO:0043161;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0050789;GO:0050794;GO:0051246;GO:0051603;GO:0060255;GO:0061136;GO:0065007;GO:0070059;GO:0070647;GO:0070936;GO:0080090GO:0003824;GO:0004842;GO:0005488;GO:0005515;GO:0016874;GO:0016879;GO:0016881;GO:0019787;GO:0019899;GO:0031625;GO:0034450GO:0005634;GO:0005737;GO:0005856;GO:0015629;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044424;GO:0044464;GO:0045111;GO:0065010;GO:00700628 56.5 0 27.154 1 0.08 0.886825 -0.16 D3ZXS8 Ube2k tr|D3ZXS8|D3ZXS8_RAT Huntingtin interacting protein 2 (Predicted), isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Ube2k PE=1 SV=1
24.86 24.59 24.76 24.12 NaN 25.46 0.05 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;ribonucleoprotein complex assembly;translation;translational elongationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Completeproteome;Directproteinsequencing;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0000028;GO:0006412;GO:0006414;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0016043;GO:0019538;GO:0022607;GO:0022618;GO:0034621;GO:0034622;GO:0034645;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0065003;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003735;GO:0005198GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444645 39.6 0 192.64 8 0.03 0.939601 -0.08 A0A0H2UHQ8;D3ZFA8;P04644;D3ZKG6;D3ZHU9;M0R8M8;F1M5B1;D3ZM0140S ribosomal protein S17 LOC100364909;Rps17;RGD1559955;LOC100361180tr|A0A0H2UHQ8|A0A0H2UHQ8_RAT 40S ribosomal protein S17 OS=Rattus norvegicus OX=10116 GN=Rps17 PE=3 SV=1;tr|D3ZFA8|D3ZFA8_RAT 40S ribosomal protein S17-like OS=Rattus norvegicus OX=10116 GN=LOC100362366 PE=3 SV=1;sp|P04644|RS17_RAT 40S ribosomal protein S17
24.78 25.70 25.72 25.55 25.54 25.25 0.05 extracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700625 31.3 0 92.411 1 0.05 0.919251 -0.11 M0R3V4 LOC501282 tr|M0R3V4|M0R3V4_RAT Myeloid-derived growth factor OS=Rattus norvegicus OX=10116 GN=Mydgf PE=1 SV=2
23.23 23.39 23.29 23.50 23.27 23.28 0.05 catalytic activity;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;small conjugating protein-specific protease activity;ubiquitin-specific protease activityanatomical structure development;biological regulation;catabolic process;cell growth;cell motility;cellular component movement;cellular metabolic process;cellular process;developmental process;embryo development;growth;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;post-embryonic development;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic process;response to stimulus;signal transductionapical part of cell;cell part;cytoplasm;membrane;site of polarized growthCompleteproteome;Hydrolase;Protease;Proteomicsidentification;Referenceproteome;Thiolprotease;UblconjugationpathwayGO:0001701;GO:0001764;GO:0006464;GO:0006508;GO:0006511;GO:0006928;GO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0007179;GO:0008152;GO:0009056;GO:0009057;GO:0009790;GO:0009791;GO:0009792;GO:0009894;GO:0009987;GO:0010498;GO:0016049;GO:0016477;GO:0016579;GO:0019222;GO:0019538;GO:0019941;GO:0021698;GO:0021766;GO:0030162;GO:0030509;GO:0031323;GO:0031329;GO:0032268;GO:0032502;GO:0040007;GO:0040011;GO:0042176;GO:0043009;GO:0043161;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0048532;GO:0048588;GO:0048589;GO:0048675;GO:0048856;GO:0048870;GO:0050789;GO:0050794;GO:0050896;GO:0051246;GO:0051603;GO:0051716;GO:0060255;GO:0060560;GO:0061136;GO:0065007;GO:0070646;GO:0070647;GO:0080090GO:0003824;GO:0004175;GO:0004197;GO:0004843;GO:0008233;GO:0008234;GO:0016787;GO:0019783;GO:0070011GO:0005737;GO:0016020;GO:0030426;GO:0030427;GO:0044424;GO:0044463;GO:0044464;GO:004517713 5.4 0 32.079 3 0.20 0.828835 -0.24 A0A0G2K2C7;D3ZC84;A0A1B0GWT2Ubiquitin carboxyl-terminal hydrolase Usp9x tr|A0A0G2K2C7|A0A0G2K2C7_RAT Ubiquitin-specific peptidase 9, X-linked OS=Rattus norvegicus OX=10116 GN=Usp9x PE=1 SV=1;tr|D3ZC84|D3ZC84_RAT Ubiquitin specific peptidase 9, X chromosome (Predicted) OS=Rattus norvegicus OX=10116 GN=Usp9x PE=1 SV=1
23.81 24.61 24.62 24.61 24.61 23.94 0.04 binding;cytokine activity;cytokine receptor binding;DNA binding;nucleic acid binding;protein binding;receptor binding;regulatory region DNA binding;regulatory region nucleic acid binding;transcription regulatory region DNA binding;tumor necrosis factor receptor binding;tumor necrosis factor receptor superfamily bindingalcohol metabolic process;anatomical structure development;biological adhesion;biological regulation;biosynthetic process;carbohydrate metabolic process;cell activation;cell adhesion;cell death;cell differentiation;cell proliferation;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular metabolic process;cellular process;death;detection of stimulus;developmental process;establishment of localization;extracellular matrix organization;extracellular structure organization;homeostatic process;immune system process;localization;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;multi-organism process;muscle contraction;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;protein transport;regulation of cell cycle;regulation of mitotic cell cycle;regulation of organelle organization;regulation of protein modification process;regulation of translcell part;endosome;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;organelleAdipocytokine signaling pathway;African trypanosomiasis;Allograft rejection;Alzheimer's disease;Amoebiasis;Amyotrophic lateral sclerosis (ALS);Antigen processing and presentation;Apoptosis;Asthma;Chagas disease (American trypanosomiasis);Cytokine-cytokine receptor interaction;Dilated cardiomyopathy;Fc epsilon RI signaling pathway;Graft-versus-host disease;Hematopoietic cell lineage;Hepatitis C;Hypertrophic cardiomyopathy (HCM);ko05152;Leishmaniasis;Malaria;MAPK signaling pathway;Natural killer cell mediated cytotoxicity;NOD-like receptor signaling pathway;Osteoclast differentiation;Rheumatoid arthritis;RIG-I-like receptor signaling pathway;Systemic lupus erythematosus;T cell receptor signaling pathway;TGF-beta signaling pathway;Toll-like receptor signaling pathway;Toxoplasmosis;Type I diabetes mellitus;Type II diabetes mellitusCellmembrane;Completeproteome;Cytokine;Disulfidebond;Glycoprotein;Lipoprotein;Membrane;Myristate;Phosphoprotein;Referenceproteome;Secreted;Signal-anchor;Transmembrane;TransmembranehelixGO:0000060;GO:0000122;GO:0000165;GO:0000185;GO:0000187;GO:0001101;GO:0001508;GO:0001666;GO:0001775;GO:0001817;GO:0001818;GO:0001819;GO:0001932;GO:0001934;GO:0002036;GO:0002037;GO:0002237;GO:0002376;GO:0002437;GO:0002439;GO:0002521;GO:0002544;GO:0002573;GO:0002637;GO:0002673;GO:0002675;GO:0002676;GO:0002678;GO:0002682;GO:0002684;GO:0002697;GO:0002699;GO:0002700;GO:0002703;GO:0002705;GO:0002706;GO:0002708;GO:0002712;GO:0002714;GO:0002718;GO:0002739;GO:0002740;GO:0002761;GO:0002763;GO:0002791;GO:0002819;GO:0002821;GO:0002822;GO:0002824;GO:0002861;GO:0002863;GO:0002874;GO:0002876;GO:0002889;GO:0002891;GO:0002920;GO:0002922;GO:0002923;GO:0002925;GO:0003008;GO:0003009;GO:0003012;GO:0005975;GO:0005996;GO:0006006;GO:0006066;GO:0006355;GO:0006357;GO:0006417;GO:0006446;GO:0006447;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0006810;GO:0006873;GO:0006886;GO:0006915;GO:0006917;GO:0006919;GO:0006927;GO:0006936;GO:0006941;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0006959;GO:0006974;GO:0007088;GO:0007155;GO:0007159;GGO:0000975;GO:0001067;GO:0003676;GO:0003677;GO:0005102;GO:0005125;GO:0005126;GO:0005164;GO:0005488;GO:0005515;GO:0032813;GO:0044212GO:0001891;GO:0005615;GO:0005768;GO:0005887;GO:0009897;GO:0016021;GO:0031224;GO:0031226;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0045121;GO:00550375 37 0 28.697 1 0.04 0.936677 -0.09 P16599 Tumor necrosis factor;Tumor necrosis factor, membrane form;Intracellular domain 1;Intracellular domain 2;C-domain 1;C-domain 2;Tumor necrosis factor, soluble formTnf sp|P16599|TNFA_RAT Tumor necrosis factor OS=Rattus norvegicus OX=10116 GN=Tnf PE=2 SV=1
25.70 25.87 25.96 25.79 26.05 25.80 0.04 biological adhesion;biological regulation;cell adhesion;cell death;cell growth;cellular component assembly;cellular component organization;cellular process;death;developmental process;growth;multicellular organismal process;neurological system process;regulation of organelle organization;response to stimulus;signal transductioncell part;cell projection;extracellular organelle;macromolecular complex;membrane;neuron projection;organelle;protein complex;synapse;vesicleRegulation of actin cytoskeletonCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0003008;GO:0006915;GO:0007155;GO:0007165;GO:0007264;GO:0007265;GO:0008219;GO:0009987;GO:0010638;GO:0012501;GO:0016043;GO:0016049;GO:0016265;GO:0016337;GO:0016601;GO:0022607;GO:0022610;GO:0030030;GO:0030031;GO:0030032;GO:0032501;GO:0032502;GO:0032956;GO:0032970;GO:0033043;GO:0034315;GO:0035556;GO:0040007;GO:0048518;GO:0048522;GO:0048588;GO:0048589;GO:0048675;GO:0050789;GO:0050794;GO:0050877;GO:0050890;GO:0050896;GO:0051125;GO:0051127;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0051716;GO:0060560;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:2000601GO:0005845;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030027;GO:0030054;GO:0030055;GO:0031209;GO:0031982;GO:0031988;GO:0032991;GO:0034518;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0045202;GO:0048471;GO:0065010;GO:0070062;GO:007016118 16.5 0 41.948 4 0.12 0.872587 -0.17 A0A0G2K472;D4A8H8;A0A0G2JT63;D3ZX82 Cyfip1 tr|A0A0G2K472|A0A0G2K472_RAT Cytoplasmic FMR1-interacting protein OS=Rattus norvegicus OX=10116 GN=Cyfip1 PE=1 SV=1;tr|D4A8H8|D4A8H8_RAT Cytoplasmic FMR1-interacting protein OS=Rattus norvegicus OX=10116 GN=Cyfip1 PE=1 SV=1
23.35 22.72 22.95 23.38 NaN 22.71 0.04 binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;metal ion binding;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activitycell part;cytoplasm;extracellular organelle;organelle;vesicleCompleteproteome;Cytoplasm;Hydrolase;Metal-binding;ReferenceproteomeGO:0003824;GO:0004721;GO:0005488;GO:0016787;GO:0016788;GO:0016791;GO:0042578;GO:0043167;GO:0043169;GO:0046872GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:00700624 13.8 0 12.858 1 0.04 0.939744 -0.08 Q66H71 Serine/threonine-protein phosphatase CPPED1Cpped1 sp|Q66H71|CPPED_RAT Serine/threonine-protein phosphatase CPPED1 OS=Rattus norvegicus OX=10116 GN=Cpped1 PE=1 SV=1
22.08 22.25 23.15 22.91 22.16 NaN 0.04 binding;DNA binding;mRNA binding;nucleic acid binding;nucleic acid binding transcription factor activity;protein binding;purine-rich negative regulatory element binding;regulatory region DNA binding;regulatory region nucleic acid binding;RNA binding;sequence-specific DNA binding;sequence-specific DNA binding transcription factor activity;single-stranded DNA binding;structure-specific DNA binding;transcription factor binding;transcription regulatory region DNA binding;translation regulator activity;translation regulator activity, nucleic acid binding;translation repressor activity;translation repressor activity, nucleic acid bindingbiological regulation;biosynthetic process;cell differentiation;cell proliferation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of translation;RNA metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complexAcetylation;Completeproteome;Directproteinsequencing;DNA-binding;Nucleus;Phosphoprotein;Referenceproteome;Repressor;Transcription;TranscriptionregulationGO:0006139;GO:0006351;GO:0006355;GO:0006417;GO:0006807;GO:0008152;GO:0008283;GO:0009058;GO:0009059;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010608;GO:0010629;GO:0016070;GO:0017148;GO:0019219;GO:0019222;GO:0030154;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032268;GO:0032269;GO:0032502;GO:0032774;GO:0034641;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0045892;GO:0045934;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0051171;GO:0051172;GO:0051246;GO:0051248;GO:0051252;GO:0051253;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112;GO:2000113GO:0000900;GO:0000975;GO:0001067;GO:0001071;GO:0003676;GO:0003677;GO:0003697;GO:0003700;GO:0003723;GO:0003729;GO:0005488;GO:0005515;GO:0008134;GO:0030371;GO:0032422;GO:0043565;GO:0043566;GO:0044212;GO:0045182;GO:0090079GO:0005634;GO:0005662;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044446;GO:0044454;GO:00444644 15.5 0 74.265 2 0.02 0.952111 -0.06 A0A0G2JUX5;Q68A21Transcriptional activator protein Pur-betaPurb tr|A0A0G2JUX5|A0A0G2JUX5_RAT Transcriptional activator protein Pur-beta OS=Rattus norvegicus OX=10116 GN=Purb PE=1 SV=1;sp|Q68A21|PURB_RAT Transcriptional activator protein Pur-beta OS=Rattus norvegicus OX=10116 GN=Purb PE=1 SV=3

NaN 22.79 22.91 22.82 22.79 23.05 0.03 acid-amino acid ligase activity;catalytic activity;ligase activity;ligase activity, forming carbon-nitrogen bonds;small conjugating protein ligase activity;UFM1 conjugating enzyme activitycellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;response to stimulus;response to stressextracellular organelle;organelle;vesicleCompleteproteome;Referenceproteome;UblconjugationpathwayGO:0006464;GO:0006950;GO:0008152;GO:0009987;GO:0019538;GO:0032446;GO:0033554;GO:0034976;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0050896;GO:0051716;GO:0070647;GO:0071569GO:0003824;GO:0016874;GO:0016879;GO:0016881;GO:0019787;GO:0071568GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700623 18.6 0 9.2663 1 0.10 0.888065 -0.16 Q6BBI8 Ubiquitin-fold modifier-conjugating enzyme 1Ufc1 sp|Q6BBI8|UFC1_RAT Ubiquitin-fold modifier-conjugating enzyme 1 OS=Rattus norvegicus OX=10116 GN=Ufc1 PE=2 SV=1
24.47 24.46 23.61 23.72 24.88 24.04 0.03 binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;nuclear transport;nucleobase-containing compound transport;nucleocytoplasmic transport;primary metabolic process;protein metabolic process;translation;transportcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006405;GO:0006407;GO:0006412;GO:0006810;GO:0006913;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0015931;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0046907;GO:0050657;GO:0050658;GO:0051029;GO:0051168;GO:0051169;GO:0051234;GO:0051236;GO:0051649GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444643 46.4 0 18.256 3 0.02 0.951804 -0.06 P62859;A0A0A0MY14;F1M16840S ribosomal protein S28 Rps28;LOC100359503 sp|P62859|RS28_RAT 40S ribosomal protein S28 OS=Rattus norvegicus OX=10116 GN=Rps28 PE=1 SV=1;tr|A0A0A0MY14|A0A0A0MY14_RAT Ribosomal protein S28-like OS=Rattus norvegicus OX=10116 GN=LOC100359503 PE=4 SV=1
24.79 24.80 24.91 25.04 25.14 24.37 0.02 antioxidant activity;catalytic activity;electron carrier activity;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donors;oxidoreductase activity, acting on a sulfur group of donors, NAD or NADP as acceptor;oxidoreductase activity, acting on NADH or NADPH;oxidoreductase activity, acting on peroxide as acceptor;peroxidase activity;protein-disulfide reductase activitybiological regulation;cellular process;response to chemical stimulus;response to stimulus;signal transductioncell part;cytosol;extracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0007165;GO:0007166;GO:0009987;GO:0010033;GO:0019221;GO:0033209;GO:0034097;GO:0034612;GO:0042221;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0070887;GO:0071310;GO:0071345;GO:0071356GO:0003824;GO:0004601;GO:0009055;GO:0016209;GO:0016491;GO:0016651;GO:0016667;GO:0016668;GO:0016684;GO:0047134GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700625 57.7 0 34.987 1 0.03 0.95063 -0.06 B0K010 Txndc17 tr|B0K010|B0K010_RAT Thioredoxin domain-containing 17 OS=Rattus norvegicus OX=10116 GN=Txndc17 PE=1 SV=1
27.61 27.56 27.25 27.51 27.52 27.44 0.02 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;centrosome;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;microtubule organizing center;nucleoplasm;nucleus;organelle;protein complex;vesicleProteasomeCompleteproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Protease;Proteasome;Proteomicsidentification;Referenceproteome;Threonineprotease;ZymogenGO:0006508;GO:0006511;GO:0006950;GO:0006979;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0042221;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0050896;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005654;GO:0005737;GO:0005813;GO:0005815;GO:0005839;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006212 46 0 216.08 2 0.05 0.939075 -0.09 G3V7Q6;P28075Proteasome subunit beta type;Proteasome subunit beta type-5Psmb5 tr|G3V7Q6|G3V7Q6_RAT Proteasome subunit beta OS=Rattus norvegicus OX=10116 GN=Psmb5 PE=1 SV=1;sp|P28075|PSB5_RAT Proteasome subunit beta type-5 OS=Rattus norvegicus OX=10116 GN=Psmb5 PE=1 SV=3
26.57 25.38 26.87 26.38 26.54 25.94 0.02 carbon-carbon lyase activity;catalytic activity;lyase activity;N-acetylneuraminate lyase activity;oxo-acid-lyase activityalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasmAmino sugar and nucleotide sugar metabolismCarbohydratemetabolism;Completeproteome;Cytoplasm;Lyase;Referenceproteome;SchiffbaseGO:0005975;GO:0005996;GO:0006040;GO:0006054;GO:0006066;GO:0006082;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0019262;GO:0019752;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046348;GO:0046365GO:0003824;GO:0008747;GO:0016829;GO:0016830;GO:0016833GO:0005737;GO:0044424;GO:0044464 17 59.4 0 91.98 1 0.01 0.971728 -0.03 Q66H59 N-acetylneuraminate lyase Npl sp|Q66H59|NPL_RAT N-acetylneuraminate lyase OS=Rattus norvegicus OX=10116 GN=Npl PE=2 SV=1
24.82 24.89 24.22 24.68 24.81 24.48 0.01 binding;binding, bridging;cytokine binding;cytokine receptor activity;cytokine receptor binding;growth factor binding;growth factor receptor binding;interleukin-1 binding;interleukin-1 receptor activity;interleukin-1 receptor binding;molecular transducer activity;protein binding;protein binding, bridging;receptor activity;receptor binding;signal transducer activity;signaling receptor activity;transmembrane signaling receptor activitymacromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic processcell part;cytoplasm;macromolecular complex;membrane;protein complexApoptosis;Cytokine-cytokine receptor interactionCompleteproteome;Disulfidebond;Glycoprotein;Immunoglobulindomain;Membrane;Phosphoprotein;Proteomicsidentification;Receptor;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0008152;GO:0019538;GO:0042089;GO:0042094;GO:0042107;GO:0043170;GO:0044238GO:0004871;GO:0004872;GO:0004888;GO:0004896;GO:0004908;GO:0005102;GO:0005126;GO:0005149;GO:0005488;GO:0005515;GO:0019838;GO:0019955;GO:0019966;GO:0030674;GO:0038023;GO:0060089;GO:0060090;GO:0070851GO:0005737;GO:0016020;GO:0016021;GO:0031224;GO:0032991;GO:0043234;GO:0044424;GO:0044425;GO:00444645 5.5 0 16.681 3 0.02 0.959795 -0.04 D1M8S3;F1M9B9;Q63621Interleukin-1 receptor accessory proteinIl1rap tr|D1M8S3|D1M8S3_RAT Interleukin 1 receptor accessory protein b OS=Rattus norvegicus OX=10116 GN=Il1rap PE=1 SV=1;tr|F1M9B9|F1M9B9_RAT Interleukin-1 receptor accessory protein OS=Rattus norvegicus OX=10116 GN=Il1rap PE=1 SV=2;sp|Q63621|IL1AP_RAT Interleuki
27.62 27.74 27.17 27.45 27.81 27.28 0.00 binding;catalytic activity;cation binding;enzyme binding;heme binding;heme oxygenase (decyclizing) activity;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;iron ion binding;lipase activity;metal ion binding;molecular transducer activity;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;phospholipase activity;phospholipase D activity;phosphoric diester hydrolase activity;phosphoric ester hydrolase activity;protein binding;signal transducer activity;tetrapyrrole binding;transition metal ion bindinganatomical structure formation involved in morphogenesis;biological regulation;catabolic process;cell communication;cell death;cellular component assembly;cellular component organization;cellular lipid metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;death;developmental process;heterocycle metabolic process;homeostatic process;lipid metabolic process;macromolecular complex assembly;metabolic process;nitrogen compound metabolic process;pigment metabolic process;primary metabolic process;protein complex assembly;regulation of transport;response to chemical stimulus;response to DNA damage stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;signal transductioncell part;cytosol;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;nucleolus;nucleus;organelle;plasma membraneMineral absorption;Porphyrin and chlorophyll metabolism3D-structure;Apoptosis;Completeproteome;Endoplasmicreticulum;Heme;Iron;Membrane;Metal-binding;Microsome;Oxidoreductase;Phosphoprotein;ReferenceproteomeGO:0000302;GO:0001525;GO:0001666;GO:0001817;GO:0001818;GO:0002246;GO:0002682;GO:0002683;GO:0002684;GO:0002694;GO:0002695;GO:0002697;GO:0002698;GO:0002699;GO:0002700;GO:0002701;GO:0002703;GO:0002718;GO:0002719;GO:0002886;GO:0006355;GO:0006357;GO:0006461;GO:0006629;GO:0006644;GO:0006778;GO:0006787;GO:0006788;GO:0006807;GO:0006917;GO:0006950;GO:0006974;GO:0006979;GO:0007154;GO:0007165;GO:0007264;GO:0007584;GO:0008152;GO:0008217;GO:0008219;GO:0008284;GO:0008285;GO:0008629;GO:0008630;GO:0009056;GO:0009605;GO:0009611;GO:0009719;GO:0009725;GO:0009889;GO:0009966;GO:0009967;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010039;GO:0010468;GO:0010556;GO:0010627;GO:0010646;GO:0010647;GO:0010656;GO:0010660;GO:0010740;GO:0010941;GO:0010942;GO:0012502;GO:0014070;GO:0016043;GO:0016265;GO:0017157;GO:0019219;GO:0019222;GO:0019637;GO:0022603;GO:0022607;GO:0023051;GO:0023056;GO:0031323;GO:0031326;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0032502;GO:0032763;GO:0032764;GO:0032879;GO:0033003;GO:0033004;GO:0033006;GGO:0003824;GO:0004392;GO:0004620;GO:0004630;GO:0004871;GO:0005488;GO:0005506;GO:0005515;GO:0008081;GO:0016298;GO:0016491;GO:0016705;GO:0016787;GO:0016788;GO:0019899;GO:0020037;GO:0042578;GO:0043167;GO:0043169;GO:0046872;GO:0046906;GO:0046914;GO:0060089GO:0005634;GO:0005730;GO:0005783;GO:0005789;GO:0005829;GO:0005886;GO:0005901;GO:0016020;GO:0031090;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0045121;GO:004847115 69.6 0 323.31 1 0.01 0.982214 -0.01 P06762 Heme oxygenase 1 Hmox1 sp|P06762|HMOX1_RAT Heme oxygenase 1 OS=Rattus norvegicus OX=10116 GN=Hmox1 PE=1 SV=1
26.51 26.40 26.35 26.27 26.92 26.08 0.00 binding;cation binding;extracellular matrix structural constituent;ion binding;metal ion binding;structural molecule activityanatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell communication;cell differentiation;cellular component organization;cellular metabolic process;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;homeostatic process;macromolecule metabolic process;metabolic process;multicellular organismal process;neurological system process;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimuluscell part;cytoplasm;extracellular spaceAmoebiasis;ECM-receptor interaction;Focal adhesion;Protein digestion and absorptionCalcium;Collagen;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydroxylation;Metal-binding;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0001502;GO:0001503;GO:0001894;GO:0001958;GO:0002062;GO:0003007;GO:0003008;GO:0003417;GO:0006029;GO:0007154;GO:0007155;GO:0007417;GO:0007423;GO:0007584;GO:0007600;GO:0007601;GO:0007605;GO:0008152;GO:0009100;GO:0009314;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009887;GO:0009888;GO:0009987;GO:0009991;GO:0010033;GO:0010165;GO:0010212;GO:0010468;GO:0014070;GO:0016043;GO:0016337;GO:0019222;GO:0022610;GO:0030154;GO:0030198;GO:0030199;GO:0030903;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0032501;GO:0032502;GO:0032526;GO:0032870;GO:0033189;GO:0033197;GO:0033273;GO:0034097;GO:0034612;GO:0035094;GO:0042221;GO:0042472;GO:0042592;GO:0043062;GO:0043170;GO:0043279;GO:0043434;GO:0044237;GO:0044260;GO:0048513;GO:0048562;GO:0048568;GO:0048598;GO:0048646;GO:0048704;GO:0048705;GO:0048731;GO:0048839;GO:0048856;GO:0048869;GO:0050789;GO:0050877;GO:0050896;GO:0050953;GO:0050954;GO:0051216;GO:0051716;GO:0060021;GO:0060174;GO:0060249;GO:0060255;GO:0060272;GO:0060351;GO:0065007;GO:0065008;GO:0070848;GGO:0005198;GO:0005201;GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0005581;GO:0005583;GO:0005585;GO:0005604;GO:0005615;GO:0005737;GO:0044420;GO:0044421;GO:0044424;GO:00444648 5.8 0 128.86 2 0.00 0.983995 -0.01 F1LRM7;P05539Collagen alpha-1(II) chain;Collagen alpha-1(II) chain;ChondrocalcinCol2a1 tr|F1LRM7|F1LRM7_RAT Collagen alpha-1(II) chain OS=Rattus norvegicus OX=10116 GN=Col2a1 PE=1 SV=1;sp|P05539|CO2A1_RAT Collagen alpha-1(II) chain OS=Rattus norvegicus OX=10116 GN=Col2a1 PE=1 SV=2
25.71 25.60 25.50 25.22 26.14 25.45 0.00 biological regulation;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to stimulus;response to stressextracellular organelle;organelle;vesicleChagas disease (American trypanosomiasis);Complement and coagulation cascades;Prion diseases;Staphylococcus aureus infection;Systemic lupus erythematosusCollagen;Complementpathway;Completeproteome;Directproteinsequencing;Disulfidebond;Hydroxylation;Immunity;Innateimmunity;Referenceproteome;Repeat;Secreted;SignalGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0002761;GO:0002762;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0008152;GO:0019538;GO:0030852;GO:0030853;GO:0043170;GO:0044238;GO:0045087;GO:0045595;GO:0045596;GO:0045637;GO:0045638;GO:0045649;GO:0045650;GO:0048518;GO:0048519;GO:0048523;GO:0048583;GO:0048584;GO:0050776;GO:0050778;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051239;GO:0065007;GO:0072376;GO:2000026GO:0005581;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:0070062;GO:00725626 31.5 0 117.28 2 0.00 0.984953 0.01 A0A0H2UHK1;P31722Complement C1q subcomponent subunit CC1qc tr|A0A0H2UHK1|A0A0H2UHK1_RAT Complement C1q subcomponent subunit C OS=Rattus norvegicus OX=10116 GN=C1qc PE=1 SV=1;sp|P31722|C1QC_RAT Complement C1q subcomponent subunit C OS=Rattus norvegicus OX=10116 GN=C1qc PE=1 SV=2
25.33 25.20 24.90 24.87 24.25 26.29 -0.01 binding;calcium ion binding;cation binding;ion binding;metal ion bindinganatomical structure development;developmental process;embryo developmentcell part;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;organelleCalcium;Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0001654;GO:0001701;GO:0007423;GO:0009790;GO:0009792;GO:0032502;GO:0043009;GO:0043010;GO:0048513;GO:0048856GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005783;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446414 54.2 0 70.977 1 0.00 0.983447 0.01 D3ZUB0 Rcn1 tr|D3ZUB0|D3ZUB0_RAT Reticulocalbin 1 OS=Rattus norvegicus OX=10116 GN=Rcn1 PE=1 SV=1
24.61 24.59 24.40 24.91 24.30 24.36 -0.01 catalytic activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsanatomical structure development;biological regulation;cellular component organization;cellular membrane organization;cellular process;cytoskeleton organization;developmental process;endocytosis;establishment of localization;locomotion;membrane invagination;membrane organization;organelle organization;regulation of transport;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to stimulus;transport;vesicle-mediated transportcell body;cell part;cell projection;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;neuron projection;neuronal cell body;organelle;protein complex;site of polarized growth;vesicleAxon guidanceCompleteproteome;Cytoplasm;Cytoskeleton;Developmentalprotein;Differentiation;Directproteinsequencing;Membrane;Neurogenesis;Phosphoprotein;Referenceproteome;S-nitrosylationGO:0001558;GO:0001975;GO:0006810;GO:0006897;GO:0006935;GO:0006996;GO:0007010;GO:0007411;GO:0007420;GO:0009605;GO:0009719;GO:0009987;GO:0010033;GO:0010243;GO:0010324;GO:0010646;GO:0010769;GO:0010975;GO:0014048;GO:0014049;GO:0014070;GO:0014073;GO:0014075;GO:0016043;GO:0016044;GO:0016192;GO:0021510;GO:0021772;GO:0022603;GO:0022604;GO:0023051;GO:0030516;GO:0031344;GO:0032502;GO:0032879;GO:0040008;GO:0040011;GO:0042220;GO:0042221;GO:0042330;GO:0042493;GO:0043279;GO:0045595;GO:0045664;GO:0048489;GO:0048513;GO:0048518;GO:0048522;GO:0048638;GO:0048856;GO:0050767;GO:0050770;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051128;GO:0051234;GO:0051239;GO:0051960;GO:0060284;GO:0060341;GO:0061024;GO:0061387;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:2000026GO:0003824;GO:0016787;GO:0016810GO:0005739;GO:0005829;GO:0005874;GO:0016020;GO:0030424;GO:0030425;GO:0030426;GO:0030427;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043209;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:0065010;GO:007006214 37.2 0 76.796 1 0.01 0.974405 0.02 P47942 Dihydropyrimidinase-related protein 2 Dpysl2 sp|P47942|DPYL2_RAT Dihydropyrimidinase-related protein 2 OS=Rattus norvegicus OX=10116 GN=Dpysl2 PE=1 SV=1
23.49 23.69 23.46 23.32 23.52 23.77 -0.01 cellular process;establishment of localization;protein transport;response to chemical stimulus;response to stimulus;transport;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;endosome;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleProtein processing in endoplasmic reticulumAlternativesplicing;Completeproteome;Cytoplasm;Cytoplasmicvesicle;Endoplasmicreticulum;ER-Golgitransport;Isopeptidebond;Membrane;Phosphoprotein;Proteintransport;Proteomicsidentification;Referenceproteome;Repeat;Transport;Ublconjugation;WDrepeatGO:0006810;GO:0009987;GO:0010035;GO:0010038;GO:0015031;GO:0016192;GO:0042221;GO:0045184;GO:0050896;GO:0051234;GO:0051592GO:0005768;GO:0005789;GO:0012506;GO:0012507;GO:0016020;GO:0016023;GO:0030117;GO:0030120;GO:0030133;GO:0030134;GO:0030135;GO:0030658;GO:0030659;GO:0030662;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044433;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:007097113 12.6 0 32.009 3 0.02 0.959212 0.04 A0A0G2K0X9;G3V699;Q9Z2Q1Protein transport protein Sec31A Sec31a tr|A0A0G2K0X9|A0A0G2K0X9_RAT Protein transport protein Sec31A OS=Rattus norvegicus OX=10116 GN=Sec31a PE=1 SV=1;tr|G3V699|G3V699_RAT Protein transport protein Sec31A OS=Rattus norvegicus OX=10116 GN=Sec31a PE=1 SV=1;sp|Q9Z2Q1|SC31A_RAT Protein transport pr
24.96 25.01 25.41 25.10 25.19 25.05 -0.01 cell part;extracellular organelle;organelle;vesicleAcetylation;Completeproteome;Membrane;Referenceproteome;Transmembrane;TransmembranehelixGO:0016021;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044425;GO:0044464;GO:0065010;GO:00700627 21.2 0 29.974 1 0.03 0.951326 0.05 B2RZ37 Receptor expression-enhancing protein 5Reep5 sp|B2RZ37|REEP5_RAT Receptor expression-enhancing protein 5 OS=Rattus norvegicus OX=10116 GN=Reep5 PE=1 SV=1
28.04 27.87 27.75 27.81 28.14 27.66 -0.02 anatomical structure morphogenesis;biological adhesion;cell adhesion;cell growth;cell motility;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;developmental process;growth;locomotioncell part;cell surface;extracellular matrix;proteinaceous extracellular matrixECM-receptor interaction;Focal adhesionCompleteproteome;Disulfidebond;ReferenceproteomeGO:0006928;GO:0007155;GO:0007160;GO:0007409;GO:0009653;GO:0009987;GO:0016043;GO:0016049;GO:0016477;GO:0022610;GO:0030030;GO:0031589;GO:0032502;GO:0032989;GO:0032990;GO:0040007;GO:0040011;GO:0048812;GO:0048858;GO:0048869;GO:0048870;GO:0071840;GO:0071841;GO:0071842GO:0005578;GO:0009986;GO:0031012;GO:0044421;GO:004446445 37.8 0 323.31 1 0.04 0.942987 0.07 D3ZK14 Tnn tr|D3ZK14|D3ZK14_RAT Tenascin N OS=Rattus norvegicus OX=10116 GN=Tnn PE=4 SV=2
23.00 23.70 23.12 23.25 23.43 23.08 -0.02 binding;catalytic activity;GDP binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindinganatomical structure morphogenesis;biological regulation;cell differentiation;cellular component morphogenesis;cellular component organization;cellular localization;cellular membrane organization;cellular process;developmental process;endoplasmic reticulum organization;endosome transport;establishment of localization;establishment or maintenance of cell polarity;Golgi vesicle transport;immune system process;localization;membrane docking;membrane organization;metabolic process;organelle organization;plasma membrane organization;protein transport;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to stimulus;secretion;signal transduction;transport;vesicle-mediated transportcell part;cell projection;cilium;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;vesicleAcetylation;Cellprojection;Completeproteome;Cytoplasmicvesicle;Endoplasmicreticulum;Endosome;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Nucleotide-binding;Prenylation;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0002376;GO:0006810;GO:0006886;GO:0006892;GO:0006893;GO:0006904;GO:0006996;GO:0007009;GO:0007029;GO:0007163;GO:0007165;GO:0007264;GO:0007265;GO:0007409;GO:0008104;GO:0008152;GO:0009306;GO:0009653;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0015031;GO:0016043;GO:0016044;GO:0016192;GO:0016197;GO:0017157;GO:0019882;GO:0022406;GO:0030010;GO:0030030;GO:0030154;GO:0030855;GO:0030859;GO:0032482;GO:0032502;GO:0032868;GO:0032869;GO:0032870;GO:0032879;GO:0032940;GO:0032989;GO:0032990;GO:0033036;GO:0034613;GO:0035556;GO:0042221;GO:0043001;GO:0043434;GO:0045184;GO:0045196;GO:0045200;GO:0046677;GO:0046903;GO:0046907;GO:0048193;GO:0048278;GO:0048812;GO:0048858;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051046;GO:0051049;GO:0051179;GO:0051234;GO:0051641;GO:0051649;GO:0051716;GO:0060341;GO:0060627;GO:0061024;GO:0065007;GO:0070727;GO:0070887;GO:0071236;GO:0071310;GO:0071375;GO:0071495;GO:0071786;GO:0071840;GO:0071841;GO:0071842;GO:0072657;GO:0072659;GO:0090150;GO:0097051GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005768;GO:0005789;GO:0005794;GO:0005802;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0005929;GO:0010008;GO:0012506;GO:0016020;GO:0016023;GO:0030054;GO:0030055;GO:0030141;GO:0030659;GO:0030666;GO:0030670;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032593;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044432;GO:0044433;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0055037;GO:0055038;GO:0065010;GO:0070062;GO:0070161;GO:0071782;GO:00723724 22 0 10.68 2 0.03 0.951266 0.06 Q5RKJ9;P35281Ras-related protein Rab-10 Rab10 tr|Q5RKJ9|Q5RKJ9_RAT RAB10, member RAS oncogene family OS=Rattus norvegicus OX=10116 GN=Rab10 PE=1 SV=1;sp|P35281|RAB10_RAT Ras-related protein Rab-10 OS=Rattus norvegicus OX=10116 GN=Rab10 PE=1 SV=1
25.33 25.42 25.80 25.79 25.39 25.32 -0.02 binding;catalytic activity;endonuclease activity;endonuclease activity, active with either ribo- or deoxyribonucleic acids and producing 3'-phosphomonoesters;endoribonuclease activity;endoribonuclease activity, producing 3'-phosphomonoesters;hydrolase activity;hydrolase activity, acting on ester bonds;nuclease activity;nucleic acid binding;ribonuclease activity;ribonuclease T2 activity;RNA bindingcatabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA catabolic process;RNA metabolic processextracellular region Completeproteome;ReferenceproteomeGO:0006139;GO:0006401;GO:0006807;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0016070;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0090304GO:0003676;GO:0003723;GO:0003824;GO:0004518;GO:0004519;GO:0004521;GO:0004540;GO:0005488;GO:0016787;GO:0016788;GO:0016892;GO:0016894;GO:0033897GO:0005576 6 36.3 0 83.731 2 0.04 0.944678 0.07 D3ZCH6;A0A0G2K9L0 Rnaset2 tr|D3ZCH6|D3ZCH6_RAT RCG44970 OS=Rattus norvegicus OX=10116 GN=Rnaset2 PE=1 SV=1;tr|A0A0G2K9L0|A0A0G2K9L0_RAT Ribonuclease T2 OS=Rattus norvegicus OX=10116 GN=Rnaset2 PE=1 SV=1
22.49 22.92 NaN 22.06 22.67 23.31 -0.02 biological regulation Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0008284;GO:0042127;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:00650077 32.6 0 28.959 2 0.02 0.961526 0.04 F1MAB9;A0A0G2K865 Tpd52 tr|F1MAB9|F1MAB9_RAT Tumor protein D52 OS=Rattus norvegicus OX=10116 GN=Tpd52 PE=1 SV=2;tr|A0A0G2K865|A0A0G2K865_RAT Tumor protein D52 OS=Rattus norvegicus OX=10116 GN=Tpd52 PE=1 SV=1
23.74 23.70 23.75 23.74 24.06 23.31 -0.03 binding;carbohydrate binding;mannose binding;monosaccharide binding;sugar bindingbiological regulation;cellular process;establishment of localization;Golgi vesicle transport;regulation of transport;transport;vesicle-mediated transportcell part;cell surface;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleProtein processing in endoplasmic reticulumCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006810;GO:0006890;GO:0009987;GO:0016192;GO:0030100;GO:0032879;GO:0045807;GO:0046907;GO:0048193;GO:0048518;GO:0048522;GO:0050764;GO:0050766;GO:0050789;GO:0050794;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051234;GO:0051649;GO:0060627;GO:0065007GO:0005488;GO:0005529;GO:0005537;GO:0030246;GO:0048029GO:0005615;GO:0005793;GO:0005794;GO:0005887;GO:0009986;GO:0016021;GO:0031224;GO:0031226;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0065010;GO:007006211 34.9 0 93.599 1 0.04 0.94008 0.08 B0BNG3 Lman2 tr|B0BNG3|B0BNG3_RAT Lectin, mannose-binding 2 OS=Rattus norvegicus OX=10116 GN=Lman2 PE=1 SV=1
25.10 25.35 24.49 24.84 25.19 24.83 -0.03 binding;calcium ion binding;cation binding;ion binding;metal ion bindingcellular component organization;cellular processcell part;extracellular organelle;membrane;organelle;vesicleAcetylation;Calcium;Completeproteome;Directproteinsequencing;Membrane;Metal-binding;Phosphoprotein;Referenceproteome;RepeatGO:0009987;GO:0016043;GO:0030030;GO:0031175;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005743;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0045121;GO:0065010;GO:007006213 51.9 0 42.969 2 0.03 0.943432 0.07 Q4FZY0;D4A9T5EF-hand domain-containing protein D2 Efhd2 sp|Q4FZY0|EFHD2_RAT EF-hand domain-containing protein D2 OS=Rattus norvegicus OX=10116 GN=Efhd2 PE=1 SV=1

NaN 22.57 22.67 NaN 22.79 22.38 -0.03 acid-amino acid ligase activity;catalytic activity;ligase activity;ligase activity, forming carbon-nitrogen bonds;NEDD8 ligase activity;protein-glutamic acid ligase activity;ribosomal S6-glutamic acid ligase activity;small conjugating protein ligase activity;ubiquitin-protein ligase activitybiological regulation;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification processcell part;cytoplasm;extracellular organelle;organelle;vesicleUbiquitin mediated proteolysisCompleteproteome;Ligase;Proteomicsidentification;Referenceproteome;UblconjugationpathwayGO:0006464;GO:0008152;GO:0009987;GO:0010941;GO:0010942;GO:0016567;GO:0019538;GO:0032446;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0043412;GO:0043523;GO:0043525;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045116;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007;GO:0070647GO:0003824;GO:0004842;GO:0016874;GO:0016879;GO:0016881;GO:0018169;GO:0019787;GO:0019788;GO:0070739GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:00700626 27.3 0 14.091 1 0.05 0.934414 0.10 D3ZNQ6 Ube2m tr|D3ZNQ6|D3ZNQ6_RAT Ubiquitin-conjugating enzyme E2M OS=Rattus norvegicus OX=10116 GN=Ube2m PE=1 SV=1
26.52 26.63 26.35 26.53 26.31 26.57 -0.03 catalytic activity;ceramidase activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidesanatomical structure development;developmental process;lipid metabolic process;metabolic process;primary metabolic process;response to chemical stimulus;response to stimuluscell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleLysosome;Sphingolipid metabolismCompleteproteome;Glycoprotein;Hydrolase;Lysosome;Referenceproteome;SignalGO:0006629;GO:0008152;GO:0010033;GO:0030324;GO:0032502;GO:0042221;GO:0044238;GO:0048513;GO:0048856;GO:0050896GO:0003824;GO:0016787;GO:0016810;GO:0016811;GO:0017040GO:0000323;GO:0005764;GO:0005773;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006215 34.3 0 200.44 2 0.10 0.891082 0.15 A0A0G2K8T0;Q6P7S1Acid ceramidase Asah1 tr|A0A0G2K8T0|A0A0G2K8T0_RAT Acid ceramidase OS=Rattus norvegicus OX=10116 GN=Asah1 PE=1 SV=1;sp|Q6P7S1|ASAH1_RAT Acid ceramidase OS=Rattus norvegicus OX=10116 GN=Asah1 PE=1 SV=1

NaN 23.88 23.26 23.43 23.68 23.51 -0.03 binding;catalytic activity;cation binding;enzyme activator activity;enzyme regulator activity;ion binding;kinase activator activity;kinase activity;kinase regulator activity;metal ion binding;transferase activity;transferase activity, transferring phosphorus-containing groupsbiological regulation;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;response to stimulus;signal transductioncell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleCell cycle - yeastAcetylation;Completeproteome;Kinase;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Transferase;ZincGO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0007165;GO:0008152;GO:0009987;GO:0016310;GO:0019538;GO:0035329;GO:0035556;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0046777;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007GO:0003824;GO:0005488;GO:0008047;GO:0016301;GO:0016740;GO:0016772;GO:0019207;GO:0019209;GO:0030234;GO:0043167;GO:0043169;GO:0046872GO:0005634;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:00700624 22.7 0 15.431 2 0.04 0.936633 0.09 D4A1V7;Q3T1J9MOB kinase activator 1A Mob1b;Mob1a tr|D4A1V7|D4A1V7_RAT MOB kinase activator 1B OS=Rattus norvegicus OX=10116 GN=Mob1b PE=1 SV=1;sp|Q3T1J9|MOB1A_RAT MOB kinase activator 1A OS=Rattus norvegicus OX=10116 GN=Mob1a PE=2 SV=3
28.06 27.88 27.48 27.47 28.01 27.82 -0.04 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;kinase binding;kinase inhibitor activity;kinase regulator activity;lipid binding;mitogen-activated protein kinase binding;nucleotide binding;peptidase inhibitor activity;peptidase regulator activity;protein binding;protein kinase binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;receptor binding;ribonucleotide binding;serine-type endopeptidase inhibitor activityaging;anatomical structure development;behavior;biological regulation;cell development;cell maturation;cellular process;developmental maturation;developmental process;regulation of cell cycle;regulation of mitotic cell cycle;regulation of organelle organization;regulation of protein modification process;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to heat;response to oxidative stress;response to stimulus;response to stress;signal transductionapical part of cell;cell body;cell part;cell projection;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;neuron projection;neuronal cell body;organelle;vesicle3D-structure;Acetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Lipid-binding;Membrane;Nucleotide-binding;Phosphoprotein;Proteaseinhibitor;Proteomicsidentification;Referenceproteome;SerineproteaseinhibitorGO:0000165;GO:0001505;GO:0001932;GO:0001933;GO:0002026;GO:0003006;GO:0006950;GO:0006979;GO:0007088;GO:0007165;GO:0007243;GO:0007281;GO:0007286;GO:0007346;GO:0007568;GO:0007610;GO:0007631;GO:0008016;GO:0009266;GO:0009408;GO:0009611;GO:0009628;GO:0009636;GO:0009719;GO:0009725;GO:0009892;GO:0009893;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010243;GO:0010563;GO:0010564;GO:0010605;GO:0010627;GO:0010638;GO:0010646;GO:0010647;GO:0010648;GO:0010741;GO:0014070;GO:0014823;GO:0019220;GO:0019222;GO:0021700;GO:0021766;GO:0022414;GO:0023051;GO:0023056;GO:0023057;GO:0031323;GO:0031324;GO:0031325;GO:0031399;GO:0031400;GO:0031644;GO:0031960;GO:0032268;GO:0032269;GO:0032502;GO:0033043;GO:0033238;GO:0033240;GO:0035556;GO:0042221;GO:0042325;GO:0042326;GO:0042493;GO:0042755;GO:0043408;GO:0043409;GO:0043949;GO:0043950;GO:0044057;GO:0045471;GO:0045787;GO:0045840;GO:0045936;GO:0048240;GO:0048468;GO:0048469;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048545;GO:0048583;GO:0048584;GO:0048585;GGO:0000166;GO:0004857;GO:0004866;GO:0004867;GO:0005102;GO:0005488;GO:0005515;GO:0005524;GO:0008289;GO:0017076;GO:0019207;GO:0019210;GO:0019899;GO:0019900;GO:0019901;GO:0030234;GO:0030414;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0051019;GO:0061134;GO:0061135GO:0005615;GO:0005737;GO:0005739;GO:0005741;GO:0005783;GO:0005791;GO:0005794;GO:0008021;GO:0009986;GO:0016020;GO:0016023;GO:0019867;GO:0030135;GO:0030136;GO:0031090;GO:0031410;GO:0031966;GO:0031968;GO:0031982;GO:0031988;GO:0033267;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043679;GO:0044297;GO:0044306;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044456;GO:0044463;GO:0044464;GO:004517715 90.4 0 323.31 2 0.06 0.91871 0.11 P31044;M0RB80Phosphatidylethanolamine-binding protein 1;Hippocampal cholinergic neurostimulating peptidePebp1 sp|P31044|PEBP1_RAT Phosphatidylethanolamine-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Pebp1 PE=1 SV=3
25.37 25.32 25.38 25.54 25.09 25.32 -0.04 binding;carbohydrate binding;catalytic activity;cation binding;glucose binding;glucosyltransferase activity;glycogenin glucosyltransferase activity;ion binding;metal ion binding;monosaccharide binding;sugar binding;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring hexosyl groups;UDP-glucosyltransferase activity;UDP-glycosyltransferase activitybiosynthetic process;carbohydrate metabolic process;cellular metabolic process;cellular process;energy reserve metabolic process;generation of precursor metabolites and energy;macromolecule metabolic process;metabolic process;polysaccharide metabolic process;primary metabolic processcell part;extracellular organelle;membrane;organelle;vesicleAcetylation;Completeproteome;Glycogenbiosynthesis;Glycoprotein;Manganese;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransferaseGO:0000271;GO:0005975;GO:0005976;GO:0005977;GO:0005978;GO:0006073;GO:0006091;GO:0006112;GO:0008152;GO:0009058;GO:0009059;GO:0009250;GO:0009987;GO:0015980;GO:0016051;GO:0033692;GO:0034637;GO:0034645;GO:0043170;GO:0044042;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044262;GO:0044264;GO:0055114GO:0003824;GO:0005488;GO:0005529;GO:0005536;GO:0008194;GO:0008466;GO:0016740;GO:0016757;GO:0016758;GO:0030246;GO:0035251;GO:0043167;GO:0043169;GO:0046527;GO:0046872;GO:0048029GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044464;GO:0065010;GO:00700628 28.2 0 49.732 3 0.11 0.877226 0.17 O08730;A0A0G2JXP1;F8WFR6Glycogenin-1 Gyg1 sp|O08730|GLYG_RAT Glycogenin-1 OS=Rattus norvegicus OX=10116 GN=Gyg1 PE=2 SV=4;tr|A0A0G2JXP1|A0A0G2JXP1_RAT Glycogenin-1 OS=Rattus norvegicus OX=10116 GN=Gyg1 PE=1 SV=1;tr|F8WFR6|F8WFR6_RAT Glycogenin-1 OS=Rattus norvegicus OX=10116 GN=Gyg1 PE=1 SV=1
26.68 25.79 27.25 26.60 26.72 26.25 -0.05 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological regulationcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleAcetylation;Calcium;Completeproteome;Cytoplasm;Disulfidebond;Metal-binding;Nucleus;Phosphoprotein;Referenceproteome;RepeatGO:0042127;GO:0050789;GO:0050794;GO:0065007GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005634;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:00444644 37.8 0 121.96 3 0.04 0.936118 0.09 Q6B345;F1LYQ0;F1M053Protein S100-A11;Protein S100 S100a11;RGD1563581 sp|Q6B345|S10AB_RAT Protein S100-A11 OS=Rattus norvegicus OX=10116 GN=S100a11 PE=3 SV=1;tr|F1LYQ0|F1LYQ0_RAT Protein S100 OS=Rattus norvegicus OX=10116 PE=3 SV=3
27.19 27.57 26.96 27.11 26.92 27.53 -0.05 binding;calcium ion binding;carbohydrate binding;cation binding;glycosaminoglycan binding;heparin binding;ion binding;metal ion binding;pattern binding;polysaccharide bindingresponse to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stressextracellular organelle;extracellular region;extracellular space;organelle;vesicleCompleteproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Heparin-binding;Referenceproteome;Repeat;Secreted;SignalGO:0006950;GO:0009605;GO:0009991;GO:0031667;GO:0042594;GO:0050896GO:0001871;GO:0005488;GO:0005509;GO:0005539;GO:0008201;GO:0030246;GO:0030247;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006217 34.2 0 323.31 2 0.07 0.892678 0.15 F8WG88;Q62632Follistatin-related protein 1 Fstl1 tr|F8WG88|F8WG88_RAT Follistatin-related protein 1 OS=Rattus norvegicus OX=10116 GN=Fstl1 PE=4 SV=3;sp|Q62632|FSTL1_RAT Follistatin-related protein 1 OS=Rattus norvegicus OX=10116 GN=Fstl1 PE=1 SV=1
27.01 26.44 26.46 26.51 26.66 26.57 -0.05 binding;cation binding;GDP binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;ion binding;magnesium ion binding;metal ion binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingbiological regulation;cellular component assembly;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular membrane organization;cellular process;cytoskeleton organization;establishment of localization;homeostatic process;macromolecular complex assembly;membrane organization;multicellular organismal process;organelle organization;protein transport;regulation of organelle organization;regulation of transport;response to stimulus;signal transduction;transport;vesicle organization;vesicle-mediated transportcell part;cell projection;cytosol;endosome;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuron projection;organelle;vesicleVibrio cholerae infection3D-structure;Acetylation;Celljunction;Cellmembrane;Completeproteome;Cytoplasm;ER-Golgitransport;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Myristate;Nucleotide-binding;Postsynapticcellmembrane;Proteintransport;Referenceproteome;Synapse;Synaptosome;TransportGO:0002090;GO:0006810;GO:0006873;GO:0006878;GO:0006900;GO:0006996;GO:0007010;GO:0007015;GO:0007165;GO:0007264;GO:0009987;GO:0010646;GO:0010648;GO:0010975;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0017157;GO:0017158;GO:0019222;GO:0019725;GO:0022607;GO:0023051;GO:0023057;GO:0030003;GO:0030029;GO:0030036;GO:0030100;GO:0031323;GO:0031344;GO:0031644;GO:0031645;GO:0032501;GO:0032879;GO:0032880;GO:0032956;GO:0032970;GO:0033043;GO:0034315;GO:0034377;GO:0034379;GO:0035556;GO:0042592;GO:0043085;GO:0043933;GO:0044057;GO:0044093;GO:0045184;GO:0045595;GO:0045664;GO:0045807;GO:0045921;GO:0045956;GO:0046907;GO:0048167;GO:0048259;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048878;GO:0050708;GO:0050714;GO:0050767;GO:0050773;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050801;GO:0050804;GO:0050805;GO:0050896;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051094;GO:0051125;GO:0051128;GO:0051130;GO:0051222;GO:0051223;GO:0051234;GO:0051239;GO:0051241;GO:0051493;GO:0051649;GO:0051716;GO:0051960;GO:0051969;GGO:0000166;GO:0000287;GO:0005488;GO:0005525;GO:0017076;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0043167;GO:0043169;GO:0046872GO:0005768;GO:0005770;GO:0005794;GO:0005829;GO:0005912;GO:0005924;GO:0005925;GO:0014069;GO:0016020;GO:0030017;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:0044456;GO:0044464;GO:0045211;GO:0048471;GO:0065010;GO:0070062;GO:0070161;GO:009706011 58.6 0 79.858 6 0.10 0.869023 0.18 A0A0G2JV81;A0A0G2K9H8;P84079;P61206;P84082;A0A0G2K4Q4ADP-ribosylation factor 1;ADP-ribosylation factor 3;ADP-ribosylation factor 2Arf1;Arf3;Arf2 tr|A0A0G2JV81|A0A0G2JV81_RAT ADP-ribosylation factor 3 OS=Rattus norvegicus OX=10116 GN=Arf3 PE=3 SV=1;tr|A0A0G2K9H8|A0A0G2K9H8_RAT ADP-ribosylation factor 3 OS=Rattus norvegicus OX=10116 GN=Arf3 PE=3 SV=1;sp|P84079|ARF1_RAT ADP-ribosylation factor 1 OS=Ra
22.74 23.23 22.71 23.18 22.71 22.64 -0.05 bHLH transcription factor binding;binding;protein binding;protein binding transcription factor activity;protein C-terminus binding;transcription coactivator activity;transcription cofactor activity;transcription factor binding;transcription factor binding transcription factor activitybiological regulation;cell death;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;death;macromolecular complex assembly;protein complex assembly;regulation of transportcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;proteasome complex;protein complexChaperone;Completeproteome;Directproteinsequencing;Phosphoprotein;Proteasome;Proteomicsidentification;ReferenceproteomeGO:0002791;GO:0002792;GO:0002793;GO:0006355;GO:0006357;GO:0006461;GO:0006915;GO:0008219;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010646;GO:0012501;GO:0016043;GO:0016265;GO:0019219;GO:0019222;GO:0022607;GO:0023051;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032024;GO:0032879;GO:0034621;GO:0034622;GO:0043248;GO:0043623;GO:0043933;GO:0045893;GO:0045935;GO:0045944;GO:0046676;GO:0046883;GO:0046887;GO:0046888;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050789;GO:0050794;GO:0050796;GO:0051046;GO:0051047;GO:0051048;GO:0051049;GO:0051050;GO:0051051;GO:0051171;GO:0051173;GO:0051252;GO:0051254;GO:0060255;GO:0060341;GO:0065003;GO:0065007;GO:0070682;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:0090087;GO:0090276;GO:0090277;GO:0090278;GO:0097050;GO:2000112GO:0000988;GO:0000989;GO:0003712;GO:0003713;GO:0005488;GO:0005515;GO:0008022;GO:0008134;GO:0043425GO:0000502;GO:0005634;GO:0005737;GO:0008540;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:00444648 41.4 0 27.482 2 0.08 0.887902 0.15 G3V9P0;Q9WTV526S proteasome non-ATPase regulatory subunit 9Psmd9 tr|G3V9P0|G3V9P0_RAT 26S proteasome non-ATPase regulatory subunit 9 OS=Rattus norvegicus OX=10116 GN=Psmd9 PE=1 SV=1;sp|Q9WTV5|PSMD9_RAT 26S proteasome non-ATPase regulatory subunit 9 OS=Rattus norvegicus OX=10116 GN=Psmd9 PE=1 SV=1
23.40 22.81 NaN 22.92 23.18 NaN -0.05 catalytic activity;deoxyribonuclease activity;deoxyribonuclease II activity;endodeoxyribonuclease activity;endodeoxyribonuclease activity, producing 3'-phosphomonoesters;endonuclease activity;endonuclease activity, active with either ribo- or deoxyribonucleic acids and producing 3'-phosphomonoesters;hydrolase activity;hydrolase activity, acting on ester bonds;nuclease activitycatabolic process;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA metabolic process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic processcell part;extracellular organelle;intracellular;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleLysosome Apoptosis;Completeproteome;Developmentalprotein;Disulfidebond;Endonuclease;Glycoprotein;Hydrolase;Lysosome;Nuclease;Referenceproteome;SignalGO:0000737;GO:0006139;GO:0006259;GO:0006308;GO:0006309;GO:0006807;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0030099;GO:0030154;GO:0030218;GO:0032502;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0048869;GO:0090304;GO:0090305GO:0003824;GO:0004518;GO:0004519;GO:0004520;GO:0004531;GO:0004536;GO:0016787;GO:0016788;GO:0016889;GO:0016894GO:0000323;GO:0005622;GO:0005764;GO:0005773;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700627 24.9 0 26.586 1 0.05 0.915156 0.13 Q9QZK8 Deoxyribonuclease-2-alpha Dnase2 sp|Q9QZK8|DNS2A_RAT Deoxyribonuclease-2-alpha OS=Rattus norvegicus OX=10116 GN=Dnase2 PE=2 SV=1
24.60 24.35 24.72 24.45 24.34 24.72 -0.05 Acetylation;ATP-binding;Chaperone;Completeproteome;Cytoplasm;Methylation;Nucleotide-binding;Phosphoprotein;Referenceproteome;Stressresponse11 22.5 0 52.332 2 0.12 0.851905 0.21 P0DMW1;P0DMW0Heat shock 70 kDa protein 1B;Heat shock 70 kDa protein 1AHspa1a sp|P0DMW1|HS71B_RAT Heat shock 70 kDa protein 1B OS=Rattus norvegicus OX=10116 GN=Hspa1b PE=2 SV=1;sp|P0DMW0|HS71A_RAT Heat shock 70 kDa protein 1A OS=Rattus norvegicus OX=10116 GN=Hspa1a PE=2 SV=1
23.54 23.31 24.04 23.57 23.60 23.55 -0.06 catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytosol;macromolecular complex;protein complex;ubiquitin ligase complexCell cycle;Cell cycle - yeast;Circadian rhythm - mammal;Oocyte meiosis;Protein processing in endoplasmic reticulum;TGF-beta signaling pathway;Ubiquitin mediated proteolysis;Wnt signaling pathwayCompleteproteome;Phosphoprotein;Referenceproteome;UblconjugationpathwayGO:0006464;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0016567;GO:0019538;GO:0019941;GO:0031146;GO:0032446;GO:0043161;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0051603;GO:0070647GO:0000151;GO:0005829;GO:0019005;GO:0031461;GO:0031467;GO:0032991;GO:0043234;GO:0044424;GO:0044444;GO:00444644 21.2 0 39.455 2 0.09 0.870451 0.18 A0A0G2K4X8;Q6PEC4S-phase kinase-associated protein 1 Skp1 tr|A0A0G2K4X8|A0A0G2K4X8_RAT S-phase kinase-associated protein 1 OS=Rattus norvegicus OX=10116 GN=Skp1 PE=1 SV=1;sp|Q6PEC4|SKP1_RAT S-phase kinase-associated protein 1 OS=Rattus norvegicus OX=10116 GN=Skp1 PE=1 SV=3
29.18 27.60 29.42 28.73 28.95 28.35 -0.06 binding;catalytic activity;L-malate dehydrogenase activity;malate dehydrogenase (NADP+) activity;malate dehydrogenase activity;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;protein binding;protein self-associationcarbohydrate metabolic process;catabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;protein acylation;protein metabolic process;protein modification process;small molecule metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;nucleoplasm;organelle;plasma membrane;vesicleCarbon fixation in photosynthetic organisms;Citrate cycle (TCA cycle);Glyoxylate and dicarboxylate metabolism;Pyruvate metabolismAcetylation;Completeproteome;Directproteinsequencing;Glycoprotein;Mitochondrion;NAD;Oxidoreductase;Referenceproteome;Transitpeptide;TricarboxylicacidcycleGO:0005975;GO:0006082;GO:0006084;GO:0006099;GO:0006107;GO:0006108;GO:0006139;GO:0006464;GO:0006473;GO:0006475;GO:0006732;GO:0006733;GO:0006734;GO:0006753;GO:0006807;GO:0008152;GO:0009056;GO:0009109;GO:0009117;GO:0009987;GO:0019362;GO:0019538;GO:0019674;GO:0019752;GO:0034641;GO:0042180;GO:0043170;GO:0043412;GO:0043436;GO:0043543;GO:0043648;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044267;GO:0044281;GO:0046356;GO:0046483;GO:0046496;GO:0051186;GO:0051187;GO:0055086;GO:0072524GO:0003824;GO:0005488;GO:0005515;GO:0016491;GO:0016614;GO:0016615;GO:0016616;GO:0030060;GO:0043621;GO:0046554GO:0005654;GO:0005739;GO:0005743;GO:0005759;GO:0005886;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:007006217 63.6 0 323.31 1 0.03 0.938856 0.08 P04636 Malate dehydrogenase, mitochondrial Mdh2 sp|P04636|MDHM_RAT Malate dehydrogenase, mitochondrial OS=Rattus norvegicus OX=10116 GN=Mdh2 PE=1 SV=2

NaN 22.43 22.84 22.94 22.75 22.03 -0.06 cellular component organization;cellular process;extracellular matrix organization;extracellular structure organizationCompleteproteome;ReferenceproteomeGO:0009987;GO:0016043;GO:0030198;GO:0043062;GO:0043206;GO:0071840;GO:0071841;GO:0071842GO:0001527;GO:0043205;GO:0044420;GO:0044421 2 12 0.000644 6.4355 1 0.05 0.916157 0.12 D3ZJB1 Mfap5 tr|D3ZJB1|D3ZJB1_RAT Microfibril-associated protein 5 OS=Rattus norvegicus OX=10116 GN=Mfap5 PE=4 SV=1
30.99 31.19 31.12 30.82 30.81 31.49 -0.06 binding;catalytic activity;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;hydrolase activity;kininogen binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;peptide binding;protein binding;protein complex binding;protein self-associationanatomical structure development;autophagy;biological regulation;catabolic process;cell differentiation;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to stimulus;response to stresscell part;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;extracellular organelle;extracellular region;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;lysosome;membrane;mitochondrion;nucleolus;organelle;plasma membrane;vacuole;vesicleAntigen processing and presentation;Lysosome3D-structure;Acetylation;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Proteomicsidentification;Referenceproteome;Secreted;Signal;Thiolprotease;ZymogenGO:0003006;GO:0006508;GO:0006914;GO:0006950;GO:0007276;GO:0007283;GO:0007519;GO:0008152;GO:0009056;GO:0009605;GO:0009611;GO:0009612;GO:0009628;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009987;GO:0010033;GO:0010243;GO:0010941;GO:0014070;GO:0014075;GO:0014706;GO:0019222;GO:0019538;GO:0022414;GO:0030154;GO:0030574;GO:0030855;GO:0032501;GO:0032502;GO:0032870;GO:0032963;GO:0034097;GO:0034284;GO:0042221;GO:0043170;GO:0043434;GO:0044236;GO:0044237;GO:0044238;GO:0044243;GO:0044248;GO:0044259;GO:0045471;GO:0046697;GO:0048232;GO:0048519;GO:0048523;GO:0048609;GO:0048856;GO:0048869;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051603;GO:0051716;GO:0060537;GO:0060548;GO:0065007;GO:0065009;GO:0070670;GO:0070887;GO:0071214;GO:0071260;GO:0071310;GO:0071495;GO:0071496;GO:0097066;GO:0097067GO:0003824;GO:0004175;GO:0004197;GO:0005488;GO:0005515;GO:0008233;GO:0008234;GO:0016787;GO:0030984;GO:0032403;GO:0042277;GO:0043621;GO:0070011GO:0000323;GO:0005576;GO:0005615;GO:0005730;GO:0005737;GO:0005739;GO:0005764;GO:0005773;GO:0005886;GO:0009897;GO:0009986;GO:0016020;GO:0016023;GO:0016324;GO:0031410;GO:0031982;GO:0031988;GO:0042383;GO:0042470;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0048471;GO:0048770;GO:0065010;GO:007006223 52.8 0 323.31 2 0.10 0.863796 0.19 Q6IN22;P00787Cathepsin B;Cathepsin B light chain;Cathepsin B heavy chainCtsb tr|Q6IN22|Q6IN22_RAT Cathepsin B OS=Rattus norvegicus OX=10116 GN=Ctsb PE=1 SV=1;sp|P00787|CATB_RAT Cathepsin B OS=Rattus norvegicus OX=10116 GN=Ctsb PE=1 SV=2
23.09 23.36 23.41 22.78 NaN 23.65 -0.07 catalytic activity;hydrolase activitycatabolic process;lipid metabolic process;metabolic process;primary metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleCompleteproteome;Disulfidebond;Glycoprotein;Hydrolase;Lipiddegradation;Lipidmetabolism;Lysosome;Referenceproteome;SignalGO:0006629;GO:0008152;GO:0009056;GO:0016042;GO:0044238GO:0003824;GO:0016787GO:0000323;GO:0005764;GO:0005773;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:00444649 21.3 0 107.63 1 0.07 0.889469 0.15 Q5U2V4 Phospholipase B-like 1;Phospholipase B-like 1 chain A;Phospholipase B-like 1 chain B;Phospholipase B-like 1 chain CPlbd1 sp|Q5U2V4|PLBL1_RAT Phospholipase B-like 1 OS=Rattus norvegicus OX=10116 GN=Plbd1 PE=2 SV=1
27.35 27.16 27.35 27.30 27.35 27.00 -0.07 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;kinase activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein tyrosine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell communication;cell differentiation;cell motility;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;developmental process;establishment or maintenance of cell polarity;growth;locomotion;organelle organization;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stress;signal transductioncell part Completeproteome;Disulfidebond;Immunoglobulindomain;Membrane;Proteomicsidentification;Receptor;Referenceproteome;Repeat;Transmembrane;TransmembranehelixGO:0001736;GO:0001843;GO:0002009;GO:0003401;GO:0006928;GO:0006950;GO:0006996;GO:0007010;GO:0007154;GO:0007163;GO:0007164;GO:0007165;GO:0007166;GO:0007584;GO:0009605;GO:0009611;GO:0009653;GO:0009888;GO:0009987;GO:0009991;GO:0010975;GO:0010976;GO:0016043;GO:0016055;GO:0016477;GO:0022603;GO:0030010;GO:0030029;GO:0030036;GO:0030154;GO:0030855;GO:0030859;GO:0031344;GO:0031346;GO:0031532;GO:0031667;GO:0031668;GO:0031669;GO:0031670;GO:0032502;GO:0032526;GO:0033189;GO:0033273;GO:0035088;GO:0035089;GO:0035148;GO:0035567;GO:0040007;GO:0040011;GO:0042060;GO:0042221;GO:0045197;GO:0045198;GO:0045595;GO:0045664;GO:0045995;GO:0048518;GO:0048522;GO:0048589;GO:0048598;GO:0048646;GO:0048729;GO:0048856;GO:0048869;GO:0048870;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051128;GO:0051130;GO:0051239;GO:0051716;GO:0051960;GO:0060026;GO:0060070;GO:0060071;GO:0060284;GO:0060484;GO:0060485;GO:0060560;GO:0060606;GO:0061162;GO:0061245;GO:0061339;GO:0065007;GO:0070887;GO:0071295;GO:0071299;GO:0071300;GO:0071496;GO:0071840;GGO:0000166;GO:0003824;GO:0004672;GO:0004713;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005887;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0016021;GO:0030054;GO:0030055;GO:0031224;GO:0031226;GO:0044425;GO:0044459;GO:0044464;GO:007016119 35.6 0 186.22 1 0.22 0.782141 0.31 D3ZHG3 Ptk7 tr|D3ZHG3|D3ZHG3_RAT Protein tyrosine kinase 7 OS=Rattus norvegicus OX=10116 GN=Ptk7 PE=3 SV=3
25.47 25.35 25.24 24.71 25.33 25.81 -0.07 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;ATPase activity, coupled;ATP-dependent helicase activity;ATP-dependent RNA helicase activity;binding;catalytic activity;double-stranded RNA binding;helicase activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleic acid binding;nucleoside-triphosphatase activity;nucleotide binding;purine NTP-dependent helicase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;RNA binding;RNA helicase activity;RNA-dependent ATPase activity;translation factor activity, nucleic acid binding;translation initiation factor activityanatomical structure morphogenesis;biological regulation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic process;translational initiationcell part;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;nucleolus;organelle;vesicleRNA transportATP-binding;Completeproteome;Helicase;Hydrolase;Initiationfactor;Nucleotide-binding;Proteinbiosynthesis;Proteomicsidentification;ReferenceproteomeGO:0006139;GO:0006413;GO:0006807;GO:0008152;GO:0009653;GO:0009887;GO:0009987;GO:0010468;GO:0010501;GO:0016070;GO:0019222;GO:0031099;GO:0031100;GO:0032502;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0050789;GO:0060255;GO:0065007;GO:0090304GO:0000166;GO:0003676;GO:0003723;GO:0003724;GO:0003725;GO:0003743;GO:0003824;GO:0004004;GO:0004386;GO:0005488;GO:0005524;GO:0008026;GO:0008135;GO:0008186;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042623;GO:0070035GO:0005730;GO:0005737;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006216 40.1 0 155.2 1 0.08 0.878427 0.17 Q6P3V8 Eif4a1 tr|Q6P3V8|Q6P3V8_RAT Eukaryotic translation initiation factor 4A1 OS=Rattus norvegicus OX=10116 GN=Eif4a1 PE=1 SV=1
24.96 24.83 24.56 24.17 24.65 25.28 -0.08 binding;nucleic acid binding;ribonucleoprotein binding;ribosomal large subunit binding;ribosome binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activitycellular component assembly;cellular component organization;cellular localization;cellular macromolecular complex assembly;cellular process;establishment of localization;localization;macromolecular complex assembly;nuclear transport;nucleocytoplasmic transport;organelle assembly;ribonucleoprotein complex assembly;ribosomal large subunit biogenesis;ribosomal subunit export from nucleus;ribosome assembly;transportcell part;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;nucleoplasm;organelle;protein complex;vesicleRibosome biogenesis in eukaryotesCompleteproteome;Cytoplasm;Initiationfactor;Nucleus;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;RibosomebiogenesisGO:0000054;GO:0006810;GO:0006913;GO:0009987;GO:0016043;GO:0022607;GO:0022613;GO:0022618;GO:0033753;GO:0034621;GO:0034622;GO:0042255;GO:0042256;GO:0042273;GO:0043933;GO:0044085;GO:0046907;GO:0051168;GO:0051169;GO:0051179;GO:0051234;GO:0051641;GO:0051649;GO:0051656;GO:0065003;GO:0070925;GO:0071166;GO:0071426;GO:0071428;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071843;GO:0071844GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135;GO:0043021;GO:0043022;GO:0043023GO:0005638;GO:0005654;GO:0005730;GO:0005737;GO:0005882;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:00700628 46.1 0 135.63 2 0.09 0.862578 0.19 Q3KRD8;A0A0G2K110Eukaryotic translation initiation factor 6Eif6 sp|Q3KRD8|IF6_RAT Eukaryotic translation initiation factor 6 OS=Rattus norvegicus OX=10116 GN=Eif6 PE=1 SV=1;tr|A0A0G2K110|A0A0G2K110_RAT Eukaryotic translation initiation factor 6 OS=Rattus norvegicus OX=10116 GN=Eif6 PE=1 SV=1
26.40 26.40 26.05 26.17 26.35 26.06 -0.09 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological adhesion;cell adhesion;cellular processcell part;cell surface;extracellular organelle;organelle;vesicleAlternativesplicing;Basementmembrane;Calcium;Celladhesion;Completeproteome;Disulfidebond;EGF-likedomain;Extracellularmatrix;Glycoprotein;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0007155;GO:0007160;GO:0009987;GO:0022610;GO:0031589GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005604;GO:0009986;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0044464;GO:0065010;GO:007006232 34.8 0 136.71 3 0.24 0.754727 0.35 B5DFC9;A0A0G2K3C8;W4VSR4Nidogen-2 Nid2 sp|B5DFC9|NID2_RAT Nidogen-2 OS=Rattus norvegicus OX=10116 GN=Nid2 PE=2 SV=1;tr|A0A0G2K3C8|A0A0G2K3C8_RAT Nidogen-2 OS=Rattus norvegicus OX=10116 GN=Nid2 PE=1 SV=1;tr|W4VSR4|W4VSR4_RAT Nidogen-2 OS=Rattus norvegicus OX=10116 GN=Nid2 PE=4 SV=2
26.12 25.95 25.47 25.56 25.88 25.83 -0.09 antioxidant activity;caspase inhibitor activity;caspase regulator activity;catalytic activity;cysteine-type endopeptidase inhibitor activity;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peptidase inhibitor activity;peptidase regulator activity;peroxidase activity;peroxiredoxin activity;thioredoxin peroxidase activityanatomical structure development;biological regulation;catabolic process;cell differentiation;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular metabolic process;cellular process;developmental process;homeostatic process;macromolecule metabolic process;macromolecule modification;metabolic process;mitochondrion organization;organelle organization;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;response to biotic stimulus;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;mitochondrion;organelle;protein complex;vesicleAcetylation;Antioxidant;Completeproteome;Directproteinsequencing;Disulfidebond;Mitochondrion;Oxidoreductase;Peroxidase;Phosphoprotein;Proteomicsidentification;Redox-activecenter;Referenceproteome;TransitpeptideGO:0000302;GO:0001893;GO:0002237;GO:0006355;GO:0006464;GO:0006873;GO:0006950;GO:0006979;GO:0006996;GO:0007005;GO:0008152;GO:0008284;GO:0009056;GO:0009607;GO:0009889;GO:0009987;GO:0010033;GO:0010035;GO:0010468;GO:0010556;GO:0010941;GO:0016043;GO:0018158;GO:0018171;GO:0018193;GO:0018198;GO:0019219;GO:0019220;GO:0019222;GO:0019538;GO:0019725;GO:0030099;GO:0030154;GO:0031323;GO:0031326;GO:0032496;GO:0032502;GO:0033554;GO:0033673;GO:0034599;GO:0034614;GO:0042127;GO:0042221;GO:0042325;GO:0042391;GO:0042542;GO:0042592;GO:0042743;GO:0042744;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043086;GO:0043170;GO:0043412;GO:0043523;GO:0043524;GO:0043549;GO:0044092;GO:0044093;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044267;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048856;GO:0048869;GO:0048878;GO:0050789;GO:0050790;GO:0050794;GO:0050801;GO:0050896;GO:0051090;GO:0051091;GO:0051092;GO:0051171;GO:0051174;GO:0051252;GO:0051338;GO:0051348;GO:0051716;GO:0051881;GO:0055082;GO:0055114;GO:0060255;GO:0060548;GO:0065007;GGO:0003824;GO:0004601;GO:0004857;GO:0004866;GO:0004869;GO:0008379;GO:0016209;GO:0016491;GO:0016684;GO:0016705;GO:0030234;GO:0030414;GO:0043027;GO:0043028;GO:0051920;GO:0061134;GO:0061135GO:0005739;GO:0005768;GO:0005769;GO:0008385;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044445;GO:0044464;GO:0065010;GO:00700628 42.8 0 38.631 2 0.15 0.806238 0.27 G3V7I0;Q9Z0V6Thioredoxin-dependent peroxide reductase, mitochondrialPrdx3 tr|G3V7I0|G3V7I0_RAT Peroxiredoxin 3 OS=Rattus norvegicus OX=10116 GN=Prdx3 PE=1 SV=1;sp|Q9Z0V6|PRDX3_RAT Thioredoxin-dependent peroxide reductase, mitochondrial OS=Rattus norvegicus OX=10116 GN=Prdx3 PE=1 SV=2
24.74 25.61 25.42 25.10 25.14 25.26 -0.09 behavior;biological regulation;multicellular organismal process;neurological system process;regulation of organelle organization;response to stimuluscell part;intracellular Acetylation;Completeproteome;Directproteinsequencing;Growthfactor;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0003008;GO:0007610;GO:0007611;GO:0007612;GO:0007626;GO:0010639;GO:0032501;GO:0032956;GO:0032970;GO:0033043;GO:0034315;GO:0034316;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050877;GO:0050890;GO:0050896;GO:0051125;GO:0051126;GO:0051128;GO:0051129;GO:0051493;GO:0051494;GO:0065007GO:0005622;GO:0044464 6 53.5 0 128.69 2 0.12 0.830216 0.24 Q63228;M0RDJ4Glia maturation factor beta Gmfb sp|Q63228|GMFB_RAT Glia maturation factor beta OS=Rattus norvegicus OX=10116 GN=Gmfb PE=1 SV=2;tr|M0RDJ4|M0RDJ4_RAT Glia maturation factor beta OS=Rattus norvegicus OX=10116 GN=Gmfb PE=1 SV=2
22.33 23.67 NaN 22.91 NaN 22.91 -0.09 binding;chromatin binding;DNA binding;lipid binding;mRNA 3'-UTR binding;mRNA binding;nucleic acid binding;p53 binding;protein binding;regulatory region DNA binding;regulatory region nucleic acid binding;ribonucleoprotein binding;RNA binding;RNA polymerase II regulatory region DNA binding;RNA polymerase II regulatory region sequence-specific DNA binding;sequence-specific DNA binding;single-stranded DNA binding;structure-specific DNA binding;transcription factor binding;transcription regulatory region DNA binding;transcription regulatory region sequence-specific DNA binding;translation regulator activityanatomical structure development;anatomical structure morphogenesis;biological regulation;biosynthetic process;cell development;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;embryo development;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of translation;response to abiotic stimulus;response to chemical stimulus;response to osmotic stress;response to stimulus;response to stress;RNA metabolic process;RNA processing;RNA splicingcell part;cell projection;cytoplasm;extracellular region;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;nucleolus;nucleus;organelle;polysome;ribonucleoprotein complexTight junctionAcetylation;Activator;Alternativesplicing;Completeproteome;Cytoplasm;DNA-binding;Isopeptidebond;Mitogen;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repressor;RNA-binding;Secreted;Transcription;Transcriptionregulation;UblconjugationGO:0000122;GO:0001701;GO:0003006;GO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006396;GO:0006397;GO:0006417;GO:0006807;GO:0006950;GO:0006970;GO:0006972;GO:0007276;GO:0007281;GO:0007283;GO:0007286;GO:0008152;GO:0008284;GO:0008380;GO:0008406;GO:0008584;GO:0009058;GO:0009059;GO:0009566;GO:0009628;GO:0009653;GO:0009790;GO:0009792;GO:0009887;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009966;GO:0009968;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010604;GO:0010605;GO:0010608;GO:0010628;GO:0010629;GO:0010646;GO:0010648;GO:0010939;GO:0010941;GO:0016070;GO:0016071;GO:0016202;GO:0017148;GO:0019219;GO:0019222;GO:0022414;GO:0023051;GO:0023057;GO:0031099;GO:0031100;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0032268;GO:0032269;GO:0032501;GO:0032502;GO:0032774;GO:0033554;GO:0034097;GO:0034612;GO:0034641;GO:0034645;GO:0040008;GO:0042127;GO:0042221;GO:0042981;GO:0043009;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0043487;GO:0043488;GO:0043489;GO:0044092;GGO:0000975;GO:0000976;GO:0000977;GO:0001012;GO:0001067;GO:0002039;GO:0003676;GO:0003677;GO:0003682;GO:0003697;GO:0003723;GO:0003729;GO:0003730;GO:0005488;GO:0005515;GO:0008134;GO:0008289;GO:0043021;GO:0043565;GO:0043566;GO:0044212;GO:0045182GO:0005576;GO:0005634;GO:0005730;GO:0005737;GO:0005844;GO:0005911;GO:0005921;GO:0010494;GO:0030054;GO:0030425;GO:0030529;GO:0032991;GO:0035770;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:00712043 17.5 0 30.47 7 0.04 0.921201 0.12 Q3ZAV2;P62961;D3ZEV0;D4A0L4;D4A3P0;F1MA18;Q62764Nuclease-sensitive element-binding protein 1Ybx1;LOC100912427 tr|Q3ZAV2|Q3ZAV2_RAT Nuclease-sensitive element-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Ybx1 PE=1 SV=1;sp|P62961|YBOX1_RAT Nuclease-sensitive element-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Ybx1 PE=2 SV=3;tr|D3ZEV0|D3ZEV0_RAT RCG63497
33.47 33.62 33.27 32.83 32.61 34.63 -0.09 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingresponse to chemical stimulus;response to stimuluscell part;cytoskeleton;cytosol;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membraneAdherens junction;Arrhythmogenic right ventricular cardiomyopathy (ARVC);Bacterial invasion of epithelial cells;Dilated cardiomyopathy;Focal adhesion;Hypertrophic cardiomyopathy (HCM);Leukocyte transendothelial migration;Pathogenic Escherichia coli infection;Phagosome;Phototransduction - fly;Regulation of actin cytoskeleton;Shigellosis;Tight junction;Vibrio cholerae infection;Viral myocarditisAcetylation;ATP-binding;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Methylation;Nucleotide-binding;Oxidation;ReferenceproteomeGO:0010035;GO:0010038;GO:0042221;GO:0050896;GO:0051592GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005829;GO:0005856;GO:0005886;GO:0016020;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:004446429 91.2 0 323.31 1 0.05 0.911192 0.13 P63259 Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processedActg1 sp|P63259|ACTG_RAT Actin, cytoplasmic 2 OS=Rattus norvegicus OX=10116 GN=Actg1 PE=1 SV=1
26.58 26.19 26.02 26.48 26.38 25.64 -0.10 binding;DNA binding;nucleic acid binding;nucleotide binding;RNA binding;single-stranded DNA binding;structure-specific DNA bindingcellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nuclear transport;nucleobase-containing compound metabolic process;nucleobase-containing compound transport;nucleocytoplasmic transport;primary metabolic process;RNA metabolic process;RNA processing;RNA splicing;transportcell part;cytoplasm;macromolecular complex;nucleoplasm;ribonucleoprotein complex;spliceosomal complexSpliceosomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Isopeptidebond;Methylation;mRNAprocessing;mRNAsplicing;mRNAtransport;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Ribonucleoprotein;RNA-binding;Spliceosome;Transport;UblconjugationGO:0006139;GO:0006396;GO:0006397;GO:0006807;GO:0006810;GO:0006913;GO:0008152;GO:0008380;GO:0009987;GO:0015931;GO:0016070;GO:0016071;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0046907;GO:0050657;GO:0050658;GO:0051028;GO:0051168;GO:0051169;GO:0051170;GO:0051234;GO:0051236;GO:0051649;GO:0090304GO:0000166;GO:0003676;GO:0003677;GO:0003697;GO:0003723;GO:0005488;GO:0043566GO:0005654;GO:0005681;GO:0005737;GO:0030529;GO:0032991;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:004446416 54 0 97.897 7 0.11 0.831382 0.24 Q6P6G9;Q5I0M7;P04256;D4ACJ7;A0A0G2K3G4;F1M2S4;F1M6C7Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processedHnrnpa1;Hnrpa1 tr|Q6P6G9|Q6P6G9_RAT Heterogeneous nuclear ribonucleoprotein A1 OS=Rattus norvegicus OX=10116 GN=Hnrnpa1 PE=1 SV=1;tr|Q5I0M7|Q5I0M7_RAT Heterogeneous nuclear ribonucleoprotein A1 OS=Rattus norvegicus OX=10116 GN=Hnrnpa1 PE=1 SV=1;sp|P04256|ROA1_RAT Heterog
26.75 26.71 26.35 26.12 26.71 26.68 -0.10 amine binding;amino acid binding;antioxidant activity;binding;carboxylic acid binding;catalytic activity;glutathione binding;glutathione peroxidase activity;modified amino acid binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peptide binding;peroxidase activity;phospholipid-hydroperoxide glutathione peroxidase activity;selenium bindingaging;amine metabolic process;anatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;catabolic process;cell development;cell differentiation;cell motility;cell proliferation;cellular amino acid metabolic process;cellular component movement;cellular homeostasis;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;circulatory system process;developmental process;glycerol ether metabolic process;growth;homeostatic process;interspecies interaction between organisms;lipid metabolic process;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;multi-organism process;neurological system process;nitrogen compound metabolic process;organic acid metabolic process;peptide metabolic process;primary metabolic process;protein metabolic process;protein modification pcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;nucleus;organelle;vesicleArachidonic acid metabolism;Glutathione metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Oxidoreductase;Peroxidase;Phosphoprotein;Referenceproteome;SelenocysteineGO:0000302;GO:0001101;GO:0001525;GO:0001659;GO:0001885;GO:0002064;GO:0002682;GO:0002683;GO:0002861;GO:0002862;GO:0003008;GO:0003013;GO:0003015;GO:0003018;GO:0006082;GO:0006464;GO:0006518;GO:0006520;GO:0006575;GO:0006629;GO:0006638;GO:0006639;GO:0006641;GO:0006662;GO:0006749;GO:0006790;GO:0006807;GO:0006917;GO:0006928;GO:0006950;GO:0006979;GO:0006982;GO:0007568;GO:0007584;GO:0007600;GO:0007605;GO:0008152;GO:0008283;GO:0008629;GO:0008631;GO:0009056;GO:0009308;GO:0009314;GO:0009410;GO:0009411;GO:0009416;GO:0009605;GO:0009607;GO:0009608;GO:0009609;GO:0009617;GO:0009628;GO:0009636;GO:0009650;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009894;GO:0009966;GO:0009967;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010212;GO:0010269;GO:0010332;GO:0010466;GO:0010468;GO:0010627;GO:0010639;GO:0010646;GO:0010647;GO:0010740;GO:0010821;GO:0010823;GO:0010941;GO:0010942;GO:0012502;GO:0014070;GO:0016477;GO:0018158;GO:0018904;GO:0019222;GO:0019538;GO:0019725;GO:0019752;GO:0023051;GGO:0003824;GO:0004601;GO:0004602;GO:0005488;GO:0008430;GO:0016209;GO:0016491;GO:0016597;GO:0016684;GO:0016705;GO:0031406;GO:0042277;GO:0043176;GO:0043295;GO:0047066;GO:0072341GO:0005634;GO:0005739;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006212 63.5 0 67.153 2 0.16 0.786154 0.30 M0RAM5;P04041Glutathione peroxidase 1 Gpx1 tr|M0RAM5|M0RAM5_RAT Glutathione peroxidase OS=Rattus norvegicus OX=10116 GN=Gpx1 PE=1 SV=1;sp|P04041|GPX1_RAT Glutathione peroxidase 1 OS=Rattus norvegicus OX=10116 GN=Gpx1 PE=1 SV=4
26.32 26.36 26.48 26.49 25.95 26.41 -0.10 laminin receptor activity;receptor activity;structural constituent of ribosome;structural molecule activitybiological adhesion;biosynthetic process;cell adhesion;cell differentiation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;establishment of localization;macromolecular complex assembly;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nuclear transport;nucleobase-containing compound metabolic process;nucleobase-containing compound transport;nucleocytoplasmic transport;primary metabolic process;protein metabolic process;ribonucleoprotein complex assembly;RNA metabolic process;RNA processing;rRNA processing;translation;transportcell body;cell part;cytoplasm;cytosol;extracellular matrix;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuronal cell body;nucleus;organelle;plasma membrane;preribosome;ribonucleoprotein complex;small ribosomal subunitRibosome Acetylation;Cellmembrane;Completeproteome;Cytoplasm;Directproteinsequencing;Membrane;Nucleus;Phosphoprotein;Receptor;Referenceproteome;Repeat;Ribonucleoprotein;RibosomalproteinGO:0000028;GO:0000447;GO:0000461;GO:0000469;GO:0000478;GO:0000479;GO:0006139;GO:0006364;GO:0006396;GO:0006405;GO:0006407;GO:0006412;GO:0006807;GO:0006810;GO:0006913;GO:0007155;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0015931;GO:0016043;GO:0016070;GO:0016072;GO:0016337;GO:0019538;GO:0022607;GO:0022610;GO:0022618;GO:0030154;GO:0030855;GO:0031123;GO:0031125;GO:0032502;GO:0034470;GO:0034621;GO:0034622;GO:0034641;GO:0034645;GO:0034660;GO:0043170;GO:0043628;GO:0043933;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0046907;GO:0048869;GO:0050657;GO:0050658;GO:0051029;GO:0051168;GO:0051169;GO:0051234;GO:0051236;GO:0051649;GO:0065003;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090304;GO:0090305GO:0003735;GO:0004872;GO:0005055;GO:0005198GO:0005604;GO:0005634;GO:0005737;GO:0005829;GO:0005886;GO:0015935;GO:0016020;GO:0022627;GO:0030529;GO:0030684;GO:0030686;GO:0031012;GO:0032991;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044297;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:004446412 57.6 0 276.13 1 0.22 0.745544 0.36 P38983 40S ribosomal protein SA Rpsa sp|P38983|RSSA_RAT 40S ribosomal protein SA OS=Rattus norvegicus OX=10116 GN=Rpsa PE=1 SV=3
24.11 24.22 23.71 23.80 24.05 23.88 -0.10 binding;catalytic activity;GDP binding;glycoprotein binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular component assembly;cellular component organization;cellular membrane organization;cellular process;developmental process;embryo development;endosome transport;establishment of localization;Golgi vesicle transport;localization;membrane fusion;membrane organization;metabolic process;multicellular organismal process;organelle assembly;organelle fusion;organelle organization;protein transport;regulation of body fluid levels;response to chemical stimulus;response to endogenous stimulus;response to stimulus;secretion;signal transduction;transport;vesicle organization;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;cytosol;endoplasmic reticulum;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;plasma membrane;vacuole;vesicleAcetylation;Completeproteome;Cytoplasmicvesicle;Endosome;Golgiapparatus;GTP-binding;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Prenylation;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0001845;GO:0006810;GO:0006886;GO:0006892;GO:0006895;GO:0006906;GO:0006944;GO:0006996;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007264;GO:0007265;GO:0007589;GO:0008104;GO:0008105;GO:0008152;GO:0008543;GO:0009719;GO:0009790;GO:0009987;GO:0010033;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0016197;GO:0022607;GO:0032456;GO:0032482;GO:0032501;GO:0032502;GO:0032879;GO:0032880;GO:0033036;GO:0035556;GO:0042221;GO:0044344;GO:0045176;GO:0045184;GO:0046903;GO:0046907;GO:0048193;GO:0048284;GO:0050789;GO:0050794;GO:0050878;GO:0050896;GO:0051179;GO:0051234;GO:0051649;GO:0051716;GO:0061024;GO:0061025;GO:0065007;GO:0065008;GO:0070848;GO:0070887;GO:0070925;GO:0071310;GO:0071363;GO:0071774;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090387GO:0000166;GO:0001948;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000139;GO:0000323;GO:0005764;GO:0005765;GO:0005768;GO:0005769;GO:0005770;GO:0005773;GO:0005774;GO:0005783;GO:0005791;GO:0005795;GO:0005798;GO:0005829;GO:0005886;GO:0010008;GO:0012506;GO:0016020;GO:0016023;GO:0016324;GO:0030133;GO:0030135;GO:0030136;GO:0030139;GO:0030140;GO:0030659;GO:0030666;GO:0030670;GO:0031090;GO:0031410;GO:0031901;GO:0031982;GO:0031988;GO:0042175;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044437;GO:0044440;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0045335;GO:0048471;GO:0055037;GO:0065010;GO:007006211 67.4 0 41.185 3 0.23 0.740904 0.38 B0BMW0;P61107;A0A1B0GWR3Ras-related protein Rab-14 Rab14 tr|B0BMW0|B0BMW0_RAT RAB14, member RAS oncogene family OS=Rattus norvegicus OX=10116 GN=Rab14 PE=1 SV=1;sp|P61107|RAB14_RAT Ras-related protein Rab-14 OS=Rattus norvegicus OX=10116 GN=Rab14 PE=1 SV=3
27.11 26.98 27.46 26.88 27.27 27.09 -0.11 acid-amino acid ligase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;ligase activity;ligase activity, forming carbon-nitrogen bonds;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;small conjugating protein ligase activity;small protein activating enzyme activity;ubiquitin activating enzyme activity;ubiquitin-protein ligase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic process;response to DNA damage stimulus;response to stimulus;response to stresscell part;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;nucleus;organelle;vesicleParkinson's disease;Ubiquitin mediated proteolysisAcetylation;ATP-binding;Completeproteome;Cytoplasm;Ligase;Mitochondrion;Nucleotide-binding;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Ublconjugation;UblconjugationpathwayGO:0006464;GO:0006508;GO:0006950;GO:0006974;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0016567;GO:0019538;GO:0019941;GO:0032446;GO:0033554;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0050896;GO:0051603;GO:0051716;GO:0070647GO:0000166;GO:0003824;GO:0004839;GO:0004842;GO:0005488;GO:0005524;GO:0008641;GO:0016874;GO:0016879;GO:0016881;GO:0017076;GO:0019787;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0000785;GO:0000792;GO:0005634;GO:0005737;GO:0005739;GO:0005765;GO:0005774;GO:0005789;GO:0005829;GO:0005911;GO:0010008;GO:0016020;GO:0030054;GO:0030057;GO:0030867;GO:0031090;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044432;GO:0044437;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:007016127 33.9 0 323.31 2 0.23 0.740785 0.38 Q5U300;A0A0G2K8A5Ubiquitin-like modifier-activating enzyme 1Uba1 sp|Q5U300|UBA1_RAT Ubiquitin-like modifier-activating enzyme 1 OS=Rattus norvegicus OX=10116 GN=Uba1 PE=1 SV=1
25.95 25.97 25.64 25.66 26.01 25.55 -0.11 binding;calcium ion binding;cation binding;ion binding;metal ion bindinganatomical structure morphogenesis;biological regulation;cell activation;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;developmental process;immune system process;locomotion;organelle organization;regulation of transport;response to stimulus;signal transductioncell part;cell projection;cytosol;extracellular organelle;extracellular space;filopodium;macromolecular complex;organelle;protein complex;vesicleActin-binding;Calcium;Completeproteome;Proteomicsidentification;Referenceproteome;RepeatGO:0001775;GO:0002252;GO:0002263;GO:0002285;GO:0002286;GO:0002366;GO:0002376;GO:0006928;GO:0006996;GO:0007010;GO:0007015;GO:0007165;GO:0007243;GO:0009653;GO:0009887;GO:0009987;GO:0010737;GO:0016043;GO:0016477;GO:0022607;GO:0030029;GO:0030036;GO:0031099;GO:0031100;GO:0032386;GO:0032502;GO:0032879;GO:0032880;GO:0033157;GO:0035556;GO:0040011;GO:0042110;GO:0045321;GO:0046649;GO:0048870;GO:0050789;GO:0050794;GO:0050896;GO:0051017;GO:0051049;GO:0051223;GO:0051716;GO:0060341;GO:0065007;GO:0070201;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0001725;GO:0001726;GO:0001891;GO:0005615;GO:0005829;GO:0005884;GO:0005912;GO:0005924;GO:0005925;GO:0030054;GO:0030055;GO:0030175;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0042641;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:007016121 42.3 0 186.51 2 0.25 0.721889 0.40 Q5XI38;A0A0G2K014 Lcp1 tr|Q5XI38|Q5XI38_RAT Lymphocyte cytosolic protein 1 OS=Rattus norvegicus OX=10116 GN=Lcp1 PE=1 SV=1;tr|A0A0G2K014|A0A0G2K014_RAT Lymphocyte cytosolic protein 1 OS=Rattus norvegicus OX=10116 GN=Lcp1 PE=1 SV=1
26.82 26.08 NaN 26.42 26.84 25.74 -0.11 binding;calcium ion binding;cation binding;ion binding;ion transmembrane transporter activity;metal ion binding;substrate-specific transmembrane transporter activity;substrate-specific transporter activity;transition metal ion binding;transmembrane transporter activity;transporter activity;zinc ion bindingcellular process;establishment of localization;ion transport;transmembrane transport;transportcell part;cell projection;cytosol;extracellular organelle;nuclear envelope;organelle;vesicleAcetylation;Calcium;Cellmembrane;Completeproteome;Cytoplasm;Directproteinsequencing;Membrane;Metal-binding;Nucleus;Referenceproteome;RepeatGO:0006810;GO:0006811;GO:0009987;GO:0034220;GO:0051234;GO:0055085GO:0005215;GO:0005488;GO:0005509;GO:0008270;GO:0015075;GO:0022857;GO:0022891;GO:0022892;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0001726;GO:0005635;GO:0005829;GO:0019897;GO:0019898;GO:0031234;GO:0031967;GO:0031975;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0048471;GO:0065010;GO:00700622 16.9 0 7.4401 1 0.08 0.863978 0.19 P05964 Protein S100-A6 S100a6 sp|P05964|S10A6_RAT Protein S100-A6 OS=Rattus norvegicus OX=10116 GN=S100a6 PE=1 SV=3
25.74 25.45 26.06 25.57 25.83 25.51 -0.11 enzyme regulator activitybiological regulationcell part;extracellular organelle;macromolecular complex;membrane;organelle;proteasome complex;protein complex;vesicleProteasomeAcetylation;Completeproteome;Phosphoprotein;Proteasome;Proteomicsidentification;Referenceproteome;RepeatGO:0009894;GO:0019222;GO:0042176;GO:0050789;GO:0051246;GO:0060255;GO:0065007;GO:0080090GO:0030234GO:0000502;GO:0016020;GO:0022624;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006223 30.8 0 277.53 3 0.22 0.74145 0.38 A0A0G2JTW5;G3V8B6;O8876126S proteasome non-ATPase regulatory subunit 1Psmd1 tr|A0A0G2JTW5|A0A0G2JTW5_RAT 26S proteasome non-ATPase regulatory subunit 1 OS=Rattus norvegicus OX=10116 GN=Psmd1 PE=1 SV=1;tr|G3V8B6|G3V8B6_RAT 26S proteasome non-ATPase regulatory subunit 1 OS=Rattus norvegicus OX=10116 GN=Psmd1 PE=1 SV=1;sp|O88761|PSMD
31.68 31.20 32.68 31.79 31.91 31.51 -0.11 binding;catalytic activity;coenzyme binding;cofactor binding;enzyme binding;identical protein binding;kinase binding;lactate dehydrogenase activity;L-lactate dehydrogenase activity;NAD binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;protein bindinganatomical structure development;biological regulation;biosynthetic process;carbohydrate metabolic process;cell motility;cellular component movement;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;developmental process;heterocycle metabolic process;locomotion;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stress;small molecule metabolic processcell part;cell projection;cilium;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleCysteine and methionine metabolism;Glycolysis / Gluconeogenesis;Propanoate metabolism;Pyruvate metabolism3D-structure;Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;NAD;Oxidoreductase;Phosphoprotein;Referenceproteome;UblconjugationGO:0000302;GO:0001666;GO:0005975;GO:0006082;GO:0006089;GO:0006090;GO:0006139;GO:0006163;GO:0006164;GO:0006732;GO:0006733;GO:0006753;GO:0006754;GO:0006807;GO:0006928;GO:0006950;GO:0006979;GO:0007584;GO:0008152;GO:0009058;GO:0009117;GO:0009141;GO:0009142;GO:0009144;GO:0009145;GO:0009150;GO:0009152;GO:0009165;GO:0009199;GO:0009201;GO:0009205;GO:0009206;GO:0009259;GO:0009260;GO:0009605;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010941;GO:0010942;GO:0014070;GO:0016053;GO:0018130;GO:0019244;GO:0019249;GO:0019362;GO:0019516;GO:0019674;GO:0019752;GO:0030317;GO:0031667;GO:0032502;GO:0032787;GO:0034284;GO:0034641;GO:0034654;GO:0040011;GO:0042180;GO:0042221;GO:0042493;GO:0042542;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043436;GO:0043627;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0044283;GO:0046034;GO:0046394;GO:0046483;GO:0046496;GO:0048513;GO:0048518;GO:0048522;GO:0048545;GO:0048569;GO:0048856;GO:0048870;GO:0050789;GO:0050794;GO:0050896;GGO:0000166;GO:0003824;GO:0004457;GO:0004459;GO:0005488;GO:0005515;GO:0016491;GO:0016614;GO:0016616;GO:0019899;GO:0019900;GO:0042802;GO:0048037;GO:0050662;GO:0051287GO:0005634;GO:0005737;GO:0005929;GO:0031514;GO:0031982;GO:0031988;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006230 82.2 0 323.31 4 0.09 0.852986 0.21 P04642;H9N9H4;Q6AYX2;P19629L-lactate dehydrogenase A chain Ldha sp|P04642|LDHA_RAT L-lactate dehydrogenase A chain OS=Rattus norvegicus OX=10116 GN=Ldha PE=1 SV=1
23.47 23.06 NaN NaN 23.32 22.96 -0.12 cell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;nucleoplasm;nucleus;organelleCompleteproteome;Growthfactor;Nucleus;ReferenceproteomeGO:0005634;GO:0005654;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:00444645 23.8 0 19.85 1 0.15 0.784074 0.32 Q923W4 Hepatoma-derived growth factor-related protein 3Hdgfrp3 sp|Q923W4|HDGR3_RAT Hepatoma-derived growth factor-related protein 3 OS=Rattus norvegicus OX=10116 GN=Hdgfl3 PE=1 SV=1
25.03 24.97 25.64 25.22 25.11 24.93 -0.12 binding;nucleic acid binding;RNA binding;rRNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular localization;cellular metabolic process;cellular process;localization;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Directproteinsequencing;Nucleus;Phosphoprotein;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;rRNA-bindingGO:0006412;GO:0008104;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0033036;GO:0033365;GO:0034504;GO:0034613;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0051179;GO:0051641;GO:0070727GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0019843GO:0005730;GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:00444647 33.1 0 90.878 3 0.21 0.740365 0.38 P62914;Q4V8I6;A0A0G2K3Y860S ribosomal protein L11 Rpl11 sp|P62914|RL11_RAT 60S ribosomal protein L11 OS=Rattus norvegicus OX=10116 GN=Rpl11 PE=1 SV=2;tr|Q4V8I6|Q4V8I6_RAT 60S ribosomal protein L11 OS=Rattus norvegicus OX=10116 GN=Rpl11 PE=1 SV=1;tr|A0A0G2K3Y8|A0A0G2K3Y8_RAT 60S ribosomal protein L11 OS=Rattus n
25.85 25.53 25.66 25.57 25.77 25.31 -0.13 structural constituent of ribosome;structural molecule activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;ribonucleoprotein complex assemblycell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;ribonucleoprotein complex;small ribosomal subunit;vesicleRibosome Acetylation;Completeproteome;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0000028;GO:0009987;GO:0016043;GO:0022607;GO:0022618;GO:0034621;GO:0034622;GO:0043933;GO:0065003;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003735;GO:0005198GO:0005730;GO:0015935;GO:0022627;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:00700624 24.2 0 39.489 6 0.33 0.63871 0.50 F1M6F4;A0A0H2UHU0;P62853;D4AE10;M0R763;D3ZCH540S ribosomal protein S25 LOC100912210;Rps25;RGD1563613;LOC100911337tr|F1M6F4|F1M6F4_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1;tr|A0A0H2UHU0|A0A0H2UHU0_RAT 40S ribosomal protein S25 OS=Rattus norvegicus OX=10116 GN=Rps25 PE=4 SV=1;sp|P62853|RS25_RAT 40S ribosomal protein S25 OS=Rattus norvegicus O
24.87 24.88 24.63 24.88 24.70 24.41 -0.13 protein transporter activity;substrate-specific transporter activity;transporter activitycellular process;endosome transport;establishment of localization;protein transport;transport;vesicle-mediated transportcell part;cytosol;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;retromer complex;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0016197;GO:0042147;GO:0045056;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0005215;GO:0008565;GO:0022892GO:0005765;GO:0005768;GO:0005770;GO:0005774;GO:0005829;GO:0016020;GO:0030904;GO:0031090;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006214 22.4 0 82.452 1 0.34 0.636361 0.50 G3V8A5 Vps35 tr|G3V8A5|G3V8A5_RAT Vacuolar protein sorting-associated protein 35 OS=Rattus norvegicus OX=10116 GN=Vps35 PE=1 SV=1
28.15 27.98 27.21 27.62 27.79 27.55 -0.13 antioxidant activity;catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peroxidase activity;peroxiredoxin activitybiological regulation;cellular metabolic process;cellular process;metabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytosol;extracellular organelle;organelle;vesicleAcetylation;Antioxidant;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Oxidoreductase;Peroxidase;Phosphoprotein;Redox-activecenter;ReferenceproteomeGO:0000302;GO:0000303;GO:0000305;GO:0006801;GO:0006950;GO:0006979;GO:0008152;GO:0009987;GO:0010035;GO:0010941;GO:0019430;GO:0033554;GO:0034599;GO:0034614;GO:0042221;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043523;GO:0043524;GO:0044237;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0060548;GO:0065007;GO:0070887;GO:0071450;GO:0071451;GO:0072593GO:0003824;GO:0004601;GO:0016209;GO:0016491;GO:0016684;GO:0016705;GO:0051920GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006212 63.6 0 267.36 2 0.17 0.763815 0.33 A0A0G2JSH9;P35704Peroxiredoxin-2 Prdx2 tr|A0A0G2JSH9|A0A0G2JSH9_RAT Peroxiredoxin-2 OS=Rattus norvegicus OX=10116 GN=Prdx2 PE=1 SV=1;sp|P35704|PRDX2_RAT Peroxiredoxin-2 OS=Rattus norvegicus OX=10116 GN=Prdx2 PE=1 SV=3
23.15 23.40 23.35 23.01 NaN 23.32 -0.14 6-phosphofructokinase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;carbohydrate binding;carbohydrate kinase activity;carbohydrate phosphatase activity;catalytic activity;cation binding;fructose binding;fructose-2,6-bisphosphate 2-phosphatase activity;fructose-6-phosphate binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;kinase activity;metal ion binding;monosaccharide binding;nucleotide binding;phosphatase activity;phosphofructokinase activity;phosphoric ester hydrolase activity;phosphotransferase activity, alcohol group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;sugar binding;sugar-phosphatase activity;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;biological regulation;carbohydrate metabolic process;catabolic process;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;generation of precursor metabolites and energy;macromolecular complex assembly;metabolic process;phosphorus metabolic process;primary metabolic process;protein complex assembly;regulation of transport;response to chemical stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasm;cytosol;extracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleFructose and mannose metabolism;Galactose metabolism;Glycolysis / Gluconeogenesis;Methane metabolism;Pentose phosphate pathwayAcetylation;Allostericenzyme;ATP-binding;Completeproteome;Cytoplasm;Glycolysis;Glycoprotein;Kinase;Magnesium;Metal-binding;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransferaseGO:0002791;GO:0002792;GO:0005975;GO:0005996;GO:0006000;GO:0006002;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0006461;GO:0006793;GO:0006796;GO:0008152;GO:0009056;GO:0009743;GO:0009746;GO:0009749;GO:0009987;GO:0010033;GO:0010646;GO:0016043;GO:0016052;GO:0016310;GO:0016311;GO:0019318;GO:0019320;GO:0022607;GO:0023051;GO:0030388;GO:0032879;GO:0034284;GO:0042221;GO:0043933;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365;GO:0046676;GO:0046835;GO:0046883;GO:0046888;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050796;GO:0050896;GO:0051046;GO:0051048;GO:0051049;GO:0051051;GO:0051259;GO:0051260;GO:0051262;GO:0051289;GO:0060341;GO:0065003;GO:0065007;GO:0071822;GO:0071840;GO:0090087;GO:0090276;GO:0090278GO:0000166;GO:0003824;GO:0003872;GO:0004331;GO:0005488;GO:0005524;GO:0005529;GO:0008443;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0016787;GO:0016788;GO:0016791;GO:0017076;GO:0019200;GO:0019203;GO:0030246;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042578;GO:0043167;GO:0043169;GO:0046872;GO:0048029;GO:0050308;GO:0070061;GO:0070095GO:0005737;GO:0005829;GO:0005945;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044445;GO:0044464;GO:0065010;GO:007006211 21.5 0 38.931 4 0.36 0.605576 0.55 P30835;A0A0G2KBC7;P47860;A0A0A0MXY5ATP-dependent 6-phosphofructokinase, liver typePfkl sp|P30835|PFKAL_RAT ATP-dependent 6-phosphofructokinase, liver type OS=Rattus norvegicus OX=10116 GN=Pfkl PE=1 SV=3
23.22 23.74 23.50 23.12 23.46 23.46 -0.14 binding;cation binding;ion binding;metal ion binding;transition metal ion binding;zinc ion bindingcellular process;establishment of localization;Golgi vesicle transport;protein transport;transport;vesicle-mediated transportcell part;macromolecular complex;membrane;protein complexProtein processing in endoplasmic reticulumCompleteproteome;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0006888;GO:0009987;GO:0015031;GO:0016192;GO:0045184;GO:0046907;GO:0048193;GO:0051234;GO:0051649GO:0005488;GO:0008270;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0000139;GO:0016020;GO:0030117;GO:0030120;GO:0030127;GO:0031090;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464;GO:00484719 16.6 0 97.193 2 0.31 0.644 0.49 A0A0G2JZM2;B5DFC3 Sec23a tr|A0A0G2JZM2|A0A0G2JZM2_RAT Protein transport protein SEC23 OS=Rattus norvegicus OX=10116 GN=Sec23a PE=1 SV=1;tr|B5DFC3|B5DFC3_RAT Protein transport protein SEC23 OS=Rattus norvegicus OX=10116 GN=Sec23a PE=1 SV=1
27.27 27.64 26.78 26.94 27.14 27.18 -0.14 binding;catalytic activity;GDP binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingbiological regulation;cellular component assembly;cellular component organization;cellular localization;cellular membrane organization;cellular metabolic process;cellular process;cytokinesis;cytoskeleton organization;establishment of localization;exocytosis;hormone transport;ion transport;localization;macromolecule metabolic process;membrane organization;metabolic process;organelle assembly;organelle organization;peptide transport;plasma membrane organization;protein transport;regulation of cell cycle;regulation of mitotic cell cycle;regulation of transport;response to abiotic stimulus;response to stimulus;secretion;signal transduction;transport;vesicle-mediated transportcell part;cell projection;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;neuron projection;organelle;plasma membrane;protein complex;pseudopodium;vesicleEndocrine and other factor-regulated calcium reabsorption;Endocytosis;Pancreatic secretion;Vasopressin-regulated water reabsorptionAcetylation;Cellcycle;Celljunction;Cellmembrane;Citrullination;Completeproteome;Cytoplasmicvesicle;Endosome;GTP-binding;Lipoprotein;Membrane;Methylation;Nucleotide-binding;Prenylation;Proteintransport;Referenceproteome;Synapse;TransportGO:0000041;GO:0000226;GO:0000910;GO:0001558;GO:0001881;GO:0002790;GO:0006810;GO:0006811;GO:0006812;GO:0006826;GO:0006886;GO:0006887;GO:0006996;GO:0007009;GO:0007010;GO:0007017;GO:0007051;GO:0007052;GO:0007080;GO:0007165;GO:0007264;GO:0007265;GO:0007346;GO:0008104;GO:0008152;GO:0008284;GO:0009268;GO:0009628;GO:0009914;GO:0009987;GO:0010389;GO:0010447;GO:0010564;GO:0010632;GO:0010634;GO:0010646;GO:0010720;GO:0010769;GO:0010796;GO:0010817;GO:0010971;GO:0010975;GO:0015031;GO:0015682;GO:0015833;GO:0016043;GO:0016044;GO:0016192;GO:0022402;GO:0022603;GO:0022604;GO:0022607;GO:0023051;GO:0023061;GO:0030001;GO:0030030;GO:0030072;GO:0030073;GO:0030307;GO:0030334;GO:0030335;GO:0030516;GO:0030953;GO:0031122;GO:0031175;GO:0031268;GO:0031344;GO:0031346;GO:0031644;GO:0032401;GO:0032402;GO:0032482;GO:0032535;GO:0032879;GO:0032880;GO:0032940;GO:0033036;GO:0033572;GO:0034613;GO:0035556;GO:0035773;GO:0040008;GO:0040012;GO:0040017;GO:0042127;GO:0043112;GO:0043170;GO:0043269;GO:0044057;GO:0044070;GO:0044237;GO:0044260;GO:0045054;GGO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000922;GO:0005739;GO:0005768;GO:0005770;GO:0005771;GO:0005802;GO:0005828;GO:0005874;GO:0005876;GO:0005886;GO:0008021;GO:0010008;GO:0012506;GO:0016020;GO:0016023;GO:0030054;GO:0030133;GO:0030135;GO:0030136;GO:0030139;GO:0030424;GO:0030659;GO:0030662;GO:0030665;GO:0030666;GO:0030670;GO:0030672;GO:0031090;GO:0031143;GO:0031410;GO:0031982;GO:0031988;GO:0032154;GO:0032155;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044431;GO:0044433;GO:0044440;GO:0044444;GO:0044446;GO:0044456;GO:0044464;GO:0045335;GO:0048471;GO:0055037;GO:0055038;GO:0065010;GO:007006211 48.4 0 34.841 4 0.21 0.721607 0.40 A0A0G2JZR4;O35509;P62494;B5DEP2Ras-related protein Rab-11B;Ras-related protein Rab-11ARab11b;Rab11a tr|A0A0G2JZR4|A0A0G2JZR4_RAT Ras-related protein Rab-11B OS=Rattus norvegicus OX=10116 GN=Rab11b PE=1 SV=1;sp|O35509|RB11B_RAT Ras-related protein Rab-11B OS=Rattus norvegicus OX=10116 GN=Rab11b PE=1 SV=4;sp|P62494|RB11A_RAT Ras-related protein Rab-11A OS=
30.51 30.04 30.36 30.11 30.19 30.15 -0.15 actin binding;adenyl nucleotide binding;adenyl-nucleotide exchange factor activity;ATPase regulator activity;binding;cytoskeletal protein binding;enzyme regulator activity;lipid binding;nucleoside-triphosphatase regulator activity;nucleotide binding;phosphatidylinositol binding;phosphatidylinositol-4,5-bisphosphate binding;phospholipid binding;protein binding;purine nucleotide binding;receptor bindinganatomical structure formation involved in morphogenesis;biological regulation;cellular component organization;cellular process;cytoskeleton organization;developmental process;organelle organization;regulation of DNA metabolic process;regulation of organelle organization;response to chemical stimulus;response to stimuluscell part;cell projection;cytoplasm;cytoskeleton;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;neuron projection;nucleus;organelle;synapse;vesicleRegulation of actin cytoskeleton;ShigellosisAcetylation;Actin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Isopeptidebond;Phosphoprotein;Referenceproteome;UblconjugationGO:0001843;GO:0006140;GO:0006355;GO:0006357;GO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0008154;GO:0009889;GO:0009891;GO:0009893;GO:0009894;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010632;GO:0010634;GO:0010638;GO:0010639;GO:0016043;GO:0019219;GO:0019222;GO:0030029;GO:0030036;GO:0030334;GO:0030335;GO:0030811;GO:0030832;GO:0030833;GO:0030837;GO:0030838;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031329;GO:0031333;GO:0031334;GO:0032231;GO:0032232;GO:0032233;GO:0032271;GO:0032272;GO:0032273;GO:0032502;GO:0032535;GO:0032781;GO:0032879;GO:0032956;GO:0032970;GO:0033043;GO:0033121;GO:0034621;GO:0035148;GO:0040012;GO:0040017;GO:0042221;GO:0043085;GO:0043254;GO:0043462;GO:0043933;GO:0044087;GO:0044093;GO:0045893;GO:0045935;GO:0045944;GO:0046782;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048524;GO:0048646;GO:0050434;GO:0050789;GO:0050790;GO:0050792;GO:0050794;GO:0050896;GO:0051052;GO:0051054;GO:0051128;GO:0051129;GO:0051130;GO:0051171;GO:0051173;GO:0051239;GO:0051252;GGO:0000166;GO:0000774;GO:0003779;GO:0005102;GO:0005488;GO:0005515;GO:0005543;GO:0005546;GO:0008092;GO:0008289;GO:0017076;GO:0030234;GO:0030554;GO:0035091;GO:0060589;GO:0060590GO:0005634;GO:0005737;GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044424;GO:0044464;GO:0045202;GO:0065010;GO:0070062;GO:0070161;GO:007256212 91.4 0 323.31 1 0.47 0.511852 0.63 P62963 Profilin-1 Pfn1 sp|P62963|PROF1_RAT Profilin-1 OS=Rattus norvegicus OX=10116 GN=Pfn1 PE=1 SV=2
23.53 23.17 23.11 23.46 22.88 23.01 -0.15 binding;catalytic activity;cofactor binding;O-phospho-L-serine:2-oxoglutarate aminotransferase activity;pyridoxal phosphate binding;transaminase activity;transferase activity;transferase activity, transferring nitrogenous groups;vitamin B6 binding;vitamin bindingamine metabolic process;biosynthetic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesicleAmino-acidbiosynthesis;Aminotransferase;Completeproteome;Proteomicsidentification;Referenceproteome;Serinebiosynthesis;TransferaseGO:0006082;GO:0006520;GO:0006563;GO:0006564;GO:0006807;GO:0008152;GO:0008652;GO:0009058;GO:0009069;GO:0009070;GO:0009308;GO:0009309;GO:0009987;GO:0016053;GO:0019752;GO:0034641;GO:0042180;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0044283;GO:0046394GO:0003824;GO:0004648;GO:0005488;GO:0008483;GO:0016740;GO:0016769;GO:0019842;GO:0030170;GO:0048037;GO:0070279GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006210 25.7 0 30.183 3 0.28 0.65094 0.48 A0A0G2K931;E9PSV5;A0A0G2KAC0Phosphoserine aminotransferase Psat1 tr|A0A0G2K931|A0A0G2K931_RAT Phosphoserine aminotransferase OS=Rattus norvegicus OX=10116 GN=Psat1 PE=1 SV=1;tr|E9PSV5|E9PSV5_RAT Phosphoserine aminotransferase OS=Rattus norvegicus OX=10116 GN=Psat1 PE=1 SV=2;tr|A0A0G2KAC0|A0A0G2KAC0_RAT Phosphoserine ami
23.33 NaN 23.60 23.26 23.62 23.04 -0.15 adenyl nucleotide binding;adenyl ribonucleotide binding;aminoacyl-tRNA ligase activity;ATP binding;binding;catalytic activity;glycine-tRNA ligase activity;ligase activity;ligase activity, forming aminoacyl-tRNA and related compounds;ligase activity, forming carbon-oxygen bonds;nucleotide binding;protein binding;protein dimerization activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingamine metabolic process;biosynthetic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;organic acid metabolic process;primary metabolic process;RNA metabolic process;small molecule metabolic process;tRNA aminoacylation for protein translation;tRNA metabolic processcell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;neuron projection;nucleoplasm;organelle;vesicleAminoacyl-tRNA biosynthesisAcetylation;Aminoacyl-tRNAsynthetase;ATP-binding;Cellprojection;Completeproteome;Cytoplasm;Ligase;Mitochondrion;Nucleotide-binding;Phosphoprotein;Proteinbiosynthesis;Proteomicsidentification;ReferenceproteomeGO:0006082;GO:0006139;GO:0006399;GO:0006418;GO:0006426;GO:0006520;GO:0006807;GO:0008152;GO:0009058;GO:0009116;GO:0009119;GO:0009163;GO:0009308;GO:0009987;GO:0015956;GO:0015957;GO:0015959;GO:0015960;GO:0015965;GO:0015966;GO:0016070;GO:0018130;GO:0019752;GO:0034641;GO:0034654;GO:0034660;GO:0042180;GO:0042278;GO:0042451;GO:0042455;GO:0043038;GO:0043039;GO:0043170;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044271;GO:0044281;GO:0046128;GO:0046129;GO:0046483;GO:0055086;GO:0072521;GO:0072522;GO:0090304GO:0000166;GO:0003824;GO:0004812;GO:0004820;GO:0005488;GO:0005515;GO:0005524;GO:0016874;GO:0016875;GO:0016876;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0046983GO:0005654;GO:0005737;GO:0005739;GO:0016023;GO:0030141;GO:0030424;GO:0031410;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700624 8.1 0 16.719 2 0.25 0.681196 0.46 G3V7G8;Q5I0G4Glycine--tRNA ligase Gars tr|G3V7G8|G3V7G8_RAT Glycine--tRNA ligase OS=Rattus norvegicus OX=10116 GN=Gars PE=1 SV=1;sp|Q5I0G4|GARS_RAT Glycine--tRNA ligase (Fragment) OS=Rattus norvegicus OX=10116 GN=Gars PE=1 SV=1
28.51 28.58 28.36 28.30 28.71 27.98 -0.16 AP-1 adaptor complex binding;Arp2/3 complex binding;binding;cytoskeletal protein binding;kinesin binding;protein binding;protein complex binding;structural constituent of cytoskeleton;structural molecule activitybiological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organization;regulation of organelle organizationcell leading edge;cell part;cell projection;endosome;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;organelle;plasma membrane;protein complex;synapse;vesicleAcetylation;Actin-binding;Celljunction;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Referenceproteome;Synapse;SynaptosomeGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0009987;GO:0010591;GO:0010592;GO:0010638;GO:0016043;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0031344;GO:0031346;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0043254;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0060491;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0090066GO:0005198;GO:0005200;GO:0005488;GO:0005515;GO:0008092;GO:0019894;GO:0032403;GO:0035650;GO:0071933GO:0005768;GO:0005794;GO:0005885;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031252;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0045202;GO:0065010;GO:0070062;GO:007016122 73 0 298.25 5 0.28 0.649405 0.48 A0A0G2K9A2;P85970;A0A0G2K905;A0A0G2K2J1;A0A0G2K1V8Actin-related protein 2/3 complex subunit 2Arpc2 tr|A0A0G2K9A2|A0A0G2K9A2_RAT Arp2/3 complex 34 kDa subunit OS=Rattus norvegicus OX=10116 GN=Arpc2 PE=1 SV=1;sp|P85970|ARPC2_RAT Actin-related protein 2/3 complex subunit 2 OS=Rattus norvegicus OX=10116 GN=Arpc2 PE=1 SV=1;tr|A0A0G2K905|A0A0G2K905_RAT Arp2/3
27.79 27.56 28.18 27.67 27.62 27.76 -0.16 binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Phosphoprotein;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-bindingGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:00444647 59.4 0 284.13 5 0.35 0.588821 0.55 P23358;A0A140TAC5;M0R4B6;D3ZJE2;D4A8N360S ribosomal protein L12 Rpl12;Rpl12-ps1 sp|P23358|RL12_RAT 60S ribosomal protein L12 OS=Rattus norvegicus OX=10116 GN=Rpl12 PE=2 SV=1;tr|A0A140TAC5|A0A140TAC5_RAT 60S ribosomal protein L12 OS=Rattus norvegicus OX=10116 GN=Rpl12 PE=3 SV=1;tr|M0R4B6|M0R4B6_RAT RCG64424 OS=Rattus norvegicus OX=1011
26.98 26.91 26.67 26.32 27.06 26.70 -0.16 biliverdin reductase activity;catalytic activity;flavin reductase activity;oxidoreductase activity;oxidoreductase activity, acting on the CH-CH group of donors;oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor;oxidoreductase activity, acting on the CH-NH group of donors;oxidoreductase activity, acting on the CH-NH group of donors, NAD or NADP as acceptorcatabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;pigment metabolic processcell part;cytosol;extracellular organelle;membrane;nucleoplasm;organelle;plasma membrane;vesiclePorphyrin and chlorophyll metabolism;Riboflavin metabolismCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006778;GO:0006787;GO:0006807;GO:0008152;GO:0009056;GO:0009987;GO:0033013;GO:0033015;GO:0034641;GO:0042167;GO:0042168;GO:0042440;GO:0044237;GO:0044248;GO:0044270;GO:0046149;GO:0046483;GO:0046700;GO:0051186;GO:0051187GO:0003824;GO:0004074;GO:0016491;GO:0016627;GO:0016628;GO:0016645;GO:0016646;GO:0042602GO:0005654;GO:0005829;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006210 61.2 0 101.48 1 0.27 0.659131 0.47 B5DF65 Blvrb tr|B5DF65|B5DF65_RAT Biliverdin reductase B OS=Rattus norvegicus OX=10116 GN=Blvrb PE=1 SV=1
27.44 27.57 27.37 27.47 27.66 26.77 -0.16 actin binding;actin filament binding;binding;cytoskeletal protein binding;protein bindinganatomical structure development;anatomical structure morphogenesis;biological regulation;cell development;cell morphogenesis;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular process;cytoskeleton organization;developmental process;organelle organization;regulation of organelle organizationcell body;cell part;cell projection;cytoplasmic membrane-bounded vesicle;cytoskeleton;F-actin capping protein complex;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;neuronal cell body;organelle;protein complex;vesicleAcetylation;Actin-binding;Actincapping;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;ReferenceproteomeGO:0000902;GO:0006996;GO:0007010;GO:0008064;GO:0009653;GO:0009966;GO:0009987;GO:0010591;GO:0010627;GO:0010639;GO:0016043;GO:0022603;GO:0022604;GO:0022607;GO:0023051;GO:0030029;GO:0030030;GO:0030031;GO:0030032;GO:0030036;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031110;GO:0031111;GO:0031113;GO:0031115;GO:0031175;GO:0031333;GO:0031344;GO:0031345;GO:0032271;GO:0032272;GO:0032502;GO:0032535;GO:0032886;GO:0032956;GO:0032970;GO:0032989;GO:0033043;GO:0043242;GO:0043244;GO:0043254;GO:0044087;GO:0048468;GO:0048519;GO:0048523;GO:0048583;GO:0048747;GO:0048856;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0051016;GO:0051128;GO:0051129;GO:0051489;GO:0051490;GO:0051493;GO:0051494;GO:0051693;GO:0055001;GO:0055002;GO:0060491;GO:0065007;GO:0065008;GO:0070507;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090036;GO:0090066GO:0003779;GO:0005488;GO:0005515;GO:0008092;GO:0051015GO:0001669;GO:0005856;GO:0005884;GO:0005911;GO:0008290;GO:0014704;GO:0016020;GO:0016023;GO:0030018;GO:0030027;GO:0030054;GO:0030141;GO:0030863;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043197;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0044291;GO:0044297;GO:0044309;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044449;GO:0044463;GO:0044464;GO:007120324 75.7 0 300.76 2 0.23 0.693049 0.43 Q5XI32;A0A0G2JYB1F-actin-capping protein subunit beta Capzb sp|Q5XI32|CAPZB_RAT F-actin-capping protein subunit beta OS=Rattus norvegicus OX=10116 GN=Capzb PE=1 SV=1;tr|A0A0G2JYB1|A0A0G2JYB1_RAT F-actin-capping protein subunit beta OS=Rattus norvegicus OX=10116 GN=Capzb PE=1 SV=1
28.18 28.16 27.75 27.96 28.01 27.63 -0.17 binding;catalytic activity;dopachrome isomerase activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting keto- and enol-groups;intramolecular oxidoreductase activity, transposing C=C bonds;isomerase activity;phenylpyruvate tautomerase activity;protein binding;protein complex bindingaging;anatomical structure development;behavior;biological regulation;cellular process;developmental process;endocrine process;immune system process;metabolic process;molting cycle;multicellular organismal process;neurological system process;regulation of transport;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to heat;response to oxidative stress;response to stimulus;response to stresscell part;cytoplasm;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organellePhenylalanine metabolism;Tyrosine metabolism3D-structure;Acetylation;Completeproteome;Cytokine;Cytoplasm;Directproteinsequencing;Immunity;Inflammatoryresponse;Innateimmunity;Isomerase;Referenceproteome;SecretedGO:0000302;GO:0001666;GO:0001942;GO:0001976;GO:0001990;GO:0002016;GO:0002035;GO:0002237;GO:0002376;GO:0002673;GO:0002675;GO:0002682;GO:0002684;GO:0003008;GO:0003044;GO:0003073;GO:0003081;GO:0006109;GO:0006110;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0006979;GO:0007276;GO:0007283;GO:0007420;GO:0007568;GO:0007584;GO:0007610;GO:0007631;GO:0008152;GO:0008217;GO:0008544;GO:0009266;GO:0009408;GO:0009605;GO:0009607;GO:0009611;GO:0009612;GO:0009628;GO:0009719;GO:0009725;GO:0009888;GO:0009893;GO:0009894;GO:0009896;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010604;GO:0010675;GO:0010676;GO:0010720;GO:0010769;GO:0010827;GO:0010828;GO:0010906;GO:0010907;GO:0010959;GO:0010975;GO:0010976;GO:0014910;GO:0014911;GO:0019222;GO:0022404;GO:0022405;GO:0022414;GO:0022603;GO:0022604;GO:0030334;GO:0030335;GO:0031323;GO:0031325;GO:0031329;GO:0031331;GO:0031344;GO:0031346;GO:0031347;GO:0031349;GO:0031667;GO:0031960;GO:0032101;GO:0032103;GO:0032355;GO:0032496;GO:0032501;GO:0032502;GO:0032570;GO:0032571;GO:0032572;GO:0032868;GGO:0003824;GO:0004167;GO:0005488;GO:0005515;GO:0016853;GO:0016860;GO:0016862;GO:0016863;GO:0032403;GO:0050178GO:0005615;GO:0005634;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:00444645 71.3 0 323.31 4 0.38 0.556077 0.59 P30904;D3ZE63;D4A3P7;F1LTZ6Macrophage migration inhibitory factorMif;LOC679748 sp|P30904|MIF_RAT Macrophage migration inhibitory factor OS=Rattus norvegicus OX=10116 GN=Mif PE=1 SV=4;tr|D3ZE63|D3ZE63_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1
27.68 28.36 28.11 27.85 27.91 27.84 -0.19 biological regulation;cellular component disassembly;cellular component organization;cellular process;cytoskeleton organization;organelle organization;protein depolymerization;regulation of organelle organizationcell part;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;organelleAcetylation;Actin-binding;Completeproteome;Directproteinsequencing;Phosphoprotein;Referenceproteome;UblconjugationGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0008154;GO:0009987;GO:0010638;GO:0016043;GO:0022411;GO:0030029;GO:0030036;GO:0030042;GO:0030832;GO:0030834;GO:0030836;GO:0032535;GO:0032956;GO:0032970;GO:0032984;GO:0033043;GO:0034621;GO:0034623;GO:0043241;GO:0043243;GO:0043244;GO:0043624;GO:0043933;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051014;GO:0051128;GO:0051130;GO:0051261;GO:0051493;GO:0051495;GO:0065007;GO:0065008;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071845;GO:0090066GO:0005856;GO:0015629;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:004446417 80 0 212.76 2 0.39 0.533211 0.61 Q7M0E3;D4A315Destrin Dstn sp|Q7M0E3|DEST_RAT Destrin OS=Rattus norvegicus OX=10116 GN=Dstn PE=1 SV=3
27.80 26.90 28.00 27.15 27.72 27.26 -0.19 structural constituent of cytoskeleton;structural molecule activitybiological regulation;cellular component organization;cellular process;cytoskeleton organization;organelle organization;regulation of organelle organizationcell part;cell projection;cytoplasm;extracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleBacterial invasion of epithelial cells;Fc gamma R-mediated phagocytosis;Pathogenic Escherichia coli infection;Regulation of actin cytoskeleton;ShigellosisActin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Proteomicsidentification;ReferenceproteomeGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0009987;GO:0010638;GO:0016043;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0043254;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051493;GO:0051495;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0090066GO:0005198;GO:0005200GO:0005737;GO:0005885;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030027;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:007016110 62.9 0 120.41 1 0.19 0.731384 0.39 B2GV73 Actin-related protein 2/3 complex subunit 3Arpc3 tr|B2GV73|B2GV73_RAT Actin-related protein 2/3 complex subunit 3 OS=Rattus norvegicus OX=10116 GN=Arpc3 PE=1 SV=1
27.69 27.62 28.05 28.08 27.39 27.33 -0.19 adenyl nucleotide binding;adenyl ribonucleotide binding;aminoacyl-tRNA ligase activity;ATP binding;binding;catalytic activity;histidine-tRNA ligase activity;ligase activity;ligase activity, forming aminoacyl-tRNA and related compounds;ligase activity, forming carbon-oxygen bonds;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingamine metabolic process;biosynthetic process;cellular amino acid metabolic process;cellular component organization;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;mitochondrial translation;mitochondrion organization;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;organic acid metabolic process;primary metabolic process;protein metabolic process;RNA metabolic process;small molecule metabolic process;translation;tRNA aminoacylation for protein translation;tRNA metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleAminoacyl-tRNA biosynthesisAminoacyl-tRNAsynthetase;Completeproteome;Ligase;Proteomicsidentification;ReferenceproteomeGO:0006082;GO:0006139;GO:0006399;GO:0006412;GO:0006418;GO:0006427;GO:0006520;GO:0006807;GO:0006996;GO:0007005;GO:0008152;GO:0009058;GO:0009059;GO:0009308;GO:0009987;GO:0016043;GO:0016070;GO:0019538;GO:0019752;GO:0032543;GO:0034641;GO:0034645;GO:0034660;GO:0042180;GO:0043038;GO:0043039;GO:0043170;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0044281;GO:0071840;GO:0071841;GO:0071842;GO:0090304GO:0000166;GO:0003824;GO:0004812;GO:0004821;GO:0005488;GO:0005524;GO:0016874;GO:0016875;GO:0016876;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:00444645 11.6 0 14.232 2 0.28 0.635739 0.50 Q4QQV4;F1M9C9 Hars tr|Q4QQV4|Q4QQV4_RAT Dead end homolog 1 (Zebrafish) OS=Rattus norvegicus OX=10116 GN=Hars PE=1 SV=1
22.30 22.35 NaN 21.96 22.38 22.07 -0.19 binding;protein binding;protein complex binding;SNAP receptor activity;SNARE bindingcellular component organization;cellular membrane organization;cellular process;endosome transport;establishment of localization;exocytosis;membrane docking;membrane fusion;membrane organization;organelle fusion;organelle organization;protein transport;secretion;transport;vacuolar transport;vesicle organization;vesicle-mediated transportcell part;endomembrane system;endosome;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complexPhagosome;SNARE interactions in vesicular transportAcetylation;Coiledcoil;Completeproteome;Endosome;Membrane;Phosphoprotein;Referenceproteome;Transmembrane;TransmembranehelixGO:0006810;GO:0006886;GO:0006887;GO:0006906;GO:0006944;GO:0006996;GO:0007034;GO:0007041;GO:0008333;GO:0009987;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016079;GO:0016192;GO:0016197;GO:0022406;GO:0032940;GO:0045184;GO:0046903;GO:0046907;GO:0048278;GO:0048284;GO:0048489;GO:0051234;GO:0051649;GO:0061024;GO:0061025;GO:0071840;GO:0071841;GO:0071842GO:0000149;GO:0005484;GO:0005488;GO:0005515;GO:0032403GO:0005765;GO:0005768;GO:0005774;GO:0010008;GO:0012505;GO:0016020;GO:0016021;GO:0031090;GO:0031201;GO:0031224;GO:0031901;GO:0031902;GO:0032991;GO:0033267;GO:0043195;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044440;GO:0044444;GO:0044446;GO:0044456;GO:0044463;GO:00444646 31.8 0 40.966 3 0.48 0.464849 0.72 O70257;M0R930;A0A0G2K6Y9Syntaxin-7 Stx7;LOC100910446 sp|O70257|STX7_RAT Syntaxin-7 OS=Rattus norvegicus OX=10116 GN=Stx7 PE=1 SV=4;tr|M0R930|M0R930_RAT Syntaxin-7-like OS=Rattus norvegicus OX=10116 GN=LOC100910446 PE=3 SV=2;tr|A0A0G2K6Y9|A0A0G2K6Y9_RAT Syntaxin-7 OS=Rattus norvegicus OX=10116 GN=Stx7 PE=3 SV
29.02 29.57 30.02 29.29 29.26 29.48 -0.19 binding;catalytic activity;cis-trans isomerase activity;isomerase activity;peptide binding;peptidyl-prolyl cis-trans isomerase activity;protein binding;protein complex bindinganatomical structure development;biological regulation;cellular metabolic process;cellular process;developmental process;establishment of localization;macromolecule metabolic process;macromolecule modification;metabolic process;nuclear transport;peptidyl-amino acid modification;primary metabolic process;protein folding;protein metabolic process;protein modification process;regulation of protein stability;transportcell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;vesicleAcetylation;Completeproteome;Cyclosporin;Endoplasmicreticulum;Isomerase;Referenceproteome;Rotamase;Signal;S-nitrosylationGO:0000413;GO:0006457;GO:0006464;GO:0006810;GO:0008152;GO:0009987;GO:0010468;GO:0010608;GO:0018193;GO:0018208;GO:0019222;GO:0019538;GO:0031647;GO:0032502;GO:0040008;GO:0040014;GO:0040018;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045927;GO:0046907;GO:0048518;GO:0048856;GO:0050789;GO:0050821;GO:0051169;GO:0051234;GO:0051239;GO:0051240;GO:0051649;GO:0060255;GO:0060348;GO:0061077;GO:0065007;GO:0065008GO:0003755;GO:0003824;GO:0005488;GO:0005515;GO:0016853;GO:0016859;GO:0032403;GO:0042277GO:0005634;GO:0005783;GO:0005788;GO:0005790;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016023;GO:0030054;GO:0030055;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0048770;GO:0065010;GO:0070013;GO:0070062;GO:007016115 58.3 0 303.91 1 0.26 0.646972 0.49 P24368 Peptidyl-prolyl cis-trans isomerase B Ppib sp|P24368|PPIB_RAT Peptidyl-prolyl cis-trans isomerase B OS=Rattus norvegicus OX=10116 GN=Ppib PE=1 SV=3
28.74 27.81 28.51 28.02 28.15 28.30 -0.20 structural constituent of cytoskeleton;structural molecule activitybiological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;cytoskeleton organization;macromolecular complex assembly;organelle organization;protein complex assembly;protein polymerization;regulation of organelle organizationcell part;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleBacterial invasion of epithelial cells;Fc gamma R-mediated phagocytosis;Pathogenic Escherichia coli infection;Regulation of actin cytoskeleton;ShigellosisCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006461;GO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0008154;GO:0009987;GO:0010638;GO:0016043;GO:0022607;GO:0030029;GO:0030036;GO:0030041;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0034314;GO:0034621;GO:0034622;GO:0043254;GO:0043623;GO:0043933;GO:0044087;GO:0045010;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051128;GO:0051130;GO:0051258;GO:0051493;GO:0051495;GO:0065003;GO:0065007;GO:0065008;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090066GO:0005198;GO:0005200GO:0005885;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:007006210 70.8 0 323.31 1 0.27 0.636585 0.50 B2RZ72 Arpc4 tr|B2RZ72|B2RZ72_RAT Actin-related protein 2/3 complex subunit 4 OS=Rattus norvegicus OX=10116 GN=Arpc4 PE=1 SV=1
25.58 25.48 25.53 25.34 25.81 24.84 -0.20 binding;calcium ion binding;cation binding;DNA binding;G-protein alpha-subunit binding;ion binding;metal ion binding;nucleic acid binding;protein bindingcell part;cytoplasm;cytoplasmic membrane-bounded vesicle;cytoskeleton;endoplasmic reticulum;endosome;extracellular organelle;extracellular region;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;vesicleCalcium;Coiledcoil;Completeproteome;Cytoplasm;DNA-binding;Golgiapparatus;Membrane;Metal-binding;Phosphoprotein;Referenceproteome;Repeat;SignalGO:0001965;GO:0003676;GO:0003677;GO:0005488;GO:0005509;GO:0005515;GO:0043167;GO:0043169;GO:0046872GO:0000139;GO:0005576;GO:0005615;GO:0005634;GO:0005737;GO:0005768;GO:0005769;GO:0005783;GO:0005791;GO:0005793;GO:0005794;GO:0005798;GO:0005801;GO:0005802;GO:0005856;GO:0015630;GO:0016020;GO:0016023;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032580;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006217 43.8 0 113.83 1 0.28 0.630025 0.51 Q63083 Nucleobindin-1 Nucb1 sp|Q63083|NUCB1_RAT Nucleobindin-1 OS=Rattus norvegicus OX=10116 GN=Nucb1 PE=1 SV=1
23.87 24.26 23.86 23.34 23.42 24.64 -0.20 binding;epidermal growth factor receptor binding;growth factor receptor binding;insulin receptor substrate binding;phosphoprotein binding;phosphotyrosine binding;protein binding;protein domain specific binding;protein phosphorylated amino acid binding;receptor binding;SH3 domain bindingaging;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell differentiation;cellular component assembly;cellular component organization;cellular membrane organization;cellular metabolic process;cellular process;developmental process;endocytosis;establishment of localization;macromolecular complex assembly;macromolecule metabolic process;membrane invagination;membrane organization;metabolic process;multicellular organismal process;protein complex assembly;regulation of organelle organization;response to abiotic stimulus;response to chemical stimulus;response to DNA damage stimulus;response to endogenous stimulus;response to stimulus;response to stress;signal transduction;transport;vesicle-mediated transportcell part;cytoplasm;cytosol;endosome;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleolus;nucleoplasm;nucleus;organelle;protein complex;vesicleAcute myeloid leukemia;B cell receptor signaling pathway;Chemokine signaling pathway;Chronic myeloid leukemia;Dorso-ventral axis formation;Endometrial cancer;ErbB signaling pathway;Fc epsilon RI signaling pathway;Focal adhesion;Gap junction;Glioma;GnRH signaling pathway;Hepatitis C;Insulin signaling pathway;Jak-STAT signaling pathway;MAPK signaling pathway;MAPK signaling pathway - fly;Natural killer cell mediated cytotoxicity;Neurotrophin signaling pathway;Non-small cell lung cancer;Osteoclast differentiation;Pathways in cancer;Prostate cancer;Renal cell carcinoma;T cell receptor signaling pathwayAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Directproteinsequencing;Endosome;Golgiapparatus;Nucleus;Phosphoprotein;Referenceproteome;Repeat;SH2domain;SH3domainGO:0001763;GO:0002009;GO:0006461;GO:0006810;GO:0006897;GO:0006898;GO:0006950;GO:0006974;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007264;GO:0007265;GO:0007568;GO:0008064;GO:0008152;GO:0008286;GO:0009314;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010212;GO:0010324;GO:0010627;GO:0010638;GO:0010646;GO:0010647;GO:0016043;GO:0016044;GO:0016192;GO:0019222;GO:0022607;GO:0023051;GO:0023056;GO:0030154;GO:0030832;GO:0030833;GO:0030838;GO:0031323;GO:0031325;GO:0031334;GO:0031623;GO:0032271;GO:0032273;GO:0032501;GO:0032502;GO:0032535;GO:0032868;GO:0032869;GO:0032870;GO:0032956;GO:0032970;GO:0033043;GO:0033554;GO:0035556;GO:0042221;GO:0042770;GO:0043112;GO:0043170;GO:0043254;GO:0043408;GO:0043434;GO:0043933;GO:0044087;GO:0044237;GO:0044260;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0048598;GO:0048646;GO:0048729;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051128;GO:0051130;GO:0051234;GO:0051259;GO:0051291;GO:0051493;GO:0051495;GO:0051716;GO:0060670;GGO:0001784;GO:0005102;GO:0005154;GO:0005488;GO:0005515;GO:0017124;GO:0019904;GO:0043560;GO:0045309;GO:0051219;GO:0070851GO:0005634;GO:0005654;GO:0005730;GO:0005737;GO:0005768;GO:0005794;GO:0005829;GO:0005911;GO:0008180;GO:0012506;GO:0016020;GO:0030054;GO:0031090;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:00704367 36.9 0 21.191 2 0.17 0.744773 0.37 P62994;Q63058Growth factor receptor-bound protein 2Grb2 sp|P62994|GRB2_RAT Growth factor receptor-bound protein 2 OS=Rattus norvegicus OX=10116 GN=Grb2 PE=1 SV=1
25.96 26.12 26.39 26.07 26.10 25.70 -0.20 biological regulation;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to stimulus;response to stressextracellular organelle;organelle;vesicleChagas disease (American trypanosomiasis);Complement and coagulation cascades;Prion diseases;Staphylococcus aureus infection;Systemic lupus erythematosusCollagen;Complementpathway;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydroxylation;Immunity;Innateimmunity;Referenceproteome;Repeat;Secreted;SignalGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0008152;GO:0019538;GO:0043170;GO:0044238;GO:0045087;GO:0048518;GO:0048583;GO:0048584;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0065007;GO:0072376GO:0005581;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044420;GO:0044421;GO:0065010;GO:00700626 32.7 0 68.61 1 0.48 0.456007 0.71 P31720 Complement C1q subcomponent subunit AC1qa sp|P31720|C1QA_RAT Complement C1q subcomponent subunit A OS=Rattus norvegicus OX=10116 GN=C1qa PE=1 SV=2
25.44 25.04 25.49 24.98 25.31 25.07 -0.20 5S rRNA binding;binding;nucleic acid binding;RNA binding;rRNA binding;structural constituent of ribosome;structural molecule activitybiological regulation;biosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to chemical stimulus;response to stimulus;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;protein complex;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;rRNA-bindingGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0010035;GO:0010921;GO:0010922;GO:0019220;GO:0019222;GO:0019538;GO:0031323;GO:0034645;GO:0035303;GO:0042221;GO:0043085;GO:0043170;GO:0044093;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051174;GO:0051336;GO:0051345;GO:0051716;GO:0065007;GO:0065009;GO:0070887;GO:0071241GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0008097;GO:0019843GO:0005730;GO:0005840;GO:0017101;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:004446412 41.4 0 48.067 2 0.51 0.430954 0.74 P09895;D3ZHP860S ribosomal protein L5 Rpl5;Rpl5l1 sp|P09895|RL5_RAT 60S ribosomal protein L5 OS=Rattus norvegicus OX=10116 GN=Rpl5 PE=1 SV=3;tr|D3ZHP8|D3ZHP8_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=1 SV=1
25.51 26.88 26.48 26.07 26.10 NaN -0.21 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;translational elongationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006414;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0034645;GO:0043170;GO:0044237;GO:0044249;GO:0044260GO:0003735;GO:0005198GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:00444643 74.6 0 67.504 2 0.14 0.769868 0.33 P19944;A0A0H2UHJ360S acidic ribosomal protein P1 Rplp1 sp|P19944|RLA1_RAT 60S acidic ribosomal protein P1 OS=Rattus norvegicus OX=10116 GN=Rplp1 PE=3 SV=1
28.80 28.83 29.32 28.74 28.60 28.98 -0.21 actin binding;binding;binding, bridging;cytoskeletal protein binding;protein binding;protein binding, bridgingcell part;cell surface;cytoplasm;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelleLeukocyte transendothelial migration;Measles;Regulation of actin cytoskeletonAcetylation;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Membrane;Phosphoprotein;Proteomicsidentification;Referenceproteome;S-nitrosylationGO:0003779;GO:0005488;GO:0005515;GO:0008092;GO:0030674;GO:0060090GO:0005737;GO:0005856;GO:0009898;GO:0009986;GO:0012506;GO:0016020;GO:0016324;GO:0019898;GO:0030315;GO:0030659;GO:0030667;GO:0031090;GO:0031253;GO:0031527;GO:0031528;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044425;GO:0044433;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0051286;GO:006018741 61.1 0 323.31 3 0.45 0.460559 0.70 A0A1W2Q6E9;A0A096MK30;O35763Moesin Msn tr|A0A1W2Q6E9|A0A1W2Q6E9_RAT Moesin OS=Rattus norvegicus OX=10116 GN=Msn PE=1 SV=1;tr|A0A096MK30|A0A096MK30_RAT Moesin OS=Rattus norvegicus OX=10116 GN=Msn PE=1 SV=1;sp|O35763|MOES_RAT Moesin OS=Rattus norvegicus OX=10116 GN=Msn PE=1 SV=3
33.68 33.66 33.58 33.48 33.30 33.50 -0.21 binding;G-protein-coupled receptor binding;molecular transducer activity;mu-type opioid receptor binding;opioid receptor binding;protein binding;protein complex binding;receptor binding;signal transducer activity;SMAD bindinganatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;biosynthetic process;cell adhesion;cell morphogenesis;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular localization;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cytoskeleton organization;developmental process;endosome transport;establishment of localization;localization;macromolecule metabolic process;membrane organization;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle assembly;organelle organization;primary metabolic process;regulation of protein stability;regulation of transport;response to stimulus;RNA metabolic process;signal transduction;transcription from RNA polymerase II promoter;transport;vesicle-mediated transportcell body;cell part;cytoskeleton;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuronal cell body;nucleus;organelle;plasma membrane;protein complex;vesicleFocal adhesion;MAPK signaling pathwayActin-binding;Completeproteome;Proteomicsidentification;Referenceproteome;RepeatGO:0000226;GO:0000902;GO:0000904;GO:0001837;GO:0006139;GO:0006140;GO:0006351;GO:0006355;GO:0006366;GO:0006807;GO:0006810;GO:0006996;GO:0007010;GO:0007015;GO:0007017;GO:0007051;GO:0007052;GO:0007155;GO:0007165;GO:0007166;GO:0007186;GO:0007187;GO:0007188;GO:0007193;GO:0007194;GO:0007195;GO:0007212;GO:0008104;GO:0008152;GO:0009058;GO:0009059;GO:0009299;GO:0009653;GO:0009889;GO:0009892;GO:0009894;GO:0009895;GO:0009966;GO:0009967;GO:0009987;GO:0010468;GO:0010556;GO:0010605;GO:0010608;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0010927;GO:0016043;GO:0016044;GO:0016070;GO:0016192;GO:0016197;GO:0016337;GO:0019219;GO:0019222;GO:0019932;GO:0019933;GO:0019935;GO:0022402;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0030029;GO:0030030;GO:0030031;GO:0030036;GO:0030799;GO:0030802;GO:0030808;GO:0030814;GO:0030817;GO:0031279;GO:0031280;GO:0031323;GO:0031326;GO:0031532;GO:0031647;GO:0032386;GO:0032388;GO:0032502;GO:0032507;GO:0032774;GO:0032879;GO:0032880;GO:0032989;GO:0033036;GO:0033157;GO:0034109;GO:0034394;GO:0034613;GGO:0001664;GO:0004871;GO:0005102;GO:0005488;GO:0005515;GO:0031628;GO:0031852;GO:0032403;GO:0046332;GO:0060089GO:0005634;GO:0005802;GO:0005829;GO:0005856;GO:0005884;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0015629;GO:0016020;GO:0030054;GO:0030055;GO:0030863;GO:0031523;GO:0031982;GO:0031988;GO:0032991;GO:0043025;GO:0043198;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044430;GO:0044431;GO:0044444;GO:0044446;GO:0044448;GO:0044463;GO:0044464;GO:0048471;GO:0065010;GO:0070062;GO:0070161146 71 0 323.31 1 1.39 0.166705 1.24 C0JPT7 Flna tr|C0JPT7|C0JPT7_RAT Filamin A OS=Rattus norvegicus OX=10116 GN=Flna PE=1 SV=1
22.60 22.07 NaN 22.25 21.88 22.23 -0.21 binding;protein binding;protein domain specific bindinganatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell morphogenesis;cell motility;cellular component assembly;cellular component morphogenesis;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;developmental process;establishment or maintenance of cell polarity;locomotion;macromolecular complex assembly;organelle organization;protein complex assembly;response to chemical stimulus;response to external stimulus;response to stimuluscell part;cell projection;cytoplasm;cytoskeleton;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;plasma membrane;protein complexFocal adhesionAcetylation;Actin-binding;Angiogenesis;Celladhesion;Celljunction;Cellmembrane;Cellshape;Chemotaxis;Ciliumbiogenesis/degradation;Completeproteome;Cytoplasm;Cytoskeleton;Membrane;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0000902;GO:0000904;GO:0001525;GO:0002040;GO:0003148;GO:0006461;GO:0006928;GO:0006935;GO:0006996;GO:0007010;GO:0007155;GO:0007163;GO:0008360;GO:0009605;GO:0009653;GO:0009987;GO:0014812;GO:0014909;GO:0016043;GO:0016337;GO:0016477;GO:0022603;GO:0022604;GO:0022607;GO:0022610;GO:0030029;GO:0030030;GO:0030036;GO:0031532;GO:0031589;GO:0032502;GO:0032989;GO:0032990;GO:0034113;GO:0034446;GO:0040011;GO:0042221;GO:0042330;GO:0043933;GO:0048646;GO:0048858;GO:0048869;GO:0048870;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051128;GO:0051259;GO:0051291;GO:0051716;GO:0060271;GO:0060326;GO:0060411;GO:0065003;GO:0065007;GO:0065008;GO:0070252;GO:0070887;GO:0071670;GO:0071822;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005515;GO:0019904GO:0005634;GO:0005737;GO:0005856;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0015629;GO:0016020;GO:0030018;GO:0030027;GO:0030054;GO:0030055;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:0044464;GO:00701615 16.9 0 14.843 2 0.34 0.556792 0.61 G3V818;Q9HB97Alpha-parvin Parva tr|G3V818|G3V818_RAT Alpha-parvin OS=Rattus norvegicus OX=10116 GN=Parva PE=1 SV=1;sp|Q9HB97|PARVA_RAT Alpha-parvin OS=Rattus norvegicus OX=10116 GN=Parva PE=1 SV=2
29.67 29.60 29.42 29.42 29.22 29.40 -0.21 cell differentiation;cellular component organization;cellular process;cytoskeleton organization;developmental process;organelle organizationFocal adhesion;MAPK signaling pathwayActin-binding;Completeproteome;Proteomicsidentification;Referenceproteome;RepeatGO:0006996;GO:0007010;GO:0009987;GO:0016043;GO:0030029;GO:0030036;GO:0030154;GO:0032502;GO:0048869;GO:0071840;GO:0071841;GO:0071842117 57.7 0 323.31 2 1.02 0.218045 1.08 D4A8D5;A0A0G2JXT8 Flnb tr|D4A8D5|D4A8D5_RAT Filamin B OS=Rattus norvegicus OX=10116 GN=Flnb PE=1 SV=1;tr|A0A0G2JXT8|A0A0G2JXT8_RAT Filamin B OS=Rattus norvegicus OX=10116 GN=Flnb PE=1 SV=1
27.83 27.49 27.20 27.06 27.27 27.53 -0.22 arylsulfatase activity;binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;metal ion binding;N-acetylgalactosamine-4-sulfatase activity;sulfuric ester hydrolase activityanatomical structure development;autophagy;biological regulation;catabolic process;cellular metabolic process;cellular process;developmental process;metabolic process;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimuluscell part;cell surface;endoplasmic reticulum;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;mitochondrion;organelle;vacuole;vesicleGlycosaminoglycan degradation;LysosomeCalcium;Completeproteome;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Metal-binding;Mucopolysaccharidosis;ReferenceproteomeGO:0006914;GO:0007417;GO:0007584;GO:0008152;GO:0009056;GO:0009268;GO:0009605;GO:0009628;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010632;GO:0010975;GO:0010976;GO:0030334;GO:0031344;GO:0031346;GO:0031667;GO:0032502;GO:0032879;GO:0040012;GO:0042221;GO:0043627;GO:0044237;GO:0044248;GO:0045595;GO:0045664;GO:0048518;GO:0048522;GO:0048545;GO:0048731;GO:0048856;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051128;GO:0051130;GO:0051239;GO:0051270;GO:0051597;GO:0051960;GO:0060284;GO:0065007;GO:2000026;GO:2000145GO:0003824;GO:0003943;GO:0004065;GO:0005488;GO:0008484;GO:0016787;GO:0016788;GO:0043167;GO:0043169;GO:0046872GO:0000323;GO:0005739;GO:0005764;GO:0005773;GO:0005783;GO:0005791;GO:0005794;GO:0009986;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006213 22.7 0 101.42 1 0.42 0.476271 0.68 P50430 Arylsulfatase B Arsb sp|P50430|ARSB_RAT Arylsulfatase B OS=Rattus norvegicus OX=10116 GN=Arsb PE=2 SV=2
25.60 25.24 25.99 25.31 25.45 25.39 -0.23 binding;nucleic acid binding;RNA binding;rRNA binding;structural constituent of ribosome;structural molecule activitybiological regulation;biosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;regulation of translation;ribosome biogenesis;translationcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunit;vesicleRibosome Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;rRNA-bindingGO:0006412;GO:0006417;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0019222;GO:0019538;GO:0022613;GO:0031323;GO:0031326;GO:0032268;GO:0034645;GO:0042254;GO:0043170;GO:0044085;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0050789;GO:0050794;GO:0051246;GO:0060255;GO:0065007;GO:0071840;GO:0071841;GO:0071843;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0019843GO:0005634;GO:0005829;GO:0005840;GO:0005912;GO:0005924;GO:0005925;GO:0015935;GO:0016020;GO:0022627;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:00701617 39.1 0 25.774 6 0.44 0.459002 0.70 M0R5K9;A0A0H2UHT6;D3ZM33;P62271;A0A0G2KA79;D3ZAU640S ribosomal protein S18 LOC100912024;LOC100362298;Rps18;RGD1561919tr|M0R5K9|M0R5K9_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1;tr|A0A0H2UHT6|A0A0H2UHT6_RAT 40S ribosomal protein S18 OS=Rattus norvegicus OX=10116 GN=Rps18 PE=1 SV=1;tr|D3ZM33|D3ZM33_RAT Uncharacterized protein OS=Rattus norvegicus O
23.28 23.59 24.03 24.05 23.06 23.11 -0.23 establishment of localization;immune system process;nuclear transport;nucleocytoplasmic transport;protein targeting;protein transport;response to stimulus;response to stress;transportcell part;cytoplasm;membrane;nucleoplasmCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0002376;GO:0006605;GO:0006606;GO:0006810;GO:0006886;GO:0006913;GO:0006950;GO:0006952;GO:0006955;GO:0015031;GO:0017038;GO:0045087;GO:0045184;GO:0046907;GO:0050896;GO:0051169;GO:0051170;GO:0051234;GO:0051649GO:0005654;GO:0005737;GO:0016020;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:004446411 14.5 0 43.949 1 0.23 0.663163 0.47 D4AE96 Ipo7 tr|D4AE96|D4AE96_RAT Importin 7 OS=Rattus norvegicus OX=10116 GN=Ipo7 PE=1 SV=1
24.78 24.97 24.16 23.10 23.50 26.63 -0.23 binding;catalytic activity;enzyme regulator activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindinganatomical structure formation involved in morphogenesis;biological regulation;cell division;cellular component assembly;cellular component organization;cellular process;developmental process;metabolic process;mitosis;nuclear division;organelle fission;organelle organization;regulation of transport;response to stimulus;signal transductioncell part;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;midbody;nucleolus;nucleoplasm;organelle;protein complex;synapse;vesicleAcetylation;Cellcycle;Celldivision;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Membrane;Mitosis;Nucleotide-binding;Phosphoprotein;ReferenceproteomeGO:0000280;GO:0002036;GO:0006996;GO:0007067;GO:0007165;GO:0007166;GO:0007224;GO:0008152;GO:0009987;GO:0010927;GO:0016043;GO:0022402;GO:0022403;GO:0022607;GO:0030030;GO:0030031;GO:0031175;GO:0032502;GO:0032879;GO:0032880;GO:0032890;GO:0042384;GO:0043269;GO:0044070;GO:0048285;GO:0048646;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051301;GO:0051716;GO:0051952;GO:0051955;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0030234;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000145;GO:0005654;GO:0005730;GO:0005819;GO:0005856;GO:0015629;GO:0030496;GO:0031253;GO:0031982;GO:0031988;GO:0032154;GO:0032155;GO:0032991;GO:0035869;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044441;GO:0044444;GO:0044446;GO:0044448;GO:0044459;GO:0044463;GO:0044464;GO:0045202;GO:0048471;GO:0060170;GO:0065010;GO:007006212 43.8 0 106.32 1 0.07 0.863047 0.19 Q91Y81 Septin-2 44076 sp|Q91Y81|SEPT2_RAT Septin-2 OS=Rattus norvegicus OX=10116 GN=Sept2 PE=1 SV=1
25.41 24.89 25.72 24.94 25.30 25.08 -0.23 binding;catalytic activity;enzyme binding;heat shock protein binding;Hsp90 protein binding;intramolecular oxidoreductase activity;isomerase activity;p53 binding;prostaglandin-E synthase activity;protein binding;unfolded protein bindingbiological regulation;biosynthetic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;multicellular organismal process;neurological system process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell body;cell part;cell projection;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;neuronal cell body;organelle;protein complexAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Fattyacidbiosynthesis;Fattyacidmetabolism;Isomerase;Lipidbiosynthesis;Lipidmetabolism;Phosphoprotein;Prostaglandinbiosynthesis;Prostaglandinmetabolism;ReferenceproteomeGO:0001516;GO:0003008;GO:0006082;GO:0006629;GO:0006631;GO:0006633;GO:0006636;GO:0006690;GO:0006692;GO:0006693;GO:0007600;GO:0008152;GO:0008610;GO:0009058;GO:0009893;GO:0009987;GO:0010468;GO:0010604;GO:0010628;GO:0010941;GO:0016053;GO:0019222;GO:0019233;GO:0019752;GO:0032501;GO:0032787;GO:0033559;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044281;GO:0044283;GO:0046394;GO:0046456;GO:0046457;GO:0048518;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050877;GO:0060255;GO:0060548;GO:0065007GO:0002039;GO:0003824;GO:0005488;GO:0005515;GO:0016853;GO:0016860;GO:0019899;GO:0031072;GO:0050220;GO:0051082;GO:0051879GO:0005884;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044297;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:00484717 41.9 0 72.021 2 0.37 0.509284 0.64 P83868;Q5PQL9Prostaglandin E synthase 3 Ptges3 sp|P83868|TEBP_RAT Prostaglandin E synthase 3 OS=Rattus norvegicus OX=10116 GN=Ptges3 PE=1 SV=2
25.64 25.76 25.62 25.44 25.67 25.17 -0.25 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444647 70.5 0 148.25 6 0.77 0.261015 1.00 Q6PDW1;D3ZHB3;P63324;D3ZG05;D3ZV36;D3ZEB840S ribosomal protein S12 LOC100359593;LOC100360573;Rps12tr|Q6PDW1|Q6PDW1_RAT 40S ribosomal protein S12 OS=Rattus norvegicus OX=10116 GN=Rps12 PE=1 SV=1;tr|D3ZHB3|D3ZHB3_RAT 40S ribosomal protein S12 OS=Rattus norvegicus OX=10116 GN=LOC100360573 PE=3 SV=3;sp|P63324|RS12_RAT 40S ribosomal protein S12 OS=Rattus no
29.96 30.27 30.02 29.76 30.30 29.44 -0.25 bisphosphoglycerate 2-phosphatase activity;bisphosphoglycerate mutase activity;bisphosphoglycerate phosphatase activity;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;intramolecular transferase activity;intramolecular transferase activity, phosphotransferases;isomerase activity;phosphatase activity;phosphoglycerate mutase activity;phosphoric ester hydrolase activityalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;generation of precursor metabolites and energy;metabolic process;primary metabolic process;small molecule metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleGlycolysis / Gluconeogenesis;Methane metabolismAcetylation;Completeproteome;Directproteinsequencing;Glycolysis;Hydrolase;Isomerase;Phosphoprotein;ReferenceproteomeGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0019318;GO:0019320;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365GO:0003824;GO:0004082;GO:0004083;GO:0004619;GO:0016787;GO:0016788;GO:0016791;GO:0016853;GO:0016866;GO:0016868;GO:0034416;GO:0042578GO:0005634;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:004446420 72.4 0 323.31 2 0.39 0.475755 0.68 P25113;F1M1Y1Phosphoglycerate mutase 1 Pgam1 sp|P25113|PGAM1_RAT Phosphoglycerate mutase 1 OS=Rattus norvegicus OX=10116 GN=Pgam1 PE=1 SV=4
27.76 26.46 28.44 27.52 27.55 26.84 -0.25 binding;catalytic activity;coenzyme binding;cofactor binding;L-malate dehydrogenase activity;malate dehydrogenase activity;NAD binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptorcarbohydrate metabolic process;catabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;centrosome;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;microtubule organizing center;mitochondrion;organelle;vesicleCarbon fixation in photosynthetic organisms;Citrate cycle (TCA cycle);Glyoxylate and dicarboxylate metabolism;Proximal tubule bicarbonate reclamation;Pyruvate metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;NAD;Oxidoreductase;Phosphoprotein;Referenceproteome;Tricarboxylicacidcycle;UblconjugationGO:0005975;GO:0006082;GO:0006084;GO:0006099;GO:0006107;GO:0006108;GO:0006139;GO:0006732;GO:0006733;GO:0006734;GO:0006753;GO:0006807;GO:0008152;GO:0009056;GO:0009109;GO:0009117;GO:0009987;GO:0019362;GO:0019674;GO:0019752;GO:0034641;GO:0042180;GO:0043436;GO:0043648;GO:0044237;GO:0044238;GO:0044248;GO:0044281;GO:0046356;GO:0046483;GO:0046496;GO:0051186;GO:0051187;GO:0055086;GO:0072524GO:0000166;GO:0003824;GO:0005488;GO:0016491;GO:0016614;GO:0016615;GO:0016616;GO:0030060;GO:0048037;GO:0050662;GO:0051287GO:0005615;GO:0005739;GO:0005813;GO:0005815;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006213 48.8 0 250.4 1 0.15 0.754746 0.35 O88989 Malate dehydrogenase, cytoplasmic Mdh1 sp|O88989|MDHC_RAT Malate dehydrogenase, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Mdh1 PE=1 SV=3
24.49 24.73 24.33 24.28 24.22 24.28 -0.26 binding;nucleic acid binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activityRNA transportCompleteproteome;Initiationfactor;Proteinbiosynthesis;Proteomicsidentification;ReferenceproteomeGO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135 6 34 0 34.113 1 1.01 0.187057 1.17 B5DF60 Eif1ax tr|B5DF60|B5DF60_RAT Eukaryotic translation initiation factor 1A, X-linked OS=Rattus norvegicus OX=10116 GN=Eif1ax PE=1 SV=1
28.62 28.49 28.43 28.29 28.08 28.41 -0.26 ankyrin binding;binding;cytoskeletal protein binding;protein bindinganatomical structure development;cell development;cellular process;developmental processcell part;cytoplasm;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membraneFocal adhesion;MAPK signaling pathwayActin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Membrane;Phosphoprotein;Referenceproteome;Repeat;UblconjugationGO:0009987;GO:0032502;GO:0048468;GO:0048747;GO:0048856;GO:0048869;GO:0055001;GO:0055002GO:0005488;GO:0005515;GO:0008092;GO:0030506GO:0005737;GO:0005856;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016528;GO:0030018;GO:0030054;GO:0030055;GO:0042383;GO:0043034;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:0044464;GO:007016192 44.4 0 323.31 2 1.07 0.176543 1.21 A0A0H2UHR7;D3ZHA0Filamin-C Flnc tr|A0A0H2UHR7|A0A0H2UHR7_RAT Filamin-C OS=Rattus norvegicus OX=10116 GN=Flnc PE=1 SV=1;sp|D3ZHA0|FLNC_RAT Filamin-C OS=Rattus norvegicus OX=10116 GN=Flnc PE=1 SV=1
28.92 28.75 29.21 28.53 28.77 28.80 -0.26 adenyl nucleotide binding;adenyl ribonucleotide binding;ADP binding;ATP binding;ATPase activity;ATPase activity, coupled;binding;catalytic activity;glycolipid binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;lipid binding;nucleoside-triphosphatase activity;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;receptor binding;ribonucleotide binding;unfolded protein bindinganatomical structure development;biological regulation;biosynthetic process;cell development;cellular component disassembly;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromosome organization;developmental process;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;multicellular organismal development;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;protein folding;protein metabolic process;regulation of cell cycle;regulation of protein modification process;RNA metabolic process;RNA processing;RNA splicingcell body;cell part;cell projection;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;neuron projection;neuronal cell body;nucleolus;nucleus;organelle;plasma membrane;protein complex;ribonucleoprotein complex;spliceosomal complex;vesicleAntigen processing and presentation;Endocytosis;MAPK signaling pathway;Measles;Protein processing in endoplasmic reticulum;Spliceosome;Toxoplasmosis3D-structure;Acetylation;ATP-binding;Cellmembrane;Chaperone;Completeproteome;Cytoplasm;Developmentalprotein;Differentiation;Directproteinsequencing;Membrane;Methylation;mRNAprocessing;mRNAsplicing;Nucleotide-binding;Nucleus;Phosphoprotein;Referenceproteome;Repressor;Spermatogenesis;Spliceosome;Stressresponse;Transcription;Transcriptionregulation;UblconjugationGO:0000079;GO:0001932;GO:0003006;GO:0006139;GO:0006351;GO:0006355;GO:0006396;GO:0006397;GO:0006457;GO:0006458;GO:0006807;GO:0006996;GO:0007127;GO:0007141;GO:0007275;GO:0007281;GO:0007286;GO:0008152;GO:0008380;GO:0009058;GO:0009059;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0016043;GO:0016070;GO:0016071;GO:0019219;GO:0019220;GO:0019222;GO:0019538;GO:0022402;GO:0022403;GO:0022411;GO:0022414;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0031399;GO:0031660;GO:0031662;GO:0032268;GO:0032501;GO:0032502;GO:0032774;GO:0033674;GO:0034641;GO:0034645;GO:0042026;GO:0042325;GO:0043085;GO:0043170;GO:0043549;GO:0044087;GO:0044093;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0045737;GO:0045787;GO:0045859;GO:0045860;GO:0045892;GO:0045934;GO:0048468;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048610;GO:0048856;GO:0048869;GO:0050789;GO:0050790;GO:0050794;GO:0051084;GO:0051085;GO:0051128;GO:0051129;GO:0051171;GO:0051172;GO:0051174;GO:0051246;GO:0051252;GGO:0000166;GO:0003824;GO:0005102;GO:0005488;GO:0005515;GO:0005524;GO:0008289;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042623;GO:0043531;GO:0051082;GO:0051861GO:0000795;GO:0000974;GO:0001673;GO:0005634;GO:0005681;GO:0005730;GO:0005737;GO:0005739;GO:0005829;GO:0005886;GO:0008021;GO:0009986;GO:0016020;GO:0016023;GO:0030135;GO:0030136;GO:0030529;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0042470;GO:0042995;GO:0043005;GO:0043025;GO:0043073;GO:0043195;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044444;GO:0044446;GO:0044454;GO:0044456;GO:0044463;GO:0044464;GO:0048770;GO:0065010;GO:0070062;GO:007256229 50.8 0 323.31 8 0.75 0.25845 1.00 P63018;D4A4S3;M0RCB1;M0R8M9;F1LZI1;A0A0G2JVI3;A0A0G2JUT0;P14659Heat shock cognate 71 kDa protein Hspa8;LOC102549957;LOC680121sp|P63018|HSP7C_RAT Heat shock cognate 71 kDa protein OS=Rattus norvegicus OX=10116 GN=Hspa8 PE=1 SV=1;tr|D4A4S3|D4A4S3_RAT Heat shock cognate 71 kDa protein OS=Rattus norvegicus OX=10116 GN=Hspa8 PE=3 SV=3;tr|M0RCB1|M0RCB1_RAT Uncharacterized protein OS=R
26.63 26.51 26.45 26.18 26.39 26.24 -0.26 acid-amino acid ligase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;chromatin binding;enzyme binding;ligase activity;ligase activity, forming carbon-nitrogen bonds;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;small conjugating protein ligase activity;ubiquitin protein ligase binding;ubiquitin-protein ligase activitycatabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;DNA metabolic process;DNA repair;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic process;response to DNA damage stimulus;response to stimulus;response to stresscell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;ubiquitin conjugating enzyme complex;ubiquitin ligase complexUbiquitin mediated proteolysisAcetylation;ATP-binding;Completeproteome;Directproteinsequencing;DNAdamage;DNArepair;Isopeptidebond;Ligase;Nucleotide-binding;Referenceproteome;Ublconjugation;UblconjugationpathwayGO:0000209;GO:0006139;GO:0006259;GO:0006281;GO:0006301;GO:0006464;GO:0006508;GO:0006511;GO:0006513;GO:0006807;GO:0006950;GO:0006974;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0016567;GO:0019538;GO:0019941;GO:0032446;GO:0033554;GO:0034641;GO:0035519;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0044314;GO:0050896;GO:0051603;GO:0051716;GO:0051865;GO:0070534;GO:0070647;GO:0070936;GO:0070979;GO:0085020;GO:0090304GO:0000166;GO:0003682;GO:0003824;GO:0004842;GO:0005488;GO:0005515;GO:0005524;GO:0016874;GO:0016879;GO:0016881;GO:0017076;GO:0019787;GO:0019899;GO:0030554;GO:0031625;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0000151;GO:0005634;GO:0005737;GO:0031371;GO:0032991;GO:0035370;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:00444648 53.3 0 39.46 2 1.47 0.112423 1.44 Q9EQX9;G3V6M7Ubiquitin-conjugating enzyme E2 N Ube2n sp|Q9EQX9|UBE2N_RAT Ubiquitin-conjugating enzyme E2 N OS=Rattus norvegicus OX=10116 GN=Ube2n PE=1 SV=1
24.52 24.79 25.12 24.87 24.54 24.23 -0.26 binding;carbohydrate binding;chromatin binding;core promoter proximal region DNA binding;core promoter proximal region sequence-specific DNA binding;DNA binding;glycosaminoglycan binding;heparin binding;nucleic acid binding;nucleic acid binding transcription factor activity;nucleotide binding;pattern binding;polysaccharide binding;regulatory region DNA binding;regulatory region nucleic acid binding;RNA polymerase II core promoter proximal region sequence-specific DNA binding;RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity;RNA polymerase II core promoter proximal region sequence-specific DNA binding transcription factor activity involved in negative regulation of transcription;RNA polymerase II regulatory region DNA binding;RNA polymerase II regulatory region sequence-specific DNA binding;sequence-specific DNA binding;sequence-specific DNA binding RNA polymerase II transcription factor activity;sequence-specific DNA binding transcription factor activibiological regulation;biosynthetic process;cellular localization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;localization;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;nucleoplasm;nucleus;organelle3D-structure;Acetylation;Alternativesplicing;Coiledcoil;Completeproteome;Cytoplasm;Directproteinsequencing;DNA-binding;Growthfactor;Heparin-binding;Isopeptidebond;Nucleotide-binding;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repressor;Transcription;Transcriptionregulation;UblconjugationGO:0000122;GO:0001558;GO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006807;GO:0008104;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010604;GO:0010605;GO:0010628;GO:0010629;GO:0016070;GO:0019219;GO:0019222;GO:0030307;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0032774;GO:0033036;GO:0033365;GO:0034504;GO:0034613;GO:0034641;GO:0034645;GO:0040008;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0045892;GO:0045893;GO:0045927;GO:0045934;GO:0045935;GO:0045944;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050789;GO:0050794;GO:0051128;GO:0051171;GO:0051172;GO:0051173;GO:0051179;GO:0051252;GO:0051253;GO:0051254;GO:0051641;GO:0060255;GO:0065007;GO:0070727;GO:0080090;GO:0090304;GO:2000112;GO:2000113GO:0000166;GO:0000975;GO:0000976;GO:0000977;GO:0000978;GO:0000981;GO:0000982;GO:0000987;GO:0001012;GO:0001067;GO:0001071;GO:0001078;GO:0001159;GO:0001871;GO:0003676;GO:0003677;GO:0003682;GO:0003700;GO:0005488;GO:0005539;GO:0008201;GO:0030246;GO:0030247;GO:0043565;GO:0044212GO:0005634;GO:0005654;GO:0005737;GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:004446411 46.8 0 48.303 6 0.45 0.431687 0.74 Q8VHK7;F1LPC7;M0R3J6;Q566D6;A0A0G2JYC7;Q925G1Hepatoma-derived growth factor Hdgf sp|Q8VHK7|HDGF_RAT Hepatoma-derived growth factor OS=Rattus norvegicus OX=10116 GN=Hdgf PE=1 SV=2;tr|F1LPC7|F1LPC7_RAT Hepatoma-derived growth factor OS=Rattus norvegicus OX=10116 GN=Hdgf PE=1 SV=2
23.09 NaN 22.98 22.82 22.70 NaN -0.27 binding;protein binding;protein complex binding;protein C-terminus binding;protein transporter activity;substrate-specific transporter activity;transporter activitycellular process;establishment of localization;protein transport;transport;vesicle-mediated transportAP-type membrane coat adaptor complex;cell part;macromolecular complex;protein complexEndocrine and other factor-regulated calcium reabsorption;Endocytosis;Huntington's diseaseCompleteproteome;Membrane;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0005215;GO:0005488;GO:0005515;GO:0008022;GO:0008565;GO:0022892;GO:0032403GO:0016323;GO:0016324;GO:0030119;GO:0030131;GO:0032991;GO:0043234;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:004446415 16.4 0 17.051 1 1.15 0.147704 1.55 D3ZUY8 Ap2a1 tr|D3ZUY8|D3ZUY8_RAT AP-2 complex subunit alpha OS=Rattus norvegicus OX=10116 GN=Ap2a1 PE=1 SV=1
27.43 27.66 27.51 27.28 27.19 27.31 -0.27 cell differentiation;cellular process;developmental process;establishment of localization;protein transport;transportcell part Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0001649;GO:0006810;GO:0009987;GO:0015031;GO:0030154;GO:0032502;GO:0045184;GO:0048869;GO:0051234GO:0016021;GO:0030176;GO:0031224;GO:0031227;GO:0031300;GO:0031301;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:004446440 32.3 0 323.31 1 1.66 0.095628 1.56 F1M853 Rrbp1 tr|F1M853|F1M853_RAT Ribosome-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Rrbp1 PE=1 SV=3
29.52 29.41 28.73 27.83 28.47 30.51 -0.28 aspartic-type endopeptidase activity;aspartic-type peptidase activity;binding;catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;peptide bindingautophagy;catabolic process;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;organelle assembly;organelle organization;primary metabolic process;protein catabolic process;protein metabolic process;proteolysis;vacuole organizationcell part;cytoplasmic membrane-bounded vesicle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;mitochondrion;organelle;vacuole;vesicleko05152;LysosomeAspartylprotease;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Proteomicsidentification;Referenceproteome;Secreted;Signal;ZymogenGO:0000045;GO:0006508;GO:0006914;GO:0006996;GO:0007033;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0016043;GO:0019538;GO:0022607;GO:0030163;GO:0043170;GO:0044237;GO:0044238;GO:0044248;GO:0070925;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003824;GO:0004175;GO:0004190;GO:0005488;GO:0008233;GO:0016787;GO:0042277;GO:0070001;GO:0070011GO:0000323;GO:0005615;GO:0005739;GO:0005764;GO:0005773;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:004877017 51.1 0 323.31 2 0.12 0.788842 0.30 Q6P6T6;P24268Cathepsin D;Cathepsin D 12 kDa light chain;Cathepsin D 9 kDa light chain;Cathepsin D 34 kDa heavy chain;Cathepsin D 30 kDa heavy chainCtsd tr|Q6P6T6|Q6P6T6_RAT Cathepsin D OS=Rattus norvegicus OX=10116 GN=Ctsd PE=1 SV=1;sp|P24268|CATD_RAT Cathepsin D OS=Rattus norvegicus OX=10116 GN=Ctsd PE=1 SV=1
29.01 28.91 28.54 28.63 28.63 28.34 -0.28 actin-dependent ATPase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;ATPase activity, coupled;binding;catalytic activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;microfilament motor activity;motor activity;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindinganatomical structure development;anatomical structure morphogenesis;behavior;biological regulation;cellular component morphogenesis;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular process;cytoskeleton organization;developmental process;homeostatic process;mitochondrion organization;multicellular organismal process;muscle contraction;neurological system process;organelle organization;response to stimuluscell part;cell projection;cytoplasm;extracellular organelle;macromolecular complex;membrane;neuron projection;organelle;protein complex;site of polarized growth;vesicleTight junction;Viral myocarditisATP-binding;Coiledcoil;Completeproteome;Motorprotein;Myosin;Nucleotide-binding;Proteomicsidentification;ReferenceproteomeGO:0001508;GO:0003008;GO:0003009;GO:0003012;GO:0006873;GO:0006928;GO:0006936;GO:0006941;GO:0006996;GO:0007005;GO:0007010;GO:0007519;GO:0007600;GO:0007605;GO:0007610;GO:0009653;GO:0009888;GO:0009987;GO:0014706;GO:0016043;GO:0019228;GO:0019725;GO:0030029;GO:0030036;GO:0030048;GO:0031032;GO:0032501;GO:0032502;GO:0032989;GO:0032990;GO:0042391;GO:0042592;GO:0048856;GO:0048869;GO:0048878;GO:0050801;GO:0050877;GO:0050896;GO:0050954;GO:0055082;GO:0060537;GO:0065007;GO:0065008;GO:0070584;GO:0071625;GO:0071840;GO:0071841;GO:0071842GO:0000146;GO:0000166;GO:0003774;GO:0003824;GO:0005488;GO:0005524;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0030554;GO:0030898;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042623GO:0001725;GO:0005737;GO:0016020;GO:0016459;GO:0016460;GO:0030424;GO:0030426;GO:0030427;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0042641;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044463;GO:0044464;GO:0065010;GO:00700628 4.1 0 7.7519 1 0.76 0.23652 1.04 F1LNF0 Myh14 tr|F1LNF0|F1LNF0_RAT Myosin heavy chain 14 OS=Rattus norvegicus OX=10116 GN=Myh14 PE=1 SV=1
28.02 28.01 28.43 27.93 28.05 27.62 -0.29 activating transcription factor binding;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;protein binding;protein complex binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;RNA polymerase II transcription factor binding;transcription factor bindinganatomical structure development;biological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular membrane organization;cellular process;developmental process;establishment of localization;macromolecular complex assembly;membrane organization;mitochondrion organization;organelle organization;protein complex assembly;protein targeting;protein transport;regulation of protein modification process;response to abiotic stimulus;response to heat;response to stimulus;response to stress;transportcell part;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lipid particle;mitochondrion;nucleus;organelle;vesicleAntigen processing and presentationAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;StressresponseGO:0001822;GO:0001932;GO:0001933;GO:0006461;GO:0006605;GO:0006612;GO:0006626;GO:0006810;GO:0006839;GO:0006886;GO:0006950;GO:0006996;GO:0007005;GO:0007006;GO:0007008;GO:0009266;GO:0009408;GO:0009628;GO:0009892;GO:0009893;GO:0009987;GO:0010468;GO:0010563;GO:0010604;GO:0010605;GO:0010628;GO:0010629;GO:0010941;GO:0015031;GO:0016043;GO:0016044;GO:0017038;GO:0019220;GO:0019222;GO:0022603;GO:0022607;GO:0031323;GO:0031324;GO:0031399;GO:0031400;GO:0032092;GO:0032268;GO:0032269;GO:0032502;GO:0034621;GO:0034622;GO:0042325;GO:0042326;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043392;GO:0043393;GO:0043623;GO:0043933;GO:0044092;GO:0044093;GO:0045040;GO:0045184;GO:0045765;GO:0045766;GO:0045936;GO:0046907;GO:0048513;GO:0048518;GO:0048519;GO:0048523;GO:0048856;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051098;GO:0051099;GO:0051100;GO:0051101;GO:0051131;GO:0051174;GO:0051234;GO:0051239;GO:0051246;GO:0051248;GO:0051649;GO:0060255;GO:0060548;GO:0061024;GO:0065003;GO:0065007;GO:0065009;GO:0071822;GO:0071840;GGO:0000166;GO:0001085;GO:0005488;GO:0005515;GO:0005524;GO:0008134;GO:0017076;GO:0030554;GO:0032403;GO:0032553;GO:0032555;GO:0032559;GO:0033613;GO:0035639GO:0005634;GO:0005737;GO:0005739;GO:0005811;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006241 59.5 0 323.31 3 0.69 0.262356 0.99 F1LRV4;O88600;F7F2F3Heat shock 70 kDa protein 4 Hspa4 tr|F1LRV4|F1LRV4_RAT Heat shock 70 kDa protein 4 OS=Rattus norvegicus OX=10116 GN=Hspa4 PE=1 SV=1;sp|O88600|HSP74_RAT Heat shock 70 kDa protein 4 OS=Rattus norvegicus OX=10116 GN=Hspa4 PE=1 SV=1
28.09 28.19 28.27 27.84 28.15 27.69 -0.29 carboxypeptidase activity;catalytic activity;exopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type carboxypeptidase activity;serine-type exopeptidase activity;serine-type peptidase activitycell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleLysosome;Renin-angiotensin systemCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0003824;GO:0004180;GO:0004185;GO:0008233;GO:0008236;GO:0008238;GO:0016787;GO:0017171;GO:0070008;GO:0070011GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446412 25.4 0 323.31 1 0.93 0.183514 1.18 Q6AYS3 Ctsa tr|Q6AYS3|Q6AYS3_RAT Carboxypeptidase OS=Rattus norvegicus OX=10116 GN=Ctsa PE=1 SV=1
25.98 25.86 25.85 25.83 25.95 25.01 -0.30 binding;catalytic activity;cysteine-type peptidase activity;hydrolase activity;NEDD8-specific protease activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;protein binding;small conjugating protein binding;small conjugating protein-specific protease activity;ubiquitin binding;ubiquitin-specific protease activitybiological regulation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;DNA metabolic process;DNA repair;immune system process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;regulation of DNA metabolic process;response to chemical stimulus;response to DNA damage stimulus;response to stimulus;response to stresscell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAcetylation;Adaptiveimmunity;Completeproteome;Cytoplasm;DNAdamage;DNArepair;Hydrolase;Immunity;Phosphoprotein;Protease;Referenceproteome;Thiolprotease;UblconjugationpathwayGO:0002376;GO:0006139;GO:0006259;GO:0006281;GO:0006282;GO:0006464;GO:0006807;GO:0006950;GO:0006974;GO:0008152;GO:0009892;GO:0009987;GO:0010033;GO:0010605;GO:0016579;GO:0019219;GO:0019222;GO:0019538;GO:0031323;GO:0031324;GO:0033554;GO:0034097;GO:0034641;GO:0042221;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045738;GO:0045934;GO:0048519;GO:0048523;GO:0048583;GO:0048585;GO:0050789;GO:0050794;GO:0050896;GO:0051052;GO:0051053;GO:0051171;GO:0051172;GO:0051716;GO:0060255;GO:0065007;GO:0070555;GO:0070646;GO:0070647;GO:0070887;GO:0071108;GO:0071310;GO:0071345;GO:0071347;GO:0080090;GO:0080134;GO:0080135;GO:0090304;GO:2000779;GO:2000780;GO:2001020;GO:2001021GO:0003824;GO:0004843;GO:0005488;GO:0005515;GO:0008233;GO:0008234;GO:0016787;GO:0019783;GO:0019784;GO:0032182;GO:0043130;GO:0070011GO:0005634;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006213 67.9 0 121.57 1 0.43 0.430328 0.75 B2RYG6 Ubiquitin thioesterase OTUB1 Otub1 sp|B2RYG6|OTUB1_RAT Ubiquitin thioesterase OTUB1 OS=Rattus norvegicus OX=10116 GN=Otub1 PE=1 SV=1
26.16 26.34 26.24 25.86 26.58 25.42 -0.30 binding;enzyme activator activity;enzyme binding;enzyme regulator activity;GPI anchor binding;GTPase activator activity;GTPase regulator activity;kinase binding;lipid binding;nucleoside-triphosphatase regulator activity;phosphatidylinositol binding;phospholipid binding;protein binding;protein kinase bindinganatomical structure development;anatomical structure formation involved in morphogenesis;biological adhesion;biological regulation;cell activation;cell adhesion;cell development;cell junction organization;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;cytoskeleton organization;developmental process;immune system process;macromolecule metabolic process;macromolecule modification;metabolic process;organelle organization;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of protein modification process;regulation of transport;response to stimulus;signal transductioncell part;cell projection;cell surface;cytosol;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuron projection;organelle;plasma membrane;site of polarized growth;vesicleLeukocyte transendothelial migrationCellmembrane;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;GPI-anchor;Immunoglobulindomain;Lipoprotein;Membrane;Pyrrolidonecarboxylicacid;Referenceproteome;Sialicacid;SignalGO:0001525;GO:0001775;GO:0001932;GO:0001934;GO:0002253;GO:0002274;GO:0002376;GO:0002429;GO:0002682;GO:0002683;GO:0002684;GO:0002694;GO:0002696;GO:0002757;GO:0002764;GO:0002768;GO:0006140;GO:0006464;GO:0006468;GO:0006469;GO:0006793;GO:0006796;GO:0006996;GO:0007010;GO:0007044;GO:0007155;GO:0007165;GO:0007166;GO:0008152;GO:0008285;GO:0009893;GO:0009894;GO:0009966;GO:0009968;GO:0009987;GO:0010522;GO:0010524;GO:0010562;GO:0010604;GO:0010646;GO:0010648;GO:0010721;GO:0010769;GO:0010941;GO:0010959;GO:0010975;GO:0016043;GO:0016310;GO:0016337;GO:0019219;GO:0019220;GO:0019222;GO:0019538;GO:0022603;GO:0022604;GO:0022607;GO:0022610;GO:0023051;GO:0023057;GO:0030334;GO:0030336;GO:0030811;GO:0031323;GO:0031325;GO:0031329;GO:0031344;GO:0031345;GO:0031399;GO:0031401;GO:0032268;GO:0032270;GO:0032502;GO:0032844;GO:0032846;GO:0032879;GO:0033121;GO:0033124;GO:0033673;GO:0034329;GO:0034330;GO:0040012;GO:0040013;GO:0042127;GO:0042325;GO:0042327;GO:0042461;GO:0042462;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043086;GGO:0005096;GO:0005488;GO:0005515;GO:0005543;GO:0008047;GO:0008289;GO:0019899;GO:0019900;GO:0019901;GO:0030234;GO:0030695;GO:0034235;GO:0035091;GO:0060589GO:0005783;GO:0005829;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0009986;GO:0016020;GO:0016324;GO:0030054;GO:0030055;GO:0030425;GO:0030426;GO:0030427;GO:0031224;GO:0031225;GO:0031226;GO:0031233;GO:0031362;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:0044464;GO:0045121;GO:0046658;GO:0065010;GO:0070062;GO:00701615 29.2 0 108.57 1 0.36 0.479271 0.67 P01830 Thy-1 membrane glycoprotein Thy1 sp|P01830|THY1_RAT Thy-1 membrane glycoprotein OS=Rattus norvegicus OX=10116 GN=Thy1 PE=1 SV=1
28.07 28.73 28.34 28.08 28.41 27.76 -0.30 actin-dependent ATPase activity;ATPase activity;ATPase activity, coupled;binding;calcium ion binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;ion binding;metal ion binding;motor activity;nucleoside-triphosphatase activity;pyrophosphatase activity;structural constituent of muscle;structural molecule activityanatomical structure development;cellular component movement;cellular process;developmental process;metabolic process;multicellular organismal process;muscle contractioncell part;macromolecular complex;protein complexVascular smooth muscle contractionAcetylation;Alternativesplicing;Completeproteome;Directproteinsequencing;Motorprotein;Muscleprotein;Myosin;Phosphoprotein;Referenceproteome;RepeatGO:0003008;GO:0003012;GO:0006928;GO:0006936;GO:0007519;GO:0008152;GO:0009888;GO:0009987;GO:0014706;GO:0030029;GO:0030048;GO:0030049;GO:0032501;GO:0032502;GO:0033275;GO:0048856;GO:0060537;GO:0070252GO:0003774;GO:0003824;GO:0005198;GO:0005488;GO:0005509;GO:0008307;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017111;GO:0030898;GO:0042623;GO:0043167;GO:0043169;GO:0046872GO:0016459;GO:0016461;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:00444648 55.6 0 232.82 5 0.48 0.385052 0.81 A0A0G2K6J5;B2GV99;Q64119;A0A0G2JWE1;D3ZHA7Myosin light polypeptide 6 Myl6 tr|A0A0G2K6J5|A0A0G2K6J5_RAT Myosin light polypeptide 6 OS=Rattus norvegicus OX=10116 GN=Myl6 PE=1 SV=1;tr|B2GV99|B2GV99_RAT Myl6 protein OS=Rattus norvegicus OX=10116 GN=Myl6 PE=2 SV=1;sp|Q64119|MYL6_RAT Myosin light polypeptide 6 OS=Rattus norvegicus OX=
27.70 27.35 27.18 27.03 27.13 27.14 -0.31 binding;protein binding;TBP-class protein binding;transcription factor bindingbiological regulation;biosynthetic process;cell differentiation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecular complex assembly;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein complex assembly;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;RNA metabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleoplasm;nucleus;organelle;protein complex;ubiquitin ligase complex;vesicleAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Transcription;Transcriptionregulation;Ublconjugation;UblconjugationpathwayGO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006461;GO:0006464;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010265;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0016043;GO:0016070;GO:0016567;GO:0019219;GO:0019222;GO:0019538;GO:0022607;GO:0030154;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032446;GO:0032502;GO:0032774;GO:0034621;GO:0034622;GO:0034641;GO:0034645;GO:0043086;GO:0043170;GO:0043254;GO:0043412;GO:0043623;GO:0043933;GO:0044087;GO:0044092;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0045893;GO:0045898;GO:0045899;GO:0045935;GO:0045944;GO:0048518;GO:0048522;GO:0048869;GO:0050789;GO:0050790;GO:0050794;GO:0051128;GO:0051130;GO:0051171;GO:0051173;GO:0051252;GO:0051254;GO:0060255;GO:0060260;GO:0065003;GO:0065007;GO:0065009;GO:0070647;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:0090304;GO:2000112;GO:2000142GO:0005488;GO:0005515;GO:0008134;GO:0017025GO:0000151;GO:0005634;GO:0005654;GO:0005737;GO:0016020;GO:0031461;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006228 28.2 0 323.31 5 0.92 0.176191 1.21 P97536;G3V7E8;D4AAI5;A0A0G2K139;Q9R0L4Cullin-associated NEDD8-dissociated protein 1Cand1 sp|P97536|CAND1_RAT Cullin-associated NEDD8-dissociated protein 1 OS=Rattus norvegicus OX=10116 GN=Cand1 PE=1 SV=1
26.60 26.88 26.59 26.58 26.14 26.40 -0.32 anatomical structure morphogenesis;cell morphogenesis;cell motility;cellular component morphogenesis;cellular component movement;cellular component organization;cellular membrane organization;cellular process;cytoskeleton organization;developmental process;endocytosis;establishment of localization;locomotion;membrane invagination;membrane organization;organelle organization;transport;vesicle-mediated transportcell part;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;vesicleAcetylation;Actin-binding;Cellmembrane;Completeproteome;Directproteinsequencing;Membrane;Phosphoprotein;ReferenceproteomeGO:0000902;GO:0001667;GO:0006810;GO:0006897;GO:0006898;GO:0006928;GO:0006996;GO:0007010;GO:0009653;GO:0009987;GO:0010324;GO:0016043;GO:0016044;GO:0016192;GO:0016477;GO:0030029;GO:0030036;GO:0032502;GO:0032989;GO:0040011;GO:0048869;GO:0048870;GO:0051234;GO:0061024;GO:0071840;GO:0071841;GO:0071842GO:0005856;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0030863;GO:0030864;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044464;GO:0065010;GO:0070062;GO:007016119 54.4 0 323.31 2 0.94 0.169584 1.23 Q08163;P52481Adenylyl cyclase-associated protein 1 Cap1 sp|Q08163|CAP1_RAT Adenylyl cyclase-associated protein 1 OS=Rattus norvegicus OX=10116 GN=Cap1 PE=1 SV=3
26.71 25.42 26.89 26.24 26.57 25.24 -0.32 amine binding;amino acid binding;binding;carboxylic acid binding;catalytic activity;cation binding;dimethylargininase activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidines;ion binding;metal ion bindingamine metabolic process;biological regulation;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleAcetylation;Completeproteome;Directproteinsequencing;Hydrolase;Metal-binding;Referenceproteome;S-nitrosylation;ZincGO:0000052;GO:0003073;GO:0006082;GO:0006520;GO:0006525;GO:0006575;GO:0006807;GO:0008152;GO:0008217;GO:0009064;GO:0009308;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0019222;GO:0019752;GO:0022603;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0034641;GO:0042180;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044281;GO:0045428;GO:0045429;GO:0045765;GO:0045766;GO:0048518;GO:0048522;GO:0050789;GO:0050793;GO:0050794;GO:0051094;GO:0051171;GO:0051173;GO:0051239;GO:0065007;GO:0065008;GO:2000026GO:0003824;GO:0005488;GO:0016403;GO:0016597;GO:0016787;GO:0016810;GO:0016813;GO:0031406;GO:0043167;GO:0043169;GO:0043176;GO:0046872GO:0005739;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006220 81.1 0 112.55 1 0.20 0.676321 0.45 O08557 N(G),N(G)-dimethylarginine dimethylaminohydrolase 1Ddah1 sp|O08557|DDAH1_RAT N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Rattus norvegicus OX=10116 GN=Ddah1 PE=1 SV=3
25.39 25.44 25.52 25.14 25.53 24.70 -0.33 15-hydroxyprostaglandin dehydrogenase (NADP+) activity;carbonyl reductase (NADPH) activity;catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;prostaglandin-E2 9-reductase activitycatabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;cofactor metabolic process;drug metabolic process;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to stimulus;rhythmic process;small molecule metabolic process;vitamin metabolic processcell part;cell projection;cytosol;intracellular membrane-bounded organelle;intracellular organelle;membrane;microvillus;nucleus;organelle;plasma membraneArachidonic acid metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;NADP;Oxidoreductase;Proteomicsidentification;ReferenceproteomeGO:0001542;GO:0002237;GO:0006464;GO:0006732;GO:0006766;GO:0006775;GO:0008152;GO:0009056;GO:0009109;GO:0009111;GO:0009607;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0017144;GO:0018193;GO:0018205;GO:0019538;GO:0022414;GO:0022602;GO:0030728;GO:0032496;GO:0032501;GO:0033574;GO:0034698;GO:0042180;GO:0042182;GO:0042221;GO:0042363;GO:0042373;GO:0042374;GO:0042375;GO:0042376;GO:0042377;GO:0042378;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044267;GO:0044281;GO:0044282;GO:0048511;GO:0048545;GO:0048609;GO:0050896;GO:0051186;GO:0051187GO:0003824;GO:0004090;GO:0016491;GO:0016614;GO:0016616;GO:0047021;GO:0050221GO:0005634;GO:0005829;GO:0005886;GO:0005902;GO:0016020;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446415 62.1 0 82 5 0.61 0.284339 0.96 P47727;M0R3X6;A0A0G2JSV2;A0A0G2K658;A0A096MJ24Carbonyl reductase [NADPH] 1 Cbr1 sp|P47727|CBR1_RAT Carbonyl reductase [NADPH] 1 OS=Rattus norvegicus OX=10116 GN=Cbr1 PE=1 SV=2;tr|M0R3X6|M0R3X6_RAT Carbonyl reductase [NADPH] 1-like OS=Rattus norvegicus OX=10116 GN=LOC102556347 PE=1 SV=1;tr|A0A0G2JSV2|A0A0G2JSV2_RAT Carbonyl reductase [
24.07 23.51 23.14 23.15 23.34 NaN -0.33 binding;cell adhesion molecule binding;cytokine receptor binding;ephrin receptor binding;glycoprotein binding;growth factor binding;growth factor receptor binding;identical protein binding;interleukin-5 receptor binding;neurexin family protein binding;protein binding;protein C-terminus binding;protein dimerization activity;protein heterodimerization activity;protein homodimerization activity;receptor binding;syndecan bindingbiological regulation;cell communication;cell-cell signaling;cellular component organization;cellular process;cytoskeleton organization;organelle organization;response to stimulus;signal transduction;signalingcell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;receptor complex;vesicleAcetylation;Completeproteome;Membrane;Phosphoprotein;Referenceproteome;RepeatGO:0006996;GO:0007010;GO:0007154;GO:0007165;GO:0007264;GO:0007265;GO:0007267;GO:0007268;GO:0009893;GO:0009987;GO:0010562;GO:0016043;GO:0019220;GO:0019222;GO:0023052;GO:0030029;GO:0030036;GO:0031323;GO:0031325;GO:0035556;GO:0042325;GO:0042327;GO:0045937;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0050896;GO:0051174;GO:0051716;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0001948;GO:0005102;GO:0005126;GO:0005137;GO:0005488;GO:0005515;GO:0008022;GO:0019838;GO:0042043;GO:0042802;GO:0042803;GO:0045545;GO:0046875;GO:0046982;GO:0046983;GO:0050839;GO:0070851GO:0005895;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0043235;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0048770;GO:0065010;GO:0070062;GO:00725627 32.3 0 38.425 1 0.38 0.461064 0.72 Q9JI92 Syntenin-1 Sdcbp sp|Q9JI92|SDCB1_RAT Syntenin-1 OS=Rattus norvegicus OX=10116 GN=Sdcbp PE=1 SV=1
27.25 27.41 26.82 26.85 26.83 26.83 -0.33 adenine binding;adenine phosphoribosyltransferase activity;adenyl nucleotide binding;adenyl ribonucleotide binding;AMP binding;binding;catalytic activity;nucleobase binding;nucleotide binding;purine base binding;purine nucleotide binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring pentosyl groupsbehavior;biological regulation;biosynthetic process;cellular aromatic compound metabolic process;cellular metabolic compound salvage;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;heterocycle metabolic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;pigment metabolic process;primary metabolic process;purine-containing compound salvage;regulation of body fluid levels;response to chemical stimulus;response to endogenous stimulus;response to stimulus;secretion;small molecule metabolic process;transportcell part;cytoplasm;extracellular organelle;nucleoplasm;organelle;vesiclePurine metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glycosyltransferase;Phosphoprotein;Purinesalvage;Referenceproteome;TransferaseGO:0006139;GO:0006144;GO:0006163;GO:0006164;GO:0006167;GO:0006168;GO:0006725;GO:0006753;GO:0006807;GO:0006810;GO:0007589;GO:0007595;GO:0007610;GO:0007625;GO:0008152;GO:0009058;GO:0009112;GO:0009113;GO:0009117;GO:0009123;GO:0009124;GO:0009126;GO:0009127;GO:0009150;GO:0009152;GO:0009156;GO:0009161;GO:0009165;GO:0009167;GO:0009168;GO:0009259;GO:0009260;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0018130;GO:0022414;GO:0032261;GO:0032501;GO:0032868;GO:0032869;GO:0032870;GO:0034641;GO:0034654;GO:0042221;GO:0042440;GO:0043094;GO:0043096;GO:0043101;GO:0043173;GO:0043434;GO:0044209;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0046033;GO:0046083;GO:0046084;GO:0046112;GO:0046148;GO:0046483;GO:0046903;GO:0048609;GO:0050878;GO:0050896;GO:0051234;GO:0051716;GO:0055086;GO:0065007;GO:0065008;GO:0070887;GO:0071310;GO:0071375;GO:0071495;GO:0072521;GO:0072522GO:0000166;GO:0002054;GO:0002055;GO:0002060;GO:0003824;GO:0003999;GO:0005488;GO:0016208;GO:0016740;GO:0016757;GO:0016763;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559GO:0005654;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006212 80 0 252.62 1 0.87 0.178961 1.19 P36972 Adenine phosphoribosyltransferase Aprt sp|P36972|APT_RAT Adenine phosphoribosyltransferase OS=Rattus norvegicus OX=10116 GN=Aprt PE=1 SV=1
26.94 27.04 26.72 26.41 26.61 26.68 -0.33 binding;nucleic acid binding;RNA binding;translation elongation factor activity;translation factor activity, nucleic acid bindingAcetylation;Completeproteome;Elongationfactor;Proteinbiosynthesis;ReferenceproteomeGO:0003676;GO:0003723;GO:0003746;GO:0005488;GO:0008135 17 37.1 0 107.8 1 1.24 0.109539 1.46 Q68FR6 Elongation factor 1-gamma Eef1g sp|Q68FR6|EF1G_RAT Elongation factor 1-gamma OS=Rattus norvegicus OX=10116 GN=Eef1g PE=2 SV=3
29.13 29.31 29.08 28.97 28.65 28.91 -0.33 binding;lipid binding;phospholipid binding;structural constituent of cytoskeleton;structural molecule activitycellular component assembly;cellular component organization;cellular membrane organization;cellular metabolic process;cellular process;cytokinesis;establishment of localization;Golgi vesicle transport;macromolecule metabolic process;macromolecule modification;membrane organization;metabolic process;nuclear transport;nucleocytoplasmic transport;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;protein targeting;protein transport;transport;vesicle-mediated transportcell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;organelle;vesicleActin-binding;Completeproteome;Proteomicsidentification;Referenceproteome;RepeatGO:0000281;GO:0000910;GO:0006464;GO:0006468;GO:0006605;GO:0006606;GO:0006793;GO:0006796;GO:0006810;GO:0006886;GO:0006892;GO:0006893;GO:0006913;GO:0007182;GO:0007184;GO:0008152;GO:0009987;GO:0015031;GO:0016043;GO:0016044;GO:0016192;GO:0016310;GO:0017038;GO:0019538;GO:0022402;GO:0022607;GO:0033205;GO:0043001;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045184;GO:0046907;GO:0048193;GO:0051169;GO:0051170;GO:0051234;GO:0051649;GO:0061024;GO:0071709;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0072661;GO:0090002;GO:0090150GO:0005198;GO:0005200;GO:0005488;GO:0005543;GO:0008289GO:0005730;GO:0008091;GO:0030673;GO:0031253;GO:0031256;GO:0031430;GO:0031982;GO:0031988;GO:0032437;GO:0032589;GO:0033267;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044449;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:007006295 51.5 0 323.31 4 1.28 0.102075 1.49 G3V6S0;A0A0G2K8W9;A0A0G2JZY6;A0A140UHX6 Sptbn1 tr|G3V6S0|G3V6S0_RAT Spectrin beta chain OS=Rattus norvegicus OX=10116 GN=Sptbn1 PE=1 SV=3;tr|A0A0G2K8W9|A0A0G2K8W9_RAT Spectrin beta chain OS=Rattus norvegicus OX=10116 GN=Sptbn1 PE=1 SV=1;tr|A0A0G2JZY6|A0A0G2JZY6_RAT Spectrin beta chain OS=Rattus norvegi
27.10 27.43 26.78 26.82 26.77 26.71 -0.33 binding;catalytic activity;endopeptidase activity;hydrolase activity;lipopolysaccharide binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitybiological regulation;catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Proteomicsidentification;Referenceproteome;Threonineprotease;ZymogenGO:0002682;GO:0002683;GO:0002861;GO:0002862;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0031347;GO:0031348;GO:0032101;GO:0032102;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0048519;GO:0048583;GO:0048585;GO:0050727;GO:0050728;GO:0050776;GO:0050777;GO:0050789;GO:0051603;GO:0065007;GO:0080134GO:0001530;GO:0003824;GO:0004175;GO:0004298;GO:0005488;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:00700628 55.2 0 220.24 2 0.81 0.195137 1.14 G3V8U9;P34067Proteasome subunit beta type;Proteasome subunit beta type-4Psmb4 tr|G3V8U9|G3V8U9_RAT Proteasome subunit beta OS=Rattus norvegicus OX=10116 GN=Psmb4 PE=1 SV=2;sp|P34067|PSB4_RAT Proteasome subunit beta type-4 OS=Rattus norvegicus OX=10116 GN=Psmb4 PE=1 SV=2
26.17 25.87 25.58 25.58 25.57 25.47 -0.34 extracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:00700628 86.8 0 189.36 1 0.91 0.168836 1.23 B5DFD8 SH3 domain-binding glutamic acid-rich-like proteinSh3bgrl tr|B5DFD8|B5DFD8_RAT SH3 domain-binding glutamic acid-rich-like protein OS=Rattus norvegicus OX=10116 GN=Sh3bgrl PE=1 SV=1



24.91 24.97 24.49 24.53 24.53 24.29 -0.34 adenyl nucleotide binding;adenyl ribonucleotide binding;adenylate kinase activity;ATP binding;binding;catalytic activity;kinase activity;nucleobase-containing compound kinase activity;nucleoside diphosphate kinase activity;nucleotide binding;nucleotide kinase activity;phosphotransferase activity, phosphate group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure development;biological regulation;biosynthetic process;cell differentiation;cellular aromatic compound metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;phosphorus metabolic process;primary metabolic process;regulation of cell cycle;regulation of transport;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;small molecule metabolic processcell part;cell projection;extracellular organelle;membrane;neuron projection;organelle;plasma membrane;vesiclePurine metabolismAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Kinase;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransferaseGO:0006139;GO:0006144;GO:0006163;GO:0006164;GO:0006165;GO:0006172;GO:0006725;GO:0006753;GO:0006793;GO:0006796;GO:0006807;GO:0007050;GO:0007517;GO:0008152;GO:0009058;GO:0009112;GO:0009116;GO:0009117;GO:0009119;GO:0009123;GO:0009126;GO:0009132;GO:0009133;GO:0009135;GO:0009136;GO:0009141;GO:0009142;GO:0009144;GO:0009150;GO:0009152;GO:0009161;GO:0009163;GO:0009165;GO:0009167;GO:0009179;GO:0009180;GO:0009185;GO:0009188;GO:0009199;GO:0009205;GO:0009259;GO:0009260;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0010827;GO:0010828;GO:0014041;GO:0014042;GO:0014823;GO:0016310;GO:0018130;GO:0021549;GO:0021772;GO:0022402;GO:0030154;GO:0030182;GO:0032355;GO:0032502;GO:0032879;GO:0033574;GO:0034641;GO:0034654;GO:0042221;GO:0042278;GO:0042451;GO:0042455;GO:0042493;GO:0043627;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0045595;GO:0045664;GO:0045786;GO:0046031;GO:0046033;GO:0046034;GO:0046083;GO:0046102;GO:0046103;GO:0046128;GO:0046129;GO:0046483;GO:0046939;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GGO:0000166;GO:0003824;GO:0004017;GO:0004550;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016776;GO:0017076;GO:0019201;GO:0019205;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0001520;GO:0005886;GO:0016020;GO:0030017;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044447;GO:0044449;GO:0044463;GO:0044464;GO:0048471;GO:0065010;GO:00700628 42.8 0 22.966 3 0.93 0.160313 1.26 P39069;A0A0G2K7Q6;M0RC66Adenylate kinase isoenzyme 1 Ak1 sp|P39069|KAD1_RAT Adenylate kinase isoenzyme 1 OS=Rattus norvegicus OX=10116 GN=Ak1 PE=1 SV=3;tr|A0A0G2K7Q6|A0A0G2K7Q6_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1
24.10 24.85 24.55 24.16 NaN 24.15 -0.35 ATPase activity;binding;calcium ion binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;ion binding;metal ion binding;nucleoside-triphosphatase activity;pyrophosphatase activityanatomical structure formation involved in morphogenesis;biological regulation;cellular process;developmental process;establishment of localization;establishment or maintenance of cell polarity;Golgi vesicle transport;metabolic process;protein targeting;protein transport;regulation of cell cycle;response to stimulus;response to stress;signal transduction;transport;vesicle-mediated transportcell part;cytoplasm;cytoskeleton;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complexAcetylation;Actin-binding;Calcium;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Leucine-richrepeat;Membrane;Metal-binding;Microtubule;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;SH3domain;WntsignalingpathwayGO:0001558;GO:0001704;GO:0001707;GO:0001952;GO:0006605;GO:0006612;GO:0006620;GO:0006810;GO:0006886;GO:0006892;GO:0006893;GO:0006950;GO:0007050;GO:0007163;GO:0007165;GO:0007166;GO:0008152;GO:0009611;GO:0009966;GO:0009967;GO:0009987;GO:0010632;GO:0010646;GO:0010647;GO:0010720;GO:0010769;GO:0010810;GO:0010975;GO:0015031;GO:0016055;GO:0016192;GO:0022402;GO:0022603;GO:0022604;GO:0023051;GO:0023056;GO:0030111;GO:0030155;GO:0030177;GO:0030307;GO:0030334;GO:0030516;GO:0031344;GO:0031346;GO:0032502;GO:0032879;GO:0032886;GO:0040008;GO:0040012;GO:0042060;GO:0043001;GO:0044087;GO:0045047;GO:0045184;GO:0045595;GO:0045597;GO:0045664;GO:0045773;GO:0045786;GO:0045927;GO:0046907;GO:0048193;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0048638;GO:0048639;GO:0048646;GO:0050767;GO:0050769;GO:0050770;GO:0050772;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051128;GO:0051130;GO:0051234;GO:0051239;GO:0051270;GO:0051649;GO:0051716;GO:0051726;GO:0051893;GO:0051960;GO:0060284;GO:0061387;GO:0065007;GGO:0003824;GO:0005488;GO:0005509;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017111;GO:0043167;GO:0043169;GO:0046872GO:0005737;GO:0005794;GO:0005856;GO:0005874;GO:0005886;GO:0015629;GO:0016020;GO:0031253;GO:0031256;GO:0032587;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:004446439 6.7 0 105.91 5 0.52 0.330109 0.91 A0A0G2JWA8;A0A0G2K9T4;M9MMM9;A0A0G2JU82;D3ZHV2Microtubule-actin cross-linking factor 1 Macf1 tr|A0A0G2JWA8|A0A0G2JWA8_RAT Microtubule-actin cross-linking factor 1 OS=Rattus norvegicus OX=10116 GN=Macf1 PE=1 SV=1;tr|A0A0G2K9T4|A0A0G2K9T4_RAT Microtubule-actin cross-linking factor 1 OS=Rattus norvegicus OX=10116 GN=Macf1 PE=1 SV=1;tr|M9MMM9|M9MMM9_R
22.18 23.25 22.78 22.52 22.12 22.50 -0.35 amine binding;amino acid binding;binding;carboxylic acid binding;catalytic activity;drug binding;glutathione binding;glutathione transferase activity;modified amino acid binding;peptide binding;transferase activity;transferase activity, transferring alkyl or aryl (other than methyl) groupsaging;catabolic process;cellular metabolic process;cellular process;developmental process;metabolic process;response to chemical stimulus;response to drug;response to external stimulus;response to extracellular stimulus;response to stimulus;xenobiotic metabolic processcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelleDrug metabolism - cytochrome P450;Glutathione metabolism;Metabolism of xenobiotics by cytochrome P450Completeproteome;Cytoplasm;Directproteinsequencing;Referenceproteome;TransferaseGO:0006805;GO:0007568;GO:0008152;GO:0009056;GO:0009605;GO:0009987;GO:0009991;GO:0031667;GO:0032502;GO:0042178;GO:0042221;GO:0042493;GO:0044237;GO:0044248;GO:0050896GO:0003824;GO:0004364;GO:0005488;GO:0008144;GO:0016597;GO:0016740;GO:0016765;GO:0031406;GO:0042277;GO:0043176;GO:0043295;GO:0072341GO:0005634;GO:0005640;GO:0005829;GO:0016020;GO:0019867;GO:0031090;GO:0031965;GO:0031968;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:00444646 22.3 0 9.2119 4 0.45 0.383294 0.81 A0A0G2JTB1;P46418;A0A0G2K8Q5;D3ZD94Glutathione S-transferase alpha-5 Gsta5 tr|A0A0G2JTB1|A0A0G2JTB1_RAT Glutathione S-transferase OS=Rattus norvegicus OX=10116 GN=Gsta3 PE=3 SV=1;sp|P46418|GSTA5_RAT Glutathione S-transferase alpha-5 OS=Rattus norvegicus OX=10116 GN=Gsta5 PE=1 SV=2;tr|A0A0G2K8Q5|A0A0G2K8Q5_RAT Glutathione S-transf
28.89 28.66 28.63 28.35 28.28 28.48 -0.36 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;binding;catalytic activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;microtubule motor activity;motor activity;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindingcellular component assembly;cellular component movement;cellular component organization;cellular macromolecular complex assembly;cellular process;establishment of localization;macromolecular complex assembly;ribonucleoprotein complex assembly;transportcell part;cell projection;centrosome;cytoplasm;extracellular organelle;filopodium;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;organelle;protein complex;vesiclePhagosome;Vasopressin-regulated water reabsorptionAcetylation;ATP-binding;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Dynein;Microtubule;Motorprotein;Nucleotide-binding;Proteomicsidentification;Referenceproteome;Repeat;TransportGO:0006810;GO:0006928;GO:0007017;GO:0007018;GO:0009987;GO:0016043;GO:0022607;GO:0022618;GO:0033962;GO:0034063;GO:0034621;GO:0034622;GO:0043933;GO:0051234;GO:0065003;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003774;GO:0003777;GO:0003824;GO:0005488;GO:0005524;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005737;GO:0005813;GO:0005815;GO:0005874;GO:0005875;GO:0016020;GO:0030175;GO:0030286;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062146 37.3 0 323.31 3 1.63 0.065584 1.79 M0R9X8;F1LRT9;P38650Cytoplasmic dynein 1 heavy chain 1 Dync1h1 tr|M0R9X8|M0R9X8_RAT Cytoplasmic dynein 1 heavy chain 1 OS=Rattus norvegicus OX=10116 GN=Dync1h1 PE=1 SV=2;tr|F1LRT9|F1LRT9_RAT Cytoplasmic dynein 1 heavy chain 1 OS=Rattus norvegicus OX=10116 GN=Dync1h1 PE=1 SV=3;sp|P38650|DYHC1_RAT Cytoplasmic dynein 1 h
28.64 28.66 28.61 28.11 28.35 28.34 -0.37 antioxidant activity;binding;catalytic activity;cation binding;DNA binding;identical protein binding;ion binding;manganese ion binding;metal ion binding;nucleic acid binding;oxidoreductase activity;oxidoreductase activity, acting on superoxide radicals as acceptor;oxygen binding;protein binding;superoxide dismutase activity;transition metal ion bindingaging;amine metabolic process;anatomical structure development;behavior;biological regulation;biosynthetic process;cell development;cell differentiation;cellular amino acid metabolic process;cellular component assembly;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;circulatory system process;detection of stimulus;developmental process;generation of precursor metabolites and energy;homeostatic process;macromolecular complex assembly;metabolic process;mitochondrion organization;multicellular organismal process;nitrogen compound metabolic process;organelle organization;organic acid metabolic process;peptide metabolic process;post-embryonic development;primary metabolic process;protein complex assembly;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to DNA damage stimulus;response to drug;response to external stimucell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;vesicleHuntington's disease;PeroxisomeAcetylation;Completeproteome;Directproteinsequencing;Manganese;Metal-binding;Mitochondrion;Nitration;Oxidoreductase;Referenceproteome;TransitpeptideGO:0000302;GO:0000303;GO:0000305;GO:0001306;GO:0001315;GO:0001666;GO:0001836;GO:0001889;GO:0002237;GO:0003008;GO:0003013;GO:0003018;GO:0003032;GO:0003069;GO:0003085;GO:0006082;GO:0006091;GO:0006355;GO:0006357;GO:0006461;GO:0006518;GO:0006520;GO:0006575;GO:0006749;GO:0006790;GO:0006801;GO:0006807;GO:0006873;GO:0006917;GO:0006950;GO:0006974;GO:0006979;GO:0006996;GO:0007005;GO:0007165;GO:0007507;GO:0007568;GO:0007584;GO:0007610;GO:0007626;GO:0008152;GO:0008217;GO:0008285;GO:0008629;GO:0008630;GO:0008631;GO:0008637;GO:0009058;GO:0009266;GO:0009308;GO:0009314;GO:0009409;GO:0009593;GO:0009605;GO:0009607;GO:0009611;GO:0009628;GO:0009791;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010042;GO:0010043;GO:0010212;GO:0010269;GO:0010332;GO:0010468;GO:0010556;GO:0010941;GO:0010942;GO:0012502;GO:0014823;GO:0016043;GO:0019219;GO:0019222;GO:0019430;GO:0019725;GO:0019752;GO:0022607;GO:0022900;GO:0022904;GO:0030097;GO:0030154;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031667;GGO:0003676;GO:0003677;GO:0003824;GO:0004784;GO:0005488;GO:0005515;GO:0016209;GO:0016491;GO:0016721;GO:0019825;GO:0030145;GO:0042802;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005737;GO:0005739;GO:0005743;GO:0009295;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031982;GO:0031988;GO:0042645;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 12 70.7 0 323.31 1 2.01 0.037134 2.04 P07895 Superoxide dismutase [Mn], mitochondrialSod2 sp|P07895|SODM_RAT Superoxide dismutase [Mn], mitochondrial OS=Rattus norvegicus OX=10116 GN=Sod2 PE=1 SV=2
24.25 24.00 23.41 23.42 24.06 23.08 -0.37 6,7-dihydropteridine reductase activity;binding;catalytic activity;coenzyme binding;cofactor binding;identical protein binding;NAD binding;NADH binding;NADP binding;NADPH binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-NH group of donors;oxidoreductase activity, acting on the CH-NH group of donors, NAD or NADP as acceptor;protein binding;protein dimerization activity;protein homodimerization activityamine metabolic process;anatomical structure development;biosynthetic process;catabolic process;cellular amino acid metabolic process;cellular aromatic compound metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;developmental process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;small molecule metabolic processcell part;cell projection;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;neuron projection;organelle;vesicleFolate biosynthesis3D-structure;Completeproteome;Directproteinsequencing;NADP;Oxidoreductase;Referenceproteome;TetrahydrobiopterinbiosynthesisGO:0001889;GO:0006082;GO:0006520;GO:0006558;GO:0006559;GO:0006725;GO:0006729;GO:0006732;GO:0006807;GO:0008152;GO:0009056;GO:0009058;GO:0009063;GO:0009072;GO:0009074;GO:0009108;GO:0009308;GO:0009310;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010044;GO:0010288;GO:0016054;GO:0018130;GO:0019438;GO:0019439;GO:0019752;GO:0032502;GO:0033762;GO:0034641;GO:0035690;GO:0042180;GO:0042221;GO:0042493;GO:0042558;GO:0042559;GO:0043434;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044271;GO:0044281;GO:0044282;GO:0046146;GO:0046395;GO:0046483;GO:0048513;GO:0048856;GO:0050896;GO:0051186;GO:0051188;GO:0051716;GO:0070887GO:0000166;GO:0003824;GO:0004155;GO:0005488;GO:0005515;GO:0016491;GO:0016645;GO:0016646;GO:0042802;GO:0042803;GO:0046983;GO:0048037;GO:0050661;GO:0050662;GO:0051287;GO:0070402;GO:0070404GO:0005739;GO:0005829;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700627 37.8 0 114.36 1 0.41 0.41526 0.76 P11348 Dihydropteridine reductase Qdpr sp|P11348|DHPR_RAT Dihydropteridine reductase OS=Rattus norvegicus OX=10116 GN=Qdpr PE=1 SV=1
25.29 25.56 25.28 25.10 25.24 24.68 -0.37 cell part;macromolecular complex;protein complexAntigen processing and presentation;ProteasomeAcetylation;Completeproteome;Phosphoprotein;Proteasome;ReferenceproteomeGO:0008537;GO:0032991;GO:0043234;GO:0044424;GO:004446410 50.4 0 57.588 1 0.90 0.157101 1.27 Q63798 Proteasome activator complex subunit 2Psme2 sp|Q63798|PSME2_RAT Proteasome activator complex subunit 2 OS=Rattus norvegicus OX=10116 GN=Psme2 PE=2 SV=3
30.19 30.12 29.98 29.69 29.70 29.80 -0.37 ankyrin binding;binding;cytoskeletal protein binding;protein binding;protein N-terminus binding;structural constituent of cytoskeleton;structural constituent of muscle;structural molecule activitycell differentiation;cell junction organization;cellular component assembly;cellular component organization;cellular process;developmental process;multi-organism process;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimuluscell part;cytoplasm;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;vesicleAcetylation;Actin-binding;Alternativesplicing;Celljunction;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0007044;GO:0007565;GO:0007584;GO:0009605;GO:0009987;GO:0009991;GO:0016043;GO:0022414;GO:0022607;GO:0030154;GO:0030855;GO:0031581;GO:0031667;GO:0032502;GO:0034329;GO:0034330;GO:0042221;GO:0048869;GO:0050896;GO:0051704;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005198;GO:0005200;GO:0005488;GO:0005515;GO:0008092;GO:0008307;GO:0030506;GO:0047485GO:0005737;GO:0005856;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0009925;GO:0016020;GO:0016324;GO:0016528;GO:0030054;GO:0030055;GO:0030056;GO:0031982;GO:0031988;GO:0042383;GO:0043034;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043292;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044444;GO:0044449;GO:0044459;GO:0044464;GO:0045111;GO:0048471;GO:0065010;GO:0070062;GO:0070161+ + 211 50.7 0 323.31 10 2.18 0.030278 2.15 Q6S399;Q6S3A3;Q6S3A4;F7F9U6;Q6S395;Q6S396;Q6S3A5;Q6S3A0;A0A0G2K1J5;P30427Plectin Plec tr|Q6S399|Q6S399_RAT Plectin OS=Rattus norvegicus OX=10116 GN=Plec PE=1 SV=1;tr|Q6S3A3|Q6S3A3_RAT Plectin OS=Rattus norvegicus OX=10116 GN=Plec PE=1 SV=1;tr|Q6S3A4|Q6S3A4_RAT Plectin OS=Rattus norvegicus OX=10116 GN=Plec PE=1 SV=1;tr|F7F9U6|F7F9U6_RAT Plec
25.80 25.11 25.72 24.92 25.37 25.22 -0.38 biological regulation;cellular component disassembly;cellular component organization;cellular homeostasis;cellular process;cytoskeleton organization;homeostatic process;organelle organization;protein depolymerization;regulation of organelle organizationcell part;cytoskeleton;extracellular organelle;extracellular space;intracellular non-membrane-bounded organelle;intracellular organelle;organelle;vesicleAxon guidance;Fc gamma R-mediated phagocytosis;Regulation of actin cytoskeletonActin-binding;Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0006996;GO:0007010;GO:0007015;GO:0008064;GO:0008154;GO:0009987;GO:0010638;GO:0010769;GO:0010975;GO:0016043;GO:0019725;GO:0022411;GO:0022603;GO:0022604;GO:0030029;GO:0030036;GO:0030042;GO:0030832;GO:0030834;GO:0030836;GO:0031032;GO:0031344;GO:0032535;GO:0032956;GO:0032970;GO:0032984;GO:0033043;GO:0034621;GO:0034623;GO:0042592;GO:0043241;GO:0043243;GO:0043244;GO:0043624;GO:0043933;GO:0045214;GO:0045595;GO:0045664;GO:0046716;GO:0048518;GO:0048522;GO:0048814;GO:0050767;GO:0050773;GO:0050789;GO:0050793;GO:0050794;GO:0051128;GO:0051130;GO:0051239;GO:0051261;GO:0051493;GO:0051495;GO:0051960;GO:0060249;GO:0060284;GO:0060998;GO:0061001;GO:0065007;GO:0065008;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071845;GO:0090066;GO:2000026GO:0005615;GO:0005856;GO:0015629;GO:0031674;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:0044464;GO:0065010;GO:007006211 70.5 0 323.31 1 0.66 0.233742 1.05 M0RC65 Cfl2 tr|M0RC65|M0RC65_RAT Cofilin 2 OS=Rattus norvegicus OX=10116 GN=Cfl2 PE=1 SV=1
28.39 28.31 27.91 27.98 27.86 27.65 -0.38 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleoplasm;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009719;GO:0009987;GO:0010033;GO:0010243;GO:0010498;GO:0010499;GO:0014070;GO:0019538;GO:0019941;GO:0042221;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0050896;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005654;GO:0005737;GO:0005839;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006213 71.6 0 275.11 1 0.99 0.135887 1.36 P40307 Proteasome subunit beta type-2 Psmb2 sp|P40307|PSB2_RAT Proteasome subunit beta type-2 OS=Rattus norvegicus OX=10116 GN=Psmb2 PE=1 SV=1
23.45 23.53 23.14 23.16 22.91 22.92 -0.38 binding;lipid binding;phosphatidylinositol binding;phospholipid bindingbiological regulation;cellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;membrane invagination;membrane organization;organelle organization;regulation of transport;transport;vesicle organization;vesicle-mediated transportcell part;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006810;GO:0006897;GO:0006996;GO:0009892;GO:0009894;GO:0009895;GO:0009987;GO:0010324;GO:0010468;GO:0010605;GO:0010955;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0019222;GO:0030100;GO:0032386;GO:0032387;GO:0032879;GO:0032880;GO:0042176;GO:0042177;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051049;GO:0051051;GO:0051128;GO:0051223;GO:0051224;GO:0051234;GO:0051246;GO:0051248;GO:0060255;GO:0060341;GO:0060627;GO:0061024;GO:0065007;GO:0070201;GO:0070613;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000641;GO:2000642GO:0005488;GO:0005543;GO:0008289;GO:0035091GO:0005768;GO:0005769;GO:0019898;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044464;GO:0065010;GO:00700627 42.9 0 16.246 3 1.23 0.097918 1.55 D4A719;A0A096MKE2;A0A096MKG7 Snx12 tr|D4A719|D4A719_RAT Sorting nexin 12 OS=Rattus norvegicus OX=10116 GN=Snx12 PE=1 SV=1;tr|A0A096MKE2|A0A096MKE2_RAT Sorting nexin 12 OS=Rattus norvegicus OX=10116 GN=Snx12 PE=1 SV=1;tr|A0A096MKG7|A0A096MKG7_RAT Sorting nexin 12 (Fragment) OS=Rattus norvegi
23.05 24.48 23.11 23.27 22.94 23.29 -0.38 cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;protein complex assemblycell part;cytoplasm;macromolecular complex;protein complexAcetylation;Chaperone;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Microtubule;Proteomicsidentification;ReferenceproteomeGO:0006461;GO:0007021;GO:0009987;GO:0016043;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005737;GO:0005874;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:004446411 54.6 0 27.05 2 0.32 0.500476 0.65 Q6PEC1;F1M825Tubulin-specific chaperone A Tbca sp|Q6PEC1|TBCA_RAT Tubulin-specific chaperone A OS=Rattus norvegicus OX=10116 GN=Tbca PE=1 SV=1
23.30 23.57 23.33 23.10 23.29 22.68 -0.38 binding;DNA binding;nucleic acid binding;nucleic acid binding transcription factor activity;protein binding;protein dimerization activity;sequence-specific DNA binding;sequence-specific DNA binding transcription factor activityalcohol metabolic process;biological regulation;carbohydrate metabolic process;cellular metabolic process;cellular process;metabolic process;primary metabolic process;regulation of transport;small molecule metabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleAcetylation;Completeproteome;Cytoplasm;Phosphoprotein;ReferenceproteomeGO:0000122;GO:0002791;GO:0005975;GO:0005996;GO:0006006;GO:0006066;GO:0006355;GO:0006357;GO:0008152;GO:0008284;GO:0008285;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010604;GO:0010605;GO:0010628;GO:0010629;GO:0010646;GO:0010941;GO:0010942;GO:0019219;GO:0019222;GO:0019318;GO:0023051;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0032879;GO:0042127;GO:0042981;GO:0043065;GO:0043066;GO:0043067;GO:0043068;GO:0043069;GO:0043523;GO:0043525;GO:0044237;GO:0044238;GO:0044262;GO:0044281;GO:0045595;GO:0045892;GO:0045893;GO:0045934;GO:0045935;GO:0045944;GO:0046883;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050789;GO:0050793;GO:0050794;GO:0050796;GO:0051046;GO:0051049;GO:0051171;GO:0051172;GO:0051173;GO:0051252;GO:0051253;GO:0051254;GO:0060255;GO:0060341;GO:0060548;GO:0065007;GO:0080090;GO:0090087;GO:0090276;GO:2000112;GO:2000113GO:0001071;GO:0003676;GO:0003677;GO:0003700;GO:0005488;GO:0005515;GO:0043565;GO:0046983GO:0005634;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:00444647 53 0 26.053 3 0.88 0.159505 1.26 Q5XIM5;A0A0G2K0B0;Q6QI67Protein CDV3 homolog Cdv3 sp|Q5XIM5|CDV3_RAT Protein CDV3 homolog OS=Rattus norvegicus OX=10116 GN=Cdv3 PE=1 SV=1;tr|A0A0G2K0B0|A0A0G2K0B0_RAT Protein CDV3 homolog OS=Rattus norvegicus OX=10116 GN=Cdv3 PE=1 SV=1
28.95 29.04 29.22 28.86 28.90 28.29 -0.38 catalytic activity;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptidesanatomical structure morphogenesis;developmental process;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;endoplasmic reticulum;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleLysosome Completeproteome;Disulfidebond;Glycoprotein;Hydrolase;Protease;Referenceproteome;Secreted;Signal;Thiolprotease;ZymogenGO:0001763;GO:0002009;GO:0006508;GO:0008152;GO:0009653;GO:0019538;GO:0032501;GO:0032502;GO:0035239;GO:0043170;GO:0044238;GO:0048729;GO:0048754;GO:0051603;GO:0060441;GO:0060562;GO:0061138GO:0003824;GO:0004175;GO:0004197;GO:0008233;GO:0008234;GO:0016787;GO:0070011GO:0000323;GO:0005615;GO:0005764;GO:0005773;GO:0005783;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006215 64.7 0 323.31 1 0.82 0.175848 1.21 Q9R1T3 Cathepsin Z Ctsz sp|Q9R1T3|CATZ_RAT Cathepsin Z OS=Rattus norvegicus OX=10116 GN=Ctsz PE=1 SV=2
22.59 22.67 22.65 22.19 22.32 NaN -0.38 cell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 3 14.2 0 9.8868 1 2.20 0.028534 2.46 Q5M949 Nipsnap3b tr|Q5M949|Q5M949_RAT Nipsnap homolog 3A (C. elegans) OS=Rattus norvegicus OX=10116 GN=Nipsnap3b PE=1 SV=1
22.32 23.01 22.19 21.68 21.78 22.91 -0.38 binding;calcium ion binding;catalytic activity;cation binding;endopeptidase activity;hydrolase activity;ion binding;metal ion binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activitybiological regulation;cell differentiation;cellular process;developmental process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;response to chemical stimulus;response to stimulus;response to stressextracellular organelle;extracellular region;organelle;vesicleComplement and coagulation cascades;Staphylococcus aureus infection;Systemic lupus erythematosusCalcium;Complementpathway;Completeproteome;Disulfidebond;EGF-likedomain;Glycoprotein;Hydrolase;Hydroxylation;Immunity;Innateimmunity;Metal-binding;Protease;Proteomicsidentification;Referenceproteome;Repeat;Serineprotease;Signal;SushiGO:0002252;GO:0002253;GO:0002376;GO:0002682;GO:0002684;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0008152;GO:0009987;GO:0010001;GO:0010033;GO:0019538;GO:0030154;GO:0032502;GO:0042221;GO:0043170;GO:0044238;GO:0045087;GO:0048518;GO:0048583;GO:0048584;GO:0048869;GO:0050776;GO:0050778;GO:0050789;GO:0050896;GO:0051591;GO:0065007;GO:0072376GO:0003824;GO:0004175;GO:0004252;GO:0005488;GO:0005509;GO:0008233;GO:0008236;GO:0016787;GO:0017171;GO:0043167;GO:0043169;GO:0046872;GO:0070011GO:0005576;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062;GO:00725625 9.1 0 26.661 3 0.34 0.478987 0.67 G3V7L3;D4A1S0;Q6P6T1Complement C1s subcomponent;Complement C1s subcomponent heavy chain;Complement C1s subcomponent light chainC1s tr|G3V7L3|G3V7L3_RAT Complement C1s subcomponent OS=Rattus norvegicus OX=10116 GN=C1s PE=1 SV=1;tr|D4A1S0|D4A1S0_RAT Complement C1s subcomponent OS=Rattus norvegicus OX=10116 GN=C1s PE=1 SV=3;sp|Q6P6T1|C1S_RAT Complement C1s subcomponent OS=Rattus norvegic
30.07 30.07 29.57 29.39 29.77 29.38 -0.39 anatomical structure development;developmental processbrush border;cell part;cell projection;cytoplasm;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;organelleCardiac muscle contraction;Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM);Pathways in cancer;Thyroid cancerAcetylation;Actin-binding;Alternativesplicing;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Muscleprotein;Phosphoprotein;ReferenceproteomeGO:0007420;GO:0032502;GO:0048513;GO:0048856GO:0005737;GO:0005856;GO:0005903;GO:0042995;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:004446434 77.8 0 323.31 1 0.87 0.157162 1.27 Q63610 Tropomyosin alpha-3 chain Tpm3 sp|Q63610|TPM3_RAT Tropomyosin alpha-3 chain OS=Rattus norvegicus OX=10116 GN=Tpm3 PE=1 SV=2
26.86 26.79 26.44 26.28 26.56 26.06 -0.39 cell part;macromolecular complex;protein complexAntigen processing and presentation;ProteasomeCompleteproteome;Proteasome;Proteomicsidentification;ReferenceproteomeGO:0008537;GO:0032991;GO:0043234;GO:0044424;GO:004446416 69.9 0 137.18 3 0.95 0.137767 1.34 Q6P9V7;Q63797;A0A0G2JVP9Proteasome activator complex subunit 1Psme1 tr|Q6P9V7|Q6P9V7_RAT Proteasome (Prosome, macropain) activator subunit 1 OS=Rattus norvegicus OX=10116 GN=Psme1 PE=1 SV=1;sp|Q63797|PSME1_RAT Proteasome activator complex subunit 1 OS=Rattus norvegicus OX=10116 GN=Psme1 PE=2 SV=1
28.75 29.22 28.73 28.63 28.65 28.23 -0.39 actin binding;binding;calcium ion binding;calcium-dependent protein binding;cation binding;cytoskeletal protein binding;identical protein binding;ion binding;metal ion binding;protein binding;protein dimerization activity;protein heterodimerization activity;protein homodimerization activitybiological regulationcell part;cell projection;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;neuron projection;nucleus;organelle;vesicleAcetylation;Calcium;Completeproteome;Metal-binding;Referenceproteome;RepeatGO:0009966;GO:0009967;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0023051;GO:0023056;GO:0043122;GO:0043123;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0065007GO:0003779;GO:0005488;GO:0005509;GO:0005515;GO:0008092;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0046872;GO:0046982;GO:0046983;GO:0048306GO:0005615;GO:0005634;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:00700627 52.5 0 182.13 1 0.87 0.156383 1.27 P05942 Protein S100-A4 S100a4 sp|P05942|S10A4_RAT Protein S100-A4 OS=Rattus norvegicus OX=10116 GN=S100a4 PE=2 SV=1
22.95 23.17 23.16 22.57 23.07 22.43 -0.40 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005840;GO:0015934;GO:0022625;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444645 25.1 0 16.029 5 0.90 0.148783 1.30 D3ZRM9;P41123;A0A0G2JYG9;F1M2E9;D3ZD0260S ribosomal protein L13 LOC100360491;Rpl13;RGD1563145tr|D3ZRM9|D3ZRM9_RAT 60S ribosomal protein L13 OS=Rattus norvegicus OX=10116 GN=LOC100360491 PE=3 SV=1;sp|P41123|RL13_RAT 60S ribosomal protein L13 OS=Rattus norvegicus OX=10116 GN=Rpl13 PE=1 SV=2;tr|A0A0G2JYG9|A0A0G2JYG9_RAT 60S ribosomal protein L13 OS=R
30.01 29.95 31.16 29.98 29.88 30.06 -0.40 12 42.8 0 315.72 1 0.43 0.386875 0.80 F7FJQ3 tr|F7FJQ3|F7FJQ3_RAT NPC intracellular cholesterol transporter 2 OS=Rattus norvegicus OX=10116 GN=Npc2 PE=1 SV=1
23.89 23.54 23.34 22.87 23.22 23.47 -0.40 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complex;ribosomeRibosome Completeproteome;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005634;GO:0005840;GO:0015934;GO:0022625;GO:0030529;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444646 36.5 0 22.721 6 0.79 0.178209 1.20 A0A0H2UHQ1;F1LZX7;P24049;A0A0G2KB77;D3Z9G9;Q7TPJ760S ribosomal protein L17 Rpl17;RGD1560017 tr|A0A0H2UHQ1|A0A0H2UHQ1_RAT 60S ribosomal protein L17 OS=Rattus norvegicus OX=10116 GN=Rpl17 PE=1 SV=1;tr|F1LZX7|F1LZX7_RAT 60S ribosomal protein L17 OS=Rattus norvegicus OX=10116 GN=Rpl17 PE=1 SV=2;sp|P24049|RL17_RAT 60S ribosomal protein L17 OS=Rattus n
25.32 25.37 24.78 24.72 25.12 24.41 -0.40 biological regulation Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0009889;GO:0009891;GO:0009892;GO:0009893;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010605;GO:0010629;GO:0010869;GO:0010870;GO:0010984;GO:0010988;GO:0019222;GO:0031323;GO:0031325;GO:0045714;GO:0045716;GO:0048518;GO:0048519;GO:0048522;GO:0050789;GO:0050794;GO:0051239;GO:0060255;GO:00650079 46.2 0 141.12 1 0.66 0.223594 1.07 A0JN30 Cnpy2 tr|A0JN30|A0JN30_RAT Canopy 2 homolog (Zebrafish) OS=Rattus norvegicus OX=10116 GN=Cnpy2 PE=1 SV=1
26.01 26.06 25.65 25.60 25.91 24.99 -0.40 alkali metal ion binding;binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;inositol monophosphate phosphatase activity;inositol or phosphatidylinositol phosphatase activity;inositol phosphate phosphatase activity;ion binding;lithium ion binding;magnesium ion binding;manganese ion binding;metal ion binding;phosphatase activity;phosphoric ester hydrolase activity;transition metal ion bindingalcohol metabolic process;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;phosphorus metabolic process;primary metabolic process;response to chemical stimulus;response to stimulus;signal transduction;small molecule metabolic processcell body;cell part;cell projection;cytoplasm;extracellular organelle;neuron projection;neuronal cell body;organelle;vesicleInositol phosphate metabolism;Phosphatidylinositol signaling system;Streptomycin biosynthesisCompleteproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Lithium;Magnesium;Metal-binding;Proteomicsidentification;ReferenceproteomeGO:0005975;GO:0006020;GO:0006021;GO:0006066;GO:0006629;GO:0006644;GO:0006650;GO:0006661;GO:0006793;GO:0006796;GO:0007165;GO:0008152;GO:0008610;GO:0008654;GO:0009056;GO:0009058;GO:0009987;GO:0010035;GO:0010038;GO:0010226;GO:0016051;GO:0016310;GO:0016311;GO:0019637;GO:0019751;GO:0030258;GO:0034637;GO:0042221;GO:0043647;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044262;GO:0044281;GO:0044283;GO:0045017;GO:0046165;GO:0046173;GO:0046434;GO:0046474;GO:0046486;GO:0046488;GO:0046834;GO:0046838;GO:0046854;GO:0046855;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0071545GO:0000287;GO:0003824;GO:0004437;GO:0005488;GO:0008934;GO:0016787;GO:0016788;GO:0016791;GO:0030145;GO:0031403;GO:0031420;GO:0042578;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0052745GO:0005737;GO:0030424;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006212 47.7 0 81.921 2 0.60 0.253402 1.01 F1M978;P97697Inositol monophosphatase 1 Impa1 tr|F1M978|F1M978_RAT Inositol-1-monophosphatase OS=Rattus norvegicus OX=10116 GN=Impa1 PE=1 SV=1;sp|P97697|IMPA1_RAT Inositol monophosphatase 1 OS=Rattus norvegicus OX=10116 GN=Impa1 PE=1 SV=2
24.22 23.59 23.75 23.36 22.41 24.58 -0.41 binding;calcium ion binding;catalytic activity;cation binding;ion binding;kinase activity;metal ion binding;nucleic acid binding;RNA binding;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure development;biological regulation;carbohydrate metabolic process;cellular component assembly;cellular component organization;developmental process;embryo development;macromolecular complex assembly;metabolic process;nitrogen compound metabolic process;oligosaccharide metabolic process;primary metabolic process;protein complex assemblycell part;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membraneProtein processing in endoplasmic reticulumCalcium;Completeproteome;Kinase;Proteomicsidentification;Referenceproteome;TransferaseGO:0001701;GO:0001889;GO:0005975;GO:0006461;GO:0006491;GO:0006807;GO:0008152;GO:0009311;GO:0009790;GO:0009792;GO:0010975;GO:0010977;GO:0016043;GO:0022607;GO:0031344;GO:0031345;GO:0032502;GO:0043009;GO:0043933;GO:0044238;GO:0045595;GO:0045664;GO:0048513;GO:0048519;GO:0048523;GO:0048731;GO:0048856;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0051128;GO:0051129;GO:0051239;GO:0051259;GO:0051291;GO:0051960;GO:0060284;GO:0065003;GO:0065007;GO:0071822;GO:0071840;GO:0072001;GO:2000026GO:0003676;GO:0003723;GO:0003824;GO:0005488;GO:0005509;GO:0016301;GO:0016740;GO:0016772;GO:0043167;GO:0043169;GO:0046872GO:0005783;GO:0005886;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446410 23 0 60.656 1 0.24 0.606123 0.54 B1WC34 Prkcsh tr|B1WC34|B1WC34_RAT Protein kinase C substrate 80K-H OS=Rattus norvegicus OX=10116 GN=Prkcsh PE=1 SV=1
23.05 22.47 22.51 22.28 22.26 NaN -0.41 cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification processcell part;cytoplasm;macromolecular complex;nucleoplasm;protein complexCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000338;GO:0006464;GO:0008152;GO:0009987;GO:0010388;GO:0019538;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0070646;GO:0070647GO:0005654;GO:0005737;GO:0008180;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:00444647 35.3 0 32.035 2 0.72 0.194911 1.20 G3V8Z9;F1MAA2 Cops7a tr|G3V8Z9|G3V8Z9_RAT COP9 (Constitutive photomorphogenic) homolog, subunit 7a (Arabidopsis thaliana) (Predicted) OS=Rattus norvegicus OX=10116 GN=Cops7a PE=1 SV=1;tr|F1MAA2|F1MAA2_RAT COP9 signalosome subunit 7A OS=Rattus norvegicus OX=10116 GN=Cops7a PE=1
25.94 26.46 25.87 25.61 25.84 25.59 -0.41 cell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleCompleteproteome;Directproteinsequencing;Mitochondrion;ReferenceproteomeGO:0005739;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006217 54.4 0 104.96 1 0.95 0.136 1.36 Q5I0D1 Glyoxalase domain-containing protein 4Glod4 sp|Q5I0D1|GLOD4_RAT Glyoxalase domain-containing protein 4 OS=Rattus norvegicus OX=10116 GN=Glod4 PE=1 SV=1
26.97 26.81 27.14 26.45 26.77 26.45 -0.42 carbon-carbon lyase activity;carboxy-lyase activity;catalytic activity;D-dopachrome decarboxylase activity;dopachrome isomerase activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, transposing C=C bonds;isomerase activity;lyase activitybiosynthetic process;cellular metabolic process;cellular process;metabolic process;pigment metabolic process;response to stimulus;response to stress;secondary metabolic processcell part;cytoplasm Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Lyase;Melaninbiosynthesis;ReferenceproteomeGO:0006582;GO:0006950;GO:0006952;GO:0006954;GO:0008152;GO:0009058;GO:0009611;GO:0009987;GO:0019748;GO:0042438;GO:0042440;GO:0044237;GO:0044249;GO:0046148;GO:0050896GO:0003824;GO:0004167;GO:0016829;GO:0016830;GO:0016831;GO:0016853;GO:0016860;GO:0016863;GO:0033981GO:0005737;GO:0044424;GO:0044464 11 89.8 0 86.999 2 1.36 0.075275 1.71 P80254;A0A1W2Q637D-dopachrome decarboxylase Ddt sp|P80254|DOPD_RAT D-dopachrome decarboxylase OS=Rattus norvegicus OX=10116 GN=Ddt PE=1 SV=3
25.77 25.77 26.03 25.43 25.41 25.47 -0.42 binding;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;nuclease activity;nucleic acid binding;protein binding transcription factor activity;transcription coactivator activity;transcription cofactor activity;transcription factor binding transcription factor activitybiological regulation;biosynthetic process;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;gene silencing;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of gene expression, epigenetic;RNA metabolic processcell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nucleus;organelle;ribonucleoprotein complex;RNAi effector complex;vesicleAcetylation;Completeproteome;Cytoplasm;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Transcription;TranscriptionregulationGO:0001649;GO:0006139;GO:0006351;GO:0006355;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010605;GO:0010608;GO:0010629;GO:0016070;GO:0016441;GO:0016458;GO:0019219;GO:0019222;GO:0030154;GO:0031047;GO:0031323;GO:0031326;GO:0032502;GO:0032774;GO:0034641;GO:0034645;GO:0035194;GO:0040029;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0048519;GO:0048869;GO:0050789;GO:0050794;GO:0051171;GO:0051252;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112GO:0000988;GO:0000989;GO:0003676;GO:0003712;GO:0003713;GO:0003824;GO:0004518;GO:0005488;GO:0016787;GO:0016788GO:0005634;GO:0005739;GO:0016020;GO:0016023;GO:0016442;GO:0030529;GO:0031332;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048770;GO:0065010;GO:0070062+ + 26 35.1 0 131.14 2 2.04 0.028632 2.21 Q66X93;D4A8Y5Staphylococcal nuclease domain-containing protein 1Snd1 sp|Q66X93|SND1_RAT Staphylococcal nuclease domain-containing protein 1 OS=Rattus norvegicus OX=10116 GN=Snd1 PE=1 SV=1;tr|D4A8Y5|D4A8Y5_RAT Staphylococcal nuclease domain-containing protein OS=Rattus norvegicus OX=10116 GN=Snd1 PE=1 SV=2
25.22 25.52 25.24 25.12 24.86 24.75 -0.42 binding;protein binding;protein binding transcription factor activity;protein complex binding;transcription coactivator activity;transcription cofactor activity;transcription factor binding transcription factor activitybiological regulation;biosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;RNA metabolic process;transcription elongation, DNA-dependentcell part;macromolecular complex;protein complex;transcription elongation factor complex;transcription factor complex;ubiquitin ligase complexPathways in cancer;Renal cell carcinoma;Ubiquitin mediated proteolysisAcetylation;Completeproteome;Directproteinsequencing;Nucleus;Referenceproteome;Transcription;Transcriptionregulation;UblconjugationpathwayGO:0006139;GO:0006354;GO:0006355;GO:0006357;GO:0006368;GO:0006464;GO:0006807;GO:0008152;GO:0009058;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0016070;GO:0016567;GO:0019219;GO:0019222;GO:0019538;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032446;GO:0032774;GO:0034641;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0045893;GO:0045935;GO:0045944;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051171;GO:0051173;GO:0051252;GO:0051254;GO:0060255;GO:0065007;GO:0070647;GO:0080090;GO:0090304;GO:2000112GO:0000988;GO:0000989;GO:0003712;GO:0003713;GO:0005488;GO:0005515;GO:0032403GO:0000151;GO:0000153;GO:0005667;GO:0008023;GO:0030891;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044451;GO:0044464;GO:007044911 91.5 0 74.572 6 1.34 0.076401 1.70 P62870;A0A140TA99;F1M937;F1LZ51;M0R6V0;D3ZYC5Transcription elongation factor B polypeptide 2Tceb2;LOC684822 sp|P62870|ELOB_RAT Elongin-B OS=Rattus norvegicus OX=10116 GN=Elob PE=1 SV=1;tr|A0A140TA99|A0A140TA99_RAT Elongin-B OS=Rattus norvegicus OX=10116 GN=Elob PE=1 SV=1;tr|F1M937|F1M937_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=3
27.23 27.48 27.11 26.60 27.13 26.82 -0.42 binding;carbohydrate binding;catalytic activity;chondroitin sulfate binding;glycosaminoglycan binding;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;pattern binding;polysaccharide binding;protein binding;protein domain specific binding;SH3 domain bindinganatomical structure development;biological regulation;cell development;cellular component assembly;cellular component organization;cellular process;cytoskeleton organization;developmental process;macromolecular complex assembly;organelle organization;protein complex assembly;response to chemical stimulus;response to stimulus;response to stresscell body;cell part;cell projection;cytosol;extracellular space;macromolecular complex;protein complex;site of polarized growthAlternativesplicing;Cellprojection;Completeproteome;Cytoplasm;Directproteinsequencing;Nitration;Phosphoprotein;ReferenceproteomeGO:0006461;GO:0006950;GO:0006996;GO:0007010;GO:0007015;GO:0009611;GO:0009987;GO:0010033;GO:0010975;GO:0010976;GO:0010977;GO:0016043;GO:0022607;GO:0030029;GO:0030036;GO:0030334;GO:0030336;GO:0031344;GO:0031345;GO:0031346;GO:0032502;GO:0032879;GO:0034097;GO:0040012;GO:0040013;GO:0042221;GO:0043933;GO:0044087;GO:0045595;GO:0045664;GO:0048468;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048666;GO:0048678;GO:0048856;GO:0048869;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051017;GO:0051128;GO:0051129;GO:0051130;GO:0051239;GO:0051259;GO:0051260;GO:0051270;GO:0051271;GO:0051489;GO:0051491;GO:0051716;GO:0051764;GO:0051960;GO:0060284;GO:0060491;GO:0065003;GO:0065007;GO:0070887;GO:0071310;GO:0071345;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:2000026;GO:2000145;GO:2000146GO:0001871;GO:0003824;GO:0005488;GO:0005515;GO:0005539;GO:0016787;GO:0016810;GO:0017124;GO:0019904;GO:0030246;GO:0030247;GO:0035374GO:0005615;GO:0005829;GO:0030027;GO:0030426;GO:0030427;GO:0031941;GO:0032991;GO:0042995;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044463;GO:004446410 24.6 0 26.273 1 1.06 0.107963 1.47 Q62952 Dihydropyrimidinase-related protein 3 Dpysl3 sp|Q62952|DPYL3_RAT Dihydropyrimidinase-related protein 3 OS=Rattus norvegicus OX=10116 GN=Dpysl3 PE=1 SV=2
27.54 27.43 27.04 26.68 26.99 27.07 -0.42 binding;catalytic activity;cation binding;guanine phosphoribosyltransferase activity;hypoxanthine phosphoribosyltransferase activity;ion binding;magnesium ion binding;metal ion binding;nucleotide binding;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring pentosyl groupsanatomical structure development;biosynthetic process;catabolic process;cellular aromatic compound metabolic process;cellular metabolic compound salvage;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;heterocycle metabolic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound catabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;pigment metabolic process;primary metabolic process;purine-containing compound salvage;response to chemical stimulus;response to endogenous stimulus;response to stimulus;small molecule metabolic processcell part;cytosolDrug metabolism - other enzymes;Purine metabolismAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glycosyltransferase;Magnesium;Metal-binding;Nucleotide-binding;Purinesalvage;Referenceproteome;TransferaseGO:0006139;GO:0006144;GO:0006163;GO:0006164;GO:0006166;GO:0006168;GO:0006177;GO:0006178;GO:0006188;GO:0006195;GO:0006725;GO:0006753;GO:0006807;GO:0007276;GO:0007283;GO:0007420;GO:0008152;GO:0009056;GO:0009058;GO:0009112;GO:0009113;GO:0009116;GO:0009117;GO:0009119;GO:0009123;GO:0009124;GO:0009125;GO:0009126;GO:0009127;GO:0009128;GO:0009150;GO:0009152;GO:0009154;GO:0009156;GO:0009158;GO:0009161;GO:0009163;GO:0009165;GO:0009166;GO:0009167;GO:0009168;GO:0009169;GO:0009259;GO:0009260;GO:0009261;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0018130;GO:0022414;GO:0032261;GO:0032263;GO:0032264;GO:0032501;GO:0032502;GO:0032868;GO:0032869;GO:0032870;GO:0034641;GO:0034654;GO:0034655;GO:0042221;GO:0042278;GO:0042440;GO:0042451;GO:0042455;GO:0043094;GO:0043096;GO:0043101;GO:0043103;GO:0043173;GO:0043174;GO:0043434;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044270;GO:0044271;GO:0044281;GO:0046037;GO:0046038;GO:0046040;GO:0046083;GO:0046084;GO:0046098;GO:0046099;GO:0046100;GO:0046101;GO:0046112;GO:0046128;GO:0046129;GGO:0000166;GO:0000287;GO:0003824;GO:0004422;GO:0005488;GO:0016740;GO:0016757;GO:0016763;GO:0043167;GO:0043169;GO:0046872;GO:0052657GO:0005829;GO:0044424;GO:0044444;GO:0044464 10 56 0 45.521 1 1.04 0.111324 1.45 P27605 Hypoxanthine-guanine phosphoribosyltransferaseHprt1 sp|P27605|HPRT_RAT Hypoxanthine-guanine phosphoribosyltransferase OS=Rattus norvegicus OX=10116 GN=Hprt1 PE=1 SV=1
23.26 23.59 23.52 22.95 23.11 NaN -0.42 adenyl nucleotide binding;adenyl ribonucleotide binding;aminoacyl-tRNA ligase activity;ATP binding;binding;catalytic activity;ligase activity;ligase activity, forming aminoacyl-tRNA and related compounds;ligase activity, forming carbon-oxygen bonds;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;threonine-tRNA ligase activityamine metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organic acid metabolic process;primary metabolic process;RNA metabolic process;small molecule metabolic process;tRNA aminoacylation for protein translation;tRNA metabolic processcell part;cytoplasm;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;organelle;vesicleAminoacyl-tRNA biosynthesisAcetylation;Aminoacyl-tRNAsynthetase;ATP-binding;Completeproteome;Cytoplasm;Isopeptidebond;Ligase;Mitochondrion;Nucleotide-binding;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;Transitpeptide;UblconjugationGO:0006082;GO:0006139;GO:0006399;GO:0006418;GO:0006435;GO:0006520;GO:0006807;GO:0008152;GO:0009308;GO:0009987;GO:0016070;GO:0019752;GO:0034641;GO:0034660;GO:0042180;GO:0043038;GO:0043039;GO:0043170;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044281;GO:0090304GO:0000166;GO:0003824;GO:0004812;GO:0004829;GO:0005488;GO:0005524;GO:0016874;GO:0016875;GO:0016876;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005737;GO:0005759;GO:0005856;GO:0015629;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:007006210 16.1 0 22.66 3 1.22 0.08787 1.74 A0A0G2K9V6;Q5XHY5;Q68FW7Threonine--tRNA ligase, cytoplasmic Tars tr|A0A0G2K9V6|A0A0G2K9V6_RAT Threonine--tRNA ligase, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Tars PE=1 SV=1;sp|Q5XHY5|SYTC_RAT Threonine--tRNA ligase, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Tars PE=1 SV=1
29.91 29.84 29.27 29.28 29.10 29.37 -0.43 binding;calcium ion binding;cation binding;cytoskeletal protein binding;ion binding;metal ion binding;protein binding;protein complex binding;protein N-terminus binding;SNARE binding;spectrin binding;syntaxin bindinganatomical structure development;biological regulation;biosynthetic process;cellular component organization;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;cytoskeleton organization;developmental process;heterocycle metabolic process;homeostatic process;immune system process;membrane organization;metabolic process;nitrogen compound metabolic process;organelle organization;plasma membrane organization;regulation of organelle organizationcell part;cytoskeleton;cytosol;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex3D-structure;Acetylation;Actin-binding;Actincapping;Calcium;Calmodulin-binding;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;SH3domainGO:0001776;GO:0002260;GO:0002376;GO:0002682;GO:0002684;GO:0002694;GO:0002696;GO:0006778;GO:0006779;GO:0006807;GO:0006996;GO:0007009;GO:0007010;GO:0008064;GO:0008152;GO:0008284;GO:0008360;GO:0009058;GO:0009987;GO:0010639;GO:0016043;GO:0016044;GO:0018130;GO:0022603;GO:0022604;GO:0030029;GO:0030036;GO:0030097;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0031333;GO:0031532;GO:0032092;GO:0032271;GO:0032272;GO:0032502;GO:0032535;GO:0032944;GO:0032946;GO:0032956;GO:0032970;GO:0033013;GO:0033014;GO:0033043;GO:0034641;GO:0042102;GO:0042127;GO:0042129;GO:0042592;GO:0043242;GO:0043244;GO:0043254;GO:0043393;GO:0044087;GO:0044093;GO:0044237;GO:0044249;GO:0044271;GO:0046483;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048534;GO:0048856;GO:0048872;GO:0050670;GO:0050671;GO:0050789;GO:0050793;GO:0050794;GO:0050863;GO:0050865;GO:0050867;GO:0050870;GO:0051098;GO:0051099;GO:0051128;GO:0051129;GO:0051186;GO:0051188;GO:0051249;GO:0051251;GO:0051493;GO:0051494;GO:0051693;GO:0061024;GO:0065007;GO:0065008;GGO:0000149;GO:0005488;GO:0005509;GO:0005515;GO:0008092;GO:0019905;GO:0030507;GO:0032403;GO:0043167;GO:0043169;GO:0046872;GO:0047485GO:0005829;GO:0005856;GO:0005886;GO:0008091;GO:0014731;GO:0016020;GO:0032437;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044464122 57.1 0 323.31 7 0.90 0.141735 1.33 Q6IRK8;A0A0G2K1E7;P16086;A0A0G2JZ69;A0A0G2K1Y8;Q6XDA1;D4A678Spectrin alpha chain, non-erythrocytic 1Sptan1 tr|Q6IRK8|Q6IRK8_RAT Spectrin alpha chain, non-erythrocytic 1 OS=Rattus norvegicus OX=10116 GN=Sptan1 PE=1 SV=1;tr|A0A0G2K1E7|A0A0G2K1E7_RAT Spectrin alpha chain, non-erythrocytic 1 OS=Rattus norvegicus OX=10116 GN=Sptan1 PE=1 SV=1;sp|P16086|SPTN1_RAT Spec
24.35 24.45 23.75 23.58 23.69 24.00 -0.43 catalytic activity;hydroxypyruvate isomerase activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting aldoses and ketoses;isomerase activityGlyoxylate and dicarboxylate metabolismCompleteproteome;Isomerase;Proteomicsidentification;ReferenceproteomeGO:0003824;GO:0008903;GO:0016853;GO:0016860;GO:0016861 8 37.5 0 27.071 1 0.79 0.169514 1.23 F1LZJ4 Hydroxypyruvate isomerase Hyi tr|F1LZJ4|F1LZJ4_RAT Putative hydroxypyruvate isomerase OS=Rattus norvegicus OX=10116 GN=Hyi PE=1 SV=2
29.20 29.07 29.59 28.77 28.96 28.83 -0.43 binding;catalytic activity;cation binding;ferric iron binding;ferroxidase activity;ion binding;iron ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, oxidizing metal ions;oxidoreductase activity, oxidizing metal ions, oxygen as acceptor;transition metal ion bindingbiological regulation;cellular homeostasis;cellular ion homeostasis;cellular process;establishment of localization;homeostatic process;immune system process;ion transport;response to stimulus;transportcell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleMineral absorption;Porphyrin and chlorophyll metabolismAcetylation;Completeproteome;Directproteinsequencing;Iron;Ironstorage;Metal-binding;Oxidoreductase;Proteomicsidentification;ReferenceproteomeGO:0000041;GO:0002376;GO:0006810;GO:0006811;GO:0006812;GO:0006826;GO:0006873;GO:0006875;GO:0006879;GO:0006955;GO:0008285;GO:0009987;GO:0010939;GO:0010941;GO:0019725;GO:0030001;GO:0030003;GO:0042127;GO:0042592;GO:0048145;GO:0048147;GO:0048519;GO:0048523;GO:0048878;GO:0050789;GO:0050794;GO:0050801;GO:0050896;GO:0051234;GO:0055065;GO:0055072;GO:0055080;GO:0055082;GO:0060547;GO:0060548;GO:0065007;GO:0065008GO:0003824;GO:0004322;GO:0005488;GO:0005506;GO:0008199;GO:0016491;GO:0016722;GO:0016724;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446416 74.7 0 153.34 2 1.24 0.085959 1.64 Q66HI5;P19132Ferritin;Ferritin heavy chain;Ferritin heavy chain, N-terminally processedFth1 tr|Q66HI5|Q66HI5_RAT Ferritin OS=Rattus norvegicus OX=10116 GN=Fth1 PE=1 SV=2;sp|P19132|FRIH_RAT Ferritin heavy chain OS=Rattus norvegicus OX=10116 GN=Fth1 PE=1 SV=3
24.07 24.01 24.02 23.52 NaN 23.68 -0.43 extracellular region Completeproteome;Proteomicsidentification;ReferenceproteomeGO:0005576+ + 118 60.7 0 285.77 1 2.25 0.022137 2.70 F1LST1 Fn1 tr|F1LST1|F1LST1_RAT Fibronectin OS=Rattus norvegicus OX=10116 GN=Fn1 PE=1 SV=3
24.66 24.55 24.55 24.29 24.44 23.72 -0.44 binding;protein binding;SNARE binding;soluble NSF attachment protein activity;syntaxin bindinganatomical structure development;biological regulation;cell communication;cell differentiation;cell-cell signaling;cellular component disassembly;cellular component organization;cellular process;developmental process;establishment of localization;localization;membrane fusion;membrane organization;protein transport;regulation of transport;signaling;transportcell part;extracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicle3D-structure;Acetylation;Completeproteome;ER-Golgitransport;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0007154;GO:0007267;GO:0007268;GO:0007270;GO:0007420;GO:0008104;GO:0008105;GO:0009987;GO:0010646;GO:0010807;GO:0015031;GO:0016043;GO:0017157;GO:0022411;GO:0023051;GO:0023052;GO:0030154;GO:0030182;GO:0031644;GO:0032502;GO:0032879;GO:0032984;GO:0033036;GO:0034621;GO:0034623;GO:0035249;GO:0035494;GO:0043241;GO:0043254;GO:0043624;GO:0043933;GO:0044057;GO:0044087;GO:0045176;GO:0045184;GO:0046907;GO:0046928;GO:0048513;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050804;GO:0051046;GO:0051049;GO:0051128;GO:0051179;GO:0051234;GO:0051239;GO:0051588;GO:0051649;GO:0051969;GO:0060341;GO:0060627;GO:0061024;GO:0061025;GO:0065007;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071845;GO:2000300GO:0000149;GO:0005483;GO:0005488;GO:0005515;GO:0019905GO:0005774;GO:0016020;GO:0031090;GO:0031201;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0043195;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044444;GO:0044446;GO:0044456;GO:0044463;GO:0044464;GO:0065010;GO:0070044;GO:007006213 55.6 0 86.39 3 0.92 0.136183 1.36 P54921;F8WFM2;P85969Alpha-soluble NSF attachment protein Napa sp|P54921|SNAA_RAT Alpha-soluble NSF attachment protein OS=Rattus norvegicus OX=10116 GN=Napa PE=1 SV=2
28.45 28.40 28.33 27.95 27.92 27.96 -0.45 Completeproteome;Disulfidebond;Proteomicsidentification;Referenceproteome;Repeat+ + 57 34.4 0 323.31 1 3.65 0.006451 3.31 F1LTJ5 Hspg2 tr|F1LTJ5|F1LTJ5_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=1 SV=3

NaN 23.90 24.54 23.96 23.65 23.71 -0.45 cellular process;establishment of localization;protein transport;transport;vesicle-mediated transportcell part;macromolecular complex;protein complexCompleteproteome;Membrane;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0030117;GO:0032991;GO:0043234;GO:0044424;GO:0044425;GO:0044444;GO:00444645 32.8 0 31.234 1 0.72 0.188722 1.22 D4A8T3 Copz1 tr|D4A8T3|D4A8T3_RAT Coatomer protein complex, subunit zeta 1 OS=Rattus norvegicus OX=10116 GN=Copz1 PE=1 SV=1
29.41 29.36 28.89 28.68 28.89 28.74 -0.45 anion binding;apoptotic protease activator activity;binding;caspase activator activity;caspase regulator activity;catalytic activity;chaperone binding;chloride ion binding;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;enzyme activator activity;enzyme binding;enzyme regulator activity;hydrolase activity;identical protein binding;ion binding;peptidase activator activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;peptidase regulator activity;phosphatase binding;protein binding;protein self-association;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activityaging;biological regulation;cell killing;developmental process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;response to chemical stimulus;response to stimuluscell part;endoplasmic reticulum;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuole;vesicleLysosome 3D-structure;Chloride;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Referenceproteome;Signal;Thiolprotease;ZymogenGO:0001906;GO:0001909;GO:0001913;GO:0002250;GO:0002252;GO:0002376;GO:0002443;GO:0002449;GO:0002456;GO:0002460;GO:0006508;GO:0006917;GO:0006919;GO:0006955;GO:0007568;GO:0008152;GO:0010033;GO:0010941;GO:0010942;GO:0010952;GO:0012502;GO:0019222;GO:0019538;GO:0032502;GO:0042221;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043085;GO:0043170;GO:0043280;GO:0043281;GO:0044093;GO:0044238;GO:0048518;GO:0048522;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051336;GO:0051345;GO:0052547;GO:0052548;GO:0065007;GO:0065009;GO:2000116GO:0003824;GO:0004175;GO:0004197;GO:0004252;GO:0005488;GO:0005515;GO:0008047;GO:0008233;GO:0008234;GO:0008236;GO:0008656;GO:0016504;GO:0016505;GO:0016787;GO:0017171;GO:0019899;GO:0019902;GO:0030234;GO:0031404;GO:0042802;GO:0043028;GO:0043167;GO:0043168;GO:0043621;GO:0051087;GO:0061134;GO:0070011GO:0000323;GO:0005615;GO:0005764;GO:0005773;GO:0005783;GO:0005794;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006210 32.3 0 323.31 1 1.19 0.08765 1.62 P80067 Dipeptidyl peptidase 1;Dipeptidyl peptidase 1 exclusion domain chain;Dipeptidyl peptidase 1 heavy chain;Dipeptidyl peptidase 1 light chainCtsc sp|P80067|CATC_RAT Dipeptidyl peptidase 1 OS=Rattus norvegicus OX=10116 GN=Ctsc PE=1 SV=3
24.18 24.31 24.11 23.53 24.31 23.38 -0.45 structural molecule activitycellular process;establishment of localization;Golgi vesicle transport;transport;vesicle-mediated transportcell part;macromolecular complex;nucleoplasm;protein complexCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006810;GO:0006888;GO:0006890;GO:0006891;GO:0009987;GO:0016192;GO:0046907;GO:0048193;GO:0051234;GO:0051649GO:0005198GO:0005654;GO:0030117;GO:0030120;GO:0030126;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:00444647 32.5 0 203.01 2 0.70 0.193965 1.15 G3V8Q1;A0A0U1RRT4 Cope tr|G3V8Q1|G3V8Q1_RAT Coatomer subunit epsilon OS=Rattus norvegicus OX=10116 GN=Cope PE=1 SV=3
24.72 25.04 25.08 24.42 24.53 24.50 -0.47 [acyl-carrier-protein] S-acetyltransferase activity;[acyl-carrier-protein] S-malonyltransferase activity;3-hydroxyacyl-[acyl-carrier-protein] dehydratase activity;3-hydroxyoctanoyl-[acyl-carrier-protein] dehydratase activity;3-hydroxypalmitoyl-[acyl-carrier-protein] dehydratase activity;3-oxoacyl-[acyl-carrier-protein] reductase (NADPH) activity;3-oxoacyl-[acyl-carrier-protein] synthase activity;acetyltransferase activity;acyl-[acyl-carrier-protein] hydrolase activity;binding;carbon-oxygen lyase activity;catalytic activity;cation binding;coenzyme binding;cofactor binding;drug binding;enoyl-[acyl-carrier-protein] reductase (NADPH, A-specific) activity;enoyl-[acyl-carrier-protein] reductase (NADPH, B-specific) activity;fatty acid synthase activity;hydrolase activity;hydrolase activity, acting on ester bonds;hydro-lyase activity;identical protein binding;ion binding;lyase activity;malonyltransferase activity;metal ion binding;myristoyl-[acyl-carrier-protein] hydrolase activity;NADP binding;NADPH binding;nucleotibiosynthetic process;cell differentiation;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;cofactor metabolic process;developmental process;lipid metabolic process;metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;plasma membrane;vesicleFatty acid biosynthesis;Insulin signaling pathway3D-structure;Acetylation;Completeproteome;Cytoplasm;Fattyacidbiosynthesis;Fattyacidmetabolism;Hydrolase;Lipidbiosynthesis;Lipidmetabolism;Lyase;Multifunctionalenzyme;NAD;NADP;Oxidoreductase;Phosphopantetheine;Phosphoprotein;Pyridoxalphosphate;Referenceproteome;TransferaseGO:0001649;GO:0006082;GO:0006084;GO:0006629;GO:0006631;GO:0006633;GO:0006732;GO:0008152;GO:0008610;GO:0009058;GO:0009987;GO:0010033;GO:0016053;GO:0019752;GO:0030154;GO:0032502;GO:0032787;GO:0034097;GO:0042180;GO:0042221;GO:0043436;GO:0044237;GO:0044238;GO:0044249;GO:0044255;GO:0044281;GO:0044283;GO:0046394;GO:0048869;GO:0050896;GO:0051186;GO:0051716;GO:0070670;GO:0070887;GO:0071310;GO:0071345;GO:0071353GO:0000166;GO:0003824;GO:0004312;GO:0004313;GO:0004314;GO:0004315;GO:0004316;GO:0004317;GO:0004319;GO:0004320;GO:0005488;GO:0005515;GO:0008144;GO:0008270;GO:0016295;GO:0016296;GO:0016297;GO:0016407;GO:0016417;GO:0016418;GO:0016419;GO:0016420;GO:0016491;GO:0016614;GO:0016616;GO:0016627;GO:0016628;GO:0016740;GO:0016746;GO:0016747;GO:0016787;GO:0016788;GO:0016790;GO:0016829;GO:0016835;GO:0016836;GO:0019171;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0046983;GO:0047117;GO:0047451;GO:0048037;GO:0050661;GO:0050662;GO:0070402GO:0005739;GO:0005794;GO:0005829;GO:0005886;GO:0016020;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0042587;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048770;GO:0065010;GO:0070062+ + 25 13.7 0 91.015 1 1.79 0.030178 2.15 P12785 Fatty acid synthase;[Acyl-carrier-protein] S-acetyltransferase;[Acyl-carrier-protein] S-malonyltransferase;3-oxoacyl-[acyl-carrier-protein] synthase;3-oxoacyl-[acyl-carrier-protein] reductase;3-hydroxyacyl-[acyl-carrier-protein] dehydratase;Enoyl-[acyl-carrier-protein] reductase;Oleoyl-[acyl-carrier-protein] hydrolaseFasn sp|P12785|FAS_RAT Fatty acid synthase OS=Rattus norvegicus OX=10116 GN=Fasn PE=1 SV=3
28.40 28.45 28.52 28.42 28.01 27.52 -0.47 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complexProteasomeCompleteproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Protease;Proteasome;Referenceproteome;Threonineprotease;ZymogenGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:004446411 39 0 182.98 2 0.83 0.15034 1.29 Q9JHW0;A0A0G2JUN8Proteasome subunit beta type-7 Psmb7 sp|Q9JHW0|PSB7_RAT Proteasome subunit beta type-7 OS=Rattus norvegicus OX=10116 GN=Psmb7 PE=1 SV=1;tr|A0A0G2JUN8|A0A0G2JUN8_RAT Proteasome subunit beta OS=Rattus norvegicus OX=10116 GN=Psmb7 PE=1 SV=1
23.99 23.83 23.99 23.14 23.86 23.36 -0.48 binding;profilin binding;protein bindinganatomical structure development;biological regulation;cell communication;cell differentiation;cell proliferation;cellular component organization;cellular process;cytoskeleton organization;developmental process;organelle organizationcell cortex;cell part;cytoskeleton;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membraneAcetylation;Actin-binding;Alternativesplicing;Celljunction;Completeproteome;Cytoplasm;Developmentalprotein;Differentiation;Neurogenesis;Phosphoprotein;Referenceproteome;UblconjugationGO:0006996;GO:0007010;GO:0007015;GO:0007154;GO:0007399;GO:0008283;GO:0009987;GO:0010643;GO:0010644;GO:0016043;GO:0022008;GO:0030029;GO:0030036;GO:0030154;GO:0032502;GO:0032507;GO:0045185;GO:0048699;GO:0048731;GO:0048856;GO:0048869;GO:0051235;GO:0051651;GO:0061351;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005515;GO:0005522GO:0005856;GO:0005886;GO:0005911;GO:0005921;GO:0005938;GO:0015629;GO:0016020;GO:0030054;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:00444647 16.3 0 58.079 2 1.03 0.101242 1.51 A0A0H2UHL9;Q07266Drebrin Dbn1 tr|A0A0H2UHL9|A0A0H2UHL9_RAT Drebrin OS=Rattus norvegicus OX=10116 GN=Dbn1 PE=1 SV=1;sp|Q07266|DREB_RAT Drebrin OS=Rattus norvegicus OX=10116 GN=Dbn1 PE=1 SV=3
32.39 32.43 32.32 31.60 32.34 31.72 -0.49 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic processcell part;macromolecular complex;protein complexAcetylation;ATP-binding;Chaperone;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Nucleotide-binding;Phosphoprotein;ReferenceproteomeGO:0006457;GO:0008152;GO:0009987;GO:0019538;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005832;GO:0032991;GO:0043234;GO:0044424;GO:0044444;GO:0044445;GO:004446413 27.9 0 35.848 1 0.99 0.105277 1.48 Q6P502 T-complex protein 1 subunit gamma Cct3 sp|Q6P502|TCPG_RAT T-complex protein 1 subunit gamma OS=Rattus norvegicus OX=10116 GN=Cct3 PE=1 SV=1
25.01 24.74 25.10 24.39 24.76 24.22 -0.50 binding;nucleic acid binding;nucleotide binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activitybiological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;regulation of translation;ribonucleoprotein complex assembly;translational initiationcell part;extracellular organelle;macromolecular complex;nucleoplasm;organelle;protein complex;ribonucleoprotein complex;vesicleRNA transportAcetylation;Completeproteome;Cytoplasm;Initiationfactor;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;Repeat;RNA-binding;WDrepeatGO:0001731;GO:0006413;GO:0006417;GO:0006446;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0016043;GO:0019222;GO:0022607;GO:0022618;GO:0031323;GO:0031326;GO:0032268;GO:0034621;GO:0034622;GO:0043933;GO:0050789;GO:0050794;GO:0051246;GO:0060255;GO:0065003;GO:0065007;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:2000112GO:0000166;GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0008135GO:0005654;GO:0005852;GO:0016282;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0033290;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070993;GO:007154120 34.3 0 73.228 1 1.21 0.076552 1.70 Q4G061 Eukaryotic translation initiation factor 3 subunit BEif3b sp|Q4G061|EIF3B_RAT Eukaryotic translation initiation factor 3 subunit B OS=Rattus norvegicus OX=10116 GN=Eif3b PE=1 SV=1
23.73 24.20 NaN NaN 22.24 24.69 -0.50 binding;calcium ion binding;cation binding;ion binding;metal ion bindingcell part;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;organelleCalcium;Completeproteome;Directproteinsequencing;Endoplasmicreticulum;Metal-binding;Referenceproteome;Repeat;SignalGO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005730;GO:0005788;GO:0031974;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043233;GO:0044422;GO:0044424;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:007001311 38.8 0 84.219 1 0.14 0.755768 0.37 Q62703 Reticulocalbin-2 Rcn2 sp|Q62703|RCN2_RAT Reticulocalbin-2 OS=Rattus norvegicus OX=10116 GN=Rcn2 PE=1 SV=2
27.51 27.55 27.47 26.52 27.32 27.18 -0.50 catalytic activity;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptidesanatomical structure development;biological regulation;cellular component disassembly;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;homeostatic process;immune system process;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell part;cell surface;extracellular region;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuoleAntigen processing and presentation;ko05152;Lysosome;PhagosomeCompleteproteome;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Proteomicsidentification;Referenceproteome;Signal;Thiolprotease;ZymogenGO:0001656;GO:0001822;GO:0001894;GO:0002250;GO:0002376;GO:0006508;GO:0006955;GO:0008152;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0016043;GO:0019538;GO:0019882;GO:0022411;GO:0022617;GO:0030198;GO:0030574;GO:0031347;GO:0031349;GO:0031644;GO:0032101;GO:0032103;GO:0032501;GO:0032502;GO:0032870;GO:0032963;GO:0034769;GO:0042221;GO:0042592;GO:0043062;GO:0043170;GO:0044057;GO:0044236;GO:0044238;GO:0044243;GO:0044259;GO:0045453;GO:0048513;GO:0048518;GO:0048583;GO:0048584;GO:0048856;GO:0050727;GO:0050729;GO:0050789;GO:0050896;GO:0051239;GO:0051603;GO:0051716;GO:0051930;GO:0051931;GO:0060249;GO:0065007;GO:0065008;GO:0070887;GO:0071310;GO:0071495;GO:0071711;GO:0071840;GO:0071841;GO:0071842;GO:0071845;GO:0080134;GO:0097066;GO:0097067GO:0003824;GO:0004175;GO:0004197;GO:0008233;GO:0008234;GO:0016787;GO:0070011GO:0000323;GO:0005576;GO:0005615;GO:0005764;GO:0005773;GO:0009986;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:00444647 31.9 0 323.31 2 0.95 0.111781 1.45 D3ZZR3;Q02765Cathepsin S Ctss tr|D3ZZR3|D3ZZR3_RAT Cathepsin S OS=Rattus norvegicus OX=10116 GN=Ctss PE=1 SV=3;sp|Q02765|CATS_RAT Cathepsin S OS=Rattus norvegicus OX=10116 GN=Ctss PE=2 SV=1
24.22 22.97 25.01 23.72 23.80 23.14 -0.51 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;carbohydrate kinase activity;catalytic activity;kinase activity;N-acetylglucosamine kinase activity;N-acylmannosamine kinase activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;metabolic process;organic acid metabolic process;phosphorus metabolic process;primary metabolic process;small molecule metabolic processextracellular organelle;organelle;vesicleAmino sugar and nucleotide sugar metabolismAcetylation;ATP-binding;Completeproteome;Directproteinsequencing;Kinase;Nucleotide-binding;Phosphoprotein;Referenceproteome;TransferaseGO:0005975;GO:0005996;GO:0006040;GO:0006041;GO:0006044;GO:0006054;GO:0006066;GO:0006082;GO:0006793;GO:0006796;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0016310;GO:0019262;GO:0019752;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046348;GO:0046365;GO:0046835GO:0000166;GO:0003824;GO:0005488;GO:0005524;GO:0009384;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019200;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0045127GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006210 36.2 0 54.364 1 0.33 0.4606 0.70 P81799 N-acetyl-D-glucosamine kinase Nagk sp|P81799|NAGK_RAT N-acetyl-D-glucosamine kinase OS=Rattus norvegicus OX=10116 GN=Nagk PE=1 SV=4

NaN 23.37 24.30 23.70 23.32 22.95 -0.51 cell part;cytoplasm;membraneCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0005737;GO:0016020;GO:0044424;GO:0044464 19 9.4 0 55.566 1 0.48 0.31681 0.94 F1LRI5 Gcn1l1 tr|F1LRI5|F1LRI5_RAT GCN1, eIF2 alpha kinase activator homolog OS=Rattus norvegicus OX=10116 GN=Gcn1 PE=1 SV=3
28.46 27.49 28.32 27.72 27.61 27.39 -0.51 cellular process;ribosome biogenesiscell part;cytoplasm;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complex;ribosomeRibosome Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0009987;GO:0022613;GO:0042254;GO:0044085;GO:0071840;GO:0071841;GO:0071843GO:0005634;GO:0005737;GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044424;GO:0044444;GO:004446414 49.5 0 323.31 2 0.74 0.168959 1.23 P19945;D3ZJT460S acidic ribosomal protein P0 Rplp0 sp|P19945|RLA0_RAT 60S acidic ribosomal protein P0 OS=Rattus norvegicus OX=10116 GN=Rplp0 PE=1 SV=2
23.18 23.00 22.85 NaN 22.73 22.26 -0.52 amine binding;amino acid binding;binding;carboxylic acid binding;catalytic activity;dimethylargininase activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidinesamine metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;centrosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;microtubule organizing center;mitochondrion;organelle;vesicleCompleteproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Mitochondrion;ReferenceproteomeGO:0000052;GO:0006082;GO:0006520;GO:0006525;GO:0006575;GO:0006807;GO:0008152;GO:0009064;GO:0009308;GO:0009987;GO:0019752;GO:0034641;GO:0042180;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044281GO:0003824;GO:0005488;GO:0016403;GO:0016597;GO:0016787;GO:0016810;GO:0016813;GO:0031406;GO:0043176GO:0005739;GO:0005813;GO:0005815;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700627 28.4 0 18.747 1 1.03 0.098092 1.65 Q6MG60 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2Ddah2 sp|Q6MG60|DDAH2_RAT N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Rattus norvegicus OX=10116 GN=Ddah2 PE=1 SV=1
26.65 26.40 26.42 25.63 24.81 27.47 -0.52 amine binding;amino acid binding;binding;carboxylic acid binding;catalytic activity;cofactor binding;enzyme binding;identical protein binding;kynurenine-oxoglutarate transaminase activity;L-aspartate:2-oxoglutarate aminotransferase activity;lipid binding;L-phenylalanine aminotransferase activity;L-phenylalanine:2-oxoglutarate aminotransferase activity;phospholipid binding;protein binding;protein dimerization activity;protein homodimerization activity;pyridoxal phosphate binding;transaminase activity;transferase activity;transferase activity, transferring nitrogenous groups;vitamin B6 binding;vitamin bindingamine metabolic process;biosynthetic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;lipid transport;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;organic acid transport;primary metabolic process;small molecule metabolic process;transportcell part;cell surface;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;organelle;plasma membrane;protein complexAlanine, aspartate and glutamate metabolism;Arginine and proline metabolism;Cysteine and methionine metabolism;Fat digestion and absorption;Phenylalanine metabolism;Phenylalanine, tyrosine and tryptophan biosynthesis;Tyrosine metabolismAcetylation;Aminotransferase;Cellmembrane;Completeproteome;Directproteinsequencing;Lipidtransport;Membrane;Mitochondrion;Nitration;Phosphoprotein;Pyridoxalphosphate;Referenceproteome;Transferase;Transitpeptide;TransportGO:0006082;GO:0006103;GO:0006520;GO:0006531;GO:0006536;GO:0006807;GO:0006810;GO:0006869;GO:0008152;GO:0009058;GO:0009064;GO:0009066;GO:0009308;GO:0009987;GO:0015718;GO:0015849;GO:0015908;GO:0019752;GO:0034641;GO:0042180;GO:0043436;GO:0043648;GO:0044106;GO:0044237;GO:0044238;GO:0044281;GO:0046942;GO:0051234;GO:0071702GO:0003824;GO:0004069;GO:0005488;GO:0005515;GO:0005543;GO:0008289;GO:0008483;GO:0016212;GO:0016597;GO:0016740;GO:0016769;GO:0019842;GO:0019899;GO:0030170;GO:0031406;GO:0042802;GO:0042803;GO:0043176;GO:0046983;GO:0048037;GO:0070279;GO:0070546;GO:0080130GO:0005739;GO:0005743;GO:0005759;GO:0005886;GO:0009986;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031974;GO:0032991;GO:0043204;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0043234;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:007001322 66.5 0 137.74 1 0.26 0.557363 0.59 P00507 Aspartate aminotransferase, mitochondrialGot2 sp|P00507|AATM_RAT Aspartate aminotransferase, mitochondrial OS=Rattus norvegicus OX=10116 GN=Got2 PE=1 SV=2
26.73 25.99 26.65 26.21 26.41 25.19 -0.53 binding;DNA binding;molecular transducer activity;nucleic acid binding;RNA binding;signal transducer activity;translation elongation factor activity;translation factor activity, nucleic acid bindingbiological regulation;biosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic processcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;protein complexAcetylation;Alternativesplicing;Completeproteome;DNA-binding;Elongationfactor;Nucleus;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;Transcription;TranscriptionregulationGO:0006139;GO:0006351;GO:0006355;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009966;GO:0009967;GO:0009987;GO:0010468;GO:0010556;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0016070;GO:0019219;GO:0019222;GO:0023051;GO:0023056;GO:0031323;GO:0031326;GO:0032774;GO:0034641;GO:0034645;GO:0043122;GO:0043123;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0050789;GO:0050794;GO:0051171;GO:0051252;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112GO:0003676;GO:0003677;GO:0003723;GO:0003746;GO:0004871;GO:0005488;GO:0008135;GO:0060089GO:0005730;GO:0005853;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:004446410 52 0 81.746 1 0.52 0.280325 0.97 Q68FR9 Elongation factor 1-delta Eef1d sp|Q68FR9|EF1D_RAT Elongation factor 1-delta OS=Rattus norvegicus OX=10116 GN=Eef1d PE=1 SV=2
25.54 25.41 25.16 24.82 24.77 24.94 -0.53 catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donors;oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;protein-disulfide reductase (glutathione) activitybiological regulation;cellular homeostasis;cellular process;homeostatic processcell part Glutathione metabolismCompleteproteome;Disulfidebond;Endoplasmicreticulum;Glycoprotein;Oxidoreductase;Redox-activecenter;Referenceproteome;SignalGO:0009987;GO:0019725;GO:0042592;GO:0045454;GO:0050789;GO:0050794;GO:0065007;GO:0065008GO:0003824;GO:0016491;GO:0016667;GO:0016671;GO:0019153GO:0005788;GO:0031974;GO:0043233;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0070013+ + 4 31.2 0 24.468 1 1.90 0.024476 2.37 Q498E0 Thioredoxin domain-containing protein 12Txndc12 sp|Q498E0|TXD12_RAT Thioredoxin domain-containing protein 12 OS=Rattus norvegicus OX=10116 GN=Txndc12 PE=2 SV=2
26.65 26.99 26.55 26.12 26.37 26.12 -0.53 cysteine-type endopeptidase inhibitor activity;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activitybehavior;multicellular organismal process;response to stimuluscell part;cytoplasm;extracellular organelle;extracellular space;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;organelle;vesicleAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Proteaseinhibitor;Referenceproteome;ThiolproteaseinhibitorGO:0007610;GO:0007626;GO:0008344;GO:0030534;GO:0032501;GO:0050896GO:0004857;GO:0004866;GO:0004869;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0005730;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 9 67.3 0 56.387 1 1.55 0.035722 2.05 P01041 Cystatin-B Cstb sp|P01041|CYTB_RAT Cystatin-B OS=Rattus norvegicus OX=10116 GN=Cstb PE=1 SV=1
22.94 22.95 22.07 22.35 21.75 22.27 -0.53 binding;enzyme activator activity;enzyme binding;enzyme regulator activity;GDP-dissociation inhibitor activity;GTPase activator activity;GTPase binding;GTPase regulator activity;nucleoside-triphosphatase regulator activity;protein binding;Rab GDP-dissociation inhibitor activity;Rab GTPase binding;Ras GTPase binding;small GTPase binding;small GTPase regulator activitybiological regulation;cellular process;establishment of localization;protein transport;regulation of transport;response to chemical stimulus;response to stimulus;signal transduction;transportcell part;cell projection;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;midbody;neuron projection;organelle;protein complexAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Golgiapparatus;GTPaseactivation;ReferenceproteomeGO:0006810;GO:0007165;GO:0007264;GO:0007265;GO:0009987;GO:0010035;GO:0010038;GO:0010721;GO:0010769;GO:0010975;GO:0015031;GO:0019222;GO:0022603;GO:0022604;GO:0031344;GO:0031345;GO:0032386;GO:0032387;GO:0032482;GO:0032879;GO:0032880;GO:0033157;GO:0035556;GO:0042221;GO:0045184;GO:0045595;GO:0045596;GO:0045664;GO:0048519;GO:0048523;GO:0050767;GO:0050768;GO:0050770;GO:0050771;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050896;GO:0051049;GO:0051051;GO:0051093;GO:0051128;GO:0051129;GO:0051223;GO:0051224;GO:0051234;GO:0051239;GO:0051592;GO:0051716;GO:0051960;GO:0060284;GO:0060341;GO:0065007;GO:0065009;GO:0070201;GO:0090313;GO:0090315;GO:0090317;GO:2000026GO:0005083;GO:0005092;GO:0005093;GO:0005096;GO:0005488;GO:0005515;GO:0008047;GO:0017016;GO:0017137;GO:0019899;GO:0030234;GO:0030695;GO:0031267;GO:0051020;GO:0060589GO:0005794;GO:0030496;GO:0032991;GO:0042995;GO:0043005;GO:0043209;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:0044444;GO:004446413 35.1 0 39.444 1 0.69 0.18389 1.18 P50398 Rab GDP dissociation inhibitor alpha Gdi1 sp|P50398|GDIA_RAT Rab GDP dissociation inhibitor alpha OS=Rattus norvegicus OX=10116 GN=Gdi1 PE=1 SV=1
26.79 26.74 26.44 26.04 26.10 26.22 -0.53 binding;carbohydrate bindingbiological regulation Cell adhesion molecules (CAMs)Completeproteome;Disulfidebond;Immunoglobulindomain;Lectin;Proteomicsidentification;Referenceproteome;RepeatGO:0010941;GO:0010942;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007;GO:0070228;GO:0070230;GO:0070232;GO:0070234;GO:2000106;GO:2000108GO:0005488;GO:0030246+ + 38 32.5 0 179.45 2 1.94 0.022308 2.41 A0A0G2K320;D3ZVM6 Siglec1 tr|A0A0G2K320|A0A0G2K320_RAT Sialic acid-binding Ig-like lectin 1 OS=Rattus norvegicus OX=10116 GN=Siglec1 PE=1 SV=1;tr|D3ZVM6|D3ZVM6_RAT Sialic acid binding Ig-like lectin 1, sialoadhesin (Predicted) OS=Rattus norvegicus OX=10116 GN=Siglec1 PE=1 SV=2
28.86 28.53 28.29 27.79 28.09 28.20 -0.53 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleoplasm;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Glycoprotein;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Proteomicsidentification;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005654;GO:0005737;GO:0005839;GO:0019773;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:007006212 61 0 323.31 2 1.21 0.071816 1.74 Q6P9V6;P34064Proteasome subunit alpha type;Proteasome subunit alpha type-5Psma5 tr|Q6P9V6|Q6P9V6_RAT Proteasome subunit alpha type OS=Rattus norvegicus OX=10116 GN=Psma5 PE=1 SV=1;sp|P34064|PSA5_RAT Proteasome subunit alpha type-5 OS=Rattus norvegicus OX=10116 GN=Psma5 PE=1 SV=1
27.86 27.69 27.22 27.11 27.22 26.84 -0.53 adenyl nucleotide binding;adenyl ribonucleotide binding;AMP binding;ATP binding;bile acid binding;binding;carbohydrate binding;carboxylic acid binding;catalytic activity;cofactor binding;drug binding;glycogen phosphorylase activity;identical protein binding;lipid binding;monocarboxylic acid binding;nucleobase binding;nucleotide binding;phosphorylase activity;protein binding;protein dimerization activity;protein homodimerization activity;purine base binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyridoxal phosphate binding;ribonucleotide binding;steroid binding;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring hexosyl groups;vitamin B6 binding;vitamin bindingalcohol metabolic process;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cell death;cellular metabolic process;cellular process;death;energy reserve metabolic process;generation of precursor metabolites and energy;heterocycle metabolic process;homeostatic process;macromolecule metabolic process;metabolic process;polysaccharide metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;membrane;organelle;plasma membrane;vesicleInsulin signaling pathway;Starch and sucrose metabolismAcetylation;Allostericenzyme;Carbohydratemetabolism;Completeproteome;Glycogenmetabolism;Glycosyltransferase;Nucleotide-binding;Phosphoprotein;Pyridoxalphosphate;Referenceproteome;TransferaseGO:0000272;GO:0005975;GO:0005976;GO:0005977;GO:0005980;GO:0005996;GO:0006014;GO:0006015;GO:0006066;GO:0006073;GO:0006091;GO:0006112;GO:0008152;GO:0008219;GO:0009056;GO:0009057;GO:0009058;GO:0009251;GO:0009987;GO:0015980;GO:0016051;GO:0016052;GO:0016265;GO:0019302;GO:0019321;GO:0019322;GO:0019693;GO:0033500;GO:0034637;GO:0042592;GO:0042593;GO:0043170;GO:0044042;GO:0044237;GO:0044238;GO:0044247;GO:0044249;GO:0044260;GO:0044262;GO:0044264;GO:0044275;GO:0044281;GO:0044283;GO:0046165;GO:0046364;GO:0046390;GO:0046391;GO:0046483;GO:0048878;GO:0055114;GO:0065007;GO:0065008;GO:0070265;GO:0070266GO:0000166;GO:0002054;GO:0002060;GO:0003824;GO:0004645;GO:0005488;GO:0005496;GO:0005515;GO:0005524;GO:0008144;GO:0008184;GO:0008289;GO:0016208;GO:0016740;GO:0016757;GO:0016758;GO:0017076;GO:0019842;GO:0030170;GO:0030246;GO:0030554;GO:0031406;GO:0032052;GO:0032553;GO:0032555;GO:0032559;GO:0033293;GO:0035639;GO:0042802;GO:0042803;GO:0046983;GO:0048037;GO:0070279GO:0005737;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006239 49.1 0 270.49 1 1.12 0.085306 1.65 P09811 Glycogen phosphorylase, liver form Pygl sp|P09811|PYGL_RAT Glycogen phosphorylase, liver form OS=Rattus norvegicus OX=10116 GN=Pygl PE=1 SV=5
23.07 23.44 22.29 22.63 22.41 22.16 -0.54 aging;anatomical structure development;biological regulation;cell differentiation;cellular process;developmental process;regulation of DNA metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell body;cell part;cell projection;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;nucleoplasm;nucleus;organelle;protein complex;vesicleWnt signaling pathwayAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleus;Phosphoprotein;Referenceproteome;UblconjugationpathwayGO:0006275;GO:0007507;GO:0007568;GO:0009719;GO:0009725;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010556;GO:0010557;GO:0010604;GO:0010941;GO:0019219;GO:0019222;GO:0030154;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032502;GO:0035051;GO:0042221;GO:0042692;GO:0043434;GO:0045740;GO:0045935;GO:0048513;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051052;GO:0051054;GO:0051146;GO:0051171;GO:0051173;GO:0051592;GO:0051716;GO:0055007;GO:0060255;GO:0060416;GO:0060548;GO:0065007;GO:0070887;GO:0071241;GO:0071248;GO:0071277;GO:0080090;GO:2000112GO:0005634;GO:0005641;GO:0005654;GO:0005737;GO:0030877;GO:0031970;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700628 39.7 0 31.615 1 0.66 0.194132 1.15 Q6AYK6 Calcyclin-binding protein Cacybp sp|Q6AYK6|CYBP_RAT Calcyclin-binding protein OS=Rattus norvegicus OX=10116 GN=Cacybp PE=1 SV=1
23.28 23.67 23.29 22.55 NaN 23.20 -0.54 binding;carbohydrate binding;cargo receptor activity;glycosaminoglycan binding;hyaluronic acid binding;lipoprotein particle binding;lipoprotein particle receptor activity;low-density lipoprotein particle binding;low-density lipoprotein receptor activity;pattern binding;polysaccharide binding;protein-lipid complex binding;receptor activity;scavenger receptor activitybiological adhesion;biological regulation;cell adhesion;cell communication;cell-cell signaling;cellular process;multi-organism process;response to biotic stimulus;response to stimulus;response to stress;signalingcell part Completeproteome;Disulfidebond;Proteomicsidentification;Referenceproteome;RepeatGO:0006950;GO:0006952;GO:0007154;GO:0007155;GO:0007267;GO:0009607;GO:0009617;GO:0009987;GO:0016525;GO:0022603;GO:0022610;GO:0023052;GO:0042742;GO:0045765;GO:0048519;GO:0050789;GO:0050793;GO:0050896;GO:0051093;GO:0051239;GO:0051704;GO:0051707;GO:0065007;GO:2000026GO:0001871;GO:0004872;GO:0005041;GO:0005044;GO:0005488;GO:0005539;GO:0005540;GO:0030169;GO:0030228;GO:0030246;GO:0030247;GO:0038024;GO:0071813;GO:0071814GO:0005887;GO:0016021;GO:0031224;GO:0031226;GO:0044425;GO:0044459;GO:004446414 8.7 0 38.076 1 0.78 0.150134 1.37 D3ZWH1 Stab1 tr|D3ZWH1|D3ZWH1_RAT Stabilin 1 OS=Rattus norvegicus OX=10116 GN=Stab1 PE=1 SV=2
26.01 26.07 25.63 25.34 25.68 25.07 -0.54 binding;mRNA binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activitybiological regulation;biosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;regulation of translation;translationcell part;extracellular organelle;macromolecular complex;membrane;organelle;ribonucleoprotein complex;small ribosomal subunit;vesicleRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0006417;GO:0006448;GO:0006450;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0019222;GO:0019538;GO:0031323;GO:0031326;GO:0032268;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0050789;GO:0050794;GO:0051246;GO:0060255;GO:0065007;GO:0065008;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003729;GO:0003735;GO:0005198;GO:0005488GO:0005912;GO:0005924;GO:0005925;GO:0015935;GO:0016020;GO:0022627;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:007016110 40.2 0 119.64 3 1.13 0.084197 1.67 B0BN81;P24050;A0A0G2K20040S ribosomal protein S5;40S ribosomal protein S5, N-terminally processedRps5 tr|B0BN81|B0BN81_RAT 40S ribosomal protein S5 OS=Rattus norvegicus OX=10116 GN=Rps5 PE=1 SV=1;sp|P24050|RS5_RAT 40S ribosomal protein S5 OS=Rattus norvegicus OX=10116 GN=Rps5 PE=1 SV=3;tr|A0A0G2K200|A0A0G2K200_RAT 40S ribosomal protein S5 OS=Rattus norvegi
25.60 26.42 26.80 25.22 25.64 26.33 -0.54 catalytic activity;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptidesbiological regulation;catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to abiotic stimulus;response to stimulusapical part of cell;cell part;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleAntigen processing and presentation;LysosomeCompleteproteome;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Proteomicsidentification;Referenceproteome;Signal;Thiolprotease;ZymogenGO:0003008;GO:0003014;GO:0006508;GO:0008152;GO:0009056;GO:0009057;GO:0009268;GO:0009628;GO:0009987;GO:0010447;GO:0010941;GO:0019538;GO:0032501;GO:0032801;GO:0040008;GO:0040014;GO:0040015;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043112;GO:0043170;GO:0043523;GO:0043524;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0045926;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050896;GO:0051239;GO:0051241;GO:0051603;GO:0060548;GO:0065007GO:0003824;GO:0004175;GO:0004197;GO:0008233;GO:0008234;GO:0016787;GO:0070011GO:0000323;GO:0005764;GO:0005768;GO:0005770;GO:0005773;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0045177;GO:0065010;GO:00700624 12.2 0 175.27 2 0.49 0.296422 0.94 Q5PPG2;Q9R0J8Legumain Lgmn tr|Q5PPG2|Q5PPG2_RAT Legumain OS=Rattus norvegicus OX=10116 GN=Lgmn PE=1 SV=1;sp|Q9R0J8|LGMN_RAT Legumain OS=Rattus norvegicus OX=10116 GN=Lgmn PE=1 SV=1
24.88 24.32 24.58 24.07 24.29 23.79 -0.54 binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;inorganic diphosphatase activity;ion binding;magnesium ion binding;metal ion binding;pyrophosphatase activitycellular metabolic process;cellular process;metabolic process;phosphorus metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesicleOxidative phosphorylationCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006793;GO:0006796;GO:0008152;GO:0009987;GO:0044237GO:0000287;GO:0003824;GO:0004427;GO:0005488;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0043167;GO:0043169;GO:0046872GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:00700629 50.2 0 50.502 2 1.18 0.073785 1.72 F7EPH4;A0A0G2JUD2 Ppa1 tr|F7EPH4|F7EPH4_RAT Pyrophosphatase (inorganic) 1 OS=Rattus norvegicus OX=10116 GN=Ppa1 PE=1 SV=1;tr|A0A0G2JUD2|A0A0G2JUD2_RAT Secretion-associated, Ras-related GTPase 1A OS=Rattus norvegicus OX=10116 GN=Sar1a PE=1 SV=1
25.57 25.77 25.58 24.99 25.23 25.08 -0.55 acid phosphatase activity;binding;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;non-membrane spanning protein tyrosine phosphatase activity;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein binding;protein domain specific binding;protein tyrosine phosphatase activity;SH3 domain bindingcell communication;cell-cell signaling;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein dephosphorylation;protein metabolic process;protein modification process;signalingcell part;cell projection;cytoplasm;extracellular organelle;neuron projection;organelle;vesicleRiboflavin metabolismAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Phosphoprotein;Proteinphosphatase;Proteomicsidentification;ReferenceproteomeGO:0006464;GO:0006470;GO:0006793;GO:0006796;GO:0007154;GO:0007267;GO:0007268;GO:0008152;GO:0009987;GO:0016311;GO:0019538;GO:0023052;GO:0035335;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267GO:0003824;GO:0003993;GO:0004721;GO:0004725;GO:0004726;GO:0005488;GO:0005515;GO:0016787;GO:0016788;GO:0016791;GO:0017124;GO:0019904;GO:0042578GO:0005737;GO:0009898;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044425;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 6 33.3 0 102.57 3 2.36 0.013132 2.81 Z4YNF4;P41498;A0A0G2K394Low molecular weight phosphotyrosine protein phosphataseAcp1 tr|Z4YNF4|Z4YNF4_RAT Low molecular weight phosphotyrosine protein phosphatase OS=Rattus norvegicus OX=10116 GN=Acp1 PE=1 SV=2;sp|P41498|PPAC_RAT Low molecular weight phosphotyrosine protein phosphatase OS=Rattus norvegicus OX=10116 GN=Acp1 PE=1 SV=3;tr|A0A
25.56 25.78 25.72 25.21 25.07 25.11 -0.55 binding;enzyme binding;fibronectin binding;kinase binding;molecular transducer activity;protein binding;protein kinase binding;protein kinase C binding;receptor activity;signal transducer activity;signaling receptor activity;thrombospondin receptor activityanatomical structure development;biological adhesion;biological regulation;cell adhesion;cell communication;cell motility;cell-cell signaling;cellular component movement;cellular process;developmental process;locomotion;regulation of organelle organization;regulation of protein modification process;signalingcell part;cell surface;extracellular organelle;membrane;organelle;plasma membrane;vesicleCell adhesion molecules (CAMs);ECM-receptor interaction;MalariaCompleteproteome;Directproteinsequencing;Glycoprotein;Heparansulfate;Membrane;Proteoglycan;Referenceproteome;Secreted;Signal;Transmembrane;TransmembranehelixGO:0001657;GO:0001932;GO:0001952;GO:0001954;GO:0006928;GO:0007154;GO:0007155;GO:0007267;GO:0009987;GO:0010638;GO:0010810;GO:0010811;GO:0016477;GO:0019220;GO:0019222;GO:0022610;GO:0023052;GO:0030155;GO:0031323;GO:0031399;GO:0032231;GO:0032233;GO:0032268;GO:0032502;GO:0032956;GO:0032970;GO:0033043;GO:0033674;GO:0035295;GO:0040011;GO:0042325;GO:0043085;GO:0043549;GO:0044087;GO:0044093;GO:0045785;GO:0045859;GO:0045860;GO:0048518;GO:0048522;GO:0048856;GO:0048870;GO:0050789;GO:0050790;GO:0050794;GO:0051128;GO:0051130;GO:0051174;GO:0051246;GO:0051338;GO:0051347;GO:0051492;GO:0051493;GO:0051495;GO:0051496;GO:0051893;GO:0051894;GO:0060255;GO:0065007;GO:0065009;GO:0080090;GO:0090109GO:0001968;GO:0004871;GO:0004872;GO:0005080;GO:0005488;GO:0005515;GO:0019899;GO:0019900;GO:0019901;GO:0038023;GO:0060089;GO:0070053GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0009986;GO:0016020;GO:0016021;GO:0030054;GO:0030055;GO:0031224;GO:0031982;GO:0031988;GO:0043034;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044444;GO:0044449;GO:0044464;GO:0045121;GO:0065010;GO:0070062;GO:0070161+ + 5 34.2 0 35.638 1 2.66 0.008184 3.09 P34901 Syndecan-4 Sdc4 sp|P34901|SDC4_RAT Syndecan-4 OS=Rattus norvegicus OX=10116 GN=Sdc4 PE=1 SV=1
26.04 25.44 26.26 25.49 25.34 25.25 -0.55 beta-glucuronidase activity;binding;carbohydrate binding;catalytic activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compoundscarbohydrate metabolic process;metabolic process;primary metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuole;vesicleDrug metabolism - other enzymes;Flavone and flavonol biosynthesis;Glycosaminoglycan degradation;Lysosome;Pentose and glucuronate interconversions;Porphyrin and chlorophyll metabolism;Starch and sucrose metabolismCompleteproteome;Glycoprotein;Glycosidase;Hydrolase;Lysosome;Proteomicsidentification;Referenceproteome;SignalGO:0005975;GO:0008152;GO:0044238GO:0003824;GO:0004553;GO:0004566;GO:0005488;GO:0016787;GO:0016798;GO:0030246GO:0000323;GO:0005764;GO:0005773;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006210 20.1 0 41.073 3 1.02 0.096942 1.56 F1LQQ8;P06760;Q7TPJ3Beta-glucuronidase Gusb tr|F1LQQ8|F1LQQ8_RAT Beta-glucuronidase OS=Rattus norvegicus OX=10116 GN=Gusb PE=1 SV=2;sp|P06760|BGLR_RAT Beta-glucuronidase OS=Rattus norvegicus OX=10116 GN=Gusb PE=2 SV=1;tr|Q7TPJ3|Q7TPJ3_RAT Beta-glucuronidase OS=Rattus norvegicus OX=10116 GN=Gusb PE=1
24.29 23.36 25.02 23.14 24.39 23.46 -0.56 catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on the CH-NH group of donors;oxidoreductase activity, acting on the CH-NH group of donors, NAD or NADP as acceptor;thiomorpholine-carboxylate dehydrogenase activityestablishment of localization;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;transportcell part;cytosol Completeproteome;Cytoplasm;Directproteinsequencing;NAD;NADP;Oxidoreductase;ReferenceproteomeGO:0006810;GO:0006839;GO:0007584;GO:0009605;GO:0009719;GO:0009725;GO:0009991;GO:0010033;GO:0031667;GO:0033273;GO:0033280;GO:0042221;GO:0046907;GO:0050896;GO:0051234;GO:0051649GO:0003824;GO:0016491;GO:0016645;GO:0016646;GO:0047127GO:0005829;GO:0044424;GO:0044444;GO:0044464 10 36.4 0 36.933 2 0.39 0.400346 0.79 Q9QYU4;A0A0G2K568Ketimine reductase mu-crystallin Crym sp|Q9QYU4|CRYM_RAT Ketimine reductase mu-crystallin OS=Rattus norvegicus OX=10116 GN=Crym PE=1 SV=1;tr|A0A0G2K568|A0A0G2K568_RAT Ketimine reductase mu-crystallin OS=Rattus norvegicus OX=10116 GN=Crym PE=1 SV=1
25.71 25.90 25.32 25.13 24.96 25.16 -0.56 binding;catalytic activity;glucosyltransferase activity;protein binding;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring hexosyl groups;UDP-glucose:glycoprotein glucosyltransferase activity;UDP-glucosyltransferase activity;UDP-glycosyltransferase activity;unfolded protein bindingcarbohydrate metabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein folding;protein glycosylation;protein metabolic process;protein modification processcell part;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleProtein processing in endoplasmic reticulumCompleteproteome;Directproteinsequencing;Endoplasmicreticulum;Glycoprotein;Glycosyltransferase;Phosphoprotein;Referenceproteome;Signal;TransferaseGO:0005975;GO:0006457;GO:0006458;GO:0006464;GO:0006486;GO:0008152;GO:0009987;GO:0019538;GO:0043170;GO:0043412;GO:0043413;GO:0044237;GO:0044238;GO:0044260;GO:0044262;GO:0044267;GO:0051084;GO:0070085GO:0003824;GO:0003980;GO:0005488;GO:0005515;GO:0008194;GO:0016740;GO:0016757;GO:0016758;GO:0035251;GO:0046527;GO:0051082GO:0005783;GO:0005788;GO:0005793;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:0070062+ + 27 21.9 0 100.86 1 1.45 0.039024 2.01 Q9JLA3 UDP-glucose:glycoprotein glucosyltransferase 1Uggt1 sp|Q9JLA3|UGGG1_RAT UDP-glucose:glycoprotein glucosyltransferase 1 OS=Rattus norvegicus OX=10116 GN=Uggt1 PE=1 SV=2
28.47 28.37 28.34 27.68 28.11 27.69 -0.57 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glycoprotein;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Proteomicsidentification;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 13 59.6 0 323.31 2 1.73 0.026833 2.28 Q6PDW4;P18421Proteasome subunit beta type;Proteasome subunit beta type-1Psmb1 tr|Q6PDW4|Q6PDW4_RAT Proteasome subunit beta OS=Rattus norvegicus OX=10116 GN=Psmb1 PE=1 SV=1;sp|P18421|PSB1_RAT Proteasome subunit beta type-1 OS=Rattus norvegicus OX=10116 GN=Psmb1 PE=1 SV=3
29.47 29.27 29.08 28.79 28.65 28.68 -0.57 binding;enzyme activator activity;enzyme regulator activity;kinase activator activity;kinase regulator activity;lipid binding;phosphatidylinositol binding;phosphatidylinositol-3,4,5-trisphosphate binding;phospholipid binding;protein binding;protein complex binding;protein kinase activator activity;protein kinase regulator activity;protein serine/threonine kinase activator activitybiological regulation;cellular component organization;cellular metabolic process;cellular process;cytoskeleton organization;macromolecule metabolic process;macromolecule modification;metabolic process;organelle organization;phosphorus metabolic process;primary metabolic process;protein metabolic process;protein modification process;protein phosphorylation;regulation of organelle organization;regulation of protein modification process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;signal transductioncell leading edge;cell part;cell projection;cell surface;cytoplasm;extracellular organelle;filopodium;macromolecular complex;microvillus;midbody;neuron projection;nucleoplasm;organelle;protein complex;site of polarized growth;vesicleRegulation of actin cytoskeletonCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000082;GO:0000165;GO:0000187;GO:0001817;GO:0001932;GO:0006464;GO:0006468;GO:0006793;GO:0006796;GO:0006996;GO:0007010;GO:0007015;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0007173;GO:0007186;GO:0007243;GO:0007264;GO:0007265;GO:0008064;GO:0008152;GO:0008284;GO:0008361;GO:0008543;GO:0009719;GO:0009892;GO:0009893;GO:0009966;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010468;GO:0010563;GO:0010604;GO:0010605;GO:0010628;GO:0010629;GO:0010638;GO:0016043;GO:0016310;GO:0019220;GO:0019222;GO:0019538;GO:0022402;GO:0023051;GO:0030029;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031323;GO:0031324;GO:0031334;GO:0031399;GO:0032268;GO:0032271;GO:0032273;GO:0032535;GO:0032956;GO:0032970;GO:0033043;GO:0033599;GO:0033601;GO:0033674;GO:0034314;GO:0035303;GO:0035305;GO:0035556;GO:0042127;GO:0042221;GO:0042325;GO:0043085;GO:0043170;GO:0043254;GO:0043405;GO:0043406;GO:0043412;GO:0043549;GO:0044087;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044344;GO:0045010;GO:0045859;GO:0045860;GO:0045936;GO:0048008;GGO:0005488;GO:0005515;GO:0005543;GO:0005547;GO:0008047;GO:0008289;GO:0019207;GO:0019209;GO:0019887;GO:0030234;GO:0030295;GO:0032403;GO:0035091;GO:0043539GO:0005654;GO:0005737;GO:0005874;GO:0005902;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0009986;GO:0016328;GO:0019897;GO:0019898;GO:0030027;GO:0030054;GO:0030055;GO:0030175;GO:0030424;GO:0030426;GO:0030427;GO:0030496;GO:0031234;GO:0031252;GO:0031941;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 67 50.1 0 323.31 3 2.03 0.01995 2.57 G3V7Q7;F1LW74;D3ZCS4 Iqgap1 tr|G3V7Q7|G3V7Q7_RAT IQ motif containing GTPase activating protein 1 (Predicted), isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Iqgap1 PE=1 SV=1

NaN 22.70 22.58 22.39 21.81 22.03 -0.57 binding;cation binding;enzyme binding;ion binding;metal ion binding;protein bindingbiological regulationcell part;extracellular organelle;membrane;organelle;vesicleCoiledcoil;Completeproteome;Endoplasmicreticulum;Magnesium;Membrane;Metal-binding;Proteomicsidentification;Referenceproteome;Transmembrane;TransmembranehelixGO:0010941;GO:0042981;GO:0043067;GO:0050789;GO:0050794;GO:0065007;GO:2000269GO:0005488;GO:0005515;GO:0019899;GO:0043167;GO:0043169;GO:0046872GO:0005789;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700624 10.4 0 9.1436 3 1.07 0.085742 1.75 Q6QI86;Q6AYR6;P85007Haloacid dehalogenase-like hydrolase domain-containing protein 2Hdhd2 tr|Q6QI86|Q6QI86_RAT Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Rattus norvegicus OX=10116 GN=Hdhd2 PE=1 SV=1;sp|Q6AYR6|HDHD2_RAT Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Rattus norvegicus OX=10116 GN=Hdh
29.46 29.39 28.87 28.39 28.60 29.00 -0.58 binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activity;protease binding;protein binding;serine-type endopeptidase inhibitor activityaging;anatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell activation;cellular homeostasis;cellular process;developmental process;growth;homeostatic process;immune system process;multi-organism process;regulation of transport;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to starvation;response to stimulus;response to stresscell part;cytoplasmic membrane-bounded vesicle;extracellular matrix;extracellular organelle;extracellular region;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleChagas disease (American trypanosomiasis);Complement and coagulation cascades;p53 signaling pathwayCompleteproteome;Glycoprotein;Proteaseinhibitor;Referenceproteome;Secreted;Serineproteaseinhibitor;SignalGO:0000302;GO:0001300;GO:0001525;GO:0001666;GO:0001678;GO:0001775;GO:0001817;GO:0001819;GO:0001952;GO:0001953;GO:0002237;GO:0002274;GO:0002376;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0003006;GO:0006950;GO:0006952;GO:0006979;GO:0007162;GO:0007568;GO:0007569;GO:0008284;GO:0008406;GO:0008585;GO:0009605;GO:0009607;GO:0009611;GO:0009612;GO:0009617;GO:0009628;GO:0009629;GO:0009653;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009888;GO:0009892;GO:0009893;GO:0009966;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010466;GO:0010468;GO:0010469;GO:0010604;GO:0010605;GO:0010628;GO:0010629;GO:0010755;GO:0010757;GO:0010810;GO:0010812;GO:0010941;GO:0010951;GO:0010955;GO:0010959;GO:0014070;GO:0014071;GO:0014910;GO:0014912;GO:0016525;GO:0019222;GO:0019725;GO:0022414;GO:0022603;GO:0023051;GO:0030100;GO:0030155;GO:0030162;GO:0030193;GO:0030194;GO:0030334;GO:0030335;GO:0030336;GO:0031099;GO:0031323;GO:0031324;GO:0031347;GO:0031349;GO:0031667;GO:0031960;GO:0032101;GO:0032102;GGO:0002020;GO:0004857;GO:0004866;GO:0004867;GO:0005488;GO:0005515;GO:0019899;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005576;GO:0005615;GO:0016023;GO:0030141;GO:0031012;GO:0031410;GO:0031982;GO:0031988;GO:0042583;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006219 58.5 0 323.31 2 1.05 0.08791 1.61 P20961;F1LM16Plasminogen activator inhibitor 1 Serpine1 sp|P20961|PAI1_RAT Plasminogen activator inhibitor 1 OS=Rattus norvegicus OX=10116 GN=Serpine1 PE=2 SV=1;tr|F1LM16|F1LM16_RAT Plasminogen activator inhibitor 1 OS=Rattus norvegicus OX=10116 GN=Serpine1 PE=3 SV=1
24.22 24.32 24.00 23.61 23.47 23.72 -0.58 binding;lipopolysaccharide binding;lipoteichoic acid bindingbiological regulation;cellular process;immune system process;regulation of transport;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to heat;response to stimulus;response to stresscell part;cell surface;extracellular organelle;extracellular space;macromolecular complex;membrane;organelle;plasma membrane;protein complex;receptor complex;vesicleAmoebiasis;Hematopoietic cell lineage;ko05152;MAPK signaling pathway;Pathogenic Escherichia coli infection;Phagosome;Regulation of actin cytoskeleton;Toll-like receptor signaling pathwayCellmembrane;Completeproteome;Disulfidebond;Glycoprotein;GPI-anchor;Immunity;Inflammatoryresponse;Innateimmunity;Leucine-richrepeat;Lipoprotein;Membrane;Referenceproteome;Repeat;SignalGO:0001817;GO:0001819;GO:0002237;GO:0002376;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0009266;GO:0009408;GO:0009607;GO:0009611;GO:0009628;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0030100;GO:0032026;GO:0032496;GO:0032680;GO:0032760;GO:0032879;GO:0032880;GO:0034097;GO:0034612;GO:0042221;GO:0045087;GO:0045471;GO:0045807;GO:0048518;GO:0048522;GO:0050707;GO:0050708;GO:0050714;GO:0050715;GO:0050789;GO:0050794;GO:0050896;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051222;GO:0051223;GO:0051239;GO:0051240;GO:0051602;GO:0051716;GO:0060341;GO:0060627;GO:0065007;GO:0070201;GO:0070391;GO:0071216;GO:0071219;GO:0071222;GO:0071223GO:0001530;GO:0005488;GO:0070891GO:0005615;GO:0005886;GO:0009986;GO:0016020;GO:0031224;GO:0031225;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0043235;GO:0044421;GO:0044425;GO:0044464;GO:0045121;GO:0046696;GO:0065010;GO:0070062+ + 8 26.1 0 36.803 1 2.09 0.017548 2.65 Q63691 Monocyte differentiation antigen CD14 Cd14 sp|Q63691|CD14_RAT Monocyte differentiation antigen CD14 OS=Rattus norvegicus OX=10116 GN=Cd14 PE=2 SV=2
25.28 26.36 25.07 24.77 25.39 24.80 -0.58 biological regulation;cell differentiation;cellular lipid metabolic process;cellular metabolic process;cellular process;developmental process;establishment of localization;growth;lipid metabolic process;lipid transport;metabolic process;primary metabolic process;response to chemical stimulus;response to stimulus;transportcell part;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;lysosome;mitochondrion;nucleolus;nucleoplasm;organelle;vacuole;vesicleLysosome Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0003006;GO:0006629;GO:0006643;GO:0006665;GO:0006810;GO:0006869;GO:0008152;GO:0009966;GO:0009987;GO:0010033;GO:0010627;GO:0019216;GO:0019222;GO:0022414;GO:0023051;GO:0030154;GO:0030855;GO:0032502;GO:0040007;GO:0042221;GO:0043408;GO:0044237;GO:0044238;GO:0044255;GO:0046836;GO:0048583;GO:0048589;GO:0048610;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051234;GO:0051716;GO:0060736;GO:0060742;GO:0065007;GO:0070887;GO:0071310;GO:0071702;GO:0080090GO:0000323;GO:0005615;GO:0005654;GO:0005730;GO:0005739;GO:0005764;GO:0005773;GO:0005794;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700629 17.2 0 50.801 2 0.58 0.226919 1.06 F7EPE0;P10960Sulfated glycoprotein 1 Psap tr|F7EPE0|F7EPE0_RAT Prosaposin OS=Rattus norvegicus OX=10116 GN=Psap PE=1 SV=2;sp|P10960|SAP_RAT Prosaposin OS=Rattus norvegicus OX=10116 GN=Psap PE=1 SV=1
28.24 28.47 28.29 27.68 28.08 27.49 -0.58 binding;catalytic activity;endopeptidase activity;hydrolase activity;lipopolysaccharide binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitybiological regulation;catabolic process;cellular metabolic process;cellular process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complexProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glycoprotein;Hydrolase;Immunity;Isopeptidebond;Nucleus;Protease;Proteasome;Referenceproteome;Threonineprotease;UblconjugationGO:0002376;GO:0002682;GO:0002683;GO:0002861;GO:0002862;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0031347;GO:0031348;GO:0032101;GO:0032102;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0048519;GO:0048583;GO:0048585;GO:0050727;GO:0050728;GO:0050776;GO:0050777;GO:0050789;GO:0051603;GO:0065007;GO:0080134GO:0001530;GO:0003824;GO:0004175;GO:0004298;GO:0005488;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0019773;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:0044464+ + 21 73 0 282.42 1 1.44 0.038589 2.02 P18420 Proteasome subunit alpha type-1 Psma1 sp|P18420|PSA1_RAT Proteasome subunit alpha type-1 OS=Rattus norvegicus OX=10116 GN=Psma1 PE=1 SV=2
25.57 25.47 25.37 25.03 24.95 24.69 -0.58 cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic process;RNA processing;RNA splicingcell part;macromolecular complex;protein complex;ribonucleoprotein complex;spliceosomal complexmRNA surveillance pathway;RNA transport;SpliceosomeCompleteproteome;ReferenceproteomeGO:0006139;GO:0006396;GO:0006807;GO:0008152;GO:0008380;GO:0009987;GO:0016070;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0090304GO:0005681;GO:0030529;GO:0032991;GO:0035145;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0071013+ + 8 61.5 0 43.525 1 2.10 0.016664 2.67 F1M0X6 Magohb tr|F1M0X6|F1M0X6_RAT Mago homolog B, exon junction complex subunit OS=Rattus norvegicus OX=10116 GN=Magohb PE=4 SV=2
24.36 24.20 23.35 22.81 22.63 24.73 -0.58 binding;catalytic activity;cation binding;coenzyme binding;cofactor binding;ion binding;isocitrate dehydrogenase (NADP+) activity;isocitrate dehydrogenase activity;magnesium ion binding;metal ion binding;NAD binding;NADP binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptoramine metabolic process;anatomical structure development;carbohydrate metabolic process;catabolic process;cellular aldehyde metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;developmental process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;peptide metabolic process;primary metabolic process;response to chemical stimulus;response to endogenous stimulus;response to oxidative stress;response to stimulus;response to stress;small molecule metabolic process;sulfur compound metabolic processcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;microbody;mitochondrion;organelle;peroxisome;vesicleCarbon fixation pathways in prokaryotes;Citrate cycle (TCA cycle);Glutathione metabolism;PeroxisomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glyoxylatebypass;Magnesium;Manganese;Metal-binding;NADP;Oxidoreductase;Phosphoprotein;Referenceproteome;TricarboxylicacidcycleGO:0003006;GO:0005975;GO:0006081;GO:0006082;GO:0006084;GO:0006097;GO:0006099;GO:0006102;GO:0006103;GO:0006518;GO:0006520;GO:0006575;GO:0006732;GO:0006749;GO:0006790;GO:0006807;GO:0006950;GO:0006979;GO:0008152;GO:0008406;GO:0008585;GO:0009056;GO:0009109;GO:0009308;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0014070;GO:0019752;GO:0022414;GO:0032502;GO:0032787;GO:0034641;GO:0042180;GO:0042221;GO:0043436;GO:0043648;GO:0044106;GO:0044237;GO:0044238;GO:0044248;GO:0044262;GO:0044281;GO:0046356;GO:0046487;GO:0048513;GO:0048545;GO:0048608;GO:0048856;GO:0050896;GO:0051186;GO:0051187GO:0000166;GO:0000287;GO:0003824;GO:0004448;GO:0004450;GO:0005488;GO:0016491;GO:0016614;GO:0016616;GO:0043167;GO:0043169;GO:0046872;GO:0048037;GO:0050661;GO:0050662;GO:0051287GO:0005739;GO:0005777;GO:0005829;GO:0031982;GO:0031988;GO:0042579;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006214 36.5 0 40.909 1 0.32 0.463774 0.70 P41562 Isocitrate dehydrogenase [NADP] cytoplasmicIdh1 sp|P41562|IDHC_RAT Isocitrate dehydrogenase [NADP] cytoplasmic OS=Rattus norvegicus OX=10116 GN=Idh1 PE=1 SV=1
25.58 25.64 25.10 24.40 25.31 24.86 -0.59 binding;calcium ion binding;cation binding;ion binding;metal ion bindingcell differentiation;cellular process;developmental processcell part;cell projection;cytoplasm;microvillusAcetylation;Actin-binding;Calcium;Completeproteome;Cytoplasm;Isopeptidebond;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;UblconjugationGO:0009987;GO:0030154;GO:0030182;GO:0032502;GO:0042490;GO:0042491;GO:0048869;GO:0060113GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005737;GO:0005902;GO:0032420;GO:0042995;GO:0044422;GO:0044424;GO:004446416 30.6 0 56.503 3 0.87 0.1178 1.42 Q63598;F1LPK7;A0A0G2QC04Plastin-3 Pls3 sp|Q63598|PLST_RAT Plastin-3 OS=Rattus norvegicus OX=10116 GN=Pls3 PE=1 SV=2;tr|F1LPK7|F1LPK7_RAT Plastin 3 (T-isoform), isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Pls3 PE=1 SV=2
23.35 24.44 24.29 23.56 23.55 23.22 -0.59 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Completeproteome;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:00444644 30.7 0 16.547 7 0.75 0.153921 1.28 A0A0G2K6I0;P62246;D3ZLL8;D3ZZC7;M0R8U6;A0A0G2K2F6;A0A0G2JYA640S ribosomal protein S15a Rps15a;LOC691716;Rps15al2tr|A0A0G2K6I0|A0A0G2K6I0_RAT Similar to ribosomal protein S15a OS=Rattus norvegicus OX=10116 GN=LOC691716 PE=3 SV=1;sp|P62246|RS15A_RAT 40S ribosomal protein S15a OS=Rattus norvegicus OX=10116 GN=Rps15a PE=1 SV=2;tr|D3ZLL8|D3ZLL8_RAT 40S ribosomal protein
30.35 30.60 30.89 29.81 30.22 30.04 -0.59 binding;catalytic activity;cis-trans isomerase activity;cyclosporin A binding;drug binding;isomerase activity;peptide binding;peptidyl-prolyl cis-trans isomerase activitybiological regulation;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;peptidyl-amino acid modification;primary metabolic process;protein folding;protein metabolic process;protein modification processcell part;cytosol;extracellular region;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleAcetylation;Completeproteome;Cyclosporin;Cytoplasm;Directproteinsequencing;Glycoprotein;Isomerase;Isopeptidebond;Phosphoprotein;Referenceproteome;Rotamase;Secreted;UblconjugationGO:0000413;GO:0006457;GO:0006464;GO:0008152;GO:0009987;GO:0010921;GO:0010923;GO:0018193;GO:0018208;GO:0019220;GO:0019222;GO:0019538;GO:0031323;GO:0032512;GO:0032513;GO:0032515;GO:0035303;GO:0043086;GO:0043170;GO:0043412;GO:0043666;GO:0044092;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045069;GO:0050789;GO:0050790;GO:0050792;GO:0050794;GO:0051004;GO:0051174;GO:0051336;GO:0051346;GO:0060191;GO:0065007;GO:0065009;GO:2000241GO:0003755;GO:0003824;GO:0005488;GO:0008144;GO:0016018;GO:0016853;GO:0016859;GO:0042277GO:0005576;GO:0005634;GO:0005829;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 13 71.3 0 323.31 4 1.38 0.042751 1.97 P10111;A0A0G2K1P0;A0A0G2K2E4;M0RCZ9Peptidyl-prolyl cis-trans isomerase A;Peptidyl-prolyl cis-trans isomerase A, N-terminally processedPpia sp|P10111|PPIA_RAT Peptidyl-prolyl cis-trans isomerase A OS=Rattus norvegicus OX=10116 GN=Ppia PE=1 SV=2;tr|A0A0G2K1P0|A0A0G2K1P0_RAT Peptidyl-prolyl cis-trans isomerase OS=Rattus norvegicus OX=10116 GN=Ppia PE=1 SV=1;tr|A0A0G2K2E4|A0A0G2K2E4_RAT Peptidyl-
28.86 28.96 28.99 28.34 28.18 28.51 -0.59 binding;carbohydrate binding;mannose binding;molecular transducer activity;monosaccharide binding;receptor activity;signal transducer activity;signaling receptor activity;sugar binding;transmembrane signaling receptor activitycellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;membrane invagination;membrane organization;response to biotic stimulus;response to chemical stimulus;response to stimulus;transport;vesicle-mediated transportcell part;cell surface;membrane;plasma membraneCompleteproteome;Disulfidebond;Proteomicsidentification;Receptor;Referenceproteome;RepeatGO:0002237;GO:0006810;GO:0006897;GO:0006898;GO:0009607;GO:0009987;GO:0010033;GO:0010324;GO:0016043;GO:0016044;GO:0016192;GO:0032496;GO:0034097;GO:0034341;GO:0042221;GO:0050896;GO:0051234;GO:0051716;GO:0061024;GO:0070670;GO:0070887;GO:0071216;GO:0071219;GO:0071222;GO:0071310;GO:0071345;GO:0071346;GO:0071353;GO:0071840GO:0004871;GO:0004872;GO:0004888;GO:0005488;GO:0005529;GO:0005537;GO:0030246;GO:0038023;GO:0048029;GO:0060089GO:0005886;GO:0009986;GO:0010008;GO:0016020;GO:0031090;GO:0044422;GO:0044424;GO:0044440;GO:0044444;GO:0044446;GO:0044464+ + 47 35.9 0 323.31 1 2.34 0.010616 2.92 D3ZD31 Mrc1 tr|D3ZD31|D3ZD31_RAT Mannose receptor, C type 1 OS=Rattus norvegicus OX=10116 GN=Mrc1 PE=1 SV=3
25.13 23.78 25.21 24.18 23.98 24.16 -0.60 carboxypeptidase activity;catalytic activity;exopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type carboxypeptidase activity;serine-type exopeptidase activity;serine-type peptidase activitybiological regulation;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;hormone metabolic process;lipid metabolic process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic process;vitamin metabolic processcell part;cytosol;extracellular organelle;organelle;vesicleCarboxypeptidase;Completeproteome;Glycoprotein;Hydrolase;Protease;Referenceproteome;Secreted;SignalGO:0001523;GO:0006082;GO:0006629;GO:0006720;GO:0006721;GO:0006766;GO:0006775;GO:0006776;GO:0008152;GO:0008217;GO:0009987;GO:0010817;GO:0016101;GO:0019752;GO:0032787;GO:0034754;GO:0042180;GO:0042312;GO:0042445;GO:0042573;GO:0043436;GO:0044057;GO:0044237;GO:0044238;GO:0044255;GO:0044281;GO:0045776;GO:0045909;GO:0048518;GO:0050789;GO:0051239;GO:0051240;GO:0065007;GO:0065008GO:0003824;GO:0004180;GO:0004185;GO:0008233;GO:0008236;GO:0008238;GO:0016787;GO:0017171;GO:0070008;GO:0070011GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700625 14.2 0 323.31 1 0.57 0.229813 1.06 Q920A6 Retinoid-inducible serine carboxypeptidaseScpep1 sp|Q920A6|RISC_RAT Retinoid-inducible serine carboxypeptidase OS=Rattus norvegicus OX=10116 GN=Scpep1 PE=2 SV=1
25.53 25.65 24.99 24.19 24.84 25.32 -0.61 binding;catalytic activity;cation binding;ion binding;metal ion binding;oxidoreductase activity;transition metal ion binding;zinc ion bindingbiological regulation;regulation of organelle organizationcell part;extracellular organelle;membrane;organelle;vesicleAcetylation;Completeproteome;Cytoplasm;Membrane;Mitochondrion;Mitochondrionoutermembrane;Oxidoreductase;Phosphoprotein;ReferenceproteomeGO:0010635;GO:0010637;GO:0010639;GO:0010821;GO:0010823;GO:0022603;GO:0033043;GO:0048519;GO:0048523;GO:0050789;GO:0050793;GO:0050794;GO:0051093;GO:0051128;GO:0051129;GO:0065007GO:0003824;GO:0005488;GO:0008270;GO:0016491;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005741;GO:0016020;GO:0019867;GO:0031090;GO:0031966;GO:0031968;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006212 36.6 0 64.353 1 0.72 0.161684 1.25 Q3MIE4 Synaptic vesicle membrane protein VAT-1 homologVat1 sp|Q3MIE4|VAT1_RAT Synaptic vesicle membrane protein VAT-1 homolog OS=Rattus norvegicus OX=10116 GN=Vat1 PE=1 SV=1
27.16 26.85 26.61 26.04 26.56 26.19 -0.61 2 iron, 2 sulfur cluster binding;aldehyde oxidase activity;binding;catalytic activity;cation binding;coenzyme binding;cofactor binding;electron carrier activity;flavin adenine dinucleotide binding;ion binding;iron ion binding;iron-sulfur cluster binding;metal cluster binding;metal ion binding;molybdopterin cofactor binding;NAD binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH or CH2 groups;oxidoreductase activity, acting on CH or CH2 groups, NAD or NADP as acceptor;oxidoreductase activity, acting on CH or CH2 groups, oxygen as acceptor;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the aldehyde or oxo group of donors;oxidoreductase activity, acting on the aldehyde or oxo group of donors, oxygen as acceptor;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;transition metal ion binding;UDP-N-acetylmuramate dehydrogenase activity;xanthine dehydrogenase activity;xanthine oxidase activitybiological regulation;catabolic process;cellular aromatic compound metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;heterocycle metabolic process;homeostatic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;nucleobase-containing compound catabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;primary metabolic process;regulation of body fluid levels;regulation of protein modification process;response to chemical stimulus;response to stimulus;secretion;small molecule metabolic process;transportcell part;cytoplasm;cytosol;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;microbody;organelle;peroxisomeCaffeine metabolism;Drug metabolism - other enzymes;Peroxisome;Purine metabolism2Fe-2S;3D-structure;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;FAD;Flavoprotein;Glycoprotein;Iron;Iron-sulfur;Metal-binding;Molybdenum;NAD;Oxidoreductase;Peroxisome;Proteomicsidentification;Referenceproteome;SecretedGO:0001894;GO:0001932;GO:0001933;GO:0001936;GO:0001937;GO:0006139;GO:0006144;GO:0006145;GO:0006725;GO:0006807;GO:0006810;GO:0006919;GO:0007589;GO:0007595;GO:0008152;GO:0008285;GO:0009056;GO:0009112;GO:0009115;GO:0009892;GO:0009893;GO:0009966;GO:0009968;GO:0009987;GO:0010035;GO:0010038;GO:0010044;GO:0010468;GO:0010563;GO:0010605;GO:0010627;GO:0010629;GO:0010646;GO:0010648;GO:0010741;GO:0010952;GO:0019220;GO:0019222;GO:0022414;GO:0023051;GO:0023057;GO:0030856;GO:0030857;GO:0031323;GO:0031324;GO:0031325;GO:0031399;GO:0031400;GO:0032268;GO:0032269;GO:0032501;GO:0034641;GO:0034655;GO:0042127;GO:0042221;GO:0042325;GO:0042326;GO:0042592;GO:0043085;GO:0043280;GO:0043281;GO:0044093;GO:0044237;GO:0044238;GO:0044248;GO:0044270;GO:0044281;GO:0045453;GO:0045595;GO:0045596;GO:0045601;GO:0045602;GO:0045936;GO:0046110;GO:0046113;GO:0046483;GO:0046700;GO:0046903;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048585;GO:0048609;GO:0050678;GO:0050680;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050878;GO:0050896;GGO:0000166;GO:0003824;GO:0004031;GO:0004854;GO:0004855;GO:0005488;GO:0005506;GO:0008762;GO:0009055;GO:0016491;GO:0016614;GO:0016616;GO:0016623;GO:0016725;GO:0016726;GO:0016727;GO:0016903;GO:0043167;GO:0043169;GO:0043546;GO:0046872;GO:0046914;GO:0048037;GO:0050660;GO:0050662;GO:0051287;GO:0051536;GO:0051537;GO:0051540GO:0005615;GO:0005737;GO:0005777;GO:0005829;GO:0042579;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:004446428 26.7 0 142.51 5 1.29 0.052 1.89 F1LQS6;P22985;A0A1B0GWM7;A0A0G2QC16;Q5QE79Xanthine dehydrogenase/oxidase;Xanthine dehydrogenase;Xanthine oxidaseXdh tr|F1LQS6|F1LQS6_RAT RCG61833 OS=Rattus norvegicus OX=10116 GN=Xdh PE=1 SV=2;sp|P22985|XDH_RAT Xanthine dehydrogenase/oxidase OS=Rattus norvegicus OX=10116 GN=Xdh PE=1 SV=3
27.54 27.39 26.76 26.85 26.51 26.46 -0.62 binding;protein binding;protein binding transcription factor activity;protein complex binding;protein C-terminus binding;transcription cofactor activity;transcription corepressor activity;transcription factor binding transcription factor activitybiological regulation;cellular component assembly;cellular component organization;cellular process;establishment of localization;macromolecular complex assembly;protein complex assembly;protein targeting;protein transport;regulation of protein modification process;regulation of transport;transportcell part;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;protein complex;transcriptional repressor complex;vesicleCell cycle;Neurotrophin signaling pathway;Oocyte meiosisAcetylation;Alternativeinitiation;Completeproteome;Cytoplasm;Directproteinsequencing;Nitration;Phosphoprotein;ReferenceproteomeGO:0006355;GO:0006461;GO:0006605;GO:0006810;GO:0006886;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010563;GO:0010605;GO:0010629;GO:0015031;GO:0016043;GO:0019219;GO:0019220;GO:0019222;GO:0022607;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0031399;GO:0031400;GO:0032268;GO:0032269;GO:0032507;GO:0032879;GO:0032880;GO:0035303;GO:0035304;GO:0035305;GO:0035308;GO:0043085;GO:0043933;GO:0044093;GO:0045184;GO:0045185;GO:0045892;GO:0045934;GO:0045936;GO:0046907;GO:0048519;GO:0048523;GO:0050789;GO:0050790;GO:0050794;GO:0051049;GO:0051051;GO:0051171;GO:0051172;GO:0051174;GO:0051220;GO:0051223;GO:0051224;GO:0051234;GO:0051235;GO:0051246;GO:0051248;GO:0051252;GO:0051253;GO:0051259;GO:0051291;GO:0051649;GO:0051651;GO:0060255;GO:0065003;GO:0065007;GO:0065008;GO:0065009;GO:0070201;GO:0071822;GO:0071840;GO:0080090;GO:2000112;GO:2000113GO:0000988;GO:0000989;GO:0003712;GO:0003714;GO:0005488;GO:0005515;GO:0008022;GO:0032403GO:0005634;GO:0005737;GO:0005829;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016023;GO:0017053;GO:0030054;GO:0030055;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044451;GO:0044464;GO:0048471;GO:0048770;GO:0065010;GO:0070062;GO:007016115 56.5 0 323.31 1 1.09 0.076526 1.69 P35213 14-3-3 protein beta/alpha;14-3-3 protein beta/alpha, N-terminally processedYwhab sp|P35213|1433B_RAT 14-3-3 protein beta/alpha OS=Rattus norvegicus OX=10116 GN=Ywhab PE=1 SV=3
26.12 25.52 26.30 25.43 25.33 25.31 -0.63 aminopeptidase activity;binding;catalytic activity;cation binding;cytokine receptor binding;exopeptidase activity;growth factor receptor binding;hydrolase activity;interleukin-6 receptor binding;ion binding;metal ion binding;metalloexopeptidase activity;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;protein binding;receptor binding;transition metal ion binding;tumor necrosis factor receptor binding;tumor necrosis factor receptor superfamily binding;zinc ion bindingbiological regulation;immune system process;macromolecule metabolic process;metabolic process;multi-organism process;primary metabolic process;protein metabolic process;proteolysis;response to biotic stimulus;response to stimuluscell part;extracellular organelle;extracellular region;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleAdaptiveimmunity;Alternativesplicing;Aminopeptidase;Completeproteome;Disulfidebond;Endoplasmicreticulum;Glycoprotein;Hydrolase;Immunity;Membrane;Metal-binding;Metalloprotease;Protease;Proteomicsidentification;Receptor;Referenceproteome;Signal-anchor;Transmembrane;Transmembranehelix;ZincGO:0002376;GO:0006508;GO:0006509;GO:0008152;GO:0009607;GO:0009617;GO:0019538;GO:0019882;GO:0022603;GO:0033619;GO:0043170;GO:0044238;GO:0045765;GO:0045766;GO:0048518;GO:0050789;GO:0050793;GO:0050896;GO:0051094;GO:0051239;GO:0051704;GO:0051707;GO:0065007;GO:2000026GO:0003824;GO:0004177;GO:0005102;GO:0005126;GO:0005138;GO:0005164;GO:0005488;GO:0005515;GO:0008233;GO:0008235;GO:0008237;GO:0008238;GO:0008270;GO:0016787;GO:0032813;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011;GO:0070851GO:0005576;GO:0005615;GO:0005788;GO:0005789;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:007006221 26.8 0 118.51 3 1.24 0.057705 1.86 Q9JJ22;Q4KMA8;A0A0G2K2Y3Endoplasmic reticulum aminopeptidase 1Erap1 sp|Q9JJ22|ERAP1_RAT Endoplasmic reticulum aminopeptidase 1 OS=Rattus norvegicus OX=10116 GN=Erap1 PE=2 SV=2;tr|Q4KMA8|Q4KMA8_RAT Aminopeptidase OS=Rattus norvegicus OX=10116 GN=Erap1 PE=1 SV=1;tr|A0A0G2K2Y3|A0A0G2K2Y3_RAT Aminopeptidase OS=Rattus norvegicu
28.75 28.57 28.49 27.63 27.85 28.46 -0.63 antioxidant activity;carboxylic ester hydrolase activity;catalytic activity;glutathione peroxidase activity;hydrolase activity;hydrolase activity, acting on ester bonds;lipase activity;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peroxidase activity;peroxiredoxin activity;phospholipase A2 activity;phospholipase activitycatabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;primary metabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stresscell part;cytoplasm;cytoplasmic membrane-bounded vesicle;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuole;vesicleMethane metabolism;Phenylalanine metabolism;Phenylpropanoid biosynthesisAcetylation;Antioxidant;Completeproteome;Cytoplasm;Cytoplasmicvesicle;Directproteinsequencing;Disulfidebond;Hydrolase;Lipiddegradation;Lipidmetabolism;Lysosome;Multifunctionalenzyme;Oxidoreductase;Peroxidase;Phosphoprotein;Redox-activecenter;ReferenceproteomeGO:0000302;GO:0006629;GO:0006644;GO:0006950;GO:0006979;GO:0008152;GO:0009056;GO:0009395;GO:0009987;GO:0010035;GO:0016042;GO:0019637;GO:0033554;GO:0034599;GO:0034614;GO:0042221;GO:0042542;GO:0042743;GO:0042744;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0050896;GO:0051716;GO:0070301;GO:0070887;GO:0072593GO:0003824;GO:0004601;GO:0004602;GO:0004620;GO:0004623;GO:0016209;GO:0016298;GO:0016491;GO:0016684;GO:0016705;GO:0016787;GO:0016788;GO:0051920;GO:0052689GO:0000323;GO:0005615;GO:0005737;GO:0005764;GO:0005773;GO:0016020;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006218 78.1 0 323.31 1 1.13 0.071609 1.74 O35244 Peroxiredoxin-6 Prdx6 sp|O35244|PRDX6_RAT Peroxiredoxin-6 OS=Rattus norvegicus OX=10116 GN=Prdx6 PE=1 SV=3
28.88 28.79 27.80 27.74 27.87 27.98 -0.63 adenyl deoxyribonucleotide binding;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;binding;catalytic activity;CTP binding;dATP binding;deoxyribonucleotide binding;enzyme binding;enzyme regulator activity;GDP-dissociation inhibitor binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;ion channel binding;kinase binding;mRNA binding;nitric-oxide synthase regulator activity;nucleic acid binding;nucleoside-triphosphatase activity;nucleotide binding;phosphatase binding;protein binding;protein domain specific binding;protein kinase binding;protein phosphatase binding;purine deoxyribonucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrimidine nucleotide binding;pyrimidine ribonucleotide binding;pyrophosphatase activity;receptor binding;Rho GDP-dibiological regulation;cell death;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular macromolecular complex assembly;cellular membrane organization;cellular metabolic process;cellular process;death;establishment of localization;locomotion;macromolecular complex assembly;macromolecule metabolic process;membrane organization;metabolic process;mitochondrion organization;multicellular organismal process;muscle contraction;organelle organization;primary metabolic process;protein complex assembly;protein folding;protein metabolic process;protein targeting;protein transport;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to heat;response to osmotic stress;response to stimulus;response to stress;transportcell body;cell part;cell projection;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular matrix;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;mitochondrion;neuron projection;neuronal cell body;nucleoplasm;organelle;protein complex;vesicleAntigen processing and presentation;NOD-like receptor signaling pathway;Pathways in cancer;Plant-pathogen interaction;Progesterone-mediated oocyte maturation;Prostate cancer;Protein processing in endoplasmic reticulumAcetylation;ATP-binding;Cellmembrane;Chaperone;Completeproteome;Cytoplasm;Directproteinsequencing;Membrane;Nucleotide-binding;Phosphoprotein;Referenceproteome;S-nitrosylation;Stressresponse;UblconjugationGO:0001764;GO:0003008;GO:0003009;GO:0003012;GO:0006457;GO:0006461;GO:0006605;GO:0006612;GO:0006626;GO:0006810;GO:0006839;GO:0006886;GO:0006915;GO:0006928;GO:0006936;GO:0006937;GO:0006941;GO:0006942;GO:0006950;GO:0006970;GO:0006996;GO:0007005;GO:0007006;GO:0007008;GO:0008016;GO:0008152;GO:0008219;GO:0008361;GO:0009266;GO:0009408;GO:0009628;GO:0009651;GO:0009719;GO:0009725;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010033;GO:0010591;GO:0010592;GO:0010657;GO:0010658;GO:0010659;GO:0012501;GO:0015031;GO:0016043;GO:0016044;GO:0016265;GO:0016477;GO:0017038;GO:0019222;GO:0019538;GO:0022607;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031344;GO:0031346;GO:0032386;GO:0032388;GO:0032501;GO:0032535;GO:0032879;GO:0032880;GO:0033157;GO:0033158;GO:0033160;GO:0034621;GO:0034622;GO:0034762;GO:0040011;GO:0042221;GO:0042306;GO:0043170;GO:0043623;GO:0043627;GO:0043933;GO:0044057;GO:0044087;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045040;GO:0045184;GO:0045428;GO:0045429;GO:0045793;GO:0045933;GO:0045989;GO:0046822;GGO:0000166;GO:0002134;GO:0002135;GO:0003676;GO:0003723;GO:0003729;GO:0003824;GO:0005102;GO:0005488;GO:0005515;GO:0005524;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017098;GO:0017111;GO:0019001;GO:0019103;GO:0019899;GO:0019900;GO:0019901;GO:0019902;GO:0019903;GO:0019904;GO:0030234;GO:0030235;GO:0030554;GO:0030911;GO:0032552;GO:0032553;GO:0032554;GO:0032555;GO:0032557;GO:0032558;GO:0032559;GO:0032561;GO:0032564;GO:0035639;GO:0044325;GO:0051021;GO:0051022;GO:0051082GO:0005654;GO:0005737;GO:0005739;GO:0005829;GO:0009986;GO:0016023;GO:0016323;GO:0016324;GO:0031012;GO:0031253;GO:0031410;GO:0031526;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0042995;GO:0043005;GO:0043025;GO:0043209;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0048471;GO:0048770;GO:0065010;GO:007006238 40.9 0 323.31 2 0.83 0.124512 1.39 P82995;D3ZXC7Heat shock protein HSP 90-alpha Hsp90aa1 sp|P82995|HS90A_RAT Heat shock protein HSP 90-alpha OS=Rattus norvegicus OX=10116 GN=Hsp90aa1 PE=1 SV=3
27.22 26.93 26.90 26.38 26.75 26.03 -0.63 binding;carbon-oxygen lyase activity;catalytic activity;damaged DNA binding;DNA binding;DNA N-glycosylase activity;DNA-(apurinic or apyrimidinic site) lyase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing N-glycosyl compounds;lyase activity;nucleic acid binding;oxidized base lesion DNA N-glycosylase activity;oxidized purine base lesion DNA N-glycosylase activity;RNA binding;structural constituent of ribosome;structural molecule activitybiological regulation;biosynthetic process;cell death;cell division;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cytoplasmic translation;death;DNA metabolic process;DNA repair;macromolecule metabolic process;metabolic process;mitosis;nitrogen compound metabolic process;nuclear division;nucleobase-containing compound metabolic process;organelle fission;organelle organization;primary metabolic process;protein metabolic process;regulation of translation;response to DNA damage stimulus;response to stimulus;response to stress;RNA metabolic process;translationcell part;cell projection;endomembrane system;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuron projection;nucleolus;nucleus;organelle;ribonucleoprotein complex;small ribosomal subunitRibosome Acetylation;Apoptosis;Cellcycle;Celldivision;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;DNA-binding;DNAdamage;DNArepair;Isopeptidebond;Lyase;Membrane;Methylation;Mitochondrion;Mitochondrioninnermembrane;Mitosis;Nucleus;Phosphoprotein;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;Transcription;Transcriptionregulation;Translationregulation;UblconjugationGO:0000280;GO:0002181;GO:0006139;GO:0006259;GO:0006281;GO:0006351;GO:0006355;GO:0006412;GO:0006417;GO:0006807;GO:0006915;GO:0006950;GO:0006974;GO:0006996;GO:0007067;GO:0008152;GO:0008219;GO:0009058;GO:0009059;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0012501;GO:0016043;GO:0016070;GO:0016265;GO:0019219;GO:0019222;GO:0019538;GO:0022402;GO:0022403;GO:0031323;GO:0031326;GO:0032268;GO:0032774;GO:0033554;GO:0034641;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0048285;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051246;GO:0051252;GO:0051301;GO:0051716;GO:0060255;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:0090304;GO:2000112GO:0000702;GO:0003676;GO:0003677;GO:0003684;GO:0003723;GO:0003735;GO:0003824;GO:0003906;GO:0005198;GO:0005488;GO:0008534;GO:0016787;GO:0016798;GO:0016799;GO:0016829;GO:0016835;GO:0019104GO:0005634;GO:0005730;GO:0005743;GO:0005819;GO:0012505;GO:0015935;GO:0016020;GO:0019866;GO:0022627;GO:0030425;GO:0030529;GO:0031090;GO:0031966;GO:0032991;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044429;GO:0044430;GO:0044444;GO:0044446;GO:004446417 68.3 0 101.06 3 1.27 0.051871 1.89 P62909;D3ZVH2;A0A0G2K68940S ribosomal protein S3 Rps3;RGD1560831 sp|P62909|RS3_RAT 40S ribosomal protein S3 OS=Rattus norvegicus OX=10116 GN=Rps3 PE=1 SV=1;tr|D3ZVH2|D3ZVH2_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1
28.70 28.56 28.30 27.39 28.13 28.14 -0.63 binding;catalytic activity;endopeptidase activity;hydrolase activity;nucleic acid binding;peptidase activity;peptidase activity, acting on L-amino acid peptides;RNA binding;threonine-type endopeptidase activity;threonine-type peptidase activitybiological regulation;catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleoplasm;nucleus;organelle;polysome;protein complex;ribonucleoprotein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Glycoprotein;Hydrolase;Isopeptidebond;Nucleus;Phosphoprotein;Protease;Proteasome;Referenceproteome;Threonineprotease;UblconjugationGO:0006355;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009889;GO:0009987;GO:0010468;GO:0010498;GO:0010499;GO:0010556;GO:0019219;GO:0019222;GO:0019538;GO:0019941;GO:0031323;GO:0031326;GO:0043161;GO:0043170;GO:0043632;GO:0044093;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0050789;GO:0050794;GO:0051090;GO:0051091;GO:0051092;GO:0051171;GO:0051252;GO:0051603;GO:0060255;GO:0065007;GO:0065009;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003824;GO:0004175;GO:0004298;GO:0005488;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0000932;GO:0005634;GO:0005654;GO:0005839;GO:0005844;GO:0016363;GO:0019773;GO:0030016;GO:0030017;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0035770;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0043292;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044449;GO:0044464;GO:0065010;GO:007006214 58.9 0 323.31 2 1.09 0.076603 1.70 P60901;A0A0G2K0D7Proteasome subunit alpha type-6 Psma6 sp|P60901|PSA6_RAT Proteasome subunit alpha type-6 OS=Rattus norvegicus OX=10116 GN=Psma6 PE=1 SV=1;tr|A0A0G2K0D7|A0A0G2K0D7_RAT Proteasome endopeptidase complex OS=Rattus norvegicus OX=10116 GN=Psma6 PE=1 SV=1
25.39 25.07 NaN 24.70 25.02 24.05 -0.64 beta-catenin binding;binding;calcium ion binding;cation binding;enzyme binding;ion binding;kinase binding;metal ion binding;nitric-oxide synthase binding;protein binding;protein complex binding;protein kinase bindinganatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell differentiation;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular process;developmental process;locomotion;macromolecular complex assembly;protein complex assemblycell part;cell projection;extracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex;synapse;vesicleArrhythmogenic right ventricular cardiomyopathy (ARVC);Cell adhesion molecules (CAMs)Calcium;Celladhesion;Cellmembrane;Cleavageonpairofbasicresidues;Completeproteome;Glycoprotein;Membrane;Metal-binding;Proteomicsidentification;Referenceproteome;Repeat;Signal;Transmembrane;TransmembranehelixGO:0006461;GO:0006928;GO:0007155;GO:0007156;GO:0007157;GO:0007416;GO:0009653;GO:0009966;GO:0009967;GO:0009968;GO:0009987;GO:0010001;GO:0010627;GO:0010646;GO:0010647;GO:0010648;GO:0010740;GO:0010769;GO:0010975;GO:0016043;GO:0016337;GO:0016339;GO:0016477;GO:0019827;GO:0022603;GO:0022604;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0023057;GO:0030111;GO:0030154;GO:0030178;GO:0031344;GO:0031641;GO:0031644;GO:0032502;GO:0032844;GO:0032879;GO:0032880;GO:0033627;GO:0035023;GO:0040011;GO:0042692;GO:0043408;GO:0043410;GO:0043933;GO:0044057;GO:0044331;GO:0045595;GO:0045596;GO:0045664;GO:0046578;GO:0048514;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0048585;GO:0048869;GO:0048870;GO:0050767;GO:0050770;GO:0050789;GO:0050793;GO:0050794;GO:0050808;GO:0051056;GO:0051093;GO:0051128;GO:0051146;GO:0051239;GO:0051259;GO:0051291;GO:0051960;GO:0051969;GO:0060284;GO:0060828;GO:0065003;GO:0065007;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090090;GO:0097150;GO:2000021;GO:2000026GO:0005488;GO:0005509;GO:0005515;GO:0008013;GO:0019899;GO:0019900;GO:0019901;GO:0032403;GO:0043167;GO:0043169;GO:0046872;GO:0050998GO:0005886;GO:0005911;GO:0005912;GO:0005913;GO:0005916;GO:0005924;GO:0005925;GO:0014704;GO:0016020;GO:0016021;GO:0016324;GO:0016342;GO:0019897;GO:0019898;GO:0030027;GO:0030054;GO:0030055;GO:0030315;GO:0031224;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044291;GO:0044421;GO:0044425;GO:0044459;GO:0044464;GO:0045202;GO:0065010;GO:0070062;GO:00701619 14.3 0 172.14 2 0.70 0.16517 1.31 G3V803;Q9Z1Y3Cadherin-2 Cdh2 tr|G3V803|G3V803_RAT Cadherin-2 OS=Rattus norvegicus OX=10116 GN=Cdh2 PE=1 SV=1;sp|Q9Z1Y3|CADH2_RAT Cadherin-2 OS=Rattus norvegicus OX=10116 GN=Cdh2 PE=1 SV=1
30.94 30.86 30.71 30.21 30.04 30.34 -0.64 actin binding;actin filament binding;actin-dependent ATPase activity;active transmembrane transporter activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;ATPase activity, coupled;ATPase activity, coupled to movement of substances;ATPase activity, coupled to transmembrane movement of ions;ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism;ATPase activity, coupled to transmembrane movement of substances;binding;calcium-dependent ATPase activity;catalytic activity;cation transmembrane transporter activity;cytoskeletal protein binding;double-stranded RNA binding;enzyme binding;follicle-stimulating hormone receptor binding;G-protein-coupled receptor binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;identical protein binding;inorganic cation tanatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological adhesion;biological regulation;cell adhesion;cell development;cell differentiation;cell motility;cellular component movement;cellular component organization;cellular process;cytokinesis;cytoskeleton organization;developmental process;embryo development;establishment of localization;ion transport;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;muscle contraction;organelle organization;primary metabolic process;protein metabolic process;protein transport;proteolysis;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to external stimulus;response to heat;response to oxidative stress;response to stimulus;response to stress;signal transduction;transmembrane transport;transportcell leading edge;cell part;cell projection;cytoplasm;cytoskeleton;cytosol;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nucleoplasm;nucleus;organelle;plasma membrane;protein complexTight junction;Viral myocarditisAcetylation;Actin-binding;ATP-binding;Calmodulin-binding;Celladhesion;Cellshape;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Isopeptidebond;Methylation;Motorprotein;Muscleprotein;Myosin;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Thickfilament;UblconjugationGO:0000302;GO:0000910;GO:0001525;GO:0001701;GO:0002026;GO:0002027;GO:0002521;GO:0002573;GO:0003008;GO:0003009;GO:0003012;GO:0006140;GO:0006508;GO:0006509;GO:0006810;GO:0006811;GO:0006812;GO:0006814;GO:0006928;GO:0006936;GO:0006941;GO:0006950;GO:0006979;GO:0006996;GO:0007010;GO:0007155;GO:0007165;GO:0007166;GO:0007167;GO:0007178;GO:0007507;GO:0007512;GO:0007517;GO:0007522;GO:0008016;GO:0008152;GO:0008217;GO:0008360;GO:0009266;GO:0009408;GO:0009605;GO:0009612;GO:0009628;GO:0009629;GO:0009653;GO:0009790;GO:0009792;GO:0009894;GO:0009987;GO:0010035;GO:0010522;GO:0010524;GO:0010959;GO:0014823;GO:0014850;GO:0015031;GO:0015672;GO:0016043;GO:0016055;GO:0016477;GO:0019219;GO:0019222;GO:0019538;GO:0022603;GO:0022604;GO:0022610;GO:0030001;GO:0030029;GO:0030036;GO:0030048;GO:0030049;GO:0030099;GO:0030100;GO:0030154;GO:0030220;GO:0030224;GO:0030509;GO:0030811;GO:0031032;GO:0031323;GO:0031329;GO:0031532;GO:0032501;GO:0032502;GO:0032844;GO:0032846;GO:0032879;GO:0033121;GO:0033275;GO:0033619;GO:0034220;GO:0035725;GO:0035994;GGO:0000146;GO:0000166;GO:0001664;GO:0003676;GO:0003723;GO:0003725;GO:0003774;GO:0003779;GO:0003824;GO:0005102;GO:0005215;GO:0005391;GO:0005488;GO:0005515;GO:0005524;GO:0008092;GO:0008324;GO:0008556;GO:0015075;GO:0015077;GO:0015079;GO:0015081;GO:0015399;GO:0015405;GO:0015662;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016820;GO:0016887;GO:0017076;GO:0017111;GO:0019899;GO:0019900;GO:0019901;GO:0022804;GO:0022857;GO:0022890;GO:0022891;GO:0022892;GO:0030554;GO:0030898;GO:0030899;GO:0031762;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042623;GO:0042625;GO:0042626;GO:0042802;GO:0042803;GO:0043492;GO:0043495;GO:0046873;GO:0046982;GO:0046983;GO:0051015GO:0001725;GO:0001726;GO:0005634;GO:0005654;GO:0005737;GO:0005739;GO:0005826;GO:0005829;GO:0005856;GO:0005859;GO:0005886;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0014704;GO:0015629;GO:0016020;GO:0016328;GO:0016459;GO:0016460;GO:0030016;GO:0030018;GO:0030054;GO:0030055;GO:0031252;GO:0031672;GO:0032154;GO:0032155;GO:0032432;GO:0032982;GO:0032991;GO:0042641;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0043292;GO:0044291;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044449;GO:0044459;GO:0044464;GO:0070161;GO:0070938+ + 116 56 0 323.31 14 2.34 0.007786 3.03 G3V6P7;Q62812;F1M8F6;G3V8B0;G3V885;A0A0G2K484;F1LMU0;A0A0G2K0F5;B6RK61;A0A0G2K1V4;F1LRV9;P02564;P02563;Q29RW1Myosin-9 LOC100911597;Myh9 tr|G3V6P7|G3V6P7_RAT Myosin, heavy polypeptide 9, non-muscle OS=Rattus norvegicus OX=10116 GN=Myh9 PE=1 SV=1;sp|Q62812|MYH9_RAT Myosin-9 OS=Rattus norvegicus OX=10116 GN=Myh9 PE=1 SV=3
26.81 26.88 27.48 26.32 26.53 26.40 -0.64 binding;damaged DNA binding;DNA binding;nucleic acid bindingbiological regulation;catabolic process;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromatin modification;chromatin organization;chromosome organization;DNA metabolic process;DNA repair;histone modification;homeostatic process;interspecies interaction between organisms;macromolecule metabolic process;macromolecule modification;metabolic process;multi-organism process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic process;response to DNA damage stimulus;response to stimulus;response to stress;signal transductioncell part;cytoplasm;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleoplasm;nucleus;organelle;protein complex;ubiquitin ligase complex;vesicleNucleotide excision repair;Ubiquitin mediated proteolysisAcetylation;Completeproteome;Cytoplasm;DNA-binding;DNAdamage;DNArepair;Nucleus;Proteomicsidentification;Referenceproteome;Repeat;Ublconjugation;UblconjugationpathwayGO:0006139;GO:0006259;GO:0006281;GO:0006289;GO:0006325;GO:0006464;GO:0006508;GO:0006511;GO:0006513;GO:0006807;GO:0006950;GO:0006974;GO:0006996;GO:0007165;GO:0007166;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010390;GO:0010498;GO:0010941;GO:0016043;GO:0016055;GO:0016567;GO:0016568;GO:0016569;GO:0016570;GO:0016574;GO:0019048;GO:0019538;GO:0019941;GO:0022414;GO:0022415;GO:0032446;GO:0033522;GO:0033554;GO:0034641;GO:0035518;GO:0042592;GO:0042787;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043161;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0044419;GO:0045069;GO:0045070;GO:0046719;GO:0046726;GO:0048518;GO:0048519;GO:0048523;GO:0048524;GO:0048878;GO:0050789;GO:0050792;GO:0050794;GO:0050896;GO:0051276;GO:0051603;GO:0051701;GO:0051702;GO:0051704;GO:0051716;GO:0060548;GO:0065007;GO:0065008;GO:0070647;GO:0070914;GO:0071840;GO:0071841;GO:0071842;GO:0090304;GO:2000241;GO:2000243GO:0003676;GO:0003677;GO:0003684;GO:0005488GO:0000151;GO:0005615;GO:0005634;GO:0005654;GO:0005737;GO:0031461;GO:0031464;GO:0031465;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0080008+ + 33 33.4 0 161.72 2 1.37 0.038471 2.01 G3V8T4;Q9ESW0DNA damage-binding protein 1 Ddb1 tr|G3V8T4|G3V8T4_RAT DNA damage-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Ddb1 PE=1 SV=1;sp|Q9ESW0|DDB1_RAT DNA damage-binding protein 1 OS=Rattus norvegicus OX=10116 GN=Ddb1 PE=1 SV=1
21.65 22.18 22.30 21.07 21.72 NaN -0.64 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;FAT10 activating enzyme activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;small protein activating enzyme activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytosolUbiquitin mediated proteolysisCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006464;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0019538;GO:0019941;GO:0032446;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0051603;GO:0070647GO:0000166;GO:0003824;GO:0005488;GO:0005524;GO:0008641;GO:0017076;GO:0019780;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005829;GO:0044424;GO:0044444;GO:0044464 7 7.5 0 17.087 1 0.78 0.138065 1.42 D4A8H3 Uba6 tr|D4A8H3|D4A8H3_RAT Similar to RIKEN cDNA 5730469D23 (Predicted) OS=Rattus norvegicus OX=10116 GN=Uba6 PE=1 SV=1
29.79 29.81 29.62 29.15 29.34 28.79 -0.65 catalytic activity;purine-nucleoside phosphorylase activity;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring pentosyl groupsbiosynthetic process;cellular metabolic compound salvage;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;primary metabolic process;purine-containing compound salvage;small molecule metabolic processcell part;cytoplasm;cytoskeleton;extracellular region;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleus;organelleNicotinate and nicotinamide metabolism;Purine metabolism;Pyrimidine metabolismAcetylation;Completeproteome;Cytoplasm;Cytoskeleton;Glycosyltransferase;Referenceproteome;TransferaseGO:0006139;GO:0006807;GO:0008152;GO:0009058;GO:0009116;GO:0009987;GO:0018130;GO:0034641;GO:0034654;GO:0042278;GO:0043094;GO:0043101;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0046483;GO:0055086;GO:0072521;GO:0072522GO:0003824;GO:0004731;GO:0016740;GO:0016757;GO:0016763GO:0005576;GO:0005634;GO:0005737;GO:0005856;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044424;GO:0044464+ + 16 72.7 0 323.31 1 1.71 0.024752 2.38 P85973 Purine nucleoside phosphorylase Pnp sp|P85973|PNPH_RAT Purine nucleoside phosphorylase OS=Rattus norvegicus OX=10116 GN=Pnp PE=1 SV=1
25.41 25.83 25.51 25.08 25.21 24.50 -0.65 anatomical structure development;biological regulation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;chromatin organization;chromosome organization;developmental process;macromolecular complex assembly;organelle organization;regulation of transportcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;nucleolus;nucleus;organelle;vesicleChaperone;Completeproteome;Leucine-richrepeat;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0001944;GO:0006325;GO:0006334;GO:0006919;GO:0006996;GO:0008284;GO:0009987;GO:0010952;GO:0016043;GO:0019222;GO:0021591;GO:0022607;GO:0032386;GO:0032388;GO:0032502;GO:0032879;GO:0032880;GO:0033157;GO:0034621;GO:0034622;GO:0034728;GO:0042127;GO:0043085;GO:0043280;GO:0043281;GO:0043933;GO:0044093;GO:0045595;GO:0045596;GO:0046822;GO:0046824;GO:0046825;GO:0046827;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048731;GO:0048839;GO:0048856;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0051049;GO:0051050;GO:0051093;GO:0051222;GO:0051223;GO:0051276;GO:0051336;GO:0051345;GO:0052547;GO:0052548;GO:0060021;GO:0060341;GO:0065003;GO:0065004;GO:0065007;GO:0065009;GO:0070201;GO:0071824;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0090316;GO:2000116GO:0005634;GO:0005730;GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:00700626 27.9 0 184.69 2 1.21 0.059417 1.84 Q9EST6;F1LP34Acidic leucine-rich nuclear phosphoprotein 32 family member BAnp32b sp|Q9EST6|AN32B_RAT Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Rattus norvegicus OX=10116 GN=Anp32b PE=1 SV=1;tr|F1LP34|F1LP34_RAT Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Rattus norvegicus OX=10116 GN=Anp32b P
30.01 30.56 30.06 29.76 29.67 29.24 -0.65 binding;cation binding;ion binding;metal ion bindingcell differentiation;cellular process;developmental process;multicellular organismal process;muscle contractioncell part;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleCardiac muscle contraction;Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM)Acetylation;Actin-binding;Calcium;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Metal-binding;Muscleprotein;ReferenceproteomeGO:0001649;GO:0003008;GO:0003012;GO:0006936;GO:0009987;GO:0030154;GO:0032501;GO:0032502;GO:0048869GO:0005488;GO:0043167;GO:0043169;GO:0046872GO:0001725;GO:0002102;GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0030863;GO:0031941;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0042641;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 31 72.2 0 323.31 2 1.29 0.047503 1.94 P09495;A0A0G2K2G8Tropomyosin alpha-4 chain Tpm4 sp|P09495|TPM4_RAT Tropomyosin alpha-4 chain OS=Rattus norvegicus OX=10116 GN=Tpm4 PE=1 SV=3;tr|A0A0G2K2G8|A0A0G2K2G8_RAT Tropomyosin alpha-4 chain OS=Rattus norvegicus OX=10116 GN=Tpm4 PE=1 SV=1
24.50 24.58 24.45 23.74 24.45 23.37 -0.66 binding;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;hydroxyacylglutathione hydrolase activity;ion binding;metal ion binding;thiolester hydrolase activity;transition metal ion binding;zinc ion bindingamine metabolic process;biosynthetic process;carbohydrate metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;organic acid metabolic process;peptide metabolic process;primary metabolic process;small molecule metabolic process;sulfur compound metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesiclePyruvate metabolismAcetylation;Alternativeinitiation;Alternativesplicing;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Metal-binding;Mitochondrion;Proteomicsidentification;Referenceproteome;Transitpeptide;ZincGO:0005975;GO:0006082;GO:0006518;GO:0006520;GO:0006575;GO:0006749;GO:0006750;GO:0006790;GO:0006807;GO:0007276;GO:0007283;GO:0008152;GO:0008652;GO:0009058;GO:0009308;GO:0009309;GO:0009987;GO:0016053;GO:0019752;GO:0022414;GO:0032501;GO:0034641;GO:0042180;GO:0042398;GO:0043043;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044272;GO:0044281;GO:0044283;GO:0046394;GO:0048232;GO:0048609GO:0003824;GO:0004416;GO:0005488;GO:0008270;GO:0016787;GO:0016788;GO:0016790;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005739;GO:0005759;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:00700627 30.4 0 49.247 2 0.96 0.096876 1.56 F1LQI1;O35952Hydroxyacylglutathione hydrolase, mitochondrialHagh tr|F1LQI1|F1LQI1_RAT Hydroxyacyl glutathione hydrolase OS=Rattus norvegicus OX=10116 GN=Hagh PE=1 SV=2;sp|O35952|GLO2_RAT Hydroxyacylglutathione hydrolase, mitochondrial OS=Rattus norvegicus OX=10116 GN=Hagh PE=1 SV=2
24.86 25.07 24.04 24.28 24.18 23.54 -0.66 macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysiscell part;macromolecular complex;protein complexProteasomeCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006508;GO:0008152;GO:0019538;GO:0043170;GO:0044238GO:0005838;GO:0032991;GO:0043234;GO:0044424;GO:00444647 27.5 0 86.551 1 0.78 0.138168 1.34 F1LMQ3 Psmd8 tr|F1LMQ3|F1LMQ3_RAT Proteasome 26S subunit, non-ATPase 8 OS=Rattus norvegicus OX=10116 GN=Psmd8 PE=1 SV=1
24.67 23.36 23.52 NaN 23.07 23.32 -0.66 3 iron, 4 sulfur cluster binding;4 iron, 4 sulfur cluster binding;aconitate hydratase activity;binding;carbon-oxygen lyase activity;catalytic activity;cation binding;hydro-lyase activity;ion binding;iron ion binding;iron-sulfur cluster binding;lyase activity;metal cluster binding;metal ion binding;transition metal ion bindingcatabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;cofactor metabolic process;metabolic process;organic acid metabolic process;small molecule metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;nucleus;organelleCarbon fixation pathways in prokaryotes;Citrate cycle (TCA cycle);Glyoxylate and dicarboxylate metabolism4Fe-4S;Acetylation;Completeproteome;Directproteinsequencing;Iron;Iron-sulfur;Isopeptidebond;Lyase;Metal-binding;Mitochondrion;Phosphoprotein;Pyrrolidonecarboxylicacid;Referenceproteome;Transitpeptide;Tricarboxylicacidcycle;UblconjugationGO:0006082;GO:0006084;GO:0006099;GO:0006101;GO:0006102;GO:0006732;GO:0008152;GO:0009056;GO:0009109;GO:0009987;GO:0019752;GO:0042180;GO:0043436;GO:0044237;GO:0044248;GO:0044281;GO:0046356;GO:0051186;GO:0051187;GO:0072350GO:0003824;GO:0003994;GO:0005488;GO:0005506;GO:0016829;GO:0016835;GO:0016836;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0051536;GO:0051538;GO:0051539;GO:0051540GO:0005634;GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446415 25.8 0 51.344 1 0.51 0.269474 1.02 Q9ER34 Aconitate hydratase, mitochondrial Aco2 sp|Q9ER34|ACON_RAT Aconitate hydratase, mitochondrial OS=Rattus norvegicus OX=10116 GN=Aco2 PE=1 SV=2
24.43 24.45 24.57 23.24 23.78 24.42 -0.67 catalytic activity;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;exopeptidase activity;hydrolase activity;ligase activity;omega peptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;small conjugating protein-specific protease activity;ubiquitin-specific protease activityanatomical structure development;behavior;biological regulation;catabolic process;cell communication;cell development;cell proliferation;cellular component movement;cellular metabolic process;cellular process;cytoskeleton-dependent intracellular transport;developmental process;establishment of localization;macromolecule metabolic process;macromolecule modification;metabolic process;multicellular organismal process;neurological system process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic process;regulation of protein modification process;response to stimulus;transportcell body;cell part;cell projection;cytoplasm;cytosol;extracellular organelle;membrane;neuron projection;neuronal cell body;nucleoplasm;organelle;plasma membrane;vesicleParkinson's diseaseCompleteproteome;Cytoplasm;Directproteinsequencing;Endoplasmicreticulum;Glycoprotein;Hydrolase;Ligase;Lipoprotein;Membrane;Prenylation;Protease;Referenceproteome;Thiolprotease;UblconjugationpathwayGO:0001932;GO:0003008;GO:0006464;GO:0006469;GO:0006508;GO:0006511;GO:0006810;GO:0006928;GO:0007017;GO:0007018;GO:0007154;GO:0007412;GO:0007600;GO:0007610;GO:0007626;GO:0007628;GO:0007631;GO:0008088;GO:0008152;GO:0008283;GO:0008344;GO:0009056;GO:0009057;GO:0009966;GO:0009987;GO:0010970;GO:0016579;GO:0019220;GO:0019222;GO:0019233;GO:0019538;GO:0019896;GO:0019941;GO:0023051;GO:0030534;GO:0030705;GO:0031323;GO:0031399;GO:0032268;GO:0032501;GO:0032502;GO:0033673;GO:0042325;GO:0042755;GO:0043086;GO:0043170;GO:0043405;GO:0043407;GO:0043412;GO:0043549;GO:0043632;GO:0044092;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0045859;GO:0046907;GO:0048468;GO:0048583;GO:0048747;GO:0048856;GO:0048869;GO:0050789;GO:0050790;GO:0050794;GO:0050877;GO:0050896;GO:0050905;GO:0051174;GO:0051234;GO:0051246;GO:0051338;GO:0051348;GO:0051603;GO:0051649;GO:0055001;GO:0055002;GO:0060255;GO:0065007;GO:0065009;GO:0070646;GO:0070647;GO:0071900;GO:0071901;GO:0080090GO:0003824;GO:0004175;GO:0004197;GO:0004843;GO:0008233;GO:0008234;GO:0008238;GO:0008242;GO:0016787;GO:0016874;GO:0019783;GO:0070011GO:0005654;GO:0005737;GO:0005789;GO:0005829;GO:0005886;GO:0016020;GO:0030424;GO:0031090;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700625 41.3 0 42.32 1 0.91 0.100764 1.51 Q00981 Ubiquitin carboxyl-terminal hydrolase isozyme L1Uchl1 sp|Q00981|UCHL1_RAT Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Rattus norvegicus OX=10116 GN=Uchl1 PE=1 SV=2
27.29 26.98 27.27 26.58 26.84 26.11 -0.67 binding;clathrin binding;protein binding;protein complex binding;protein transporter activity;substrate-specific transporter activity;transporter activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular membrane organization;cellular process;endocytosis;establishment of localization;macromolecular complex assembly;membrane invagination;membrane organization;organelle organization;protein complex assembly;protein transport;transport;vesicle organization;vesicle-mediated transportAP-type membrane coat adaptor complex;cell part;macromolecular complex;membrane;plasma membrane;protein complexEndocrine and other factor-regulated calcium reabsorption;Endocytosis;Huntington's disease3D-structure;Acetylation;Alternativesplicing;Cellmembrane;Coatedpit;Completeproteome;Endocytosis;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;TransportGO:0006461;GO:0006810;GO:0006886;GO:0006897;GO:0006901;GO:0006996;GO:0009987;GO:0010324;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0045184;GO:0046907;GO:0048268;GO:0051234;GO:0051649;GO:0061024;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0005215;GO:0005488;GO:0005515;GO:0008565;GO:0022892;GO:0030276;GO:0032403GO:0005802;GO:0005886;GO:0005905;GO:0016020;GO:0030117;GO:0030118;GO:0030119;GO:0030131;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044444;GO:0044446;GO:0044464+ + 30 36.9 0 157.04 1 1.33 0.040363 2.00 P62944 AP-2 complex subunit beta Ap2b1 sp|P62944|AP2B1_RAT AP-2 complex subunit beta OS=Rattus norvegicus OX=10116 GN=Ap2b1 PE=1 SV=1
24.96 24.63 24.52 23.76 23.97 24.36 -0.67 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;RNA metabolic process;RNA processing;rRNA processing;translation;translational elongationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0000462;GO:0006139;GO:0006364;GO:0006396;GO:0006412;GO:0006414;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0016070;GO:0016072;GO:0019538;GO:0030490;GO:0034470;GO:0034641;GO:0034645;GO:0034660;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0090304GO:0003735;GO:0005198GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464+ + 6 35.6 0 68.824 4 1.42 0.033428 2.10 P62243;M0R7Q5;D3ZIE1;Q6TXJ040S ribosomal protein S8 Rps8;LOC100363452;RGD1566369;LOC297756sp|P62243|RS8_RAT 40S ribosomal protein S8 OS=Rattus norvegicus OX=10116 GN=Rps8 PE=1 SV=2;tr|M0R7Q5|M0R7Q5_RAT 40S ribosomal protein S8 OS=Rattus norvegicus OX=10116 GN=LOC100363452 PE=3 SV=1;tr|D3ZIE1|D3ZIE1_RAT 40S ribosomal protein S8 OS=Rattus norvegi
26.29 26.31 25.76 25.25 25.39 25.68 -0.67 binding;catalytic activity;DNA binding;endonuclease activity;endoribonuclease activity;hydrolase activity;hydrolase activity, acting on ester bonds;mRNA binding;nuclease activity;nucleic acid binding;protein binding;protein complex binding;ribonuclease activity;RNA binding;sequence-specific DNA binding;single-stranded DNA binding;structure-specific DNA bindingcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0003676;GO:0003677;GO:0003697;GO:0003723;GO:0003729;GO:0003824;GO:0004518;GO:0004519;GO:0004521;GO:0004540;GO:0005488;GO:0005515;GO:0016787;GO:0016788;GO:0032403;GO:0043565;GO:0043566GO:0005634;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044464+ + 12 49.1 0 78.055 3 1.43 0.033644 2.11 Q71SY3;E9PT79;A0A1B0GWQ7 Tsn tr|Q71SY3|Q71SY3_RAT Translin OS=Rattus norvegicus OX=10116 GN=Tsn PE=1 SV=1;tr|E9PT79|E9PT79_RAT Translin OS=Rattus norvegicus OX=10116 GN=Tsn PE=1 SV=3;tr|A0A1B0GWQ7|A0A1B0GWQ7_RAT Translin OS=Rattus norvegicus OX=10116 GN=Tsn PE=1 SV=1
26.86 26.71 25.91 25.72 26.02 25.69 -0.68 adenyl nucleotide binding;adenyl ribonucleotide binding;aminoacyl-tRNA editing activity;aminoacyl-tRNA ligase activity;ATP binding;binding;carboxylic ester hydrolase activity;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;ligase activity;ligase activity, forming aminoacyl-tRNA and related compounds;ligase activity, forming carbon-oxygen bonds;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;valine-tRNA ligase activityamine metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organic acid metabolic process;primary metabolic process;RNA metabolic process;small molecule metabolic process;tRNA aminoacylation for protein translation;tRNA metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleAminoacyl-tRNA biosynthesis;Valine, leucine and isoleucine biosynthesisAcetylation;Aminoacyl-tRNAsynthetase;ATP-binding;Completeproteome;Ligase;Nucleotide-binding;Proteinbiosynthesis;ReferenceproteomeGO:0006082;GO:0006139;GO:0006399;GO:0006418;GO:0006438;GO:0006520;GO:0006807;GO:0008152;GO:0009308;GO:0009987;GO:0016070;GO:0019752;GO:0034641;GO:0034660;GO:0042180;GO:0043038;GO:0043039;GO:0043170;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044281;GO:0090304GO:0000166;GO:0002161;GO:0003824;GO:0004812;GO:0004832;GO:0005488;GO:0005524;GO:0016787;GO:0016788;GO:0016874;GO:0016875;GO:0016876;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0052689GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:004446426 27.6 0 175.14 2 1.03 0.084351 1.66 Q04462;A0A0G2JVG2Valine--tRNA ligase Vars sp|Q04462|SYVC_RAT Valine--tRNA ligase OS=Rattus norvegicus OX=10116 GN=Vars PE=2 SV=2
25.60 25.36 25.13 24.87 24.44 24.71 -0.69 binding;protein binding;protein domain specific binding;SH3 domain bindingbiological regulation;cell cycle;cell death;cellular process;death;establishment of localization;protein transport;regulation of cell cycle;regulation of organelle organization;transportcell part;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;microtubule organizing center;organelle;vesicleEndocytosisAcetylation;Apoptosis;Cellcycle;Celldivision;Completeproteome;Cytoplasm;Cytoskeleton;Phosphoprotein;Proteintransport;Referenceproteome;TransportGO:0000920;GO:0006810;GO:0006915;GO:0007049;GO:0008219;GO:0009987;GO:0010564;GO:0010824;GO:0012501;GO:0015031;GO:0016265;GO:0032506;GO:0032886;GO:0033043;GO:0045184;GO:0046605;GO:0050789;GO:0050794;GO:0051128;GO:0051234;GO:0051493;GO:0051726;GO:0065007;GO:0070507GO:0005488;GO:0005515;GO:0017124;GO:0019904GO:0001772;GO:0005737;GO:0005815;GO:0005829;GO:0005912;GO:0005924;GO:0005925;GO:0016023;GO:0030054;GO:0030055;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044432;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0048770;GO:0065010;GO:0070062;GO:0070161;GO:0070971+ + 21 31.2 0 98.202 2 1.70 0.022062 2.43 A0A140TAA4;Q9QZA2Programmed cell death 6-interacting proteinPdcd6ip tr|A0A140TAA4|A0A140TAA4_RAT Programmed cell death 6-interacting protein OS=Rattus norvegicus OX=10116 GN=Pdcd6ip PE=1 SV=1;sp|Q9QZA2|PDC6I_RAT Programmed cell death 6-interacting protein OS=Rattus norvegicus OX=10116 GN=Pdcd6ip PE=1 SV=2

NaN 24.37 24.24 23.31 23.49 24.03 -0.69 binding;catalytic activity;coenzyme binding;cofactor binding;FMN binding;nucleotide binding;oxidoreductase activitybiological regulationcell part;extracellular organelle;macromolecular complex;organelle;protein complex;transcription factor complex;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006355;GO:0009889;GO:0010468;GO:0010556;GO:0019219;GO:0019222;GO:0031323;GO:0031326;GO:0050789;GO:0050794;GO:0051171;GO:0051252;GO:0060255;GO:0065007;GO:0080090;GO:2000112GO:0000166;GO:0003824;GO:0005488;GO:0010181;GO:0016491;GO:0048037;GO:0050662GO:0005667;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044451;GO:0044464;GO:0065010;GO:00700623 19.5 0 34.964 1 1.04 0.07666 1.82 B2GUX7 Creg1 tr|B2GUX7|B2GUX7_RAT Cellular repressor of E1A-stimulated genes (Predicted), isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Creg1 PE=1 SV=1
32.10 31.99 32.30 31.49 31.56 31.27 -0.69 binding;calcium ion binding;cation binding;ion binding;ligand-dependent nuclear receptor transcription coactivator activity;metal ion binding;nucleoside binding;protein binding;protein binding transcription factor activity;protein complex binding;protein N-terminus binding;transcription coactivator activity;transcription cofactor activity;transcription factor binding transcription factor activitybiological regulation;cell junction organization;cellular component assembly;cellular component organization;cellular process;cytoskeleton organization;establishment of localization;organelle organization;protein transport;regulation of transport;response to chemical stimulus;response to stimulus;response to stress;signal transduction;transportcell part;cell projection;cytoplasm;cytoskeleton;cytosol;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;nucleus;organelle;protein complex;pseudopodium;ribonucleoprotein complex;vesicleAdherens junction;Amoebiasis;Arrhythmogenic right ventricular cardiomyopathy (ARVC);Focal adhesion;Leukocyte transendothelial migration;Regulation of actin cytoskeleton;Systemic lupus erythematosus;Tight junctionAcetylation;Actin-binding;Calcium;Celljunction;Completeproteome;Cytoplasm;Metal-binding;Nucleus;Phosphoprotein;Proteintransport;Referenceproteome;Repeat;TransportGO:0001666;GO:0006810;GO:0006950;GO:0006996;GO:0007010;GO:0007015;GO:0007043;GO:0007165;GO:0009987;GO:0010941;GO:0015031;GO:0016043;GO:0022607;GO:0030029;GO:0030036;GO:0030100;GO:0030522;GO:0032879;GO:0034329;GO:0034330;GO:0035357;GO:0042221;GO:0042981;GO:0043067;GO:0045184;GO:0045216;GO:0045807;GO:0048384;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048548;GO:0048549;GO:0050789;GO:0050794;GO:0050896;GO:0051017;GO:0051049;GO:0051050;GO:0051128;GO:0051130;GO:0051234;GO:0051270;GO:0051271;GO:0051272;GO:0051716;GO:0060627;GO:0065007;GO:0070482;GO:0070830;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000988;GO:0000989;GO:0001882;GO:0003712;GO:0003713;GO:0005488;GO:0005509;GO:0005515;GO:0030374;GO:0032403;GO:0043167;GO:0043169;GO:0046872;GO:0047485GO:0001725;GO:0005615;GO:0005634;GO:0005737;GO:0005829;GO:0005856;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0030018;GO:0030054;GO:0030055;GO:0030529;GO:0030863;GO:0031143;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0042641;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044449;GO:0044464;GO:0048471;GO:0065010;GO:0070062;GO:0070161+ + 71 80.3 0 323.31 3 2.30 0.008226 3.09 A0A0G2K013;Q9QXQ0;A0A0G2K5U9Alpha-actinin-4 Actn4 tr|A0A0G2K013|A0A0G2K013_RAT Alpha-actinin-4 OS=Rattus norvegicus OX=10116 GN=Actn4 PE=1 SV=1;sp|Q9QXQ0|ACTN4_RAT Alpha-actinin-4 OS=Rattus norvegicus OX=10116 GN=Actn4 PE=1 SV=2;tr|A0A0G2K5U9|A0A0G2K5U9_RAT Alpha-actinin-4 OS=Rattus norvegicus OX=10116 GN
27.11 27.01 26.96 26.07 26.18 26.74 -0.70 antioxidant activity;catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peroxidase activity;peroxiredoxin activityamine metabolic process;anatomical structure development;biological regulation;cellular amino acid metabolic process;cellular component organization;cellular homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;heterocycle metabolic process;homeostatic process;macromolecule metabolic process;metabolic process;multicellular organismal process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;protein folding;protein maturation;protein metabolic process;small molecule metabolic processcell part;cytosol;endoplasmic reticulum;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;nucleus;organelle;vesicleAntioxidant;Completeproteome;Cytoplasm;Disulfidebond;Oxidoreductase;Peroxidase;Redox-activecenter;Referenceproteome;Secreted;SignalGO:0003006;GO:0006082;GO:0006457;GO:0006520;GO:0006575;GO:0006807;GO:0007276;GO:0007283;GO:0008152;GO:0008285;GO:0008406;GO:0008584;GO:0009308;GO:0009987;GO:0016043;GO:0019471;GO:0019538;GO:0019725;GO:0019752;GO:0022414;GO:0022417;GO:0030198;GO:0032501;GO:0032502;GO:0032787;GO:0034641;GO:0042127;GO:0042180;GO:0042592;GO:0043062;GO:0043170;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044281;GO:0045454;GO:0046483;GO:0048232;GO:0048513;GO:0048519;GO:0048523;GO:0048608;GO:0048609;GO:0048856;GO:0050789;GO:0050794;GO:0051239;GO:0051604;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0072593;GO:2000241;GO:2000242;GO:2000254;GO:2000255GO:0003824;GO:0004601;GO:0016209;GO:0016491;GO:0016684;GO:0016705;GO:0051920GO:0005615;GO:0005634;GO:0005739;GO:0005783;GO:0005790;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 13 61.2 0 71.042 1 1.52 0.027502 2.23 Q9Z0V5 Peroxiredoxin-4 Prdx4 sp|Q9Z0V5|PRDX4_RAT Peroxiredoxin-4 OS=Rattus norvegicus OX=10116 GN=Prdx4 PE=2 SV=1
23.42 23.87 23.76 22.61 23.22 23.11 -0.70 binding;catalytic activity;cation binding;dipeptidyl-peptidase activity;exopeptidase activity;hydrolase activity;ion binding;metal ion binding;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;transition metal ion binding;zinc ion bindingmacromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysiscell part;cytoplasm;extracellular organelle;membrane;nucleoplasm;organelle;plasma membrane;vesicleAcetylation;Aminopeptidase;Completeproteome;Cytoplasm;Hydrolase;Metal-binding;Metalloprotease;Protease;Referenceproteome;ZincGO:0006508;GO:0008152;GO:0019538;GO:0043170;GO:0044238GO:0003824;GO:0005488;GO:0008233;GO:0008237;GO:0008238;GO:0008239;GO:0008270;GO:0016787;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0005654;GO:0005737;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 7 15 0 129.16 1 1.41 0.033535 2.11 O55096 Dipeptidyl peptidase 3 Dpp3 sp|O55096|DPP3_RAT Dipeptidyl peptidase 3 OS=Rattus norvegicus OX=10116 GN=Dpp3 PE=1 SV=2
30.52 30.48 31.01 29.93 30.11 29.87 -0.70 actin binding;binding;cytoskeletal protein binding;protein bindinganatomical structure morphogenesis;biological regulation;cell motility;cellular component disassembly;cellular component movement;cellular component organization;cellular metabolic process;cellular process;cytokinesis;cytoskeleton organization;developmental process;establishment of localization;establishment or maintenance of cell polarity;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;multi-organism process;nuclear transport;nucleocytoplasmic transport;organelle organization;phosphorus metabolic process;primary metabolic process;protein depolymerization;protein metabolic process;protein modification process;protein phosphorylation;protein targeting;protein transport;regulation of organelle organization;response to biotic stimulus;response to chemical stimulus;response to endogenous stimulus;response to stimulus;transportcell leading edge;cell part;cell projection;cytoplasm;cytoskeleton;extracellular organelle;extracellular space;intracellular non-membrane-bounded organelle;intracellular organelle;organelle;vesicleAxon guidance;Fc gamma R-mediated phagocytosis;Regulation of actin cytoskeletonAcetylation;Actin-binding;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Membrane;Nucleus;Phosphoprotein;ReferenceproteomeGO:0000281;GO:0000910;GO:0001101;GO:0001667;GO:0001755;GO:0001842;GO:0002009;GO:0006464;GO:0006468;GO:0006605;GO:0006606;GO:0006793;GO:0006796;GO:0006810;GO:0006886;GO:0006913;GO:0006928;GO:0006996;GO:0007010;GO:0007015;GO:0007163;GO:0008064;GO:0008152;GO:0008154;GO:0008361;GO:0009607;GO:0009615;GO:0009653;GO:0009719;GO:0009987;GO:0010033;GO:0010243;GO:0010638;GO:0010769;GO:0010975;GO:0014075;GO:0015031;GO:0016043;GO:0016310;GO:0016331;GO:0016477;GO:0017038;GO:0019538;GO:0022402;GO:0022411;GO:0022603;GO:0022604;GO:0030010;GO:0030029;GO:0030030;GO:0030036;GO:0030042;GO:0030832;GO:0030834;GO:0030836;GO:0031344;GO:0032502;GO:0032535;GO:0032956;GO:0032970;GO:0032984;GO:0033043;GO:0033205;GO:0034621;GO:0034623;GO:0040011;GO:0042221;GO:0043170;GO:0043200;GO:0043241;GO:0043243;GO:0043244;GO:0043412;GO:0043624;GO:0043933;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045184;GO:0045595;GO:0045664;GO:0045792;GO:0046907;GO:0048518;GO:0048522;GO:0048598;GO:0048729;GO:0048814;GO:0048870;GO:0050767;GO:0050773;GO:0050789;GGO:0003779;GO:0005488;GO:0005515;GO:0008092GO:0005615;GO:0005737;GO:0005856;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0015629;GO:0016363;GO:0030027;GO:0030054;GO:0030055;GO:0030863;GO:0030864;GO:0031252;GO:0031253;GO:0031256;GO:0031258;GO:0031982;GO:0031988;GO:0032587;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 21 84.9 0 323.31 3 1.74 0.021092 2.49 P45592;M0R6D6;A0A0G2KA35Cofilin-1 Cfl1 sp|P45592|COF1_RAT Cofilin-1 OS=Rattus norvegicus OX=10116 GN=Cfl1 PE=1 SV=3
26.91 27.78 27.40 25.96 26.93 27.10 -0.70 asparaginase activity;binding;catalytic activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;N4-(beta-N-acetylglucosaminyl)-L-asparaginase activity;peptidase activity;protein binding;protein self-associationcellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein maturation;protein metabolic process;protein modification processcell part;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleLysosome;Other glycan degradationAutocatalyticcleavage;Completeproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lysosome;Protease;Referenceproteome;SignalGO:0006464;GO:0006517;GO:0008152;GO:0009987;GO:0019538;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0051604GO:0003824;GO:0003948;GO:0004067;GO:0005488;GO:0005515;GO:0008233;GO:0016787;GO:0016810;GO:0016811;GO:0043621GO:0000323;GO:0005764;GO:0005773;GO:0005783;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700629 35.7 0 323.31 1 0.74 0.145299 1.31 P30919 N(4)-(Beta-N-acetylglucosaminyl)-L-asparaginase;Glycosylasparaginase alpha chain;Glycosylasparaginase beta chainAga sp|P30919|ASPG_RAT N(4)-(Beta-N-acetylglucosaminyl)-L-asparaginase OS=Rattus norvegicus OX=10116 GN=Aga PE=1 SV=2
27.57 27.69 27.37 26.76 26.82 26.94 -0.71 binding;catalytic activity;dynein binding;dynein intermediate chain binding;GDP binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;protein binding;protein complex binding;protein domain specific binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide bindinganatomical structure development;biological regulation;cell development;cell division;cellular component organization;cellular localization;cellular process;cytoskeleton organization;developmental process;establishment of localization;localization;metabolic process;mitosis;nuclear division;nuclear transport;nucleocytoplasmic transport;organelle fission;organelle organization;protein targeting;protein transport;response to chemical stimulus;response to endogenous stimulus;response to stimulus;ribosomal subunit export from nucleus;signal transduction;transportcell part;cytoplasm;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nuclear pore;nucleus;organelle;protein complex;vesicleRibosome biogenesis in eukaryotes;RNA transportAcetylation;Cellcycle;Celldivision;Completeproteome;Cytoplasm;Directproteinsequencing;GTP-binding;Isopeptidebond;Mitosis;Nucleotide-binding;Nucleus;Proteintransport;Referenceproteome;Transport;UblconjugationGO:0000054;GO:0000055;GO:0000056;GO:0000226;GO:0000280;GO:0003006;GO:0006605;GO:0006606;GO:0006611;GO:0006810;GO:0006886;GO:0006913;GO:0006996;GO:0007010;GO:0007017;GO:0007067;GO:0007165;GO:0007264;GO:0007281;GO:0007286;GO:0008104;GO:0008152;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0014070;GO:0015031;GO:0016043;GO:0017038;GO:0021766;GO:0022402;GO:0022403;GO:0022414;GO:0030029;GO:0030036;GO:0031503;GO:0031960;GO:0032092;GO:0032502;GO:0032870;GO:0033036;GO:0033753;GO:0034613;GO:0034629;GO:0035556;GO:0042221;GO:0043393;GO:0044093;GO:0045184;GO:0046907;GO:0048285;GO:0048468;GO:0048545;GO:0048610;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051098;GO:0051099;GO:0051168;GO:0051169;GO:0051170;GO:0051179;GO:0051234;GO:0051301;GO:0051385;GO:0051641;GO:0051649;GO:0051656;GO:0051716;GO:0065007;GO:0065009;GO:0070727;GO:0070887;GO:0071166;GO:0071310;GO:0071383;GO:0071384;GO:0071389;GO:0071426;GO:0071428;GO:0071495;GO:0071840;GO:0071841;GO:0071842GO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0019904;GO:0032403;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0045502;GO:0045505GO:0000785;GO:0001673;GO:0002177;GO:0005634;GO:0005643;GO:0005737;GO:0005768;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0043073;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0046930;GO:0048770;GO:0055037;GO:0065010;GO:0070062+ + 12 49.1 0 73.376 3 2.57 0.005671 3.41 P62828;Q66H11;Q8K586GTP-binding nuclear protein Ran;GTP-binding nuclear protein Ran, testis-specific isoformRan;RGD1306195;Rasl2-9 sp|P62828|RAN_RAT GTP-binding nuclear protein Ran OS=Rattus norvegicus OX=10116 GN=Ran PE=1 SV=3;tr|Q66H11|Q66H11_RAT GTP-binding nuclear protein Ran OS=Rattus norvegicus OX=10116 GN=RGD1306195 PE=2 SV=1;sp|Q8K586|RANT_RAT GTP-binding nuclear protein Ran,
26.29 26.22 26.10 25.50 25.31 25.66 -0.71 structural molecule activitycellular process;establishment of localization;Golgi vesicle transport;protein transport;transport;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex;vesicleAcetylation;Cellmembrane;Completeproteome;Cytoplasm;Cytoplasmicvesicle;Directproteinsequencing;Endoplasmicreticulum;ER-Golgitransport;Golgiapparatus;Membrane;Microsome;Proteintransport;Referenceproteome;Repeat;TransportGO:0006810;GO:0006886;GO:0006890;GO:0006891;GO:0009987;GO:0015031;GO:0016192;GO:0045184;GO:0046907;GO:0048193;GO:0051234;GO:0051649GO:0005198GO:0005783;GO:0005793;GO:0005794;GO:0005798;GO:0005886;GO:0016020;GO:0016023;GO:0030117;GO:0030120;GO:0030126;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464+ + 20 29.8 0 91.072 1 2.47 0.006488 3.31 P23514 Coatomer subunit beta Copb1 sp|P23514|COPB_RAT Coatomer subunit beta OS=Rattus norvegicus OX=10116 GN=Copb1 PE=1 SV=1
23.23 23.14 22.90 21.98 22.55 22.60 -0.71 amine binding;amino acid binding;binding;carboxylic acid binding;catalytic activity;drug binding;glutathione binding;glutathione transferase activity;modified amino acid binding;peptide binding;transferase activity;transferase activity, transferring alkyl or aryl (other than methyl) groupscellular metabolic process;cellular process;metabolic process;response to chemical stimulus;response to stimulus;response to stress;xenobiotic metabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleDrug metabolism - cytochrome P450;Glutathione metabolism;Metabolism of xenobiotics by cytochrome P450Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Referenceproteome;TransferaseGO:0006805;GO:0006950;GO:0008152;GO:0009635;GO:0009636;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010043;GO:0010226;GO:0014070;GO:0035094;GO:0042221;GO:0043279;GO:0044237;GO:0050896;GO:0051716;GO:0070887;GO:0071241;GO:0071248;GO:0071285GO:0003824;GO:0004364;GO:0005488;GO:0008144;GO:0016597;GO:0016740;GO:0016765;GO:0031406;GO:0042277;GO:0043176;GO:0043295;GO:0072341GO:0005737;GO:0005739;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 4 16.2 0 8.3286 1 1.48 0.029188 2.21 P14942 Glutathione S-transferase alpha-4 Gsta4 sp|P14942|GSTA4_RAT Glutathione S-transferase alpha-4 OS=Rattus norvegicus OX=10116 GN=Gsta4 PE=1 SV=2
24.94 24.51 23.73 23.68 22.88 24.48 -0.71 enzyme inhibitor activity;enzyme regulator activity;ribonuclease inhibitor activitybiological regulationcell part;cytoplasm;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Leucine-richrepeat;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0022603;GO:0045765;GO:0050789;GO:0050793;GO:0051239;GO:0065007;GO:2000026GO:0004857;GO:0008428;GO:0030234GO:0005737;GO:0031982;GO:0031988;GO:0032311;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006211 30.7 0 63.229 3 0.54 0.234918 1.05 E2RUH2;P29315;A0A0G2K9E0Ribonuclease inhibitor Rnh1 tr|E2RUH2|E2RUH2_RAT Ribonuclease inhibitor OS=Rattus norvegicus OX=10116 GN=Rnh1 PE=1 SV=1;sp|P29315|RINI_RAT Ribonuclease inhibitor OS=Rattus norvegicus OX=10116 GN=Rnh1 PE=1 SV=2;tr|A0A0G2K9E0|A0A0G2K9E0_RAT Ribonuclease inhibitor OS=Rattus norvegicus O
26.53 26.54 26.27 25.66 25.60 25.93 -0.72 + + 26 16.6 0 175.4 1 2.23 0.00806 3.07 A0A0G2JW88 tr|A0A0G2JW88|A0A0G2JW88_RAT Microtubule-associated protein OS=Rattus norvegicus OX=10116 GN=Map4 PE=1 SV=1
27.68 27.88 27.44 27.02 27.21 26.62 -0.72 anion channel activity;anion transmembrane transporter activity;binding;channel activity;chloride channel activity;D2 dopamine receptor binding;D3 dopamine receptor binding;D4 dopamine receptor binding;dopamine receptor binding;gated channel activity;G-protein-coupled receptor binding;identical protein binding;ion channel activity;ion transmembrane transporter activity;passive transmembrane transporter activity;protein binding;protein complex binding;protein C-terminus binding;protein dimerization activity;protein homodimerization activity;receptor binding;substrate-specific channel activity;substrate-specific transmembrane transporter activity;substrate-specific transporter activity;transmembrane transporter activity;transporter activity;voltage-gated channel activity;voltage-gated ion channel activityanatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell death;cell differentiation;cell morphogenesis;cellular component morphogenesis;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular process;death;developmental process;establishment of localization;growth;homeostatic process;ion transport;localization;multicellular organismal process;neurological system process;response to chemical stimulus;response to stimulus;transportapical part of cell;cell part;cell projection;cell surface;centrosome;cytoplasm;cytoskeleton;cytosol;endoplasmic reticulum;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;microvillus;midbody;mitochondrion;nucleus;organelle;plasma membrane;protein complex;stereocilium bundle;vesicleAcetylation;Cellmembrane;Chloride;Chloridechannel;Completeproteome;Cytoplasm;Cytoplasmicvesicle;Cytoskeleton;Endoplasmicreticulum;Golgiapparatus;Hearing;Ionchannel;Iontransport;Membrane;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Transmembrane;Transmembranehelix;Transport;Voltage-gatedchannelGO:0000902;GO:0000904;GO:0001525;GO:0001763;GO:0001886;GO:0002024;GO:0003008;GO:0003382;GO:0006810;GO:0006811;GO:0006820;GO:0006821;GO:0006873;GO:0006885;GO:0006915;GO:0007035;GO:0007600;GO:0007605;GO:0008104;GO:0008219;GO:0009566;GO:0009653;GO:0009893;GO:0009913;GO:0009987;GO:0010035;GO:0010038;GO:0012501;GO:0015698;GO:0016043;GO:0016265;GO:0019222;GO:0019725;GO:0022414;GO:0030003;GO:0030004;GO:0030030;GO:0030154;GO:0030216;GO:0030334;GO:0030336;GO:0030641;GO:0030855;GO:0032501;GO:0032502;GO:0032879;GO:0032989;GO:0033036;GO:0035239;GO:0035264;GO:0040007;GO:0040012;GO:0040013;GO:0042221;GO:0042592;GO:0044246;GO:0044253;GO:0045851;GO:0048518;GO:0048519;GO:0048523;GO:0048646;GO:0048754;GO:0048869;GO:0048878;GO:0050789;GO:0050794;GO:0050801;GO:0050877;GO:0050885;GO:0050896;GO:0050905;GO:0050954;GO:0051179;GO:0051234;GO:0051239;GO:0051240;GO:0051270;GO:0051271;GO:0051452;GO:0051453;GO:0051592;GO:0051716;GO:0055067;GO:0055080;GO:0055082;GO:0060088;GO:0060122;GO:0061299;GO:0065007;GO:0065008;GO:0070887;GO:0071241;GGO:0001664;GO:0005102;GO:0005215;GO:0005216;GO:0005244;GO:0005253;GO:0005254;GO:0005488;GO:0005515;GO:0008022;GO:0008509;GO:0015075;GO:0015267;GO:0022803;GO:0022832;GO:0022836;GO:0022838;GO:0022857;GO:0022891;GO:0022892;GO:0031749;GO:0031750;GO:0031751;GO:0032403;GO:0042802;GO:0042803;GO:0046983;GO:0050780GO:0005634;GO:0005737;GO:0005739;GO:0005783;GO:0005794;GO:0005813;GO:0005815;GO:0005829;GO:0005856;GO:0005886;GO:0005902;GO:0005911;GO:0009986;GO:0012506;GO:0015629;GO:0016020;GO:0016021;GO:0016363;GO:0030054;GO:0030496;GO:0030659;GO:0031090;GO:0031224;GO:0031982;GO:0031988;GO:0032420;GO:0032421;GO:0032991;GO:0034702;GO:0034707;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044430;GO:0044433;GO:0044444;GO:0044446;GO:0044464;GO:0045177;GO:0048471;GO:0065010;GO:0070062+ + 19 81 0 323.31 6 1.52 0.027509 2.26 G3V8C4;Q9Z0W7;F1M9X4;A0A0G2JTB6;Q811Q2;Q9EPT8Chloride intracellular channel protein;Chloride intracellular channel protein 4Clic4 tr|G3V8C4|G3V8C4_RAT Chloride intracellular channel protein OS=Rattus norvegicus OX=10116 GN=Clic4 PE=1 SV=1;sp|Q9Z0W7|CLIC4_RAT Chloride intracellular channel protein 4 OS=Rattus norvegicus OX=10116 GN=Clic4 PE=1 SV=3
30.20 30.06 28.96 29.11 28.89 29.06 -0.72 adenyl deoxyribonucleotide binding;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;CTP binding;dATP binding;deoxyribonucleotide binding;enzyme binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;ion channel binding;kinase binding;nucleotide binding;protein binding;protein kinase binding;purine deoxyribonucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrimidine nucleotide binding;pyrimidine ribonucleotide binding;receptor binding;ribonucleotide binding;sulfonylurea receptor binding;UTP bindinganatomical structure development;biological regulation;cellular component organization;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;regulation of protein modification process;regulation of transport;response to abiotic stimulus;response to chemical stimulus;response to osmotic stress;response to stimulus;response to stresscell part;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleAntigen processing and presentation;NOD-like receptor signaling pathway;Pathways in cancer;Plant-pathogen interaction;Progesterone-mediated oocyte maturation;Prostate cancer;Protein processing in endoplasmic reticulumAcetylation;ATP-binding;Chaperone;Completeproteome;Cytoplasm;Directproteinsequencing;Glycoprotein;Nucleotide-binding;Phosphoprotein;Referenceproteome;Stressresponse;UblconjugationGO:0001890;GO:0001932;GO:0006457;GO:0006950;GO:0006970;GO:0006986;GO:0008152;GO:0008361;GO:0009628;GO:0009651;GO:0009987;GO:0010033;GO:0010941;GO:0014070;GO:0016043;GO:0019220;GO:0019222;GO:0019538;GO:0031323;GO:0031399;GO:0032092;GO:0032268;GO:0032386;GO:0032388;GO:0032502;GO:0032535;GO:0032879;GO:0032880;GO:0033157;GO:0033158;GO:0033160;GO:0033674;GO:0034097;GO:0034762;GO:0035966;GO:0042221;GO:0042306;GO:0042325;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043170;GO:0043393;GO:0043523;GO:0043524;GO:0043549;GO:0044093;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045793;GO:0045859;GO:0045860;GO:0046822;GO:0048513;GO:0048518;GO:0048519;GO:0048523;GO:0048856;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051049;GO:0051050;GO:0051098;GO:0051099;GO:0051174;GO:0051222;GO:0051223;GO:0051246;GO:0051338;GO:0051347;GO:0051716;GO:0060255;GO:0060341;GO:0060548;GO:0065007;GO:0065008;GO:0065009;GO:0070201;GO:0070670;GO:0070887;GO:0071310;GO:0071345;GO:0071353;GO:0071407;GO:0071840;GO:0071900;GO:0071902;GGO:0000166;GO:0002134;GO:0002135;GO:0005102;GO:0005488;GO:0005515;GO:0005524;GO:0005525;GO:0017076;GO:0017098;GO:0019001;GO:0019103;GO:0019899;GO:0019900;GO:0019901;GO:0030554;GO:0032552;GO:0032553;GO:0032554;GO:0032555;GO:0032557;GO:0032558;GO:0032559;GO:0032561;GO:0032564;GO:0035639;GO:0044325GO:0005737;GO:0005739;GO:0005829;GO:0009986;GO:0016023;GO:0016234;GO:0016323;GO:0016324;GO:0031253;GO:0031410;GO:0031526;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:0044464;GO:004877045 50.6 0 323.31 2 0.85 0.11155 1.46 P34058;A0A0G2K793Heat shock protein HSP 90-beta Hsp90ab1 sp|P34058|HS90B_RAT Heat shock protein HSP 90-beta OS=Rattus norvegicus OX=10116 GN=Hsp90ab1 PE=1 SV=4;tr|A0A0G2K793|A0A0G2K793_RAT Heat shock protein HSP 90-beta OS=Rattus norvegicus OX=10116 GN=Hsp90ab1 PE=1 SV=1
26.96 27.28 27.27 26.52 26.19 26.63 -0.72 channel regulator activity;sodium channel regulator activityanatomical structure development;biological regulation;catabolic process;cellular metabolic process;cellular process;developmental process;establishment of localization;hormone metabolic process;lipid metabolic process;metabolic process;primary metabolic process;protein transport;regulation of transport;response to stimulus;signal transduction;transportcell part;cytoplasm;extracellular organelle;membrane;organelle;plasma membrane;vesicleCell cycle;Neurotrophin signaling pathway;Oocyte meiosisAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Nitration;Phosphoprotein;ReferenceproteomeGO:0002028;GO:0006355;GO:0006629;GO:0006706;GO:0006713;GO:0006810;GO:0006886;GO:0007165;GO:0008152;GO:0008202;GO:0008207;GO:0008208;GO:0008211;GO:0009056;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010721;GO:0010769;GO:0010817;GO:0010959;GO:0010975;GO:0015031;GO:0016042;GO:0019219;GO:0019222;GO:0021762;GO:0022603;GO:0022604;GO:0022898;GO:0030518;GO:0030522;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0031344;GO:0031345;GO:0031958;GO:0032409;GO:0032412;GO:0032502;GO:0032879;GO:0034754;GO:0034762;GO:0034765;GO:0042445;GO:0042447;GO:0042921;GO:0043269;GO:0044237;GO:0044238;GO:0045184;GO:0045595;GO:0045596;GO:0045664;GO:0045893;GO:0045935;GO:0046907;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048814;GO:0048856;GO:0050767;GO:0050768;GO:0050773;GO:0050774;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051049;GO:0051093;GO:0051128;GO:0051129;GO:0051171;GO:0051173;GO:0051234;GO:0051239;GO:0051252;GO:0051254;GO:0051649;GO:0051716;GO:0051960;GO:0060255;GGO:0016247;GO:0017080GO:0005737;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 16 57.3 0 323.31 2 1.88 0.016737 2.68 P68511;A0A0G2K2B814-3-3 protein eta Ywhah sp|P68511|1433F_RAT 14-3-3 protein eta OS=Rattus norvegicus OX=10116 GN=Ywhah PE=1 SV=2;tr|A0A0G2K2B8|A0A0G2K2B8_RAT 14-3-3 protein eta OS=Rattus norvegicus OX=10116 GN=Ywhah PE=1 SV=1
26.61 26.56 26.34 25.48 25.91 25.94 -0.73 structural constituent of ribosome;structural molecule activityanatomical structure formation involved in morphogenesis;biosynthetic process;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cytoplasmic translation;developmental process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;ribosomal small subunit biogenesis;RNA metabolic process;RNA processing;rRNA processing;translationcell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microtubule organizing center;nucleolus;organelle;preribosome;ribonucleoprotein complex;small ribosomal subunit;vesicleRibosome Acetylation;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0001843;GO:0002181;GO:0006139;GO:0006364;GO:0006396;GO:0006412;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0016070;GO:0016072;GO:0019538;GO:0022613;GO:0030154;GO:0032502;GO:0034470;GO:0034641;GO:0034645;GO:0034660;GO:0035148;GO:0042274;GO:0043170;GO:0044085;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0048646;GO:0048869;GO:0060606;GO:0071840;GO:0071841;GO:0071843;GO:0090304GO:0003735;GO:0005198GO:0005730;GO:0005815;GO:0005912;GO:0005924;GO:0005925;GO:0015935;GO:0016020;GO:0022627;GO:0030054;GO:0030055;GO:0030529;GO:0030684;GO:0030686;GO:0031982;GO:0031988;GO:0032040;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 9 44.8 0 32.381 2 1.89 0.015982 2.69 P62083;Q6AY7440S ribosomal protein S7 Rps7 sp|P62083|RS7_RAT 40S ribosomal protein S7 OS=Rattus norvegicus OX=10116 GN=Rps7 PE=1 SV=1
25.77 25.60 24.04 24.53 24.33 24.38 -0.73 binding;calcium ion binding;cation binding;ion binding;lipoprotein particle binding;low-density lipoprotein particle binding;metal ion binding;protein-lipid complex bindinganatomical structure formation involved in morphogenesis;biological adhesion;biological regulation;cell adhesion;cell cycle;cell motility;cell proliferation;cellular component assembly;cellular component movement;cellular component organization;cellular localization;cellular process;developmental process;localization;locomotion;mitotic cell cycle;regulation of transport;response to chemical stimulus;response to stimulus;signal transductioncell part;cell projection;extracellular organelle;extracellular space;membrane;neuron projection;organelle;plasma membrane;vesicleCalcium;Celladhesion;Completeproteome;Membrane;Proteomicsidentification;Referenceproteome;RepeatGO:0000278;GO:0001525;GO:0001558;GO:0001936;GO:0001938;GO:0001952;GO:0001954;GO:0002040;GO:0006355;GO:0006357;GO:0006928;GO:0007049;GO:0007155;GO:0007156;GO:0007162;GO:0007165;GO:0007264;GO:0007265;GO:0007266;GO:0008283;GO:0008284;GO:0008285;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010646;GO:0010647;GO:0010810;GO:0010811;GO:0016043;GO:0016337;GO:0016339;GO:0016477;GO:0016601;GO:0019219;GO:0019222;GO:0022607;GO:0022610;GO:0023051;GO:0023056;GO:0030030;GO:0030031;GO:0030032;GO:0030100;GO:0030155;GO:0030334;GO:0030335;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032101;GO:0032103;GO:0032502;GO:0032879;GO:0035556;GO:0040008;GO:0040011;GO:0040012;GO:0040017;GO:0042058;GO:0042127;GO:0042221;GO:0043542;GO:0043616;GO:0045785;GO:0045893;GO:0045935;GO:0045944;GO:0048518;GO:0048519;GO:0048520;GO:0048522;GO:0048523;GO:0048583;GO:0048584;GO:0048646;GO:0048660;GO:0048661;GO:0048870;GO:0050678;GO:0050679;GO:0050789;GO:0050794;GGO:0005488;GO:0005509;GO:0030169;GO:0043167;GO:0043169;GO:0046872;GO:0071813;GO:0071814GO:0005615;GO:0005886;GO:0005901;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0016020;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0045121;GO:0048471;GO:0065010;GO:0070062;GO:00701616 11.6 0 91.908 2 0.59 0.20592 1.11 Q8R490;F1M7X3 Cdh13 tr|Q8R490|Q8R490_RAT Cadherin 13 OS=Rattus norvegicus OX=10116 GN=Cdh13 PE=1 SV=1;tr|F1M7X3|F1M7X3_RAT Cadherin 13 OS=Rattus norvegicus OX=10116 GN=Cdh13 PE=1 SV=3
30.35 30.55 30.45 28.93 28.82 31.42 -0.73 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;binding;catalytic activity;cytoskeletal protein binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;vinculin bindinganatomical structure development;anatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cell development;cell growth;cellular component assembly;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;developmental process;growth;multicellular organismal process;muscle adaptation;muscle contraction;organelle organization;response to abiotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to stimuluscell part;extracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex;vesicleCardiac muscle contraction;Dilated cardiomyopathy;Hypertrophic cardiomyopathy (HCM)3D-structure;Acetylation;ATP-binding;Completeproteome;Cytoplasm;Cytoskeleton;Methylation;Muscleprotein;Nucleotide-binding;Oxidation;ReferenceproteomeGO:0003008;GO:0003012;GO:0006928;GO:0006936;GO:0006941;GO:0006996;GO:0007010;GO:0007015;GO:0009605;GO:0009612;GO:0009628;GO:0009653;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010226;GO:0010927;GO:0010941;GO:0014888;GO:0016043;GO:0016049;GO:0022607;GO:0030029;GO:0030036;GO:0030048;GO:0030239;GO:0030240;GO:0031032;GO:0032501;GO:0032502;GO:0033275;GO:0040007;GO:0042221;GO:0042493;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043500;GO:0043501;GO:0043503;GO:0045214;GO:0045471;GO:0048468;GO:0048519;GO:0048523;GO:0048545;GO:0048646;GO:0048729;GO:0048741;GO:0048747;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0055001;GO:0055002;GO:0055003;GO:0055008;GO:0060048;GO:0060415;GO:0060548;GO:0065007;GO:0070252;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003824;GO:0005488;GO:0005515;GO:0005524;GO:0008092;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0017166;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0001725;GO:0005865;GO:0005884;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031674;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0042383;GO:0042641;GO:0042643;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:0044464;GO:0065010;GO:0070062;GO:0070161;GO:007256225 76.1 0 323.31 2 0.35 0.415186 0.76 P68035;P68136Actin, alpha cardiac muscle 1;Actin, alpha skeletal muscleActc1;Acta1 sp|P68035|ACTC_RAT Actin, alpha cardiac muscle 1 OS=Rattus norvegicus OX=10116 GN=Actc1 PE=2 SV=1;sp|P68136|ACTS_RAT Actin, alpha skeletal muscle OS=Rattus norvegicus OX=10116 GN=Acta1 PE=1 SV=1
28.22 28.30 27.77 27.08 27.50 27.52 -0.73 cell proliferation;multicellular organismal processcell part;cytoplasm Calcium;Completeproteome;Cytoplasm;Directproteinsequencing;Phosphoprotein;ReferenceproteomeGO:0007276;GO:0007283;GO:0008283;GO:0022414;GO:0032501;GO:0048232;GO:0048609GO:0005737;GO:0044424;GO:0044464+ + 8 41.3 0 128.96 2 1.55 0.025405 2.30 P63029;F1LYR7Translationally-controlled tumor proteinTpt1 sp|P63029|TCTP_RAT Translationally-controlled tumor protein OS=Rattus norvegicus OX=10116 GN=Tpt1 PE=1 SV=1
26.67 26.31 25.71 25.29 25.68 25.52 -0.73 catalytic activity;ferric-chelate reductase activity;oxidoreductase activity;oxidoreductase activity, oxidizing metal ions;oxidoreductase activity, oxidizing metal ions, NAD or NADP as acceptorCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000293;GO:0003824;GO:0016491;GO:0016722;GO:0016723 5 10.8 0 29.504 1 1.13 0.064856 1.81 D4A8Z3 Frrs1 tr|D4A8Z3|D4A8Z3_RAT Ferric-chelate reductase 1 OS=Rattus norvegicus OX=10116 GN=Frrs1 PE=1 SV=3
24.60 24.62 23.78 23.36 24.01 23.43 -0.73 biological regulationcell part;cytoskeleton;cytosol;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;vesicleCelljunction;Completeproteome;Cytoplasm;Phosphoprotein;ReferenceproteomeGO:0010941;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0060548;GO:0065007GO:0005829;GO:0005856;GO:0005886;GO:0005912;GO:0015629;GO:0016020;GO:0030054;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062;GO:007016110 17.3 0 41.88 1 1.00 0.086 1.65 B4F7E8 Niban-like protein 1 Fam129b sp|B4F7E8|NIBL1_RAT Niban-like protein 1 OS=Rattus norvegicus OX=10116 GN=Fam129b PE=1 SV=1
24.42 24.47 24.50 23.53 24.23 23.40 -0.74 binding;eukaryotic initiation factor 4G binding;nucleic acid binding;protein binding;RNA binding;translation factor activity, nucleic acid binding;translation initiation factor activity;translation initiation factor bindinganatomical structure development;biological regulation;cellular process;developmental process;regulation of cell cycle;regulation of mitotic cell cycle;regulation of translation;translational initiationcell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;ribonucleoprotein complex;RNAi effector complex;vesicleInsulin signaling pathway;mTOR signaling pathway;RNA transportAcetylation;Completeproteome;Cytoplasm;Initiationfactor;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;RNA-binding;TranslationregulationGO:0000082;GO:0006413;GO:0006417;GO:0007346;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010608;GO:0019222;GO:0022402;GO:0030324;GO:0031323;GO:0031326;GO:0032268;GO:0032502;GO:0045787;GO:0045931;GO:0048513;GO:0048518;GO:0048522;GO:0048856;GO:0050789;GO:0050794;GO:0051246;GO:0051726;GO:0060255;GO:0065007;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003743;GO:0005488;GO:0005515;GO:0008135;GO:0031369;GO:0031370GO:0000932;GO:0005845;GO:0010494;GO:0016281;GO:0016442;GO:0030529;GO:0031332;GO:0031982;GO:0031988;GO:0032991;GO:0033391;GO:0034518;GO:0035770;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 5 35.9 0 36.099 2 1.34 0.035606 2.07 P63074;A0A1W2Q627Eukaryotic translation initiation factor 4EEif4e sp|P63074|IF4E_RAT Eukaryotic translation initiation factor 4E OS=Rattus norvegicus OX=10116 GN=Eif4e PE=1 SV=1;tr|A0A1W2Q627|A0A1W2Q627_RAT Eukaryotic translation initiation factor 4E OS=Rattus norvegicus OX=10116 GN=Eif4e PE=1 SV=1
24.42 24.07 23.03 23.19 23.00 23.09 -0.75 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcell recognition;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;primary metabolic process;protein complex assembly;protein folding;protein metabolic processcell body;cell part;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleAcetylation;ATP-binding;Chaperone;Completeproteome;Cytoplasm;Directproteinsequencing;Nucleotide-binding;Phosphoprotein;ReferenceproteomeGO:0006457;GO:0006461;GO:0007339;GO:0008037;GO:0008152;GO:0009987;GO:0009988;GO:0016043;GO:0019538;GO:0022414;GO:0022607;GO:0034621;GO:0034622;GO:0035036;GO:0043170;GO:0043623;GO:0043933;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0048610;GO:0051131;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005832;GO:0005874;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044445;GO:0044446;GO:0044464;GO:0065010;GO:007006212 28 0 36.236 1 0.82 0.114318 1.43 Q5XIM9 T-complex protein 1 subunit beta Cct2 sp|Q5XIM9|TCPB_RAT T-complex protein 1 subunit beta OS=Rattus norvegicus OX=10116 GN=Cct2 PE=1 SV=3
26.80 26.75 26.19 25.41 26.18 25.87 -0.76 binding;carbon-sulfur lyase activity;catalytic activity;cation binding;ion binding;lactoylglutathione lyase activity;lyase activity;metal ion binding;transition metal ion binding;zinc ion bindingamine metabolic process;biological regulation;carbohydrate metabolic process;cell differentiation;cellular aldehyde metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;peptide metabolic process;primary metabolic process;small molecule metabolic process;sulfur compound metabolic processextracellular organelle;organelle;vesicleMAPK signaling pathway - yeast;Pyruvate metabolismAcetylation;Completeproteome;Directproteinsequencing;Disulfidebond;Glutathionylation;Lyase;Metal-binding;Phosphoprotein;Referenceproteome;ZincGO:0002521;GO:0002573;GO:0005975;GO:0006081;GO:0006082;GO:0006355;GO:0006357;GO:0006518;GO:0006520;GO:0006575;GO:0006749;GO:0006790;GO:0006807;GO:0008152;GO:0009308;GO:0009438;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0010941;GO:0019219;GO:0019222;GO:0019752;GO:0030099;GO:0030154;GO:0030316;GO:0031323;GO:0031326;GO:0032502;GO:0034641;GO:0042180;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044281;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0051171;GO:0051252;GO:0060255;GO:0060548;GO:0065007;GO:0080090;GO:2000112GO:0003824;GO:0004462;GO:0005488;GO:0008270;GO:0016829;GO:0016846;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 12 66.3 0 119.68 1 1.20 0.049215 1.91 Q6P7Q4 Lactoylglutathione lyase Glo1 sp|Q6P7Q4|LGUL_RAT Lactoylglutathione lyase OS=Rattus norvegicus OX=10116 GN=Glo1 PE=1 SV=3
25.13 25.17 24.43 24.11 23.86 24.47 -0.76 binding;nucleic acid binding;nucleotide binding;RNA binding;rRNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cell proliferation;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complex;ribosome;vesicleRibosome Acetylation;Citrullination;Completeproteome;Methylation;Phosphoprotein;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;rRNA-bindingGO:0006412;GO:0008152;GO:0008283;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0000166;GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0019843GO:0005634;GO:0005840;GO:0015934;GO:0022625;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:00700626 28.2 0 18.325 9 1.20 0.050776 1.91 F1LT35;D3ZTH8;P62752;D3ZTX9;D3ZNM1;D4AAL7;D3ZFK7;A0A0G2JU90;D3ZSR860S ribosomal protein L23a RGD1564606;LOC689899;Rpl23a;RGD1565170;RGD1562755;LOC683904;LOC690335tr|F1LT35|F1LT35_RAT Similar to 60S ribosomal protein L23a OS=Rattus norvegicus OX=10116 GN=RGD1564606 PE=3 SV=1;tr|D3ZTH8|D3ZTH8_RAT Similar to 60S ribosomal protein L23a OS=Rattus norvegicus OX=10116 GN=LOC689899 PE=3 SV=1;sp|P62752|RL23A_RAT 60S ribosom
25.00 25.05 25.11 24.34 24.09 24.45 -0.76 aminopeptidase activity;binding;catalytic activity;cation binding;exopeptidase activity;hydrolase activity;ion binding;metal ion binding;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;peptide binding;transition metal ion binding;zinc ion bindinganatomical structure formation involved in morphogenesis;biological regulation;cell differentiation;cellular aromatic compound metabolic process;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;regulation of transportcell part;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleGlutathione metabolism;Hematopoietic cell lineage;Renin-angiotensin systemAminopeptidase;Angiogenesis;Completeproteome;Developmentalprotein;Differentiation;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Membrane;Metal-binding;Metalloprotease;Phosphoprotein;Protease;Proteomicsidentification;Referenceproteome;Signal-anchor;Sulfation;Transmembrane;Transmembranehelix;ZincGO:0001525;GO:0006508;GO:0006725;GO:0008152;GO:0009987;GO:0019538;GO:0030154;GO:0032502;GO:0032844;GO:0032879;GO:0035813;GO:0035814;GO:0043170;GO:0044057;GO:0044062;GO:0044237;GO:0044238;GO:0048519;GO:0048646;GO:0048869;GO:0050789;GO:0051046;GO:0051048;GO:0051049;GO:0051051;GO:0051239;GO:0051241;GO:0065007;GO:2000021GO:0003824;GO:0004177;GO:0005488;GO:0008233;GO:0008237;GO:0008238;GO:0008270;GO:0016787;GO:0042277;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0005615;GO:0005765;GO:0005774;GO:0005793;GO:0009897;GO:0012506;GO:0016020;GO:0016021;GO:0031090;GO:0031224;GO:0031974;GO:0031982;GO:0031983;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 14 18.3 0 68.937 3 2.64 0.001973 3.63 A0A0G2JVE6;G3V7W7;P15684Aminopeptidase N Anpep tr|A0A0G2JVE6|A0A0G2JVE6_RAT Aminopeptidase OS=Rattus norvegicus OX=10116 GN=Anpep PE=1 SV=1;tr|G3V7W7|G3V7W7_RAT Aminopeptidase OS=Rattus norvegicus OX=10116 GN=Anpep PE=1 SV=2;sp|P15684|AMPN_RAT Aminopeptidase N OS=Rattus norvegicus OX=10116 GN=Anpep PE=
24.45 26.02 24.75 24.16 23.72 25.01 -0.77 anatomical structure morphogenesis;developmental process;response to stimulus;response to stresscell part;extracellular matrix;extracellular region;extracellular space;intracellular;proteinaceous extracellular matrixCompleteproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Leucine-richrepeat;Proteoglycan;Pyrrolidonecarboxylicacid;Referenceproteome;Repeat;Secreted;Signal;SulfationGO:0006950;GO:0009611;GO:0009653;GO:0009887;GO:0032502;GO:0042060;GO:0042476;GO:0050896GO:0005576;GO:0005578;GO:0005615;GO:0005622;GO:0031012;GO:0044421;GO:00444643 8.5 0 15.283 2 0.56 0.216 1.09 G3V6E7;P50609Fibromodulin Fmod tr|G3V6E7|G3V6E7_RAT Fibromodulin OS=Rattus norvegicus OX=10116 GN=Fmod PE=4 SV=1;sp|P50609|FMOD_RAT Fibromodulin OS=Rattus norvegicus OX=10116 GN=Fmod PE=2 SV=1
23.80 24.03 23.56 23.13 23.05 22.88 -0.78 binding;nucleic acid binding;RNA binding;snRNA binding;U6 snRNA 3'-end binding;U6 snRNA bindingcellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;RNA metabolic process;RNA processing;RNA splicingcell part;macromolecular complex;ribonucleoprotein complex;small nuclear ribonucleoprotein complexRNA degradation;SpliceosomeCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0000375;GO:0000377;GO:0000398;GO:0006139;GO:0006396;GO:0006397;GO:0006807;GO:0008152;GO:0008380;GO:0009987;GO:0016070;GO:0016071;GO:0034641;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0090304GO:0003676;GO:0003723;GO:0005488;GO:0017069;GO:0017070;GO:0030629GO:0030529;GO:0030532;GO:0032991;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464;GO:0046540+ + 3 37.5 0 15.187 1 2.14 0.007941 3.06 B2RZB6 Lsm8 tr|B2RZB6|B2RZB6_RAT U6 snRNA-associated Sm-like protein LSm8 OS=Rattus norvegicus OX=10116 GN=Lsm8 PE=1 SV=1
27.76 27.77 27.60 26.87 27.40 26.53 -0.78 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0019773;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 11 45.9 0 101.02 1 1.40 0.030362 2.17 P18422 Proteasome subunit alpha type-3 Psma3 sp|P18422|PSA3_RAT Proteasome subunit alpha type-3 OS=Rattus norvegicus OX=10116 GN=Psma3 PE=1 SV=3
30.73 30.79 30.82 29.98 30.30 29.72 -0.78 binding;calcium ion binding;cation binding;double-stranded RNA binding;ion binding;ligand-dependent nuclear receptor transcription coactivator activity;metal ion binding;nucleic acid binding;protein binding;protein binding transcription factor activity;protein domain specific binding;RNA binding;transcription coactivator activity;transcription cofactor activity;transcription factor binding transcription factor activitybiological regulation;cell junction organization;cellular component assembly;cellular component organization;cellular process;cytoskeleton organization;multicellular organismal process;muscle contraction;organelle organizationcell part;cell projection;cytoplasm;cytoskeleton;cytosol;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;neuron projection;nucleus;organelle;plasma membrane;vesicleAdherens junction;Amoebiasis;Arrhythmogenic right ventricular cardiomyopathy (ARVC);Focal adhesion;Leukocyte transendothelial migration;Regulation of actin cytoskeleton;Systemic lupus erythematosus;Tight junctionAcetylation;Actin-binding;Calcium;Celljunction;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Membrane;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0003008;GO:0003012;GO:0006936;GO:0006996;GO:0007010;GO:0007015;GO:0007044;GO:0009987;GO:0016043;GO:0022607;GO:0030029;GO:0030036;GO:0032501;GO:0032879;GO:0034329;GO:0034330;GO:0048041;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051017;GO:0051270;GO:0051271;GO:0051764;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000988;GO:0000989;GO:0003676;GO:0003712;GO:0003713;GO:0003723;GO:0003725;GO:0005488;GO:0005509;GO:0005515;GO:0019904;GO:0030374;GO:0043167;GO:0043169;GO:0046872GO:0001726;GO:0005615;GO:0005634;GO:0005737;GO:0005829;GO:0005856;GO:0005886;GO:0005911;GO:0005912;GO:0005913;GO:0005916;GO:0005924;GO:0005925;GO:0016020;GO:0030018;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043197;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044309;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044449;GO:0044463;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 67 73.9 0 323.31 4 2.00 0.010921 2.90 Q6T487;Q6GMN8;Q9Z1P2;Q8R4I6Alpha-actinin-1 Actn1 tr|Q6T487|Q6T487_RAT Alpha-actinin-1 OS=Rattus norvegicus OX=10116 GN=Actn1 PE=1 SV=1;tr|Q6GMN8|Q6GMN8_RAT Actn1 protein OS=Rattus norvegicus OX=10116 GN=Actn1 PE=1 SV=1;sp|Q9Z1P2|ACTN1_RAT Alpha-actinin-1 OS=Rattus norvegicus OX=10116 GN=Actn1 PE=1 SV=1
24.71 25.14 24.48 24.14 24.71 23.14 -0.78 binding;catalytic activity;dodecenoyl-CoA delta-isomerase activity;identical protein binding;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, transposing C=C bonds;isomerase activity;protein bindingcatabolic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;vesicleFatty acid metabolism3D-structure;Acetylation;Completeproteome;Directproteinsequencing;Fattyacidmetabolism;Isomerase;Lipidmetabolism;Mitochondrion;Proteomicsidentification;Referenceproteome;TransitpeptideGO:0006082;GO:0006629;GO:0006631;GO:0006635;GO:0008152;GO:0009056;GO:0009062;GO:0009987;GO:0016042;GO:0016054;GO:0019395;GO:0019752;GO:0030258;GO:0032787;GO:0034440;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0044281;GO:0044282;GO:0046395;GO:0055114;GO:0072329GO:0003824;GO:0004165;GO:0005488;GO:0005515;GO:0016853;GO:0016860;GO:0016863;GO:0042802GO:0005739;GO:0005743;GO:0005759;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:00700628 34.6 0 35.641 3 0.72 0.144992 1.31 P23965;Q68G41;A0A0G2K2R2Enoyl-CoA delta isomerase 1, mitochondrialEci1 sp|P23965|ECI1_RAT Enoyl-CoA delta isomerase 1, mitochondrial OS=Rattus norvegicus OX=10116 GN=Eci1 PE=1 SV=1;tr|Q68G41|Q68G41_RAT Dodecenoyl-Coenzyme A delta isomerase (3,2 trans-enoyl-Coenzyme A isomerase) OS=Rattus norvegicus OX=10116 GN=Eci1 PE=1 SV=1;
25.39 24.79 25.55 24.03 24.76 24.59 -0.79 catalytic activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting keto- and enol-groups;intramolecular oxidoreductase activity, transposing S-S bonds;isomerase activity;protein disulfide isomerase activitybiological regulation;cellular homeostasis;cellular metabolic process;cellular process;homeostatic process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;response to stimulus;response to stresscell part;cell surface;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleProtein processing in endoplasmic reticulum;Vibrio cholerae infection3D-structure;Acetylation;Calcium;Completeproteome;Disulfidebond;Endoplasmicreticulum;Glycoprotein;Isomerase;Proteomicsidentification;Redox-activecenter;Referenceproteome;Repeat;SignalGO:0006457;GO:0006950;GO:0008152;GO:0009987;GO:0019538;GO:0019725;GO:0033554;GO:0034976;GO:0042592;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045454;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0061077;GO:0065007;GO:0065008GO:0003756;GO:0003824;GO:0016853;GO:0016860;GO:0016862;GO:0016864GO:0005783;GO:0005788;GO:0005790;GO:0009986;GO:0016023;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:007001316 32 0 93.003 2 1.15 0.055874 1.86 G3V6T7;P38659Protein disulfide-isomerase A4 Pdia4 tr|G3V6T7|G3V6T7_RAT Protein disulfide-isomerase A4 OS=Rattus norvegicus OX=10116 GN=Pdia4 PE=1 SV=1;sp|P38659|PDIA4_RAT Protein disulfide-isomerase A4 OS=Rattus norvegicus OX=10116 GN=Pdia4 PE=1 SV=2
24.50 24.63 24.34 22.80 22.68 25.64 -0.79 binding;carbon-carbon lyase activity;carboxylic acid binding;carboxy-lyase activity;catalytic activity;cofactor binding;L-aspartate:2-oxoglutarate aminotransferase activity;L-cysteine:2-oxoglutarate aminotransferase activity;L-phenylalanine aminotransferase activity;L-phenylalanine:2-oxoglutarate aminotransferase activity;lyase activity;phosphatidylserine decarboxylase activity;pyridoxal phosphate binding;transaminase activity;transferase activity;transferase activity, transferring nitrogenous groups;vitamin B6 binding;vitamin bindingalcohol metabolic process;amine metabolic process;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;homeostatic process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasm;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;nucleus;organelle;vacuole;vesicleAlanine, aspartate and glutamate metabolism;Arginine and proline metabolism;Cysteine and methionine metabolism;Phenylalanine metabolism;Phenylalanine, tyrosine and tryptophan biosynthesis;Tyrosine metabolismAmino-acidbiosynthesis;Aminotransferase;Completeproteome;Cytoplasm;Directproteinsequencing;Pyridoxalphosphate;Referenceproteome;TransferaseGO:0005975;GO:0006066;GO:0006071;GO:0006082;GO:0006103;GO:0006106;GO:0006107;GO:0006114;GO:0006520;GO:0006531;GO:0006532;GO:0006533;GO:0006536;GO:0006538;GO:0006807;GO:0008152;GO:0008652;GO:0009056;GO:0009058;GO:0009063;GO:0009064;GO:0009065;GO:0009066;GO:0009067;GO:0009068;GO:0009308;GO:0009309;GO:0009310;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0016051;GO:0016053;GO:0016054;GO:0019400;GO:0019401;GO:0019550;GO:0019551;GO:0019751;GO:0019752;GO:0031960;GO:0032868;GO:0032869;GO:0032870;GO:0034637;GO:0034641;GO:0042180;GO:0042221;GO:0042592;GO:0043434;GO:0043436;GO:0043648;GO:0044106;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044262;GO:0044271;GO:0044281;GO:0044282;GO:0044283;GO:0046165;GO:0046173;GO:0046394;GO:0046395;GO:0048545;GO:0048878;GO:0050896;GO:0051384;GO:0051716;GO:0055088;GO:0055089;GO:0065007;GO:0065008;GO:0070887;GO:0071310;GO:0071375;GO:0071495GO:0003824;GO:0004069;GO:0004609;GO:0005488;GO:0008483;GO:0016740;GO:0016769;GO:0016829;GO:0016830;GO:0016831;GO:0019842;GO:0030170;GO:0031406;GO:0047801;GO:0048037;GO:0070279;GO:0070546;GO:0080130GO:0000323;GO:0005634;GO:0005737;GO:0005764;GO:0005773;GO:0005829;GO:0031982;GO:0031988;GO:0033267;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043679;GO:0044306;GO:0044421;GO:0044424;GO:0044444;GO:0044463;GO:0044464;GO:0065010;GO:007006214 48.9 0 177.44 1 0.33 0.435973 0.73 P13221 Aspartate aminotransferase, cytoplasmicGot1 sp|P13221|AATC_RAT Aspartate aminotransferase, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Got1 PE=1 SV=3
26.94 26.84 26.63 26.21 25.91 25.93 -0.79 14-3-3 protein binding;binding;ion channel binding;protein binding;protein C-terminus binding;protein N-terminus bindingbiological regulation;regulation of transportcell part;cytoplasm;macromolecular complex;protein complexCell cycle;Neurotrophin signaling pathway;Oocyte meiosisAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Nitration;Phosphoprotein;ReferenceproteomeGO:0032879;GO:0034762;GO:0034763;GO:0034765;GO:0034766;GO:0043269;GO:0043271;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0051049;GO:0051051;GO:0065007GO:0005488;GO:0005515;GO:0008022;GO:0044325;GO:0047485;GO:0071889GO:0005737;GO:0032991;GO:0043234;GO:0044424;GO:0044464+ + 18 56.7 0 323.31 1 2.38 0.006258 3.37 P68255 14-3-3 protein theta Ywhaq sp|P68255|1433T_RAT 14-3-3 protein theta OS=Rattus norvegicus OX=10116 GN=Ywhaq PE=1 SV=1
29.90 29.86 29.23 28.95 29.09 28.58 -0.79 binding;catalytic activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleic acid binding;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;RNA binding;translation activator activity;translation elongation factor activity;translation factor activity, nucleic acid binding;translation regulator activity;translation regulator activity, nucleic acid bindingbiosynthetic process;cell differentiation;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;translational elongationcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;plasma membrane;polysome;ribonucleoprotein complex;vesicleAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Elongationfactor;GTP-binding;Isopeptidebond;Methylation;Nucleotide-binding;Nucleus;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;UblconjugationGO:0002244;GO:0006414;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0030154;GO:0032502;GO:0034645;GO:0043170;GO:0044237;GO:0044249;GO:0044260;GO:0048869GO:0000166;GO:0003676;GO:0003723;GO:0003746;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0008135;GO:0008494;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0045182;GO:0090079GO:0005634;GO:0005737;GO:0005844;GO:0005886;GO:0016020;GO:0016234;GO:0016235;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 45 57.6 0 323.31 1 1.40 0.030261 2.17 P05197 Elongation factor 2 Eef2 sp|P05197|EF2_RAT Elongation factor 2 OS=Rattus norvegicus OX=10116 GN=Eef2 PE=1 SV=4
25.04 25.33 24.91 23.78 24.38 24.75 -0.79 binding;catalytic activity;cation binding;dITP diphosphatase activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;ion binding;metal ion binding;nucleoside-triphosphate diphosphatase activity;nucleotide binding;pyrophosphatase activitycatabolic process;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromosome organization;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound catabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organelle organization;primary metabolic process;small molecule metabolic processcell part;cytoplasmDrug metabolism - other enzymes;Purine metabolism;Pyrimidine metabolismAcetylation;Completeproteome;Cytoplasm;Hydrolase;Magnesium;Manganese;Metal-binding;Nucleotide-binding;Nucleotidemetabolism;ReferenceproteomeGO:0006139;GO:0006163;GO:0006193;GO:0006195;GO:0006753;GO:0006807;GO:0006996;GO:0008152;GO:0009056;GO:0009117;GO:0009141;GO:0009143;GO:0009144;GO:0009146;GO:0009150;GO:0009154;GO:0009166;GO:0009199;GO:0009200;GO:0009203;GO:0009204;GO:0009205;GO:0009207;GO:0009259;GO:0009261;GO:0009262;GO:0009264;GO:0009987;GO:0016043;GO:0034641;GO:0034655;GO:0044237;GO:0044238;GO:0044248;GO:0044270;GO:0044281;GO:0046041;GO:0046483;GO:0046700;GO:0051276;GO:0055086;GO:0071840;GO:0071841;GO:0071842;GO:0072521;GO:0072523GO:0000166;GO:0003824;GO:0005488;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0035870;GO:0043167;GO:0043169;GO:0046872;GO:0047429GO:0005737;GO:0044424;GO:0044464+ + 9 47.5 0 89.601 1 1.21 0.046896 1.94 D3ZW55 Inosine triphosphate pyrophosphatase Itpa sp|D3ZW55|ITPA_RAT Inosine triphosphate pyrophosphatase OS=Rattus norvegicus OX=10116 GN=Itpa PE=3 SV=1
26.66 26.74 25.99 25.49 25.70 25.82 -0.79 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;structural constituent of cytoskeleton;structural molecule activityanatomical structure morphogenesis;biological regulation;cell division;cellular component morphogenesis;cellular component movement;cellular component organization;cellular localization;cellular process;cytokinesis;cytoskeleton organization;developmental process;establishment of localization;establishment or maintenance of cell polarity;localization;organelle localization;organelle organization;regulation of organelle organization;response to chemical stimulus;response to stimuluscell leading edge;cell part;cell projection;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complex;synapse;vesicleAcetylation;Actin-binding;ATP-binding;Cellprojection;Ciliumbiogenesis/degradation;Completeproteome;Cytoplasm;Cytoskeleton;Nucleotide-binding;Polymorphism;ReferenceproteomeGO:0000910;GO:0006928;GO:0006996;GO:0007010;GO:0007015;GO:0007017;GO:0007018;GO:0007163;GO:0008064;GO:0008356;GO:0009653;GO:0009743;GO:0009987;GO:0010033;GO:0010591;GO:0010592;GO:0010638;GO:0010720;GO:0010769;GO:0010975;GO:0016043;GO:0016344;GO:0022402;GO:0022603;GO:0022604;GO:0030029;GO:0030030;GO:0030036;GO:0030832;GO:0030833;GO:0030838;GO:0031334;GO:0031344;GO:0031346;GO:0032271;GO:0032273;GO:0032502;GO:0032535;GO:0032956;GO:0032970;GO:0032989;GO:0032990;GO:0033043;GO:0033205;GO:0033206;GO:0034314;GO:0042221;GO:0043254;GO:0043519;GO:0044087;GO:0045010;GO:0045595;GO:0045597;GO:0045664;GO:0045666;GO:0046677;GO:0048518;GO:0048522;GO:0048814;GO:0048858;GO:0048869;GO:0050767;GO:0050769;GO:0050773;GO:0050775;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051128;GO:0051130;GO:0051179;GO:0051234;GO:0051239;GO:0051301;GO:0051303;GO:0051305;GO:0051489;GO:0051491;GO:0051493;GO:0051495;GO:0051640;GO:0051641;GO:0051649;GO:0051653;GO:0051656;GO:0051960;GO:0060271;GO:0060284;GO:0060491;GO:0065007;GO:0065008;GGO:0000166;GO:0005198;GO:0005200;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0000139;GO:0002102;GO:0005737;GO:0005885;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030027;GO:0030054;GO:0030055;GO:0030056;GO:0031090;GO:0031252;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044431;GO:0044444;GO:0044446;GO:0044464;GO:0045202;GO:0060076;GO:0065010;GO:0070062;GO:0070161+ + 19 58.5 0 253.34 2 1.45 0.027597 2.24 A0A0G2K1C0;Q4V7C7Actin-related protein 3 Actr3 tr|A0A0G2K1C0|A0A0G2K1C0_RAT Actin-related protein 3 OS=Rattus norvegicus OX=10116 GN=Actr3 PE=1 SV=1;sp|Q4V7C7|ARP3_RAT Actin-related protein 3 OS=Rattus norvegicus OX=10116 GN=Actr3 PE=1 SV=1
28.07 28.03 27.82 26.71 27.23 27.60 -0.79 binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nucleolus;organelle;ribonucleoprotein complex;vesicleRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488GO:0005730;GO:0005739;GO:0005912;GO:0005924;GO:0005925;GO:0015934;GO:0016020;GO:0022625;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 11 41 0 308.51 3 1.37 0.030079 2.14 P62907;F1LYQ7;D3Z9F660S ribosomal protein L10a;Ribosomal proteinRpl10a;LOC680700 sp|P62907|RL10A_RAT 60S ribosomal protein L10a OS=Rattus norvegicus OX=10116 GN=Rpl10a PE=1 SV=2;tr|F1LYQ7|F1LYQ7_RAT Ribosomal protein OS=Rattus norvegicus OX=10116 GN=LOC680700 PE=1 SV=2
30.47 30.89 30.87 29.92 30.07 29.85 -0.79 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;cation binding;cytoskeletal protein binding;deoxyribonuclease activity;DNA binding;enzyme binding;gamma-tubulin binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on ester bonds;intermediate filament binding;ion binding;kinase activity;kinase binding;magnesium ion binding;metal ion binding;nuclease activity;nucleic acid binding;nucleobase-containing compound kinase activity;nucleoside diphosphate kinase activity;nucleotide binding;phosphotransferase activity, phosphate group as acceptor;protein binding;protein complex binding;protein kinase binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;regulatory region DNA binding;regulatory region nucleic acid binding;ribonucleoprotein binding;ribonucleotide binding;ribosomal small subunit binding;RNA polymerase II regulatory region DNA binding;RNA poanatomical structure development;biological regulation;biosynthetic process;catabolic process;cellular component organization;cellular homeostasis;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA metabolic process;endocytosis;establishment of localization;heterocycle metabolic process;homeostatic process;macromolecule metabolic process;membrane invagination;membrane organization;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;phosphorus metabolic process;primary metabolic process;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;small molecule metabolic process;transport;vesicle-mediated transportcell part;centrosome;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;microtubule organizing center;mitochondrion;nucleus;organelle;vesiclePurine metabolism;Pyrimidine metabolismAcetylation;ATP-binding;Completeproteome;Cytoplasm;Differentiation;Directproteinsequencing;Endocytosis;Isopeptidebond;Kinase;Magnesium;Metal-binding;Neurogenesis;Nucleotide-binding;Nucleotidemetabolism;Nucleus;Referenceproteome;Transferase;UblconjugationGO:0001678;GO:0002682;GO:0002761;GO:0002762;GO:0006139;GO:0006163;GO:0006164;GO:0006165;GO:0006183;GO:0006213;GO:0006220;GO:0006221;GO:0006228;GO:0006241;GO:0006259;GO:0006308;GO:0006753;GO:0006793;GO:0006796;GO:0006807;GO:0006810;GO:0006897;GO:0008152;GO:0008284;GO:0009056;GO:0009057;GO:0009058;GO:0009116;GO:0009117;GO:0009119;GO:0009132;GO:0009141;GO:0009142;GO:0009144;GO:0009145;GO:0009147;GO:0009148;GO:0009150;GO:0009152;GO:0009165;GO:0009199;GO:0009201;GO:0009205;GO:0009206;GO:0009208;GO:0009209;GO:0009218;GO:0009220;GO:0009259;GO:0009260;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009892;GO:0009987;GO:0010033;GO:0010243;GO:0010324;GO:0010468;GO:0010605;GO:0010629;GO:0010941;GO:0010975;GO:0010976;GO:0014075;GO:0016043;GO:0016044;GO:0016192;GO:0016310;GO:0018130;GO:0019222;GO:0019725;GO:0021766;GO:0031344;GO:0031346;GO:0032502;GO:0033500;GO:0033574;GO:0033993;GO:0034284;GO:0034641;GO:0034654;GO:0035690;GO:0042127;GO:0042221;GO:0042493;GO:0042592;GO:0042593;GO:0042981;GO:0043067;GO:0043170;GGO:0000166;GO:0000287;GO:0000975;GO:0000976;GO:0000977;GO:0001012;GO:0001067;GO:0003676;GO:0003677;GO:0003697;GO:0003824;GO:0004518;GO:0004536;GO:0004550;GO:0005488;GO:0005515;GO:0005524;GO:0005525;GO:0008092;GO:0015631;GO:0016301;GO:0016740;GO:0016772;GO:0016776;GO:0016787;GO:0016788;GO:0017076;GO:0019001;GO:0019205;GO:0019215;GO:0019899;GO:0019900;GO:0019901;GO:0030554;GO:0032403;GO:0032553;GO:0032555;GO:0032559;GO:0032561;GO:0035639;GO:0043015;GO:0043021;GO:0043024;GO:0043167;GO:0043169;GO:0043565;GO:0043566;GO:0044212;GO:0046872GO:0005634;GO:0005739;GO:0005741;GO:0005813;GO:0005815;GO:0005829;GO:0016020;GO:0019867;GO:0031090;GO:0031253;GO:0031256;GO:0031966;GO:0031968;GO:0031982;GO:0031988;GO:0032587;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044429;GO:0044430;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 14 86.2 0 323.31 1 2.21 0.006631 3.17 Q05982 Nucleoside diphosphate kinase A Nme1 sp|Q05982|NDKA_RAT Nucleoside diphosphate kinase A OS=Rattus norvegicus OX=10116 GN=Nme1 PE=1 SV=1
27.30 27.14 26.70 26.33 26.48 25.94 -0.80 binding;nucleic acid binding;RNA binding;translation elongation factor activity;translation factor activity, nucleic acid bindingcell part;macromolecular complex;protein complexCompleteproteome;Elongationfactor;Proteinbiosynthesis;Proteomicsidentification;ReferenceproteomeGO:0003676;GO:0003723;GO:0003746;GO:0005488;GO:0008135GO:0005853;GO:0032991;GO:0043234;GO:0044424;GO:0044444;GO:0044464+ + 5 42.7 0 247.86 2 1.53 0.025066 2.34 B5DEN5;Q7TPK5 Eef1b2 tr|B5DEN5|B5DEN5_RAT Eukaryotic translation elongation factor 1 beta 2 OS=Rattus norvegicus OX=10116 GN=Eef1b2 PE=1 SV=1
25.33 25.27 25.17 24.35 24.56 24.47 -0.80 binding;mRNA 5'-UTR binding;mRNA binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activity;translation regulator activitybiological regulation;biosynthetic process;cell differentiation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;protein metabolic process;ribonucleoprotein complex assembly;RNA metabolic process;RNA processing;rRNA processing;translationcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nucleolus;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunit;vesicleRibosome Completeproteome;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0000028;GO:0000122;GO:0006139;GO:0006355;GO:0006357;GO:0006364;GO:0006396;GO:0006412;GO:0006807;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0016043;GO:0016070;GO:0016072;GO:0019219;GO:0019222;GO:0019538;GO:0022607;GO:0022618;GO:0030099;GO:0030154;GO:0030218;GO:0030490;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032502;GO:0034470;GO:0034621;GO:0034622;GO:0034641;GO:0034645;GO:0034660;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0045892;GO:0045934;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0051171;GO:0051172;GO:0051252;GO:0051253;GO:0060255;GO:0065003;GO:0065007;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0080090;GO:0090304;GO:2000112;GO:2000113GO:0003676;GO:0003723;GO:0003729;GO:0003735;GO:0005198;GO:0005488;GO:0045182;GO:0048027GO:0005730;GO:0005739;GO:0005840;GO:0005912;GO:0005924;GO:0005925;GO:0015935;GO:0016020;GO:0022627;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 8 39.7 0 29.681 4 3.34 0.002133 4.54 Q6PDV6;P13471;F1MA00;D4A29040S ribosomal protein S14 Rps14 tr|Q6PDV6|Q6PDV6_RAT 40S ribosomal protein S14-like OS=Rattus norvegicus OX=10116 GN=LOC100911847 PE=1 SV=1;sp|P13471|RS14_RAT 40S ribosomal protein S14 OS=Rattus norvegicus OX=10116 GN=Rps14 PE=2 SV=3
30.39 31.03 30.75 29.94 30.07 29.76 -0.80 antioxidant activity;binding;caspase inhibitor activity;caspase regulator activity;catalytic activity;cysteine-type endopeptidase inhibitor activity;DNA binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;nucleic acid binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on peroxide as acceptor;peptidase inhibitor activity;peptidase regulator activity;peroxidase activity;peroxiredoxin activity;peroxynitrite reductase activity;regulatory region DNA binding;regulatory region nucleic acid binding;RNA polymerase III regulatory region DNA binding;transcription regulatory region DNA bindingbiological regulation;catabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;primary metabolic process;response to chemical stimulus;response to oxidative stress;response to stimulus;response to stress;small molecule metabolic processcell part;cytosol;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;microbody;mitochondrion;nucleus;organelle;peroxisome;vesiclePeroxisomeAcetylation;Alternativeinitiation;Antioxidant;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Mitochondrion;Oxidoreductase;Peroxidase;Peroxisome;Polymorphism;Redox-activecenter;Referenceproteome;TransitpeptideGO:0000302;GO:0006139;GO:0006355;GO:0006359;GO:0006732;GO:0006733;GO:0006739;GO:0006753;GO:0006807;GO:0006950;GO:0006979;GO:0008152;GO:0009056;GO:0009117;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009987;GO:0010035;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010604;GO:0010605;GO:0010629;GO:0010712;GO:0010714;GO:0010941;GO:0016480;GO:0019219;GO:0019222;GO:0019362;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032965;GO:0032967;GO:0033554;GO:0034599;GO:0034614;GO:0034641;GO:0042221;GO:0042542;GO:0042743;GO:0042744;GO:0042981;GO:0043067;GO:0043086;GO:0044092;GO:0044237;GO:0044238;GO:0044246;GO:0044248;GO:0044253;GO:0044281;GO:0045892;GO:0045934;GO:0046483;GO:0046496;GO:0048518;GO:0048519;GO:0048523;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051171;GO:0051172;GO:0051186;GO:0051239;GO:0051240;GO:0051252;GO:0051253;GO:0051341;GO:0051354;GO:0051716;GO:0055086;GO:0055114;GO:0060255;GO:0060785;GO:0065007;GO:0065009;GO:0070301;GO:0070887;GO:0070995;GO:0072524;GO:0072593;GO:0080090;GO:2000112;GGO:0000975;GO:0001016;GO:0001067;GO:0003676;GO:0003677;GO:0003824;GO:0004601;GO:0004857;GO:0004866;GO:0004869;GO:0005488;GO:0016209;GO:0016491;GO:0016684;GO:0016705;GO:0030234;GO:0030414;GO:0043027;GO:0043028;GO:0044212;GO:0051920;GO:0061134;GO:0061135;GO:0072541GO:0005615;GO:0005634;GO:0005739;GO:0005777;GO:0005782;GO:0005829;GO:0031410;GO:0031907;GO:0031974;GO:0031982;GO:0031988;GO:0042579;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044438;GO:0044439;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0065010;GO:0070013;GO:0070062+ + 12 55.4 0 323.31 2 1.76 0.01781 2.63 A0A0G2JSS8;Q9R063Peroxiredoxin-5, mitochondrial Prdx5 tr|A0A0G2JSS8|A0A0G2JSS8_RAT Peroxiredoxin OS=Rattus norvegicus OX=10116 GN=Prdx5 PE=1 SV=1;sp|Q9R063|PRDX5_RAT Peroxiredoxin-5, mitochondrial OS=Rattus norvegicus OX=10116 GN=Prdx5 PE=1 SV=1
27.43 27.25 26.95 26.65 26.71 25.85 -0.80 binding;chaperone binding;identical protein binding;protein binding;protein dimerization activity;protein homodimerization activitycellular metabolic process;cellular process;establishment of localization;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;protein transport;response to stimulus;response to stress;secretion;transportcell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleProtein processing in endoplasmic reticulum3D-structure;Completeproteome;Directproteinsequencing;Endoplasmicreticulum;Phosphoprotein;Referenceproteome;Signal;StressresponseGO:0006457;GO:0006810;GO:0006886;GO:0006950;GO:0008152;GO:0009306;GO:0009987;GO:0015031;GO:0019538;GO:0032940;GO:0033554;GO:0034976;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045184;GO:0046903;GO:0046907;GO:0050896;GO:0051234;GO:0051649;GO:0051716GO:0005488;GO:0005515;GO:0042802;GO:0042803;GO:0046983;GO:0051087GO:0005783;GO:0005788;GO:0005790;GO:0016023;GO:0030133;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0070013+ + 12 51.2 0 113.54 1 1.21 0.044931 1.96 P52555 Endoplasmic reticulum resident protein 29Erp29 sp|P52555|ERP29_RAT Endoplasmic reticulum resident protein 29 OS=Rattus norvegicus OX=10116 GN=Erp29 PE=1 SV=2
25.51 25.60 25.60 24.88 25.07 24.31 -0.82 binding;carbohydrate binding;endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;glycosaminoglycan binding;heparin binding;metalloendopeptidase inhibitor activity;metalloenzyme inhibitor activity;metalloenzyme regulator activity;pattern binding;peptidase inhibitor activity;peptidase regulator activity;polysaccharide bindingdetection of stimulus;response to abiotic stimulus;response to external stimulus;response to stimulus;response to stresscell part;cytoplasm;extracellular organelle;organelle;vesicleAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Heparin-binding;Inflammatoryresponse;Metalloenzymeinhibitor;Metalloproteaseinhibitor;Proteaseinhibitor;Referenceproteome;RepeatGO:0006950;GO:0006952;GO:0006954;GO:0009266;GO:0009581;GO:0009582;GO:0009605;GO:0009611;GO:0009628;GO:0016048;GO:0050896;GO:0050906;GO:0050961;GO:0050965;GO:0051606GO:0001871;GO:0004857;GO:0004866;GO:0005488;GO:0005539;GO:0008191;GO:0008201;GO:0010576;GO:0030234;GO:0030246;GO:0030247;GO:0030414;GO:0048551;GO:0061134;GO:0061135GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 9 53.8 0 267.36 1 1.62 0.021698 2.46 Q64361 Latexin Lxn sp|Q64361|LXN_RAT Latexin OS=Rattus norvegicus OX=10116 GN=Lxn PE=1 SV=1
23.56 23.52 NaN NaN 22.78 22.65 -0.83 carbon-oxygen lyase activity;catalytic activity;enoyl-CoA hydratase activity;hydro-lyase activity;lyase activitycatabolic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelleAminobenzoate degradation;Benzoate degradation;beta-Alanine metabolism;Butanoate metabolism;Caprolactam degradation;Fatty acid elongation in mitochondria;Fatty acid metabolism;Lysine degradation;Propanoate metabolism;Tryptophan metabolism;Valine, leucine and isoleucine degradation3D-structure;Acetylation;Completeproteome;Directproteinsequencing;Fattyacidmetabolism;Lipidmetabolism;Lyase;Mitochondrion;Referenceproteome;TransitpeptideGO:0006082;GO:0006629;GO:0006631;GO:0006635;GO:0008152;GO:0009056;GO:0009062;GO:0009987;GO:0016042;GO:0016054;GO:0019395;GO:0019752;GO:0030258;GO:0032787;GO:0034440;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0044281;GO:0044282;GO:0046395;GO:0055114;GO:0072329GO:0003824;GO:0004300;GO:0016829;GO:0016835;GO:0016836GO:0005739;GO:0005759;GO:0031974;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0070013+ + 8 32.8 0 56.67 1 2.17 0.008019 4.91 P14604 Enoyl-CoA hydratase, mitochondrial Echs1 sp|P14604|ECHM_RAT Enoyl-CoA hydratase, mitochondrial OS=Rattus norvegicus OX=10116 GN=Echs1 PE=1 SV=1
28.98 28.63 28.79 27.72 28.13 28.06 -0.83 binding;DNA binding;nucleic acid bindingbiological regulation;cell differentiation;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;chromatin organization;chromosome organization;developmental process;macromolecular complex assembly;multicellular organismal development;multicellular organismal process;organelle organizationcell part;chromosome;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nuclear chromosome;nucleoplasm;nucleosome;organelle;vesicleSystemic lupus erythematosusAcetylation;Alternativeinitiation;Chromosome;Citrullination;Completeproteome;Developmentalprotein;Differentiation;Directproteinsequencing;DNA-binding;Isopeptidebond;Methylation;Nucleosomecore;Nucleus;Osteogenesis;Phosphoprotein;Referenceproteome;UblconjugationGO:0001503;GO:0002682;GO:0006325;GO:0006333;GO:0006334;GO:0006335;GO:0006336;GO:0006996;GO:0007275;GO:0009987;GO:0016043;GO:0022607;GO:0030154;GO:0032501;GO:0032502;GO:0034621;GO:0034622;GO:0034723;GO:0034724;GO:0034728;GO:0043933;GO:0045595;GO:0045596;GO:0045637;GO:0045638;GO:0045652;GO:0045653;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0051093;GO:0051239;GO:0051276;GO:0065003;GO:0065004;GO:0065007;GO:0071824;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:2000026GO:0003676;GO:0003677;GO:0005488GO:0000228;GO:0000786;GO:0005654;GO:0005694;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0032993;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 10 60.2 0 42.682 1 2.15 0.006526 3.15 P62804 Histone H4;Osteogenic growth peptide Hist1h4b sp|P62804|H4_RAT Histone H4 OS=Rattus norvegicus OX=10116 GN=Hist1h4b PE=1 SV=2
27.31 26.94 26.46 25.91 25.92 26.38 -0.83 binding;enzyme inhibitor activity;enzyme regulator activity;kinase inhibitor activity;kinase regulator activity;protein binding;protein kinase C inhibitor activity;protein kinase inhibitor activity;protein kinase regulator activity;protein serine/threonine kinase inhibitor activity;small conjugating protein binding;ubiquitin bindingbiological adhesion;biological regulation;cell adhesion;cellular process;homeostatic process;multi-organism process;response to biotic stimulus;response to chemical stimulus;response to stimulus;signal transductioncell part;cytoplasm;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;plasma membrane;proteasome complex;protein complex;vesicleAmoebiasis;MAPK signaling pathway;VEGF signaling pathwayAcetylation;Chaperone;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;StressresponseGO:0001817;GO:0001819;GO:0001894;GO:0001895;GO:0007155;GO:0007165;GO:0007166;GO:0007167;GO:0007169;GO:0009607;GO:0009615;GO:0009889;GO:0009891;GO:0009893;GO:0009966;GO:0009987;GO:0010033;GO:0010556;GO:0010557;GO:0010594;GO:0010595;GO:0010604;GO:0010627;GO:0010941;GO:0016337;GO:0019222;GO:0022603;GO:0022610;GO:0023051;GO:0030334;GO:0030335;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032651;GO:0032652;GO:0032680;GO:0032731;GO:0032732;GO:0032879;GO:0034109;GO:0035556;GO:0035924;GO:0038033;GO:0040012;GO:0040017;GO:0042035;GO:0042108;GO:0042221;GO:0042534;GO:0042535;GO:0042592;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043122;GO:0043535;GO:0043536;GO:0045765;GO:0045766;GO:0048010;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051239;GO:0051240;GO:0051246;GO:0051247;GO:0051270;GO:0051272;GO:0051704;GO:0051707;GO:0051716;GO:0060249;GO:0060255;GO:0060548;GO:0065007;GO:0065008;GO:0070527;GO:0070848;GO:0070887;GO:0071310;GO:0071363;GO:0080090;GGO:0004857;GO:0004860;GO:0005488;GO:0005515;GO:0008426;GO:0019207;GO:0019210;GO:0019887;GO:0030234;GO:0030291;GO:0032182;GO:0043130GO:0000502;GO:0005615;GO:0005634;GO:0005737;GO:0005819;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030018;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 14 77.7 0 124.72 2 1.34 0.030906 2.13 G3V913;P42930Heat shock protein beta-1 Hspb1 tr|G3V913|G3V913_RAT Heat shock 27kDa protein 1 OS=Rattus norvegicus OX=10116 GN=Hspb1 PE=1 SV=1;sp|P42930|HSPB1_RAT Heat shock protein beta-1 OS=Rattus norvegicus OX=10116 GN=Hspb1 PE=1 SV=1
26.08 25.65 25.70 25.06 25.33 24.54 -0.84 biliverdin reductase activity;binding;catalytic activity;cation binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-CH group of donors;oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor;transition metal ion binding;zinc ion bindingcatabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;pigment metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesiclePorphyrin and chlorophyll metabolism3D-structure;Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Metal-binding;NAD;NADP;Oxidoreductase;Phosphoprotein;Proteomicsidentification;Referenceproteome;ZincGO:0006778;GO:0006787;GO:0006807;GO:0008152;GO:0009056;GO:0009987;GO:0033013;GO:0033015;GO:0034641;GO:0042167;GO:0042168;GO:0042440;GO:0044237;GO:0044248;GO:0044270;GO:0046149;GO:0046483;GO:0046700;GO:0051186;GO:0051187GO:0003824;GO:0004074;GO:0005488;GO:0008270;GO:0016491;GO:0016627;GO:0016628;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 13 50.8 0 68.773 2 1.43 0.027413 2.25 P46844;Q6AZ33Biliverdin reductase A Blvra sp|P46844|BIEA_RAT Biliverdin reductase A OS=Rattus norvegicus OX=10116 GN=Blvra PE=1 SV=1;tr|Q6AZ33|Q6AZ33_RAT Biliverdin reductase A OS=Rattus norvegicus OX=10116 GN=Blvra PE=1 SV=1
25.44 24.73 25.27 24.67 24.54 23.70 -0.84 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;ribonucleoprotein complex;ribosome;vesicleRibosome Acetylation;Completeproteome;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005634;GO:0005840;GO:0005912;GO:0005924;GO:0005925;GO:0015934;GO:0016020;GO:0022625;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:00701616 58.3 0 44.752 6 1.07 0.065403 1.79 P62890;M0RD99;A0A0G2K5E6;M0R764;M0R924;M0RA7860S ribosomal protein L30 Rpl30;LOC100911427 sp|P62890|RL30_RAT 60S ribosomal protein L30 OS=Rattus norvegicus OX=10116 GN=Rpl30 PE=3 SV=2;tr|M0RD99|M0RD99_RAT Ribosomal protein L30-like 1 OS=Rattus norvegicus OX=10116 GN=Rpl30l1 PE=4 SV=2;tr|A0A0G2K5E6|A0A0G2K5E6_RAT 60S ribosomal protein L30-like O
25.08 25.32 24.31 24.60 23.51 NaN -0.85 binding;carboxypeptidase activity;catalytic activity;cation binding;dipeptidase activity;exopeptidase activity;hydrolase activity;ion binding;metal ion binding;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;tripeptidase activitycell part;cytoplasm;extracellular organelle;organelle;vesicleCarboxypeptidase;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Manganese;Metal-binding;Metalloprotease;Phosphoprotein;Protease;ReferenceproteomeGO:0003824;GO:0004180;GO:0005488;GO:0008233;GO:0008237;GO:0008238;GO:0016787;GO:0016805;GO:0034701;GO:0043167;GO:0043169;GO:0046872;GO:0070011GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:007006215 38.9 0 74.69 1 0.64 0.173145 1.28 Q6Q0N1 Cytosolic non-specific dipeptidase Cndp2 sp|Q6Q0N1|CNDP2_RAT Cytosolic non-specific dipeptidase OS=Rattus norvegicus OX=10116 GN=Cndp2 PE=1 SV=1



25.04 25.41 24.28 23.67 24.27 24.23 -0.85 active transmembrane transporter activity;ATPase activity;ATPase activity, coupled;ATPase activity, coupled to movement of substances;ATPase activity, coupled to transmembrane movement of ions;ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism;ATPase activity, coupled to transmembrane movement of substances;catalytic activity;cation transmembrane transporter activity;cation-transporting ATPase activity;hydrogen ion transmembrane transporter activity;hydrogen-exporting ATPase activity, phosphorylative mechanism;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;inorganic cation transmembrane transporter activity;ion transmembrane transporter activity;monovalent inorganic cation transmembrane transporter activity;nucleoside-triphosphatase activity;P-P-bond-hydrolysis-driven transmembrane cellular process;establishment of localization;hydrogen transport;ion transport;transmembrane transport;transportcell part;cell projection;cytoplasmic membrane-bounded vesicle;cytosol;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;microvillus;mitochondrion;organelle;protein complex;vesicleCollecting duct acid secretion;Epithelial cell signaling in Helicobacter pylori infection;Oxidative phosphorylation;Phagosome;Rheumatoid arthritis;Vibrio cholerae infectionAcetylation;Completeproteome;Directproteinsequencing;Hydrogeniontransport;Hydrolase;Iontransport;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006811;GO:0006812;GO:0006818;GO:0009987;GO:0015672;GO:0015988;GO:0015991;GO:0015992;GO:0034220;GO:0051234;GO:0055085GO:0003824;GO:0005215;GO:0008324;GO:0008553;GO:0015075;GO:0015077;GO:0015078;GO:0015399;GO:0015405;GO:0015662;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016820;GO:0016887;GO:0017111;GO:0019829;GO:0022804;GO:0022857;GO:0022890;GO:0022891;GO:0022892;GO:0042623;GO:0042625;GO:0042626;GO:0043492;GO:0046961GO:0001669;GO:0005739;GO:0005765;GO:0005768;GO:0005774;GO:0005829;GO:0005902;GO:0016020;GO:0016023;GO:0016324;GO:0030141;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0033178;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0065010;GO:007006210 46.9 0 49.926 3 1.04 0.067253 1.76 Q6PCU2;G3V7L8;D3ZJ78V-type proton ATPase subunit E 1 Atp6v1e1 sp|Q6PCU2|VATE1_RAT V-type proton ATPase subunit E 1 OS=Rattus norvegicus OX=10116 GN=Atp6v1e1 PE=1 SV=1;tr|G3V7L8|G3V7L8_RAT ATPase, H+ transporting, V1 subunit E isoform 1, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Atp6v1e1 PE=1 SV=1
26.05 25.89 25.45 24.92 25.11 24.79 -0.86 binding;catalytic activity;enzyme binding;GDP binding;GTP binding;GTPase activity;GTPase binding;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;Rac GTPase binding;Ras GTPase binding;Rho GTPase binding;ribonucleotide binding;small GTPase bindingbiological regulation;catabolic process;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular metabolic process;cellular process;endosome transport;establishment of localization;homeostatic process;macromolecule metabolic process;membrane docking;metabolic process;organelle fusion;organelle organization;primary metabolic process;protein catabolic process;protein metabolic process;protein targeting;protein transport;regulation of organelle organization;response to stimulus;signal transduction;transport;vacuolar transport;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;membrane;organelle;protein complex;retromer complex;vacuole;vesicleAmoebiasis;Endocytosis;ko05152;Phagosome3D-structure;Completeproteome;Cytoplasmicvesicle;Endosome;GTP-binding;Lipoprotein;Lysosome;Membrane;Methylation;Nucleotide-binding;Phosphoprotein;Prenylation;Proteintransport;Referenceproteome;TransportGO:0001894;GO:0006605;GO:0006622;GO:0006623;GO:0006810;GO:0006873;GO:0006885;GO:0006886;GO:0006996;GO:0007034;GO:0007041;GO:0007165;GO:0007174;GO:0007264;GO:0007265;GO:0008152;GO:0008333;GO:0009056;GO:0009057;GO:0009894;GO:0009966;GO:0009968;GO:0009987;GO:0010506;GO:0010646;GO:0010648;GO:0015031;GO:0016043;GO:0016192;GO:0016197;GO:0016241;GO:0019222;GO:0019538;GO:0019725;GO:0022406;GO:0022615;GO:0023051;GO:0023057;GO:0030003;GO:0030004;GO:0030163;GO:0030641;GO:0031323;GO:0031329;GO:0032101;GO:0032104;GO:0032107;GO:0032482;GO:0033043;GO:0035556;GO:0042058;GO:0042059;GO:0042147;GO:0042592;GO:0043170;GO:0044087;GO:0044088;GO:0044237;GO:0044238;GO:0044248;GO:0044257;GO:0044260;GO:0044265;GO:0044267;GO:0045022;GO:0045184;GO:0045453;GO:0045851;GO:0046907;GO:0048284;GO:0048519;GO:0048523;GO:0048583;GO:0048585;GO:0048878;GO:0050789;GO:0050794;GO:0050801;GO:0050896;GO:0051128;GO:0051234;GO:0051452;GO:0051453;GO:0051649;GO:0051716;GO:0055067;GO:0055080;GO:0055082;GO:0060249;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GGO:0000166;GO:0003824;GO:0003924;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017016;GO:0017048;GO:0017076;GO:0017111;GO:0019001;GO:0019003;GO:0019899;GO:0031267;GO:0032553;GO:0032555;GO:0032561;GO:0035639;GO:0048365;GO:0051020GO:0000323;GO:0005764;GO:0005768;GO:0005770;GO:0005773;GO:0005774;GO:0005794;GO:0012506;GO:0016020;GO:0016023;GO:0030139;GO:0030659;GO:0030666;GO:0030670;GO:0030904;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0034045;GO:0042470;GO:0043195;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044433;GO:0044437;GO:0044444;GO:0044446;GO:0044456;GO:0044463;GO:0044464;GO:0045335;GO:0048770;GO:0065010;GO:0070062+ + 14 71.5 0 260.34 2 1.89 0.012315 2.85 P09527;A0A0G2K930Ras-related protein Rab-7a Rab7a sp|P09527|RAB7A_RAT Ras-related protein Rab-7a OS=Rattus norvegicus OX=10116 GN=Rab7a PE=1 SV=2;tr|A0A0G2K930|A0A0G2K930_RAT Ras-related protein Rab-7a OS=Rattus norvegicus OX=10116 GN=Rab7a PE=1 SV=1
25.75 26.25 26.71 25.09 25.57 25.47 -0.86 binding;catalytic activity;cis-trans isomerase activity;cyclosporin A binding;drug binding;isomerase activity;peptide binding;peptidyl-prolyl cis-trans isomerase activitycellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;peptidyl-amino acid modification;primary metabolic process;protein folding;protein metabolic process;protein modification processextracellular organelle;organelle;vesicleCompleteproteome;Isomerase;Proteomicsidentification;Referenceproteome;RotamaseGO:0000413;GO:0006457;GO:0006464;GO:0008152;GO:0009987;GO:0018193;GO:0018208;GO:0019538;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267GO:0003755;GO:0003824;GO:0005488;GO:0008144;GO:0016018;GO:0016853;GO:0016859;GO:0042277GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 8 52.4 0 306.52 1 1.28 0.034917 2.07 Q6AYQ9 Peptidyl-prolyl cis-trans isomerase Ppic tr|Q6AYQ9|Q6AYQ9_RAT Peptidyl-prolyl cis-trans isomerase OS=Rattus norvegicus OX=10116 GN=Ppic PE=1 SV=1
25.70 25.73 25.00 24.90 25.08 23.87 -0.86 binding;catalytic activity;chromatin binding;damaged DNA binding;dinucleotide insertion or deletion binding;DNA binding;DNA insertion or deletion binding;DNA N-glycosylase activity;DNA polymerase processivity factor activity;double-stranded DNA binding;enzyme regulator activity;estrogen receptor binding;hormone receptor binding;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing N-glycosyl compounds;mismatch base pair DNA N-glycosylase activity;mismatched DNA binding;nuclear hormone receptor binding;nucleic acid binding;protein binding;purine-specific mismatch base pair DNA N-glycosylase activity;receptor binding;steroid hormone receptor binding;structure-specific DNA bindinganatomical structure development;biological regulation;biosynthetic process;cell differentiation;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;DNA metabolic process;DNA repair;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;regulation of DNA metabolic process;response to abiotic stimulus;response to chemical stimulus;response to DNA damage stimulus;response to stimulus;response to stresscell part;centrosome;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;microtubule organizing center;nucleoplasm;nucleus;organelle;protein complex;vesicleBase excision repair;Cell cycle;DNA replication;Mismatch repair;Nucleotide excision repairAcetylation;Completeproteome;DNA-binding;DNAdamage;DNArepair;DNAreplication;Isopeptidebond;Methylation;Nucleus;Phosphoprotein;Referenceproteome;UblconjugationGO:0006139;GO:0006259;GO:0006271;GO:0006272;GO:0006275;GO:0006281;GO:0006282;GO:0006298;GO:0006301;GO:0006807;GO:0006950;GO:0006974;GO:0007507;GO:0008152;GO:0009058;GO:0009059;GO:0009314;GO:0009411;GO:0009416;GO:0009628;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010556;GO:0010557;GO:0010604;GO:0019219;GO:0019222;GO:0019985;GO:0022616;GO:0030154;GO:0030855;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032069;GO:0032070;GO:0032075;GO:0032077;GO:0032502;GO:0033554;GO:0033993;GO:0034641;GO:0034644;GO:0034645;GO:0042221;GO:0043085;GO:0043170;GO:0044093;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0045739;GO:0045740;GO:0045935;GO:0046686;GO:0048513;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0048856;GO:0048869;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051052;GO:0051054;GO:0051171;GO:0051173;GO:0051336;GO:0051345;GO:0051716;GO:0060255;GO:0065007;GO:0065009;GO:0071214;GO:0071478;GO:0071482;GO:0071897;GO:0080090;GO:0080134;GO:0080135;GO:0090304;GO:2000112;GO:2001020;GGO:0000700;GO:0000701;GO:0003676;GO:0003677;GO:0003682;GO:0003684;GO:0003690;GO:0003824;GO:0005102;GO:0005488;GO:0005515;GO:0016787;GO:0016798;GO:0016799;GO:0019104;GO:0030234;GO:0030331;GO:0030337;GO:0030983;GO:0032135;GO:0032139;GO:0035257;GO:0035258;GO:0043566;GO:0051427GO:0005634;GO:0005654;GO:0005657;GO:0005737;GO:0005813;GO:0005815;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0043596;GO:0043626;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044454;GO:0044464;GO:0065010;GO:0070062;GO:00705579 39.1 0 103.08 1 0.90 0.092462 1.58 P04961 Proliferating cell nuclear antigen Pcna sp|P04961|PCNA_RAT Proliferating cell nuclear antigen OS=Rattus norvegicus OX=10116 GN=Pcna PE=1 SV=1
26.34 26.33 26.43 25.23 25.70 25.57 -0.87 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;ribonucleoprotein complex;ribosome;vesicleRibosome Acetylation;Completeproteome;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005634;GO:0005840;GO:0005912;GO:0005924;GO:0005925;GO:0015934;GO:0016020;GO:0022625;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 6 43.4 0 21.984 2 2.42 0.002792 3.56 P61354;M0R7P060S ribosomal protein L27 Rpl27;LOC100912027 sp|P61354|RL27_RAT 60S ribosomal protein L27 OS=Rattus norvegicus OX=10116 GN=Rpl27 PE=2 SV=2;tr|M0R7P0|M0R7P0_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1
24.65 24.26 24.16 23.36 24.04 23.01 -0.89 antioxidant activity;catalytic activity;disulfide oxidoreductase activity;glutathione dehydrogenase (ascorbate) activity;glutathione disulfide oxidoreductase activity;glutathione transferase activity;methylarsonate reductase activity;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donors;oxidoreductase activity, acting on a sulfur group of donors, quinone or similar compound as acceptor;oxidoreductase activity, acting on phosphorus or arsenic in donors;oxidoreductase activity, acting on phosphorus or arsenic in donors, disulfide as acceptor;peptide disulfide oxidoreductase activity;transferase activity;transferase activity, transferring alkyl or aryl (other than methyl) groupsbiological regulation;biosynthetic process;catabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;metabolic process;organic acid metabolic process;regulation of transport;response to chemical stimulus;response to stimulus;small molecule metabolic process;vitamin metabolic process;xenobiotic metabolic processcell body;cell part;cell projection;cytoplasm;cytosol;extracellular organelle;membrane;neuron projection;organelle;vesicleDrug metabolism - cytochrome P450;Glutathione metabolism;Metabolism of xenobiotics by cytochrome P450Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Oxidoreductase;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransferaseGO:0006082;GO:0006766;GO:0006767;GO:0006805;GO:0008152;GO:0009056;GO:0009058;GO:0009110;GO:0009987;GO:0010035;GO:0010522;GO:0010880;GO:0010959;GO:0016053;GO:0019752;GO:0019852;GO:0019853;GO:0022898;GO:0032386;GO:0032409;GO:0032410;GO:0032411;GO:0032412;GO:0032413;GO:0032414;GO:0032844;GO:0032879;GO:0034762;GO:0034765;GO:0042178;GO:0042180;GO:0042221;GO:0042364;GO:0043269;GO:0043436;GO:0044092;GO:0044093;GO:0044237;GO:0044248;GO:0044249;GO:0044281;GO:0044283;GO:0046394;GO:0046685;GO:0048518;GO:0048519;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051050;GO:0051051;GO:0051279;GO:0051716;GO:0051924;GO:0055114;GO:0060314;GO:0060315;GO:0060316;GO:0060341;GO:0065007;GO:0065009;GO:0070887;GO:0071241;GO:0071243;GO:2000021GO:0003824;GO:0004364;GO:0015036;GO:0015037;GO:0015038;GO:0016209;GO:0016491;GO:0016667;GO:0016672;GO:0016740;GO:0016765;GO:0030613;GO:0030614;GO:0045174;GO:0050610GO:0005604;GO:0005737;GO:0005829;GO:0016020;GO:0030424;GO:0031090;GO:0031965;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043209;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 6 31.5 0 24.556 6 1.23 0.038444 2.03 Q6AXR6;Q9Z339;A0A096MJ04;A0A0G2JTY5;A0A096MJC4;Q6AXV9Glutathione S-transferase omega-1 Gsto1 tr|Q6AXR6|Q6AXR6_RAT Glutathione S-transferase omega 1, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Gsto1 PE=1 SV=1;sp|Q9Z339|GSTO1_RAT Glutathione S-transferase omega-1 OS=Rattus norvegicus OX=10116 GN=Gsto1 PE=1 SV=2;tr|A0A096MJ04|A0A096MJ04_RAT Gluta
22.52 22.20 23.12 22.24 NaN 21.22 -0.89 binding;DNA binding;nucleic acid bindingbiological regulation;biosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;primary metabolic process;response to stimulus;RNA metabolic process;signal transductioncell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membraneAcetylation;Coiledcoil;Completeproteome;Cytoplasm;DNA-binding;Nucleus;Phosphoprotein;Referenceproteome;Repressor;Transcription;Transcriptionregulation;WntsignalingpathwayGO:0006139;GO:0006351;GO:0006355;GO:0006807;GO:0007165;GO:0007166;GO:0008152;GO:0009058;GO:0009059;GO:0009889;GO:0009987;GO:0010468;GO:0010556;GO:0016055;GO:0016070;GO:0019219;GO:0019222;GO:0031323;GO:0031326;GO:0032774;GO:0034641;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0050789;GO:0050794;GO:0050896;GO:0051171;GO:0051252;GO:0051716;GO:0060255;GO:0065007;GO:0080090;GO:0090304;GO:2000112GO:0003676;GO:0003677;GO:0005488GO:0005634;GO:0005737;GO:0005886;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:00444648 17.5 0 33.742 2 0.74 0.135174 1.45 Q66HF9;Q4V7E8Leucine-rich repeat flightless-interacting protein 1Lrrfip1 sp|Q66HF9|LRRF1_RAT Leucine-rich repeat flightless-interacting protein 1 OS=Rattus norvegicus OX=10116 GN=Lrrfip1 PE=1 SV=1
25.55 24.95 25.00 23.96 NaN 24.58 -0.89 acid-amino acid ligase activity;binding;catalytic activity;enzyme binding;ligase activity;ligase activity, forming carbon-nitrogen bonds;protein binding;small conjugating protein ligase activity;SUMO ligase activity;ubiquitin protein ligase bindingbiological regulation;cellular localization;cellular metabolic process;cellular process;localization;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;regulation of protein modification processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleRNA transportAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Isopeptidebond;Nucleus;Referenceproteome;Ublconjugation;UblconjugationpathwayGO:0006355;GO:0006464;GO:0008104;GO:0008152;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009894;GO:0009987;GO:0010468;GO:0010556;GO:0010558;GO:0010604;GO:0010605;GO:0010629;GO:0016925;GO:0019219;GO:0019222;GO:0019538;GO:0030162;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031329;GO:0031396;GO:0031398;GO:0031399;GO:0031401;GO:0032268;GO:0032270;GO:0032446;GO:0033036;GO:0033365;GO:0034504;GO:0034613;GO:0042176;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045892;GO:0045934;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0050789;GO:0050794;GO:0051171;GO:0051172;GO:0051179;GO:0051246;GO:0051247;GO:0051252;GO:0051253;GO:0051641;GO:0060255;GO:0065007;GO:0070647;GO:0070727;GO:0080090;GO:2000058;GO:2000060;GO:2000112;GO:2000113GO:0003824;GO:0005488;GO:0005515;GO:0016874;GO:0016879;GO:0016881;GO:0019787;GO:0019789;GO:0019899;GO:0031625GO:0005634;GO:0005737;GO:0016604;GO:0016605;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044451;GO:0044464;GO:0065010;GO:00700622 23.4 0 29.491 5 1.11 0.053885 2.04 F1M2K3;P61959;F1LN30;D4A7L5;Q5XIF4Small ubiquitin-related modifier;Small ubiquitin-related modifier 2;Small ubiquitin-related modifier 3Sumo2;Sumo2l;Sumo3 tr|F1M2K3|F1M2K3_RAT Small ubiquitin-related modifier OS=Rattus norvegicus OX=10116 GN=Sumo2 PE=3 SV=2;sp|P61959|SUMO2_RAT Small ubiquitin-related modifier 2 OS=Rattus norvegicus OX=10116 GN=Sumo2 PE=1 SV=1;tr|F1LN30|F1LN30_RAT Small ubiquitin-related modi
26.64 26.05 26.95 25.46 25.79 25.69 -0.90 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Immunity;Nucleus;Protease;Proteasome;Proteomicsidentification;Referenceproteome;Threonineprotease;ZymogenGO:0002376;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019882;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 6 38.4 0 52.151 2 1.49 0.024741 2.37 Q6MGA6;P28077Proteasome subunit beta type;Proteasome subunit beta type-9Psmb9 tr|Q6MGA6|Q6MGA6_RAT Proteasome subunit beta OS=Rattus norvegicus OX=10116 GN=Psmb9 PE=1 SV=1;sp|P28077|PSB9_RAT Proteasome subunit beta type-9 OS=Rattus norvegicus OX=10116 GN=Psmb9 PE=1 SV=2
26.18 26.29 26.55 25.30 25.26 25.74 -0.90 alpha-glucosidase activity;binding;carbohydrate binding;catalytic activity;glucosidase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;maltose alpha-glucosidase activityanatomical structure development;anatomical structure morphogenesis;behavior;biological regulation;carbohydrate metabolic process;catabolic process;cellular component organization;cellular homeostasis;cellular metabolic process;cellular process;developmental process;energy reserve metabolic process;generation of precursor metabolites and energy;homeostatic process;macromolecule metabolic process;metabolic process;multicellular organismal process;muscle contraction;neurological system process;organelle organization;polysaccharide metabolic process;primary metabolic process;response to stimulus;vacuole organizationcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuole;vesicleGalactose metabolism;Lysosome;Starch and sucrose metabolismCompleteproteome;Glycoprotein;Glycosidase;Hydrolase;Lysosome;Membrane;Proteomicsidentification;Referenceproteome;SignalGO:0000272;GO:0002026;GO:0002086;GO:0003007;GO:0003008;GO:0003009;GO:0003011;GO:0003012;GO:0003016;GO:0005975;GO:0005976;GO:0005977;GO:0005980;GO:0006073;GO:0006091;GO:0006112;GO:0006936;GO:0006941;GO:0006996;GO:0007033;GO:0007040;GO:0007585;GO:0007610;GO:0007626;GO:0008016;GO:0008152;GO:0009056;GO:0009057;GO:0009251;GO:0009653;GO:0009887;GO:0009888;GO:0009987;GO:0015980;GO:0016043;GO:0016052;GO:0019725;GO:0032501;GO:0032502;GO:0042592;GO:0043170;GO:0043181;GO:0044042;GO:0044057;GO:0044237;GO:0044238;GO:0044247;GO:0044260;GO:0044262;GO:0044264;GO:0044275;GO:0046716;GO:0048856;GO:0050789;GO:0050877;GO:0050884;GO:0050885;GO:0050896;GO:0050905;GO:0051235;GO:0051239;GO:0051651;GO:0055114;GO:0060048;GO:0060249;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842GO:0003824;GO:0004553;GO:0004558;GO:0005488;GO:0015926;GO:0016787;GO:0016798;GO:0030246;GO:0032450GO:0000323;GO:0005764;GO:0005765;GO:0005773;GO:0005774;GO:0016020;GO:0031090;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 12 17.8 0 109.39 2 2.06 0.006492 3.14 M0R544;Q6P7A9Lysosomal alpha-glucosidase Gaa tr|M0R544|M0R544_RAT Glucosidase, alpha, acid, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Gaa PE=1 SV=1;sp|Q6P7A9|LYAG_RAT Lysosomal alpha-glucosidase OS=Rattus norvegicus OX=10116 GN=Gaa PE=2 SV=1
23.41 NaN 22.87 22.40 22.24 22.05 -0.91 adenyl nucleotide binding;adenyl ribonucleotide binding;ADP binding;AMP binding;ATP binding;binding;carbohydrate binding;catalytic activity;cation binding;diphosphotransferase activity;GDP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;identical protein binding;ion binding;kinase activity;magnesium ion binding;metal ion binding;nucleotide binding;protein binding;protein dimerization activity;protein homodimerization activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;ribose phosphate diphosphokinase activity;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;anatomical structure development;anatomical structure morphogenesis;biosynthetic process;carbohydrate metabolic process;cellular aromatic compound metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;pigment metabolic process;primary metabolic process;small molecule metabolic processextracellular organelle;macromolecular complex;organelle;protein complex;vesiclePentose phosphate pathway;Purine metabolismATP-binding;Completeproteome;Directproteinsequencing;Kinase;Magnesium;Metal-binding;Nucleotide-binding;Nucleotidebiosynthesis;Referenceproteome;TransferaseGO:0003006;GO:0005975;GO:0005996;GO:0006014;GO:0006015;GO:0006066;GO:0006082;GO:0006139;GO:0006144;GO:0006163;GO:0006164;GO:0006167;GO:0006725;GO:0006753;GO:0006807;GO:0007399;GO:0008152;GO:0008406;GO:0008584;GO:0009058;GO:0009112;GO:0009113;GO:0009117;GO:0009123;GO:0009124;GO:0009126;GO:0009127;GO:0009150;GO:0009152;GO:0009156;GO:0009161;GO:0009165;GO:0009167;GO:0009168;GO:0009259;GO:0009260;GO:0009653;GO:0009887;GO:0009987;GO:0016051;GO:0018130;GO:0019302;GO:0019321;GO:0019322;GO:0019693;GO:0022414;GO:0031099;GO:0031100;GO:0032502;GO:0034418;GO:0034637;GO:0034641;GO:0034654;GO:0042440;GO:0044237;GO:0044238;GO:0044249;GO:0044262;GO:0044271;GO:0044281;GO:0044283;GO:0046033;GO:0046100;GO:0046101;GO:0046112;GO:0046148;GO:0046165;GO:0046364;GO:0046390;GO:0046391;GO:0046415;GO:0046483;GO:0048513;GO:0048608;GO:0048731;GO:0048856;GO:0055086;GO:0072521;GO:0072522GO:0000166;GO:0000287;GO:0003824;GO:0004749;GO:0005488;GO:0005515;GO:0005524;GO:0016208;GO:0016301;GO:0016740;GO:0016772;GO:0016778;GO:0017076;GO:0019001;GO:0019003;GO:0030246;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0032561;GO:0035639;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0043531;GO:0046872;GO:0046983GO:0002189;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0065010;GO:0070062+ + 8 34.3 0 27.624 5 1.49 0.023758 2.68 A0A0G2JSV3;P60892;M0RBK1;P09330;A0A0G2JVA5Ribose-phosphate pyrophosphokinase 1;Ribose-phosphate pyrophosphokinase 2Prps1;Prps1l1;Prps2 tr|A0A0G2JSV3|A0A0G2JSV3_RAT Ribose-phosphate pyrophosphokinase I -like OS=Rattus norvegicus OX=10116 GN=LOC314140 PE=1 SV=1;sp|P60892|PRPS1_RAT Ribose-phosphate pyrophosphokinase 1 OS=Rattus norvegicus OX=10116 GN=Prps1 PE=1 SV=2;tr|M0RBK1|M0RBK1_RAT Phos
28.61 28.28 28.53 27.92 27.69 27.07 -0.91 catalytic activity;dipeptidyl-peptidase activity;exopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;serine hydrolase activity;serine-type peptidase activitymacromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysiscell part;cytoplasmic membrane-bounded vesicle;cytosol;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleAminopeptidase;Completeproteome;Cytoplasmicvesicle;Directproteinsequencing;Glycoprotein;Hydrolase;Lysosome;Protease;Referenceproteome;Secreted;Serineprotease;Signal;ZymogenGO:0006508;GO:0008152;GO:0019538;GO:0043170;GO:0044238GO:0003824;GO:0008233;GO:0008236;GO:0008238;GO:0008239;GO:0016787;GO:0017171;GO:0070011GO:0000323;GO:0005764;GO:0005773;GO:0005794;GO:0005829;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 14 47.8 0 323.31 1 1.55 0.022322 2.45 Q9EPB1 Dipeptidyl peptidase 2 Dpp7 sp|Q9EPB1|DPP2_RAT Dipeptidyl peptidase 2 OS=Rattus norvegicus OX=10116 GN=Dpp7 PE=1 SV=1

NaN 23.99 23.78 NaN 23.35 22.56 -0.93 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;kinase activity;nucleobase-containing compound kinase activity;nucleoside diphosphate kinase activity;nucleotide binding;phosphotransferase activity, phosphate group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsbiosynthetic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;primary metabolic process;small molecule metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleATP-binding;Completeproteome;Kinase;Nucleotide-binding;Proteomicsidentification;Referenceproteome;TransferaseGO:0006139;GO:0006163;GO:0006164;GO:0006183;GO:0006213;GO:0006220;GO:0006221;GO:0006228;GO:0006241;GO:0006753;GO:0006807;GO:0008152;GO:0009058;GO:0009116;GO:0009117;GO:0009119;GO:0009141;GO:0009142;GO:0009144;GO:0009145;GO:0009147;GO:0009148;GO:0009150;GO:0009152;GO:0009165;GO:0009199;GO:0009201;GO:0009205;GO:0009206;GO:0009208;GO:0009209;GO:0009218;GO:0009220;GO:0009259;GO:0009260;GO:0009987;GO:0018130;GO:0034641;GO:0034654;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0046036;GO:0046039;GO:0046051;GO:0046131;GO:0046483;GO:0055086;GO:0072521;GO:0072522;GO:0072527;GO:0072528GO:0000166;GO:0003824;GO:0004550;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016776;GO:0017076;GO:0019205;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005739;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700623 21.3 0 9.6723 1 0.83 0.100695 1.84 G3V816 Nucleoside diphosphate kinase Nme3 tr|G3V816|G3V816_RAT Nucleoside diphosphate kinase OS=Rattus norvegicus OX=10116 GN=Nme3 PE=1 SV=1
26.20 25.70 25.60 25.21 24.43 25.04 -0.94 structural molecule activitycellular component movement;cellular process;cytoskeleton-dependent intracellular transport;establishment of localization;Golgi vesicle transport;protein transport;transport;vesicle-mediated transportcell part;cytosol;macromolecular complex;membrane;protein complexCompleteproteome;Cytoplasm;Cytoplasmicvesicle;ER-Golgitransport;Golgiapparatus;Membrane;Proteintransport;Referenceproteome;Repeat;TransportGO:0006810;GO:0006886;GO:0006891;GO:0006928;GO:0007017;GO:0007018;GO:0009987;GO:0010970;GO:0015031;GO:0016192;GO:0030705;GO:0045184;GO:0046907;GO:0048193;GO:0051234;GO:0051649;GO:0051656;GO:0051683;GO:0072384GO:0005198GO:0000139;GO:0005829;GO:0016020;GO:0030117;GO:0030120;GO:0030126;GO:0031090;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464+ + 18 28.6 0 55.849 4 1.45 0.025158 2.34 Q4AEF8;A0A0G2K1F3;A0A0H2UHV9;D4ABY2Coatomer subunit gamma-1 Copg1 sp|Q4AEF8|COPG1_RAT Coatomer subunit gamma-1 OS=Rattus norvegicus OX=10116 GN=Copg1 PE=2 SV=1;tr|A0A0G2K1F3|A0A0G2K1F3_RAT Coatomer subunit gamma OS=Rattus norvegicus OX=10116 GN=Copg1 PE=1 SV=1
24.26 NaN 24.07 23.34 NaN 23.11 -0.94 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:0044464+ + 5 18.7 0 13.508 3 1.59 0.020947 3.70 A0A0G2KBA1;F1LQS3;P2153360S ribosomal protein L6 Rpl6 tr|A0A0G2KBA1|A0A0G2KBA1_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1;tr|F1LQS3|F1LQS3_RAT 60S ribosomal protein L6 OS=Rattus norvegicus OX=10116 GN=Rpl6-ps1 PE=3 SV=1;sp|P21533|RL6_RAT 60S ribosomal protein L6 OS=Rattus norvegicus O
28.52 28.11 26.99 26.99 27.04 26.77 -0.94 binding;carboxylic acid binding;catalytic activity;cation binding;ion binding;iron ion binding;L-ascorbic acid binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;peptidyl-lysine 5-dioxygenase activity;procollagen-lysine 5-dioxygenase activity;transition metal ion binding;vitamin bindingcellular process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stresscell part;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleLysine degradationCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001666;GO:0006950;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0032870;GO:0042221;GO:0050896;GO:0051716;GO:0070482;GO:0070887;GO:0071310;GO:0071495GO:0003824;GO:0005488;GO:0005506;GO:0008475;GO:0016491;GO:0016705;GO:0016706;GO:0019842;GO:0031406;GO:0031418;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070815GO:0005783;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:007006226 41.4 0 247.04 3 0.95 0.083762 1.66 D3ZQR7;A0A0G2JVA4;G3V9I0 Plod2 tr|D3ZQR7|D3ZQR7_RAT Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Rattus norvegicus OX=10116 GN=Plod2 PE=4 SV=1;tr|A0A0G2JVA4|A0A0G2JVA4_RAT Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Rattus norvegicus OX=10116 GN=Plod2 PE=4 SV=1;tr|G3V9I
27.97 27.92 27.59 26.83 26.92 26.92 -0.94 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complexProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:0044464+ + 11 59.5 0 323.31 1 2.83 0.001714 4.25 P40112 Proteasome subunit beta type-3 Psmb3 sp|P40112|PSB3_RAT Proteasome subunit beta type-3 OS=Rattus norvegicus OX=10116 GN=Psmb3 PE=1 SV=1
26.29 26.15 26.02 25.13 25.52 24.98 -0.94 binding;carboxylic acid binding;fatty acid binding;fatty acid transporter activity;icosanoid binding;icosatetraenoic acid binding;lipid binding;lipid transporter activity;long-chain fatty acid transporter activity;monocarboxylic acid binding;oleic acid binding;substrate-specific transporter activity;transporter activitycatabolic process;cellular ketone metabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;establishment of localization;lipid metabolic process;lipid transport;metabolic process;organic acid metabolic process;organic acid transport;primary metabolic process;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;small molecule metabolic process;transportcell part;cytoplasm;cytosol;extracellular organelle;extracellular space;organelle;vesiclePPAR signaling pathwayAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Lipid-binding;Phosphoprotein;Referenceproteome;TransportGO:0006082;GO:0006629;GO:0006631;GO:0006635;GO:0006810;GO:0006869;GO:0008152;GO:0009056;GO:0009062;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0015718;GO:0015849;GO:0015908;GO:0015909;GO:0016042;GO:0016054;GO:0019395;GO:0019752;GO:0030258;GO:0032787;GO:0032868;GO:0033993;GO:0034440;GO:0042180;GO:0042221;GO:0042493;GO:0043434;GO:0043436;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0044281;GO:0044282;GO:0046395;GO:0046942;GO:0050896;GO:0051234;GO:0055114;GO:0070542;GO:0071702;GO:0072329GO:0005215;GO:0005319;GO:0005324;GO:0005488;GO:0005504;GO:0008289;GO:0015245;GO:0022892;GO:0031406;GO:0033293;GO:0050542;GO:0050543;GO:0070538GO:0005615;GO:0005737;GO:0005829;GO:0016528;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 7 54.1 0 23.532 1 2.19 0.006145 3.36 P07483 Fatty acid-binding protein, heart Fabp3 sp|P07483|FABPH_RAT Fatty acid-binding protein, heart OS=Rattus norvegicus OX=10116 GN=Fabp3 PE=1 SV=2
24.07 23.78 24.61 23.70 NaN 22.71 -0.94 binding;cation binding;enzyme inhibitor activity;enzyme regulator activity;ion binding;metal ion binding;transition metal ion binding;zinc ion bindingbiological regulation;immune system processcell part;cytosol Acetylation;Completeproteome;Directproteinsequencing;Immunity;Phosphoprotein;Referenceproteome;ZincGO:0002376;GO:0019222;GO:0043086;GO:0044092;GO:0050789;GO:0050790;GO:0065007;GO:0065009GO:0004857;GO:0005488;GO:0008270;GO:0030234;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005829;GO:0044424;GO:0044444;GO:0044464 2 22.5 0 7.4426 1 0.83 0.101002 1.61 P04550 Parathymosin Ptms sp|P04550|PTMS_RAT Parathymosin OS=Rattus norvegicus OX=10116 GN=Ptms PE=1 SV=2
26.18 25.97 25.55 24.96 24.96 24.94 -0.95 binding;carbohydrate binding;catalytic activity;cofactor binding;drug binding;glycogen phosphorylase activity;identical protein binding;phosphorylase activity;protein binding;protein dimerization activity;protein homodimerization activity;pyridoxal phosphate binding;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring hexosyl groups;vitamin B6 binding;vitamin bindingcarbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;energy reserve metabolic process;generation of precursor metabolites and energy;macromolecule metabolic process;metabolic process;polysaccharide metabolic process;primary metabolic processcell part;cell projection;cytoplasm;extracellular organelle;membrane;neuron projection;organelle;vesicleInsulin signaling pathway;Starch and sucrose metabolismAcetylation;Allostericenzyme;Carbohydratemetabolism;Completeproteome;Directproteinsequencing;Glycogenmetabolism;Glycosyltransferase;Phosphoprotein;Proteomicsidentification;Pyridoxalphosphate;Referenceproteome;TransferaseGO:0000272;GO:0005975;GO:0005976;GO:0005977;GO:0005980;GO:0006073;GO:0006091;GO:0006112;GO:0008152;GO:0009056;GO:0009057;GO:0009251;GO:0009987;GO:0015980;GO:0016052;GO:0043170;GO:0044042;GO:0044237;GO:0044238;GO:0044247;GO:0044260;GO:0044262;GO:0044264;GO:0044275;GO:0055114GO:0003824;GO:0004645;GO:0005488;GO:0005515;GO:0008144;GO:0008184;GO:0016740;GO:0016757;GO:0016758;GO:0019842;GO:0030170;GO:0030246;GO:0042802;GO:0042803;GO:0046983;GO:0048037;GO:0070279GO:0005737;GO:0016020;GO:0030424;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 25 36.5 0 115.66 2 2.16 0.006036 3.33 G3V6Y6;P53534Alpha-1,4 glucan phosphorylase;Glycogen phosphorylase, brain formPygb tr|G3V6Y6|G3V6Y6_RAT Alpha-1,4 glucan phosphorylase OS=Rattus norvegicus OX=10116 GN=Pygb PE=1 SV=2;sp|P53534|PYGB_RAT Glycogen phosphorylase, brain form (Fragment) OS=Rattus norvegicus OX=10116 GN=Pygb PE=1 SV=3
28.12 28.27 28.04 26.98 27.31 27.28 -0.95 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;multi-organism process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to biotic stimulus;response to stimuluscell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;ribonucleoprotein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009607;GO:0009615;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0050896;GO:0051603;GO:0051704;GO:0051707GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0000932;GO:0005634;GO:0005737;GO:0005839;GO:0019773;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0035770;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 13 63.7 0 323.31 1 2.79 0.001684 4.23 P17220 Proteasome subunit alpha type-2 Psma2 sp|P17220|PSA2_RAT Proteasome subunit alpha type-2 OS=Rattus norvegicus OX=10116 GN=Psma2 PE=1 SV=3
21.58 22.34 22.46 21.29 21.06 NaN -0.95 3',5'-cyclic-nucleotide phosphodiesterase activity;catalytic activity;cyclic-nucleotide phosphodiesterase activity;enzyme inhibitor activity;enzyme regulator activity;GTPase inhibitor activity;GTPase regulator activity;hydrolase activity;hydrolase activity, acting on ester bonds;nucleoside-triphosphatase regulator activity;phosphoric diester hydrolase activity;phosphoric ester hydrolase activitymulticellular organismal process;neurological system processcell part;cytosol;intracellular organelle;organelle;vesiclePurine metabolismCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0003008;GO:0007600;GO:0007601;GO:0032501;GO:0050877;GO:0050953GO:0003824;GO:0004112;GO:0004114;GO:0004857;GO:0005095;GO:0008081;GO:0016787;GO:0016788;GO:0030234;GO:0030695;GO:0042578;GO:0060589GO:0005829;GO:0031410;GO:0031982;GO:0043226;GO:0043229;GO:0044424;GO:0044444;GO:00444643 28.7 0 9.6904 1 1.10 0.053728 2.04 D3ZRD3 Pde6d tr|D3ZRD3|D3ZRD3_RAT Retinal rod rhodopsin-sensitive cGMP 3,5-cyclic phosphodiesterase subunit delta OS=Rattus norvegicus OX=10116 GN=Pde6d PE=1 SV=3
26.40 26.38 26.00 25.74 25.37 24.81 -0.95 adenyl nucleotide binding;adenyl ribonucleotide binding;adenylate kinase activity;ATP binding;binding;catalytic activity;kinase activity;nucleobase-containing compound kinase activity;nucleotide binding;nucleotide kinase activity;phosphotransferase activity, phosphate group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure development;biosynthetic process;cellular aromatic compound metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;generation of precursor metabolites and energy;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;oxidative phosphorylation;phosphorus metabolic process;primary metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;small molecule metabolic processcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelle;vesiclePurine metabolismAcetylation;Alternativesplicing;ATP-binding;Completeproteome;Disulfidebond;Kinase;Mitochondrion;Nucleotide-binding;Phosphoprotein;Referenceproteome;TransferaseGO:0001889;GO:0006091;GO:0006119;GO:0006139;GO:0006144;GO:0006163;GO:0006164;GO:0006172;GO:0006725;GO:0006753;GO:0006793;GO:0006796;GO:0006807;GO:0007420;GO:0008152;GO:0009058;GO:0009112;GO:0009117;GO:0009123;GO:0009126;GO:0009132;GO:0009133;GO:0009135;GO:0009136;GO:0009141;GO:0009144;GO:0009150;GO:0009151;GO:0009152;GO:0009161;GO:0009165;GO:0009167;GO:0009179;GO:0009180;GO:0009185;GO:0009188;GO:0009199;GO:0009200;GO:0009205;GO:0009215;GO:0009259;GO:0009260;GO:0009262;GO:0009394;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0016310;GO:0018130;GO:0032502;GO:0034641;GO:0034654;GO:0042221;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0046031;GO:0046033;GO:0046034;GO:0046060;GO:0046083;GO:0046483;GO:0046939;GO:0048513;GO:0048856;GO:0050896;GO:0055086;GO:0072521;GO:0072522;GO:0097066GO:0000166;GO:0003824;GO:0004017;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016776;GO:0017076;GO:0019201;GO:0019205;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005739;GO:0005743;GO:0005758;GO:0005829;GO:0016020;GO:0019866;GO:0031090;GO:0031966;GO:0031970;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 12 65.9 0 75.469 2 1.48 0.023376 2.39 A0A0G2JSG6;P29410Adenylate kinase 2, mitochondrial;Adenylate kinase 2, mitochondrial, N-terminally processedAk2 tr|A0A0G2JSG6|A0A0G2JSG6_RAT Adenylate kinase 2, mitochondrial OS=Rattus norvegicus OX=10116 GN=Ak2 PE=1 SV=1;sp|P29410|KAD2_RAT Adenylate kinase 2, mitochondrial OS=Rattus norvegicus OX=10116 GN=Ak2 PE=2 SV=2
23.42 23.35 23.21 22.45 22.29 NaN -0.96 binding;nucleic acid binding;RNA bindingcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Ribonucleoprotein;Ribosomalprotein;RNA-bindingGO:0003676;GO:0003723;GO:0005488GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:0044464+ + 5 24.6 0 12.607 3 2.64 0.002215 4.84 P05426;B0K031;F1LUE960S ribosomal protein L7 Rpl7 sp|P05426|RL7_RAT 60S ribosomal protein L7 OS=Rattus norvegicus OX=10116 GN=Rpl7 PE=1 SV=2;tr|B0K031|B0K031_RAT 60S ribosomal protein L7 OS=Rattus norvegicus OX=10116 GN=Rpl7 PE=1 SV=1
28.69 28.90 29.19 27.82 27.89 28.17 -0.97 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;misfolded protein binding;nucleotide binding;protein binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleoprotein binding;ribonucleotide binding;ribosome binding;unfolded protein bindinganatomical structure development;biological regulation;cell communication;cellular process;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;regulation of protein modification process;response to biotic stimulus;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stress;signal transductioncell part;cell surface;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;midbody;mitochondrion;organelle;plasma membrane;protein complex;vesiclePrion diseases;Protein export;Protein processing in endoplasmic reticulumAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Endoplasmicreticulum;Methylation;Nitration;Nucleotide-binding;Phosphoprotein;Referenceproteome;SignalGO:0001932;GO:0006508;GO:0006950;GO:0006983;GO:0006984;GO:0006987;GO:0007154;GO:0007165;GO:0008152;GO:0009267;GO:0009605;GO:0009607;GO:0009893;GO:0009966;GO:0009968;GO:0009987;GO:0009991;GO:0010033;GO:0010604;GO:0010646;GO:0010648;GO:0010941;GO:0017015;GO:0019220;GO:0019222;GO:0019538;GO:0021589;GO:0021680;GO:0021762;GO:0023051;GO:0023057;GO:0030334;GO:0030335;GO:0030512;GO:0031323;GO:0031325;GO:0031396;GO:0031398;GO:0031399;GO:0031401;GO:0031667;GO:0031668;GO:0031669;GO:0032069;GO:0032075;GO:0032268;GO:0032270;GO:0032502;GO:0032507;GO:0032879;GO:0033554;GO:0033674;GO:0034097;GO:0034976;GO:0035437;GO:0040012;GO:0040017;GO:0042149;GO:0042221;GO:0042325;GO:0042594;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043085;GO:0043170;GO:0043549;GO:0044093;GO:0044238;GO:0045185;GO:0045859;GO:0045860;GO:0046677;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048532;GO:0048583;GO:0048585;GO:0048856;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051174;GO:0051235;GO:0051246;GO:0051247;GO:0051270;GO:0051272;GO:0051336;GGO:0000166;GO:0005488;GO:0005515;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043021;GO:0043022;GO:0051082;GO:0051787GO:0005739;GO:0005783;GO:0005788;GO:0005790;GO:0005793;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0008180;GO:0009986;GO:0016020;GO:0016021;GO:0016023;GO:0030054;GO:0030055;GO:0030176;GO:0030496;GO:0031224;GO:0031227;GO:0031300;GO:0031301;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0034663;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:0070013;GO:0070062;GO:0070161+ + 33 52.1 0 323.31 1 2.23 0.004917 3.44 P06761 78 kDa glucose-regulated protein Hspa5 sp|P06761|BIP_RAT Endoplasmic reticulum chaperone BiP OS=Rattus norvegicus OX=10116 GN=Hspa5 PE=1 SV=1
24.57 24.66 25.00 23.66 23.94 23.70 -0.98 catalytic activity;oxidoreductase activity;oxidoreductase activity, acting on a sulfur group of donorsbiological regulation;immune system process;regulation of protein stabilitycell part;extracellular region;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;plasma membrane;vacuoleAntigen processing and presentationCompleteproteome;Disulfidebond;Glycoprotein;Immunity;Lysosome;Oxidoreductase;Redox-activecenter;Referenceproteome;Secreted;SignalGO:0002376;GO:0002474;GO:0002478;GO:0002495;GO:0002504;GO:0008285;GO:0010468;GO:0010608;GO:0019222;GO:0019882;GO:0019884;GO:0019886;GO:0031647;GO:0042127;GO:0042590;GO:0048002;GO:0048145;GO:0048147;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050821;GO:0060255;GO:0065007;GO:0065008GO:0003824;GO:0016491;GO:0016667GO:0000323;GO:0005576;GO:0005764;GO:0005773;GO:0005886;GO:0016020;GO:0030054;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 6 17.3 0 20.346 1 2.45 0.002133 3.77 Q499T2 Gamma-interferon-inducible lysosomal thiol reductaseIfi30 sp|Q499T2|GILT_RAT Gamma-interferon-inducible lysosomal thiol reductase OS=Rattus norvegicus OX=10116 GN=Ifi30 PE=2 SV=1
25.28 25.37 25.25 24.41 24.30 24.23 -0.99 binding;cation binding;collagen binding;collagen V binding;copper ion binding;extracellular matrix binding;fibroblast growth factor binding;growth factor binding;ion binding;laminin binding;metal ion binding;protein binding;transition metal ion bindinganatomical structure formation involved in morphogenesis;biological regulation;catabolic process;cell differentiation;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;sulfur compound metabolic processcell body;cell part;endosome;extracellular matrix;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;neuronal cell body;organelle;plasma membrane;proteinaceous extracellular matrix;vesicleCellmembrane;Completeproteome;Copper;Directproteinsequencing;Disulfidebond;Endosome;Glycoprotein;GPI-anchor;Heparansulfate;Lipoprotein;Membrane;Proteoglycan;Referenceproteome;Secreted;Signal;ZincGO:0006029;GO:0006790;GO:0008152;GO:0009056;GO:0009057;GO:0009100;GO:0009966;GO:0009968;GO:0009987;GO:0010001;GO:0010646;GO:0010648;GO:0010927;GO:0014037;GO:0016043;GO:0022607;GO:0023051;GO:0023057;GO:0030154;GO:0030167;GO:0030200;GO:0030201;GO:0032288;GO:0032502;GO:0040036;GO:0040037;GO:0043170;GO:0044237;GO:0044248;GO:0044260;GO:0044273;GO:0045595;GO:0045597;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048585;GO:0048646;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0051094;GO:0051147;GO:0051149;GO:0051153;GO:0051155;GO:0065007;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:2001014;GO:2001016GO:0005488;GO:0005507;GO:0005515;GO:0005518;GO:0017134;GO:0019838;GO:0043167;GO:0043169;GO:0043236;GO:0046872;GO:0046914;GO:0050840;GO:0070052GO:0005578;GO:0005615;GO:0005768;GO:0005886;GO:0016020;GO:0031012;GO:0031224;GO:0031225;GO:0031982;GO:0031988;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044297;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044464;GO:0045121;GO:0065010;GO:0070062+ + 8 21.5 0 39.733 2 4.00 0 6.03 Q6P7Q2;P35053Glypican-1;Secreted glypican-1 Gpc1 tr|Q6P7Q2|Q6P7Q2_RAT Glypican-1 OS=Rattus norvegicus OX=10116 GN=Gpc1 PE=2 SV=1;sp|P35053|GPC1_RAT Glypican-1 OS=Rattus norvegicus OX=10116 GN=Gpc1 PE=1 SV=1
30.85 30.88 30.82 30.08 30.14 29.37 -0.99 binding;channel regulator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;kinase inhibitor activity;kinase regulator activity;potassium channel regulator activity;protein binding;protein complex binding;protein kinase C inhibitor activity;protein kinase inhibitor activity;protein kinase regulator activity;protein serine/threonine kinase inhibitor activityanatomical structure development;biological regulation;cell motility;cellular component movement;cellular homeostasis;cellular ion homeostasis;cellular process;developmental process;establishment of localization;homeostatic process;locomotion;protein targeting;protein transport;regulation of protein modification process;response to stimulus;signal transduction;transportcell part;cell projection;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;neuron projection;organelle;protein complex;vesicleCell cycle;Neurotrophin signaling pathway;Oocyte meiosisAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Phosphoprotein;ReferenceproteomeGO:0001764;GO:0001932;GO:0006469;GO:0006605;GO:0006810;GO:0006873;GO:0006886;GO:0006928;GO:0007165;GO:0009987;GO:0015031;GO:0016477;GO:0019220;GO:0019222;GO:0019725;GO:0021762;GO:0021766;GO:0021987;GO:0031323;GO:0031399;GO:0032268;GO:0032502;GO:0033673;GO:0040011;GO:0042325;GO:0042391;GO:0042592;GO:0043086;GO:0043549;GO:0044092;GO:0045184;GO:0045859;GO:0046907;GO:0048856;GO:0048870;GO:0048878;GO:0050789;GO:0050790;GO:0050794;GO:0050801;GO:0050896;GO:0051174;GO:0051234;GO:0051246;GO:0051338;GO:0051348;GO:0051649;GO:0051716;GO:0055082;GO:0060255;GO:0060306;GO:0065007;GO:0065008;GO:0065009;GO:0071900;GO:0071901;GO:0080090GO:0004857;GO:0004860;GO:0005488;GO:0005515;GO:0008426;GO:0015459;GO:0016247;GO:0019207;GO:0019210;GO:0019887;GO:0019899;GO:0030234;GO:0030291;GO:0032403GO:0005739;GO:0005871;GO:0005875;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016023;GO:0030054;GO:0030055;GO:0030424;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:0070062;GO:0070161+ + 27 78.4 0 323.31 1 1.77 0.012258 2.82 P62260 14-3-3 protein epsilon Ywhae sp|P62260|1433E_RAT 14-3-3 protein epsilon OS=Rattus norvegicus OX=10116 GN=Ywhae PE=1 SV=1
24.98 24.19 24.79 23.37 23.87 23.71 -1.01 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingresponse to chemical stimulus;response to stimulus;response to stresscell part;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleProtein processing in endoplasmic reticulumAcetylation;ATP-binding;Chaperone;Completeproteome;Directproteinsequencing;Endoplasmicreticulum;Glycoprotein;Nucleotide-binding;Phosphoprotein;Referenceproteome;SignalGO:0001666;GO:0006950;GO:0042221;GO:0050896;GO:0070482GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005783;GO:0005788;GO:0005790;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031974;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:0070062;GO:0070161+ + 14 18.3 0 36.2 2 1.63 0.017734 2.63 Q6P136;Q63617Hypoxia up-regulated protein 1 Hyou1 tr|Q6P136|Q6P136_RAT Hyou1 protein OS=Rattus norvegicus OX=10116 GN=Hyou1 PE=1 SV=1;sp|Q63617|HYOU1_RAT Hypoxia up-regulated protein 1 OS=Rattus norvegicus OX=10116 GN=Hyou1 PE=1 SV=1
26.25 25.45 26.40 24.97 25.07 24.99 -1.02 binding;nucleic acid binding;RNA binding;rRNA binding;SSU rRNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0019843;GO:0070181GO:0005730;GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464+ + 7 43.7 0 29.352 3 1.58 0.019715 2.58 P62278;M0RCY2;F1LMB440S ribosomal protein S13 Rps13;LOC683961 sp|P62278|RS13_RAT 40S ribosomal protein S13 OS=Rattus norvegicus OX=10116 GN=Rps13 PE=1 SV=2;tr|M0RCY2|M0RCY2_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1
29.31 29.17 29.45 27.93 28.51 28.40 -1.03 alkali metal ion binding;binding;catalytic activity;cation binding;ion binding;kinase activity;magnesium ion binding;metal ion binding;phosphotransferase activity, alcohol group as acceptor;potassium ion binding;pyruvate kinase activity;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;generation of precursor metabolites and energy;metabolic process;primary metabolic process;small molecule metabolic processCompleteproteome;Glycolysis;Kinase;Magnesium;Referenceproteome;TransferaseGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0019318;GO:0019320;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365GO:0000287;GO:0003824;GO:0004743;GO:0005488;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0030955;GO:0031420;GO:0043167;GO:0043169;GO:0046872+ + 33 75.1 0 323.31 2 2.20 0.003403 3.47 A0A0G2JVG3;M0RD14Pyruvate kinase tr|A0A0G2JVG3|A0A0G2JVG3_RAT Pyruvate kinase OS=Rattus norvegicus OX=10116 GN=Pkm PE=1 SV=1;tr|M0RD14|M0RD14_RAT Pyruvate kinase OS=Rattus norvegicus OX=10116 GN=LOC100362738 PE=3 SV=2
29.19 29.33 29.14 28.11 28.44 28.02 -1.03 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleProteasomeAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Directproteinsequencing;Glycoprotein;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0019773;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 15 64.5 0 323.31 3 2.73 0.001761 4.28 A0A0G2K0W9;P48004;F1M6I7Proteasome subunit alpha type-7 Psma7 tr|A0A0G2K0W9|A0A0G2K0W9_RAT Proteasome subunit alpha type OS=Rattus norvegicus OX=10116 GN=Psma7 PE=1 SV=1;sp|P48004|PSA7_RAT Proteasome subunit alpha type-7 OS=Rattus norvegicus OX=10116 GN=Psma7 PE=1 SV=1
30.24 30.31 30.23 29.69 29.28 28.72 -1.03 binding;protein binding;protein complex binding;protein domain specific bindingamine transport;biological regulation;cellular component assembly;cellular component organization;cellular process;establishment of localization;Golgi organization;hormone transport;organelle organization;protein targeting;protein transport;response to chemical stimulus;response to drug;response to stimulus;secretion;transportcell leading edge;cell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;mitochondrion;nucleus;organelle;protein complex;vacuole;vesicleCell cycle;Neurotrophin signaling pathway;Oocyte meiosisAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Phosphoprotein;ReferenceproteomeGO:0001821;GO:0002441;GO:0002553;GO:0006605;GO:0006626;GO:0006810;GO:0006839;GO:0006886;GO:0006996;GO:0007030;GO:0009914;GO:0009987;GO:0010817;GO:0010941;GO:0015031;GO:0015837;GO:0016043;GO:0017038;GO:0022607;GO:0023061;GO:0032940;GO:0042221;GO:0042493;GO:0045184;GO:0046879;GO:0046903;GO:0046907;GO:0050789;GO:0050794;GO:0050896;GO:0051234;GO:0051608;GO:0051649;GO:0051656;GO:0051683;GO:0065007;GO:0065008;GO:0071702;GO:0071705;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0072594;GO:0072655;GO:0090168GO:0005488;GO:0005515;GO:0019904;GO:0032403GO:0000323;GO:0005634;GO:0005739;GO:0005764;GO:0005773;GO:0005912;GO:0005924;GO:0005925;GO:0014069;GO:0016023;GO:0030054;GO:0030055;GO:0031252;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0042629;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044456;GO:0044464;GO:0048471;GO:0048770;GO:0065010;GO:0070062;GO:0070161;GO:0072562+ + 20 63.7 0 323.31 2 1.66 0.016125 2.70 P63102;A0A0G2JV6514-3-3 protein zeta/delta Ywhaz sp|P63102|1433Z_RAT 14-3-3 protein zeta/delta OS=Rattus norvegicus OX=10116 GN=Ywhaz PE=1 SV=1;tr|A0A0G2JV65|A0A0G2JV65_RAT 14-3-3 protein zeta/delta OS=Rattus norvegicus OX=10116 GN=Ywhaz PE=1 SV=1
29.07 29.01 28.48 27.51 27.32 28.64 -1.03 binding;catalytic activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;mRNA binding;nucleic acid binding;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;RNA binding;translation elongation factor activity;translation factor activity, nucleic acid bindingbiological regulation;cellular component assembly;cellular component organization;cellular process;macromolecular complex assembly;protein complex assembly;response to chemical stimulus;response to endogenous stimulus;response to stimuluscell body;cell part;cytoplasm;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;neuronal cell body;nucleolus;nucleus;organelle;protein complex;vesicleRNA transportAcetylation;Completeproteome;Cytoplasm;Elongationfactor;GTP-binding;Methylation;Nucleotide-binding;Nucleus;Phosphoprotein;Proteinbiosynthesis;Proteomicsidentification;Referenceproteome;UblconjugationGO:0006461;GO:0009719;GO:0009987;GO:0010033;GO:0010035;GO:0010941;GO:0010942;GO:0016043;GO:0022607;GO:0042221;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043933;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0050896;GO:0051259;GO:0051260;GO:0051716;GO:0065003;GO:0065007;GO:0070848;GO:0070849;GO:0070887;GO:0071310;GO:0071363;GO:0071364;GO:0071495;GO:0071822;GO:0071840GO:0000166;GO:0003676;GO:0003723;GO:0003729;GO:0003746;GO:0003824;GO:0003924;GO:0005488;GO:0005525;GO:0008135;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005615;GO:0005634;GO:0005730;GO:0005737;GO:0005853;GO:0016020;GO:0031982;GO:0031988;GO:0032991;GO:0043025;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:007006215 46.8 0 164.53 4 1.08 0.054197 1.88 P62630;M0R757;F1M6C2;P62632Elongation factor 1-alpha 1;Elongation factor 1-alphaEef1a1;LOC100360413;LOC100360150sp|P62630|EF1A1_RAT Elongation factor 1-alpha 1 OS=Rattus norvegicus OX=10116 GN=Eef1a1 PE=2 SV=1;tr|M0R757|M0R757_RAT Elongation factor 1-alpha OS=Rattus norvegicus OX=10116 GN=LOC100360413 PE=3 SV=1;tr|F1M6C2|F1M6C2_RAT Uncharacterized protein OS=Rattus
28.40 28.47 28.39 27.59 27.65 26.90 -1.04 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleus;organelle;plasma membrane;protein complex;ribonucleoprotein complex;vesicleProteasomeAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Nucleus;Phosphoprotein;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0010499;GO:0019538;GO:0019941;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0051603GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0000932;GO:0005634;GO:0005737;GO:0005839;GO:0005886;GO:0016020;GO:0019773;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0035770;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 13 60.9 0 323.31 1 1.90 0.007824 3.04 P21670 Proteasome subunit alpha type-4 Psma4 sp|P21670|PSA4_RAT Proteasome subunit alpha type-4 OS=Rattus norvegicus OX=10116 GN=Psma4 PE=1 SV=1
27.15 27.03 26.82 25.88 26.06 25.95 -1.04 binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Completeproteome;Directproteinsequencing;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464+ + 8 41.8 0 28.513 4 3.17 0 4.97 P62250;A0A1W2Q631;M0R8S7;M0R4I340S ribosomal protein S16 Rps16 sp|P62250|RS16_RAT 40S ribosomal protein S16 OS=Rattus norvegicus OX=10116 GN=Rps16 PE=1 SV=2
28.09 29.07 28.10 27.17 27.41 27.54 -1.05 binding;calcium ion binding;cation binding;ion binding;metal ion bindingmulticellular organismal process;muscle contractioncell part;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleAlzheimer's disease;Calcium signaling pathway;Gastric acid secretion;Glioma;GnRH signaling pathway;Insulin signaling pathway;ko05152;Long-term potentiation;Melanogenesis;Neurotrophin signaling pathway;Olfactory transduction;Oocyte meiosis;Phosphatidylinositol signaling system;Phototransduction;Phototransduction - fly;Plant-pathogen interaction;Salivary secretion;Vascular smooth muscle contractionCalcium;Completeproteome;Metal-binding;Proteomicsidentification;Referenceproteome;RepeatGO:0003008;GO:0003009;GO:0003012;GO:0006936;GO:0006941;GO:0032501GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0005861;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044449;GO:0044464;GO:0065010;GO:0070062+ + 12 60.4 0 323.31 7 1.43 0.024659 2.38 P0DP31;P0DP30;P0DP29;D4ABV5;Q5U206;M0RCJ6;Q304F3Calm2 sp|P0DP31|CALM3_RAT Calmodulin-3 OS=Rattus norvegicus OX=10116 GN=Calm3 PE=1 SV=1;sp|P0DP30|CALM2_RAT Calmodulin-2 OS=Rattus norvegicus OX=10116 GN=Calm2 PE=1 SV=1;sp|P0DP29|CALM1_RAT Calmodulin-1 OS=Rattus norvegicus OX=10116 GN=Calm1 PE=1 SV=1;tr|D4ABV5|
25.37 25.08 24.83 24.04 24.30 23.80 -1.05 catalytic activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;omega-amidase activityamine metabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;centrosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;microtubule organizing center;mitochondrion;organelle;vesicleAlanine, aspartate and glutamate metabolismAcetylation;Completeproteome;Cytoplasm;Hydrolase;Phosphoprotein;ReferenceproteomeGO:0006082;GO:0006107;GO:0006520;GO:0006528;GO:0006541;GO:0006807;GO:0008152;GO:0009064;GO:0009066;GO:0009308;GO:0009987;GO:0019752;GO:0034641;GO:0042180;GO:0043436;GO:0043648;GO:0044106;GO:0044237;GO:0044238;GO:0044281GO:0003824;GO:0016787;GO:0016810;GO:0016811;GO:0050152GO:0005739;GO:0005813;GO:0005815;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 12 47.1 0 56.028 1 2.11 0.006182 3.36 Q497B0 Omega-amidase NIT2 Nit2 sp|Q497B0|NIT2_RAT Omega-amidase NIT2 OS=Rattus norvegicus OX=10116 GN=Nit2 PE=1 SV=1
23.35 23.34 NaN 21.88 22.45 22.55 -1.05 enzyme regulator activity;GTPase regulator activity;guanyl-nucleotide exchange factor activity;nucleoside-triphosphatase regulator activitybiological regulation;cell growth;cellular component organization;cellular localization;cellular process;endosome organization;growth;homeostatic process;localization;organelle localization;organelle organization;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to stimulus;vacuole organizationcell part;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;membrane;organelle;plasma membrane;protein complex;vacuole;vesicleCellmembrane;Completeproteome;Directproteinsequencing;Endosome;Lipoprotein;Lysosome;Membrane;Myristate;ReferenceproteomeGO:0001101;GO:0001919;GO:0006996;GO:0007032;GO:0007033;GO:0007040;GO:0008104;GO:0009719;GO:0009966;GO:0009967;GO:0009987;GO:0010033;GO:0010243;GO:0010627;GO:0010646;GO:0010647;GO:0010740;GO:0010872;GO:0010874;GO:0014075;GO:0016043;GO:0016049;GO:0019216;GO:0019218;GO:0019222;GO:0023051;GO:0023056;GO:0031323;GO:0032006;GO:0032008;GO:0032368;GO:0032371;GO:0032374;GO:0032418;GO:0032439;GO:0032879;GO:0033036;GO:0034613;GO:0034762;GO:0040007;GO:0042221;GO:0042592;GO:0042632;GO:0043200;GO:0043408;GO:0043410;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0048878;GO:0050789;GO:0050794;GO:0050896;GO:0051049;GO:0051179;GO:0051640;GO:0051641;GO:0051716;GO:0055088;GO:0055092;GO:0060255;GO:0060620;GO:0065007;GO:0065008;GO:0070727;GO:0070887;GO:0071229;GO:0071230;GO:0071310;GO:0071417;GO:0071418;GO:0071495;GO:0071840;GO:0071841;GO:0071842;GO:0080090;GO:2000909GO:0005085;GO:0030234;GO:0030695;GO:0060589GO:0000323;GO:0005764;GO:0005765;GO:0005773;GO:0005774;GO:0005794;GO:0005886;GO:0010008;GO:0016020;GO:0031090;GO:0031902;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044440;GO:0044444;GO:0044446;GO:0044464;GO:0045121;GO:0065010;GO:0070062;GO:0071986+ + 4 42.9 0 33.6 1 1.53 0.020623 2.85 Q6P791 Ragulator complex protein LAMTOR1 Lamtor1 sp|Q6P791|LTOR1_RAT Ragulator complex protein LAMTOR1 OS=Rattus norvegicus OX=10116 GN=Lamtor1 PE=1 SV=1
24.98 24.25 25.27 23.53 23.07 24.74 -1.05 endopeptidase inhibitor activity;endopeptidase regulator activity;enzyme inhibitor activity;enzyme regulator activity;peptidase inhibitor activity;peptidase regulator activityanatomical structure development;anatomical structure formation involved in morphogenesis;biological regulation;cellular process;developmental process;molting cycle;multicellular organismal process;regulation of protein modification process;syncytium formationcell part;cell surface;extracellular spaceCompleteproteome;ReferenceproteomeGO:0000768;GO:0001932;GO:0001933;GO:0001942;GO:0006949;GO:0008285;GO:0008544;GO:0009888;GO:0009892;GO:0009966;GO:0009968;GO:0009987;GO:0010563;GO:0010605;GO:0010646;GO:0010648;GO:0010837;GO:0010839;GO:0017015;GO:0019220;GO:0019222;GO:0022404;GO:0022405;GO:0023051;GO:0023057;GO:0030512;GO:0030856;GO:0031323;GO:0031324;GO:0031399;GO:0031400;GO:0032101;GO:0032102;GO:0032268;GO:0032269;GO:0032501;GO:0032502;GO:0042127;GO:0042303;GO:0042325;GO:0042326;GO:0045595;GO:0045604;GO:0045616;GO:0045682;GO:0045936;GO:0048519;GO:0048523;GO:0048583;GO:0048585;GO:0048646;GO:0048856;GO:0050789;GO:0050793;GO:0050794;GO:0051174;GO:0051239;GO:0051246;GO:0051248;GO:0060255;GO:0061041;GO:0061045;GO:0065007;GO:0072675;GO:0080090;GO:0080134;GO:0090092;GO:0090101;GO:2000026GO:0004857;GO:0004866;GO:0030234;GO:0030414;GO:0061134;GO:0061135GO:0005615;GO:0009986;GO:0044421;GO:0044464 3 2.4 0 10.799 1 0.84 0.097981 1.54 D4A447 Cd109 tr|D4A447|D4A447_RAT CD109 molecule OS=Rattus norvegicus OX=10116 GN=Cd109 PE=4 SV=2
28.04 29.04 28.88 28.40 27.14 27.26 -1.05 actin binding;binding;cytoskeletal protein binding;enzyme binding;enzyme regulator activity;insulin-like growth factor receptor binding;kinase binding;protein binding;protein kinase binding;protein kinase C binding;receptor binding;receptor tyrosine kinase bindingbiological regulation;cellular process;establishment of localization;protein targeting;protein transport;response to chemical stimulus;response to endogenous stimulus;response to stimulus;signal transduction;transportcell part;cytoplasm;organelle;vesicleCell cycle;Neurotrophin signaling pathway;Oocyte meiosisAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;Phosphoprotein;ReferenceproteomeGO:0006605;GO:0006810;GO:0006886;GO:0007165;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0010646;GO:0015031;GO:0019222;GO:0023051;GO:0031644;GO:0032868;GO:0032869;GO:0032870;GO:0042221;GO:0043434;GO:0044057;GO:0045184;GO:0045595;GO:0045664;GO:0046907;GO:0048167;GO:0050767;GO:0050789;GO:0050790;GO:0050793;GO:0050794;GO:0050804;GO:0050896;GO:0051234;GO:0051239;GO:0051649;GO:0051716;GO:0051960;GO:0051969;GO:0060284;GO:0065007;GO:0065008;GO:0065009;GO:0070887;GO:0071310;GO:0071375;GO:0071495;GO:2000026GO:0003779;GO:0005080;GO:0005102;GO:0005159;GO:0005488;GO:0005515;GO:0008092;GO:0019899;GO:0019900;GO:0019901;GO:0030234;GO:0030971GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0044424;GO:004446419 70.9 0 323.31 1 0.97 0.071415 1.74 P61983 14-3-3 protein gamma;14-3-3 protein gamma, N-terminally processedYwhag sp|P61983|1433G_RAT 14-3-3 protein gamma OS=Rattus norvegicus OX=10116 GN=Ywhag PE=1 SV=2
27.48 27.18 27.10 26.14 26.34 26.08 -1.07 binding;lipid binding;protein binding;protein complex binding;protein transporter activity;substrate-specific transporter activity;transporter activitycellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;membrane invagination;membrane organization;protein transport;transport;vesicle-mediated transportAP-type membrane coat adaptor complex;cell part;macromolecular complex;membrane;plasma membrane;protein complexEndocrine and other factor-regulated calcium reabsorption;Endocytosis;Huntington's disease3D-structure;Cellmembrane;Coatedpit;Completeproteome;Directproteinsequencing;Endocytosis;Lipid-binding;Membrane;Phosphoprotein;Proteintransport;Proteomicsidentification;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0006897;GO:0009987;GO:0010324;GO:0015031;GO:0016043;GO:0016044;GO:0016192;GO:0045184;GO:0046907;GO:0051234;GO:0051649;GO:0061024;GO:0071840GO:0005215;GO:0005488;GO:0005515;GO:0008289;GO:0008565;GO:0022892;GO:0032403GO:0005886;GO:0005905;GO:0016020;GO:0030119;GO:0030131;GO:0032991;GO:0043234;GO:0044424;GO:0044425;GO:0044444;GO:0044464+ + 29 36.5 0 155.16 3 2.83 0.002021 4.49 P18484;A0A0G2K943;Q66HM2AP-2 complex subunit alpha-2 Ap2a2 sp|P18484|AP2A2_RAT AP-2 complex subunit alpha-2 OS=Rattus norvegicus OX=10116 GN=Ap2a2 PE=1 SV=3;tr|A0A0G2K943|A0A0G2K943_RAT AP-2 complex subunit alpha OS=Rattus norvegicus OX=10116 GN=Ap2a2 PE=1 SV=1;tr|Q66HM2|Q66HM2_RAT AP-2 complex subunit alpha OS=Ra
27.21 27.15 26.16 25.98 25.68 25.64 -1.07 structural molecule activitybiological regulation;cellular process;establishment of localization;multicellular organismal process;protein transport;regulation of body fluid levels;secretion;transport;vesicle-mediated transportcell part;extracellular organelle;extracellular space;macromolecular complex;organelle;protein complex;vesicleNeuroactive ligand-receptor interactionCompleteproteome;Cytoplasm;ER-Golgitransport;Golgiapparatus;Membrane;Proteintransport;Proteomicsidentification;Referenceproteome;Repeat;Transport;WDrepeatGO:0003008;GO:0006810;GO:0006886;GO:0007589;GO:0009987;GO:0015031;GO:0016192;GO:0022600;GO:0030157;GO:0032501;GO:0045184;GO:0046903;GO:0046907;GO:0050878;GO:0051234;GO:0051649;GO:0065007;GO:0065008GO:0005198GO:0005615;GO:0030117;GO:0030120;GO:0030126;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 34 36.4 0 136.38 1 1.40 0.02525 2.35 G3V6T1 Coatomer subunit alpha Copa tr|G3V6T1|G3V6T1_RAT Coatomer subunit alpha OS=Rattus norvegicus OX=10116 GN=Copa PE=1 SV=1
23.03 24.08 23.48 NaN 22.33 22.54 -1.09 cellular component movement;cellular processcell part;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006928;GO:0007017;GO:0007018;GO:0009987GO:0005783;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 13 11.4 0 32.764 1 1.15 0.040566 2.19 D4A4Z9 Ktn1 tr|D4A4Z9|D4A4Z9_RAT Kinectin 1 OS=Rattus norvegicus OX=10116 GN=Ktn1 PE=1 SV=2
26.29 26.21 26.23 25.20 25.09 25.11 -1.11 actin binding;binding;calcium ion binding;cation binding;cytoskeletal protein binding;ion binding;metal ion binding;protein bindingaging;anatomical structure development;anatomical structure morphogenesis;biological regulation;cell death;cell development;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular macromolecular complex assembly;cellular process;cytoskeleton organization;death;developmental process;establishment of localization;growth;macromolecular complex assembly;organelle organization;protein complex assembly;protein polymerization;regulation of organelle organization;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to stimulus;response to stress;signal transduction;transport;vesicle-mediated transportcell part;cell projection;cytoskeleton;cytosol;extracellular organelle;extracellular region;extracellular space;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleFc gamma R-mediated phagocytosis;Regulation of actin cytoskeletonAcetylation;Actin-binding;Actincapping;Alternativeinitiation;Calcium;Ciliumbiogenesis/degradation;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Disulfidebond;Metal-binding;Phosphoprotein;Referenceproteome;Repeat;Secreted;SignalGO:0001101;GO:0006461;GO:0006810;GO:0006915;GO:0006950;GO:0006996;GO:0007010;GO:0007015;GO:0007165;GO:0007568;GO:0007584;GO:0008064;GO:0008154;GO:0008219;GO:0009605;GO:0009611;GO:0009653;GO:0009888;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010638;GO:0010639;GO:0012501;GO:0014003;GO:0016043;GO:0016192;GO:0016265;GO:0021782;GO:0022607;GO:0030029;GO:0030030;GO:0030036;GO:0030041;GO:0030155;GO:0030832;GO:0030833;GO:0030834;GO:0030835;GO:0030837;GO:0030838;GO:0031099;GO:0031333;GO:0031334;GO:0031667;GO:0032271;GO:0032272;GO:0032273;GO:0032502;GO:0032535;GO:0032956;GO:0032970;GO:0032989;GO:0032990;GO:0033043;GO:0033273;GO:0034621;GO:0034622;GO:0035556;GO:0040007;GO:0042060;GO:0042221;GO:0042246;GO:0043242;GO:0043244;GO:0043254;GO:0043623;GO:0043933;GO:0044087;GO:0045010;GO:0045471;GO:0046686;GO:0048015;GO:0048017;GO:0048468;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048589;GO:0048856;GO:0048858;GO:0048869;GO:0050789;GO:0050794;GO:0050896;GO:0051014;GO:0051016;GO:0051128;GO:0051129;GO:0051130;GGO:0003779;GO:0005488;GO:0005509;GO:0005515;GO:0008092;GO:0043167;GO:0043169;GO:0046872GO:0001726;GO:0005576;GO:0005615;GO:0005829;GO:0005856;GO:0005912;GO:0005924;GO:0005925;GO:0015629;GO:0030027;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043209;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0048471;GO:0065010;GO:0070062;GO:0070161;GO:0072562+ + 28 40.8 0 176.75 1 4.90 0 7.77 Q68FP1 Gelsolin Gsn sp|Q68FP1|GELS_RAT Gelsolin OS=Rattus norvegicus OX=10116 GN=Gsn PE=1 SV=1
28.00 27.88 26.82 26.55 26.31 26.53 -1.11 binding;cytoskeletal protein binding;kinesin binding;protein binding;protein complex binding;protein transporter activity;substrate-specific transporter activity;transporter activityestablishment of localization;nuclear transport;nucleocytoplasmic transport;protein targeting;protein transport;transportcell part;cytoplasm;extracellular organelle;macromolecular complex;membrane;nuclear pore;nucleoplasm;organelle;protein complex;vesicleRNA transportAcetylation;ADP-ribosylation;Completeproteome;Cytoplasm;Directproteinsequencing;Isopeptidebond;Nucleus;Phosphoprotein;Proteintransport;Proteomicsidentification;Referenceproteome;Repeat;Transport;UblconjugationGO:0006605;GO:0006606;GO:0006610;GO:0006810;GO:0006886;GO:0006913;GO:0015031;GO:0017038;GO:0045184;GO:0046907;GO:0051169;GO:0051170;GO:0051234;GO:0051649GO:0005215;GO:0005488;GO:0005515;GO:0008092;GO:0008565;GO:0019894;GO:0022892;GO:0032403GO:0005643;GO:0005654;GO:0005737;GO:0016020;GO:0031090;GO:0031965;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0046930;GO:0065010;GO:0070062;GO:0071782+ + 25 33.4 0 176.42 2 1.35 0.025496 2.30 F2Z3Q8;P52296Importin subunit beta-1 Kpnb1 tr|F2Z3Q8|F2Z3Q8_RAT Importin subunit beta-1 OS=Rattus norvegicus OX=10116 GN=Kpnb1 PE=1 SV=1;sp|P52296|IMB1_RAT Importin subunit beta-1 OS=Rattus norvegicus OX=10116 GN=Kpnb1 PE=1 SV=1
26.27 26.27 25.88 24.94 25.04 25.10 -1.12 binding;calcium ion binding;catalytic activity;cation binding;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting keto- and enol-groups;intramolecular oxidoreductase activity, transposing S-S bonds;ion binding;isomerase activity;metal ion binding;protein disulfide isomerase activitybiological adhesion;biological regulation;cell activation;cell adhesion;cellular component organization;cellular homeostasis;cellular membrane organization;cellular metabolic process;cellular process;endocytosis;establishment of localization;homeostatic process;macromolecule metabolic process;membrane invagination;membrane organization;metabolic process;primary metabolic process;protein folding;protein metabolic process;response to stimulus;response to stress;transport;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membrane;vesicleProtein processing in endoplasmic reticulumCalcium;Cellmembrane;Chaperone;Completeproteome;Directproteinsequencing;Disulfidebond;Endoplasmicreticulum;Isomerase;Membrane;Phosphoprotein;Redox-activecenter;Referenceproteome;Repeat;SignalGO:0001775;GO:0006457;GO:0006810;GO:0006897;GO:0006909;GO:0006950;GO:0007155;GO:0008152;GO:0009987;GO:0010324;GO:0016043;GO:0016044;GO:0016192;GO:0016337;GO:0019538;GO:0019725;GO:0022610;GO:0030168;GO:0033554;GO:0034109;GO:0034976;GO:0042592;GO:0043170;GO:0043277;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045454;GO:0050789;GO:0050794;GO:0050896;GO:0051234;GO:0051716;GO:0061024;GO:0065007;GO:0065008;GO:0070527;GO:0071840GO:0003756;GO:0003824;GO:0005488;GO:0005509;GO:0016853;GO:0016860;GO:0016862;GO:0016864;GO:0043167;GO:0043169;GO:0046872GO:0005783;GO:0005788;GO:0005790;GO:0005793;GO:0005886;GO:0016020;GO:0016023;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:0070013;GO:0070062+ + 12 40.2 0 106.58 2 2.91 0 4.70 A0A0G2JSZ5;Q63081Protein disulfide-isomerase A6 Pdia6 tr|A0A0G2JSZ5|A0A0G2JSZ5_RAT Protein disulfide-isomerase A6 OS=Rattus norvegicus OX=10116 GN=Pdia6 PE=1 SV=1;sp|Q63081|PDIA6_RAT Protein disulfide-isomerase A6 OS=Rattus norvegicus OX=10116 GN=Pdia6 PE=1 SV=2
26.92 26.93 26.46 25.77 25.56 25.61 -1.12 binding;carbohydrate binding;carboxylic acid binding;catalytic activity;coenzyme binding;cofactor binding;NADP binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;phosphogluconate dehydrogenase (decarboxylating) activityalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;organelleGlutathione metabolism;Pentose phosphate pathwayAcetylation;Completeproteome;Cytoplasm;Gluconateutilization;NADP;Oxidoreductase;Pentoseshunt;ReferenceproteomeGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006082;GO:0006098;GO:0006139;GO:0006732;GO:0006733;GO:0006739;GO:0006740;GO:0006753;GO:0006807;GO:0008152;GO:0009051;GO:0009056;GO:0009117;GO:0009987;GO:0016052;GO:0019318;GO:0019320;GO:0019321;GO:0019362;GO:0019520;GO:0019521;GO:0019752;GO:0032787;GO:0034641;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365;GO:0046483;GO:0046496;GO:0051186;GO:0055086;GO:0055114;GO:0072524GO:0000166;GO:0003824;GO:0004616;GO:0005488;GO:0016491;GO:0016614;GO:0016616;GO:0030246;GO:0031406;GO:0048037;GO:0050661;GO:0050662GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044464+ + 17 42.9 0 323.31 2 2.59 0.00167 4.19 P85968;A0A0G2K7Q86-phosphogluconate dehydrogenase, decarboxylatingPgd sp|P85968|6PGD_RAT 6-phosphogluconate dehydrogenase, decarboxylating OS=Rattus norvegicus OX=10116 GN=Pgd PE=1 SV=1;tr|A0A0G2K7Q8|A0A0G2K7Q8_RAT 6-phosphogluconate dehydrogenase, decarboxylating OS=Rattus norvegicus OX=10116 GN=Kif1b PE=1 SV=1
25.67 25.58 25.69 24.80 25.18 23.60 -1.12 binding;nucleic acid binding;RNA binding;rRNA binding;structural constituent of ribosome;structural molecule activitybiological regulation;biosynthetic process;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;multicellular organismal development;multicellular organismal process;primary metabolic process;protein metabolic process;regulation of translation;translationcell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;nucleolus;organelle;polysome;ribonucleoprotein complex;ribosome;small ribosomal subunit;vesicleRibosome Completeproteome;Cytoplasm;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;RNA-binding;rRNA-bindingGO:0006412;GO:0006417;GO:0007275;GO:0008152;GO:0008284;GO:0009058;GO:0009059;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010608;GO:0019222;GO:0019538;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032268;GO:0032270;GO:0032501;GO:0032502;GO:0034645;GO:0042127;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0045727;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051246;GO:0051247;GO:0060255;GO:0065007;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488;GO:0019843GO:0005730;GO:0005840;GO:0005844;GO:0005912;GO:0005924;GO:0005925;GO:0015935;GO:0016020;GO:0022627;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 10 38.5 0 52.829 4 1.11 0.045405 1.95 X1WI37;A0A0H2UHX3;P62703;D3ZX0140S ribosomal protein S4, X isoform;40S ribosomal protein S4LOC100362640;Rps4x;Rps4y2tr|X1WI37|X1WI37_RAT 40S ribosomal protein S4 OS=Rattus norvegicus OX=10116 GN=Rps4x PE=3 SV=1;tr|A0A0H2UHX3|A0A0H2UHX3_RAT 40S ribosomal protein S4 OS=Rattus norvegicus OX=10116 GN=Rps4x PE=3 SV=1;sp|P62703|RS4X_RAT 40S ribosomal protein S4, X isoform OS=
25.74 24.40 26.22 24.26 24.53 24.13 -1.15 extracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006211 31.6 0 47.283 1 0.96 0.071542 1.74 D4A2F6 Nhlrc3 tr|D4A2F6|D4A2F6_RAT NHL repeat-containing 3 OS=Rattus norvegicus OX=10116 GN=Nhlrc3 PE=1 SV=2
28.17 28.12 28.30 27.11 27.30 26.72 -1.15 binding;carbohydrate binding;catalytic activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compoundscarbohydrate metabolic process;metabolic process;primary metabolic processcell part;extracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleN-Glycan biosynthesis;Protein processing in endoplasmic reticulumCompleteproteome;Glycosidase;Hydrolase;Proteomicsidentification;ReferenceproteomeGO:0005975;GO:0008152;GO:0044238GO:0003824;GO:0004553;GO:0005488;GO:0016787;GO:0016798;GO:0030246GO:0016020;GO:0017177;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 29 48.7 0 313.97 1 2.52 0.001587 4.13 D3ZAN3 Ganab tr|D3ZAN3|D3ZAN3_RAT Alpha glucosidase 2 alpha neutral subunit (Predicted) OS=Rattus norvegicus OX=10116 GN=Ganab PE=1 SV=1
23.72 NaN 23.83 22.41 NaN 22.84 -1.15 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic processcell part;cytosol;extracellular organelle;macromolecular complex;nucleoplasm;organelle;protein complex;vesicleProtein processing in endoplasmic reticulumAcetylation;ATP-binding;Completeproteome;Cytoplasm;Nucleotide-binding;Phosphoprotein;Referenceproteome;StressresponseGO:0006457;GO:0006458;GO:0008152;GO:0009987;GO:0019538;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0051084;GO:0051085;GO:0061077GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005654;GO:0005829;GO:0005874;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 10 14.1 0 22.698 1 1.45 0.022299 3.58 Q66HA8 Heat shock protein 105 kDa Hsph1 sp|Q66HA8|HS105_RAT Heat shock protein 105 kDa OS=Rattus norvegicus OX=10116 GN=Hsph1 PE=1 SV=1
24.95 23.38 23.52 22.64 23.12 22.58 -1.17 adrenergic receptor binding;binding;carbohydrate binding;complement binding;complement component C1q binding;enzyme binding;glycosaminoglycan binding;G-protein-coupled receptor binding;hyaluronic acid binding;kinase binding;kininogen binding;mRNA binding;nucleic acid binding;opsonin binding;pattern binding;polysaccharide binding;protein binding;protein binding transcription factor activity;protein kinase binding;protein kinase C binding;receptor binding;RNA binding;transcription cofactor activity;transcription corepressor activity;transcription factor binding transcription factor activitybiological regulation;biosynthetic process;cell death;cellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;death;immune system process;macromolecular complex assembly;macromolecule metabolic process;metabolic process;mRNA metabolic process;mRNA processing;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle assembly;primary metabolic process;protein metabolic process;regulation of organelle organization;regulation of translation;response to stimulus;response to stress;ribonucleoprotein complex assembly;ribosome assembly;RNA metabolic process;RNA processing;RNA splicing;signal transductioncell part;cell surface;cytoplasm;cytosol;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;nucleolus;nucleus;organelle;plasma membraneAcetylation;Adaptiveimmunity;Apoptosis;Cellmembrane;Complementpathway;Completeproteome;Cytoplasm;Directproteinsequencing;Immunity;Innateimmunity;Membrane;Mitochondrion;mRNAprocessing;mRNAsplicing;Nucleus;Phosphoprotein;Referenceproteome;Ribosomebiogenesis;Secreted;Transcription;Transcriptionregulation;TransitpeptideGO:0000122;GO:0001817;GO:0001818;GO:0002252;GO:0002253;GO:0002376;GO:0002673;GO:0002682;GO:0002683;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0002697;GO:0002698;GO:0002831;GO:0002832;GO:0002920;GO:0006139;GO:0006351;GO:0006355;GO:0006357;GO:0006396;GO:0006397;GO:0006417;GO:0006807;GO:0006915;GO:0006950;GO:0006952;GO:0006955;GO:0006956;GO:0006958;GO:0006959;GO:0007165;GO:0008152;GO:0008219;GO:0008380;GO:0009058;GO:0009059;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009966;GO:0009967;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010604;GO:0010605;GO:0010608;GO:0010627;GO:0010629;GO:0010638;GO:0010646;GO:0010647;GO:0010740;GO:0010821;GO:0010822;GO:0010941;GO:0010942;GO:0012501;GO:0014065;GO:0016043;GO:0016070;GO:0016071;GO:0016265;GO:0019219;GO:0019222;GO:0019538;GO:0022607;GO:0022618;GO:0023051;GO:0023056;GO:0030155;GO:0030334;GO:0030335;GO:0030449;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0031347;GO:0031348;GO:0032101;GO:0032103;GO:0032268;GGO:0000988;GO:0000989;GO:0001664;GO:0001846;GO:0001848;GO:0001849;GO:0001871;GO:0003676;GO:0003712;GO:0003714;GO:0003723;GO:0003729;GO:0005080;GO:0005102;GO:0005488;GO:0005515;GO:0005539;GO:0005540;GO:0019899;GO:0019900;GO:0019901;GO:0030246;GO:0030247;GO:0030984;GO:0031690GO:0005615;GO:0005634;GO:0005730;GO:0005737;GO:0005759;GO:0005829;GO:0005886;GO:0009986;GO:0016020;GO:0031974;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:00700135 26.5 0 63.475 1 1.03 0.058459 1.85 O35796 Complement component 1 Q subcomponent-binding protein, mitochondrialC1qbp sp|O35796|C1QBP_RAT Complement component 1 Q subcomponent-binding protein, mitochondrial OS=Rattus norvegicus OX=10116 GN=C1qbp PE=1 SV=2
26.77 26.87 26.55 25.45 26.12 25.08 -1.18 6-phosphogluconolactonase activity;binding;carbohydrate binding;carboxylic ester hydrolase activity;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;monosaccharide binding;sugar bindingalcohol metabolic process;carbohydrate metabolic process;cellular metabolic process;cellular process;metabolic process;primary metabolic process;small molecule metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesiclePentose phosphate pathwayAcetylation;Completeproteome;Cytoplasm;Hydrolase;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0005975;GO:0005996;GO:0006066;GO:0008152;GO:0009051;GO:0009987;GO:0019321;GO:0044237;GO:0044238;GO:0044262;GO:0044281GO:0003824;GO:0005488;GO:0005529;GO:0016787;GO:0016788;GO:0017057;GO:0030246;GO:0048029;GO:0052689GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 12 87.2 0 112.59 2 1.68 0.013073 2.81 P85971;G3V8D56-phosphogluconolactonase Pgls sp|P85971|6PGL_RAT 6-phosphogluconolactonase OS=Rattus norvegicus OX=10116 GN=Pgls PE=1 SV=1;tr|G3V8D5|G3V8D5_RAT 6-phosphogluconolactonase OS=Rattus norvegicus OX=10116 GN=Pgls PE=1 SV=1
25.01 25.11 24.12 24.01 23.66 23.00 -1.19 binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcell cycle;cell division;cellular component assembly;cellular component organization;cellular process;macromolecular complex assembly;protein complex assemblycell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;cytoskeleton;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;organelle;protein complex;septin complex;synapse;vesicleAcetylation;Alternativesplicing;Cellcycle;Celldivision;Celljunction;Cellprojection;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;SynapseGO:0006461;GO:0007049;GO:0009987;GO:0016043;GO:0022607;GO:0043933;GO:0051259;GO:0051291;GO:0051301;GO:0065003;GO:0071822;GO:0071840GO:0000166;GO:0005488;GO:0005525;GO:0017076;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0001725;GO:0005737;GO:0005856;GO:0008021;GO:0016023;GO:0030054;GO:0030135;GO:0030136;GO:0030424;GO:0031105;GO:0031410;GO:0031982;GO:0031988;GO:0032432;GO:0032991;GO:0033267;GO:0042641;GO:0042995;GO:0043005;GO:0043197;GO:0043209;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0043234;GO:0043679;GO:0044306;GO:0044309;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044456;GO:0044463;GO:0044464;GO:0045202;GO:0065010;GO:0070062+ + 13 35.2 0 208.67 9 1.29 0.027693 2.24 A0A0G2JUL7;B3GNI6;B5DFG5;A0A0U1RRT8;A0A0U1RRW2;G3V9Z6;A0A0G2JVY6;A0A0G2K7G7;B0BNF1Septin-11 44085 tr|A0A0G2JUL7|A0A0G2JUL7_RAT Septin 6 (Predicted), isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Sept11 PE=1 SV=1;sp|B3GNI6|SEP11_RAT Septin-11 OS=Rattus norvegicus OX=10116 GN=Sept11 PE=1 SV=1
25.03 24.85 23.59 22.18 24.02 23.67 -1.20 binding;calcium ion binding;cation binding;cytokine receptor binding;DNA binding;ion binding;metal ion binding;nucleic acid binding;protein binding;receptor binding;tumor necrosis factor receptor binding;tumor necrosis factor receptor superfamily bindingbiological regulation;regulation of transport;response to chemical stimulus;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stresscell part;cytoplasm;endoplasmic reticulum;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;nuclear envelope;organelleCalcium;Cleavageonpairofbasicresidues;Completeproteome;Cytoplasm;DNA-binding;Endoplasmicreticulum;Golgiapparatus;Membrane;Metal-binding;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Secreted;SignalGO:0002791;GO:0002792;GO:0006140;GO:0006950;GO:0009605;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009966;GO:0009968;GO:0009991;GO:0010033;GO:0010565;GO:0010646;GO:0010648;GO:0019216;GO:0019217;GO:0019219;GO:0019222;GO:0023051;GO:0023057;GO:0030799;GO:0030800;GO:0030802;GO:0030803;GO:0030808;GO:0030809;GO:0030814;GO:0030815;GO:0030817;GO:0030818;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031667;GO:0032095;GO:0032096;GO:0032098;GO:0032099;GO:0032101;GO:0032102;GO:0032104;GO:0032105;GO:0032107;GO:0032108;GO:0032879;GO:0034284;GO:0042221;GO:0042594;GO:0044057;GO:0044060;GO:0045595;GO:0045596;GO:0045598;GO:0045599;GO:0045834;GO:0045923;GO:0045934;GO:0045980;GO:0046320;GO:0046321;GO:0046626;GO:0046627;GO:0046883;GO:0046887;GO:0046888;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048583;GO:0048585;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051046;GO:0051047;GO:0051048;GO:0051049;GO:0051050;GO:0051051;GO:0051093;GO:0051171;GO:0051172;GO:0051239;GO:0060341;GGO:0003676;GO:0003677;GO:0005102;GO:0005126;GO:0005164;GO:0005488;GO:0005509;GO:0005515;GO:0032813;GO:0043167;GO:0043169;GO:0046872GO:0005615;GO:0005635;GO:0005640;GO:0005737;GO:0005783;GO:0005797;GO:0016020;GO:0019867;GO:0031090;GO:0031965;GO:0031967;GO:0031968;GO:0031975;GO:0031984;GO:0031985;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044431;GO:0044444;GO:0044446;GO:004446415 45.5 0 90.626 2 0.76 0.111807 1.46 G3V8R1;Q9JI85Nucleobindin-2;Nesfatin-1 Nucb2 tr|G3V8R1|G3V8R1_RAT Nucleobindin 2, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Nucb2 PE=1 SV=1;sp|Q9JI85|NUCB2_RAT Nucleobindin-2 OS=Rattus norvegicus OX=10116 GN=Nucb2 PE=1 SV=1
26.04 25.89 25.83 25.04 24.75 24.35 -1.21 aliphatic-amine oxidase activity;aminoacetone:oxygen oxidoreductase(deaminating) activity;binding;catalytic activity;cation binding;cofactor binding;copper ion binding;identical protein binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-NH2 group of donors;oxidoreductase activity, acting on the CH-NH2 group of donors, oxygen as acceptor;phenethylamine:oxygen oxidoreductase (deaminating) activity;primary amine oxidase activity;protein binding;protein dimerization activity;protein homodimerization activity;quinone binding;transition metal ion binding;tryptamine:oxygen oxidoreductase (deaminating) activityaging;amine metabolic process;behavior;biological adhesion;biological regulation;cell adhesion;cell motility;cellular component movement;cellular process;developmental process;immune system process;locomotion;metabolic process;nitrogen compound metabolic process;regulation of transport;response to stimulus;response to stresscell part;cell surface;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;plasma membranebeta-Alanine metabolism;Glycine, serine and threonine metabolism;Isoquinoline alkaloid biosynthesis;Phenylalanine metabolism;Tropane, piperidine and pyridine alkaloid biosynthesis;Tyrosine metabolismCalcium;Celladhesion;Completeproteome;Copper;Directproteinsequencing;Disulfidebond;Glycoprotein;Membrane;Metal-binding;Oxidoreductase;Referenceproteome;Signal-anchor;TPQ;Transmembrane;TransmembranehelixGO:0002376;GO:0002523;GO:0002673;GO:0002675;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0006807;GO:0006928;GO:0006950;GO:0007155;GO:0007568;GO:0007610;GO:0007631;GO:0008152;GO:0008217;GO:0009308;GO:0009987;GO:0010827;GO:0010828;GO:0016477;GO:0022610;GO:0030334;GO:0030335;GO:0031347;GO:0031349;GO:0032101;GO:0032103;GO:0032502;GO:0032879;GO:0035902;GO:0040011;GO:0040012;GO:0040017;GO:0042755;GO:0048518;GO:0048522;GO:0048583;GO:0048584;GO:0048870;GO:0050727;GO:0050729;GO:0050789;GO:0050794;GO:0050896;GO:0050900;GO:0051049;GO:0051050;GO:0051270;GO:0051272;GO:0065007;GO:0065008;GO:0080134;GO:2000145;GO:2000147GO:0003824;GO:0005488;GO:0005507;GO:0005515;GO:0008131;GO:0016491;GO:0016638;GO:0016641;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0046983;GO:0048037;GO:0048038;GO:0052593;GO:0052594;GO:0052595;GO:0052596GO:0005615;GO:0005886;GO:0009986;GO:0016020;GO:0016021;GO:0031224;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044425;GO:0044464+ + 10 8.1 0 39.357 2 2.36 0.002198 3.93 A0A0G2JWZ2;O08590 tr|A0A0G2JWZ2|A0A0G2JWZ2_RAT Amine oxidase OS=Rattus norvegicus OX=10116 PE=3 SV=1
24.52 24.60 24.51 23.09 23.68 23.23 -1.21 active transmembrane transporter activity;adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;ATPase activity;ATPase activity, coupled;ATPase activity, coupled to movement of substances;ATPase activity, coupled to transmembrane movement of ions;ATPase activity, coupled to transmembrane movement of substances;binding;catalytic activity;cation transmembrane transporter activity;cation-transporting ATPase activity;hydrogen ion transmembrane transporter activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;inorganic cation transmembrane transporter activity;ion transmembrane transporter activity;monovalent inorganic cation transmembrane transporter activity;nucleoside-triphosphatase activity;nucleotide binding;P-P-bond-hydrolysis-driven transmembrane transporter activity;primary active transmembrane tracellular metabolic process;cellular nitrogen compound metabolic process;cellular process;establishment of localization;heterocycle metabolic process;hydrogen transport;ion transport;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;primary metabolic process;small molecule metabolic process;transmembrane transport;transportcell part;macromolecular complex;protein complexCollecting duct acid secretion;Epithelial cell signaling in Helicobacter pylori infection;Oxidative phosphorylation;Phagosome;Rheumatoid arthritis;Vibrio cholerae infectionCompleteproteome;Hydrogeniontransport;Iontransport;Proteomicsidentification;Referenceproteome;TransportGO:0006139;GO:0006163;GO:0006753;GO:0006807;GO:0006810;GO:0006811;GO:0006812;GO:0006818;GO:0008152;GO:0009117;GO:0009141;GO:0009144;GO:0009150;GO:0009199;GO:0009205;GO:0009259;GO:0009987;GO:0015672;GO:0015988;GO:0015991;GO:0015992;GO:0034220;GO:0034641;GO:0044237;GO:0044238;GO:0044281;GO:0046034;GO:0046483;GO:0051234;GO:0055085;GO:0055086;GO:0072521GO:0000166;GO:0003824;GO:0005215;GO:0005488;GO:0005524;GO:0008324;GO:0015075;GO:0015077;GO:0015078;GO:0015399;GO:0015405;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0016820;GO:0016887;GO:0017076;GO:0017111;GO:0019829;GO:0022804;GO:0022857;GO:0022890;GO:0022891;GO:0022892;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042623;GO:0042625;GO:0042626;GO:0043492;GO:0046961GO:0032991;GO:0033178;GO:0033180;GO:0043234;GO:0044425;GO:0044464+ + 12 25.8 0 84.437 2 2.61 0.001846 4.34 D4A133;A0A1W2Q6N0 Atp6v1a tr|D4A133|D4A133_RAT ATPase H+-transporting V1 subunit A OS=Rattus norvegicus OX=10116 GN=Atp6v1a PE=1 SV=1
27.92 27.95 27.97 26.67 26.83 26.71 -1.21 beta-N-acetylglucosaminidase activity;beta-N-acetylhexosaminidase activity;binding;carbohydrate binding;catalytic activity;hexosaminidase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;identical protein binding;protein binding;protein dimerization activity;protein heterodimerization activity;protein homodimerization activityalcohol metabolic process;amine metabolic process;anatomical structure development;behavior;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cell motility;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular lipid metabolic process;cellular metabolic process;cellular process;developmental process;homeostatic process;lipid metabolic process;localization;locomotion;macromolecule metabolic process;metabolic process;multicellular organismal process;neurological system process;nitrogen compound metabolic process;oligosaccharide metabolic process;organelle organization;polysaccharide metabolic process;primary metabolic process;protein metabolic process;response to stimulus;small molecule metabolic process;vacuole organizationcell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuole;vesicleAmino sugar and nucleotide sugar metabolism;Glycosaminoglycan degradation;Glycosphingolipid biosynthesis - ganglio series;Glycosphingolipid biosynthesis - globo series;Lysosome;Other glycan degradationCompleteproteome;Disulfidebond;Glycoprotein;Glycosidase;Hydrolase;Lysosome;Proteomicsidentification;Referenceproteome;SignalGO:0001501;GO:0001573;GO:0003008;GO:0005975;GO:0005976;GO:0005996;GO:0006022;GO:0006040;GO:0006041;GO:0006044;GO:0006066;GO:0006355;GO:0006357;GO:0006629;GO:0006643;GO:0006644;GO:0006664;GO:0006665;GO:0006672;GO:0006687;GO:0006689;GO:0006807;GO:0006873;GO:0006874;GO:0006875;GO:0006928;GO:0006996;GO:0007033;GO:0007040;GO:0007272;GO:0007276;GO:0007292;GO:0007341;GO:0007600;GO:0007605;GO:0007610;GO:0007626;GO:0008049;GO:0008152;GO:0008347;GO:0008360;GO:0008366;GO:0008610;GO:0008654;GO:0009056;GO:0009058;GO:0009308;GO:0009311;GO:0009313;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010876;GO:0016042;GO:0016043;GO:0016052;GO:0016477;GO:0019098;GO:0019219;GO:0019222;GO:0019377;GO:0019538;GO:0019637;GO:0019725;GO:0019915;GO:0022414;GO:0022603;GO:0022604;GO:0030003;GO:0030149;GO:0030203;GO:0031323;GO:0031325;GO:0031326;GO:0031328;GO:0032501;GO:0032502;GO:0033036;GO:0033057;GO:0040011;GO:0042552;GO:0042592;GO:0043170;GO:0043615;GO:0044237;GO:0044238;GO:0044242;GGO:0003824;GO:0004553;GO:0004563;GO:0005488;GO:0005515;GO:0015929;GO:0016231;GO:0016787;GO:0016798;GO:0030246;GO:0042802;GO:0042803;GO:0046982;GO:0046983GO:0000323;GO:0001669;GO:0005764;GO:0005773;GO:0016020;GO:0016023;GO:0030141;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 17 32.4 0 98.803 2 4.70 0 7.96 Q6AXR4;F1LR87Beta-hexosaminidase subunit beta Hexb sp|Q6AXR4|HEXB_RAT Beta-hexosaminidase subunit beta OS=Rattus norvegicus OX=10116 GN=Hexb PE=2 SV=1;tr|F1LR87|F1LR87_RAT Beta-hexosaminidase OS=Rattus norvegicus OX=10116 GN=Hexb PE=1 SV=3
24.50 24.75 24.82 23.51 23.51 23.40 -1.22 behavior;cellular process;developmental maturation;developmental process;establishment of localization;Golgi vesicle transport;multicellular organismal process;pigmentation;protein transport;response to stimulus;transport;vesicle-mediated transportAP-type membrane coat adaptor complex;cell part;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complexAcetylation;Completeproteome;Cytoplasm;Cytoplasmicvesicle;ER-Golgitransport;Golgiapparatus;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;TransportGO:0006810;GO:0006886;GO:0006890;GO:0007610;GO:0007626;GO:0008344;GO:0009987;GO:0015031;GO:0016192;GO:0021691;GO:0021700;GO:0030534;GO:0032501;GO:0032502;GO:0043473;GO:0045184;GO:0046907;GO:0048193;GO:0050896;GO:0051234;GO:0051649;GO:0071695GO:0005783;GO:0030117;GO:0030119;GO:0030120;GO:0030126;GO:0030131;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464+ + 14 28.2 0 43.285 1 3.55 0 6.03 Q66H80 Coatomer subunit delta Arcn1 sp|Q66H80|COPD_RAT Coatomer subunit delta OS=Rattus norvegicus OX=10116 GN=Arcn1 PE=2 SV=1
25.15 24.55 24.21 23.76 23.68 22.80 -1.22 binding;enzyme binding;kinase binding;protein binding;protein kinase binding;protein kinase C binding;structural molecule activitycellular process;establishment of localization;protein transport;transport;vesicle-mediated transportcell part;cytosol;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;protein complexAcetylation;Coiledcoil;Completeproteome;Cytoplasm;Cytoplasmicvesicle;ER-Golgitransport;Golgiapparatus;Membrane;Phosphoprotein;Proteintransport;Referenceproteome;Repeat;Transport;WDrepeatGO:0006810;GO:0006886;GO:0009987;GO:0015031;GO:0016192;GO:0045184;GO:0046907;GO:0051234;GO:0051649GO:0005080;GO:0005198;GO:0005488;GO:0005515;GO:0019899;GO:0019900;GO:0019901GO:0000139;GO:0005794;GO:0005829;GO:0012506;GO:0016020;GO:0030117;GO:0030659;GO:0030660;GO:0030662;GO:0030663;GO:0031090;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044464+ + 15 21.2 0 46.922 2 1.38 0.024845 2.38 O35142;A0A0G2K0P9Coatomer subunit beta Copb2 sp|O35142|COPB2_RAT Coatomer subunit beta OS=Rattus norvegicus OX=10116 GN=Copb2 PE=1 SV=3

NaN 24.16 24.36 23.04 NaN 23.03 -1.23 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;ribonucleoprotein complex;ribosome;vesicleRibosome Acetylation;Completeproteome;Phosphoprotein;Proteomicsidentification;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005840;GO:0005912;GO:0005924;GO:0005925;GO:0015934;GO:0016020;GO:0022625;GO:0030054;GO:0030055;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 3 25 0 12.973 16 2.16 0.004615 6.05 D3ZKU5;D3ZX87;P62902;D3ZK34;D3ZU04;D3Z8W1;D4ACQ2;D4ABZ9;D3ZZ60;A0A0G2K7E3;D3ZVY6;D4ACA9;D3ZDE9;D3ZVF5;D3ZLA5;D3ZAC760S ribosomal protein L31 RGD1564839;LOC100910017;Rpl31;RGD1565894;LOC102550734;LOC680384;LOC690384;Rpl31l4;LOC681356;LOC100359986tr|D3ZKU5|D3ZKU5_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=1;tr|D3ZX87|D3ZX87_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=4 SV=2;sp|P62902|RL31_RAT 60S ribosomal protein L31 OS=Rattus norvegicus OX=10116 GN=Rpl31 PE
26.45 26.85 26.63 25.43 24.96 25.83 -1.24 1-phosphatidylinositol binding;binding;cation binding;ion binding;lipid binding;metal ion binding;phosphatidylinositol binding;phospholipid bindingcellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;membrane fusion;membrane invagination;membrane organization;organelle fusion;organelle organization;transport;vesicle organization;vesicle-mediated transportcell part;cell projection;cytosol;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;neuron projection;organelle;protein complex;vesicleCompleteproteome;Metal-binding;Proteomicsidentification;Referenceproteome;Zinc;Zinc-fingerGO:0006810;GO:0006897;GO:0006906;GO:0006944;GO:0006996;GO:0009987;GO:0010324;GO:0016043;GO:0016044;GO:0016050;GO:0016192;GO:0048284;GO:0051234;GO:0061024;GO:0061025;GO:0071840;GO:0071841;GO:0071842GO:0005488;GO:0005543;GO:0005545;GO:0008289;GO:0035091;GO:0043167;GO:0043169;GO:0046872GO:0005768;GO:0005769;GO:0005829;GO:0005969;GO:0019897;GO:0019898;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044308;GO:0044309;GO:0044421;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044463;GO:0044464;GO:0055037;GO:0065010;GO:0070062+ + 40 32.2 0 183.85 2 1.94 0.006377 3.26 F1LUA1;A0A0G2K051 Eea1 tr|F1LUA1|F1LUA1_RAT Early endosome antigen 1 OS=Rattus norvegicus OX=10116 GN=Eea1 PE=1 SV=1;tr|A0A0G2K051|A0A0G2K051_RAT Early endosome antigen 1 OS=Rattus norvegicus OX=10116 GN=Eea1 PE=1 SV=1
27.15 27.25 27.05 25.65 26.22 25.87 -1.24 apoptotic protease activator activity;binding;caspase activator activity;caspase regulator activity;channel inhibitor activity;channel regulator activity;enzyme activator activity;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;ion channel inhibitor activity;kinase binding;kinase inhibitor activity;kinase regulator activity;peptidase activator activity;peptidase regulator activity;protein binding;protein domain specific binding;protein kinase binding;protein kinase C binding;protein kinase inhibitor activity;protein kinase regulator activity;protein tyrosine kinase inhibitor activity;receptor binding;receptor tyrosine kinase binding;SH2 domain bindinganatomical structure morphogenesis;biological regulation;cell cycle;cell differentiation;cellular process;developmental process;regulation of cell cycle;regulation of protein modification process;regulation of translation;regulation of transport;response to stimulus;rhythmic process;signal transductioncell body;cell part;cell projection;cytoplasm;cytoskeleton;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;midbody;mitochondrion;neuron projection;neuronal cell body;nucleus;organelle;ribonucleoprotein complex;small ribosomal subunit;vesicleMeasles Acetylation;Apoptosis;Biologicalrhythms;Cellcycle;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Developmentalprotein;Directproteinsequencing;Gastrulation;Growthregulation;Membrane;Nucleus;Phosphoprotein;Referenceproteome;Repeat;Translationregulation;WDrepeatGO:0001558;GO:0001649;GO:0001932;GO:0001934;GO:0003254;GO:0006140;GO:0006417;GO:0007049;GO:0007165;GO:0007166;GO:0007186;GO:0007205;GO:0007369;GO:0009653;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009894;GO:0009896;GO:0009966;GO:0009968;GO:0009987;GO:0010468;GO:0010470;GO:0010556;GO:0010558;GO:0010562;GO:0010604;GO:0010605;GO:0010608;GO:0010627;GO:0010646;GO:0010648;GO:0010741;GO:0010941;GO:0010942;GO:0017148;GO:0019219;GO:0019220;GO:0019222;GO:0022603;GO:0023051;GO:0023057;GO:0030100;GO:0030111;GO:0030154;GO:0030162;GO:0030178;GO:0030308;GO:0030334;GO:0030335;GO:0030799;GO:0030801;GO:0030805;GO:0030807;GO:0030811;GO:0030813;GO:0030814;GO:0030816;GO:0030820;GO:0030822;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031329;GO:0031331;GO:0031334;GO:0031399;GO:0031401;GO:0032147;GO:0032268;GO:0032269;GO:0032270;GO:0032434;GO:0032436;GO:0032459;GO:0032461;GO:0032462;GO:0032464;GO:0032502;GO:0032844;GO:0032846;GO:0032878;GO:0032879;GO:0032880;GO:0033121;GO:0033123;GO:0033124;GO:0033674;GO:0040008;GGO:0004857;GO:0004860;GO:0005080;GO:0005102;GO:0005488;GO:0005515;GO:0008047;GO:0008200;GO:0008656;GO:0016247;GO:0016248;GO:0016504;GO:0016505;GO:0019207;GO:0019210;GO:0019887;GO:0019899;GO:0019900;GO:0019901;GO:0019904;GO:0030234;GO:0030292;GO:0030971;GO:0042169;GO:0043028;GO:0061134GO:0001891;GO:0005634;GO:0005737;GO:0005739;GO:0005829;GO:0005856;GO:0015935;GO:0016020;GO:0030425;GO:0030496;GO:0030529;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043005;GO:0043025;GO:0043204;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043231;GO:0043232;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 17 64.7 0 194.06 3 2.67 0.002043 4.49 P63245;A0A0G2JZE6;A0A0G2JY24Guanine nucleotide-binding protein subunit beta-2-like 1;Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processedGnb2l1 sp|P63245|RACK1_RAT Receptor of activated protein C kinase 1 OS=Rattus norvegicus OX=10116 GN=Rack1 PE=1 SV=3;tr|A0A0G2JZE6|A0A0G2JZE6_RAT Receptor of-activated protein C kinase 1 OS=Rattus norvegicus OX=10116 GN=Rack1 PE=1 SV=1
24.69 24.95 24.67 23.78 24.01 22.79 -1.24 catalytic activity;phosphorylase activity;purine-nucleoside phosphorylase activity;S-methyl-5-thioadenosine phosphorylase activity;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring hexosyl groups;transferase activity, transferring pentosyl groupsamine metabolic process;biosynthetic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic compound salvage;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;one-carbon metabolic process;organic acid metabolic process;primary metabolic process;purine-containing compound salvage;response to chemical stimulus;response to endogenous stimulus;response to stimulus;small molecule metabolic process;sulfur compound metabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleCysteine and methionine metabolismCompleteproteome;Cytoplasm;Glycosyltransferase;Nucleus;Proteomicsidentification;Purinesalvage;Referenceproteome;TransferaseGO:0000096;GO:0000097;GO:0006082;GO:0006139;GO:0006166;GO:0006520;GO:0006555;GO:0006730;GO:0006790;GO:0006807;GO:0008152;GO:0008652;GO:0009058;GO:0009066;GO:0009067;GO:0009086;GO:0009116;GO:0009119;GO:0009163;GO:0009308;GO:0009309;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0016053;GO:0018130;GO:0019509;GO:0019752;GO:0032259;GO:0033574;GO:0034641;GO:0034654;GO:0042180;GO:0042221;GO:0042278;GO:0042451;GO:0042455;GO:0043094;GO:0043101;GO:0043102;GO:0043174;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044272;GO:0044281;GO:0044283;GO:0046128;GO:0046129;GO:0046394;GO:0046483;GO:0048545;GO:0050896;GO:0055086;GO:0071265;GO:0071267;GO:0072521;GO:0072522GO:0003824;GO:0004645;GO:0004731;GO:0016740;GO:0016757;GO:0016758;GO:0016763;GO:0017061GO:0005634;GO:0005737;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044464+ + 7 33.2 0 142.96 2 1.50 0.020033 2.57 A0A0G2K583;Q7TP15S-methyl-5-thioadenosine phosphorylaseMtap tr|A0A0G2K583|A0A0G2K583_RAT S-methyl-5-thioadenosine phosphorylase OS=Rattus norvegicus OX=10116 GN=Mtap PE=1 SV=1;tr|Q7TP15|Q7TP15_RAT S-methyl-5-thioadenosine phosphorylase OS=Rattus norvegicus OX=10116 GN=Mtap PE=1 SV=1
24.04 23.21 23.12 NaN 22.27 22.15 -1.25 binding;GTP binding;guanyl nucleotide binding;guanyl ribonucleotide binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindinganatomical structure morphogenesis;biological regulation;cell cycle;cell division;cellular component assembly;cellular component morphogenesis;cellular component organization;cellular process;developmental process;macromolecular complex assembly;mitosis;nuclear division;organelle fission;organelle organization;protein complex assemblycell part;cytoplasm;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;kinetochore;macromolecular complex;membrane;midbody;nucleolus;organelle;plasma membrane;protein complex;septin complex;synapse;vesicleAcetylation;Cellcycle;Celldivision;Cellprojection;Centromere;Chromosome;Cilium;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Kinetochore;Mitosis;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0000280;GO:0006461;GO:0006996;GO:0007049;GO:0007067;GO:0008360;GO:0009653;GO:0009987;GO:0016043;GO:0016476;GO:0022402;GO:0022403;GO:0022603;GO:0022604;GO:0022607;GO:0030030;GO:0032502;GO:0032989;GO:0032990;GO:0043933;GO:0045995;GO:0048285;GO:0048858;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0051128;GO:0051239;GO:0051259;GO:0051291;GO:0051301;GO:0060271;GO:0065003;GO:0065007;GO:0065008;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:2000026GO:0000166;GO:0005488;GO:0005525;GO:0017076;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0000776;GO:0000777;GO:0001725;GO:0005730;GO:0005737;GO:0005819;GO:0005856;GO:0005886;GO:0005930;GO:0015630;GO:0016020;GO:0030496;GO:0031105;GO:0031982;GO:0031988;GO:0032154;GO:0032155;GO:0032432;GO:0032991;GO:0033267;GO:0042641;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0043679;GO:0044306;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044430;GO:0044444;GO:0044446;GO:0044448;GO:0044463;GO:0044464;GO:0045202;GO:0065010;GO:0070062+ + 9 21.6 0 36.203 11 1.33 0.025324 2.59 F1LMC7;A0A0G2JZT5;D4A0F5;Q9WVC0;Q7TP92;A0A0G2JV25;A0A1W2Q660;A0A0G2K5F4;D3ZHG7;A0A0H2UI27;Q5PQK1Septin-7 44081 tr|F1LMC7|F1LMC7_RAT Septin-7 OS=Rattus norvegicus OX=10116 GN=Sept7 PE=1 SV=3;tr|A0A0G2JZT5|A0A0G2JZT5_RAT Septin-7 OS=Rattus norvegicus OX=10116 GN=Sept7 PE=1 SV=1;tr|D4A0F5|D4A0F5_RAT Septin-7 OS=Rattus norvegicus OX=10116 GN=Sept7 PE=1 SV=3;sp|Q9WVC0|S
32.66 31.90 31.73 30.90 30.84 30.80 -1.25 binding;carbohydrate binding;glycosaminoglycan binding;heparin binding;pattern binding;polysaccharide bindinganatomical structure development;biological adhesion;cell adhesion;cell differentiation;cellular process;developmental processcell part;cytoplasmic membrane-bounded vesicle;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleCellmembrane;Completeproteome;Glycoprotein;Membrane;Phosphoprotein;Referenceproteome;Signal;Transmembrane;TransmembranehelixGO:0001649;GO:0007155;GO:0009888;GO:0009987;GO:0022610;GO:0030154;GO:0030282;GO:0031214;GO:0032502;GO:0048856;GO:0048869GO:0001871;GO:0005488;GO:0005539;GO:0008201;GO:0030246;GO:0030247GO:0005887;GO:0016021;GO:0016023;GO:0031224;GO:0031226;GO:0031410;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044425;GO:0044444;GO:0044459;GO:0044464;GO:0048770+ + 11 23.1 0 323.31 1 1.92 0.00627 3.24 Q6P7C7 Transmembrane glycoprotein NMB Gpnmb sp|Q6P7C7|GPNMB_RAT Transmembrane glycoprotein NMB OS=Rattus norvegicus OX=10116 GN=Gpnmb PE=2 SV=1
24.85 24.81 24.69 23.63 23.59 23.35 -1.26 adenyl nucleotide binding;adenyl ribonucleotide binding;ADP binding;ATP binding;binding;carbohydrate binding;carbohydrate kinase activity;catalytic activity;cation binding;enzyme binding;fructokinase activity;glucokinase activity;glucose binding;hexokinase activity;hormone binding;ion binding;kinase activity;magnesium ion binding;mannokinase activity;metal ion binding;monosaccharide binding;nucleotide binding;phosphatase binding;phosphotransferase activity, alcohol group as acceptor;protein binding;protein phosphatase binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;sugar binding;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cell communication;cellular homeostasis;cellular ion homeostasis;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;detection of stimulus;energy reserve metabolic process;establishment of localization;generation of precursor metabolites and energy;heterocycle metabolic process;homeostatic process;ion transport;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;phosphorus metabolic process;polysaccharide metabolic process;primary metabolic process;regulation of transport;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stress;signal tcell cortex;cell part;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;mitochondrion;nucleoplasm;nucleus;organelle;protein complex;vesicleAmino sugar and nucleotide sugar metabolism;Butirosin and neomycin biosynthesis;Carbohydrate digestion and absorption;Fructose and mannose metabolism;Galactose metabolism;Glycolysis / Gluconeogenesis;Insulin signaling pathway;Maturity onset diabetes of the young;Starch and sucrose metabolism;Streptomycin biosynthesis;Type II diabetes mellitusAllostericenzyme;Alternativepromoterusage;Alternativesplicing;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Glycolysis;Kinase;Nucleotide-binding;Nucleus;Referenceproteome;Repeat;TransferaseGO:0000271;GO:0001678;GO:0002791;GO:0002793;GO:0005975;GO:0005976;GO:0005977;GO:0005978;GO:0005979;GO:0005996;GO:0006000;GO:0006003;GO:0006006;GO:0006007;GO:0006066;GO:0006073;GO:0006091;GO:0006096;GO:0006109;GO:0006110;GO:0006111;GO:0006112;GO:0006139;GO:0006732;GO:0006733;GO:0006739;GO:0006753;GO:0006793;GO:0006796;GO:0006807;GO:0006810;GO:0006811;GO:0006812;GO:0006816;GO:0006873;GO:0006874;GO:0006875;GO:0006950;GO:0007154;GO:0007165;GO:0007204;GO:0008152;GO:0009056;GO:0009058;GO:0009059;GO:0009117;GO:0009250;GO:0009267;GO:0009593;GO:0009605;GO:0009719;GO:0009725;GO:0009730;GO:0009732;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009894;GO:0009896;GO:0009987;GO:0009991;GO:0010033;GO:0010556;GO:0010557;GO:0010562;GO:0010565;GO:0010604;GO:0010646;GO:0010675;GO:0010676;GO:0010677;GO:0010906;GO:0010907;GO:0010959;GO:0010962;GO:0014060;GO:0015980;GO:0016051;GO:0016052;GO:0016310;GO:0019220;GO:0019222;GO:0019318;GO:0019320;GO:0019362;GO:0019725;GO:0019932;GO:0023051;GGO:0000166;GO:0000287;GO:0003824;GO:0004340;GO:0004396;GO:0005488;GO:0005515;GO:0005524;GO:0005529;GO:0005536;GO:0008865;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019158;GO:0019200;GO:0019899;GO:0019902;GO:0019903;GO:0030246;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0042562;GO:0043167;GO:0043169;GO:0043531;GO:0046872;GO:0048029GO:0005634;GO:0005654;GO:0005737;GO:0005739;GO:0005829;GO:0005938;GO:0016023;GO:0030141;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044448;GO:0044464;GO:0045180+ + 19 28.2 0 54.47 4 3.64 0 6.29 A0A0G2JST6;A0A0G2JTY2;P27926;P17712Hexokinase-3 Hk3 tr|A0A0G2JST6|A0A0G2JST6_RAT Hexokinase 3, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Hk3 PE=1 SV=1;tr|A0A0G2JTY2|A0A0G2JTY2_RAT Hexokinase-3 OS=Rattus norvegicus OX=10116 GN=Hk3 PE=1 SV=1;sp|P27926|HXK3_RAT Hexokinase-3 OS=Rattus norvegicus OX=10116 G
25.29 25.32 25.12 23.97 23.36 24.61 -1.26 alpha-galactosidase activity;alpha-N-acetylgalactosaminidase activity;catalytic activity;galactosidase activity;hexosaminidase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compoundscarbohydrate metabolic process;catabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;oligosaccharide metabolic process;primary metabolic processcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleGlycosphingolipid biosynthesis - globo series;LysosomeCompleteproteome;Disulfidebond;Glycoprotein;Glycosidase;Hydrolase;Lysosome;Phosphoprotein;Referenceproteome;SignalGO:0005975;GO:0006629;GO:0006643;GO:0006664;GO:0006665;GO:0006672;GO:0006677;GO:0008152;GO:0009056;GO:0009311;GO:0009987;GO:0016042;GO:0016052;GO:0016137;GO:0016139;GO:0019377;GO:0030149;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0044262;GO:0044275;GO:0046466;GO:0046477;GO:0046514;GO:0046519;GO:0046521GO:0003824;GO:0004553;GO:0004557;GO:0008456;GO:0015925;GO:0015929;GO:0016787;GO:0016798GO:0000323;GO:0005737;GO:0005764;GO:0005773;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 13 36.4 0 103.28 1 1.59 0.015767 2.71 Q66H12 Alpha-N-acetylgalactosaminidase Naga sp|Q66H12|NAGAB_RAT Alpha-N-acetylgalactosaminidase OS=Rattus norvegicus OX=10116 GN=Naga PE=2 SV=1
27.18 26.96 26.28 25.38 25.63 25.62 -1.26 enzyme regulator activitybiological regulationcell part;extracellular organelle;macromolecular complex;membrane;organelle;protein complex;vesicleProteasomeAcetylation;Completeproteome;Phosphoprotein;Proteasome;Referenceproteome;RepeatGO:0009894;GO:0019222;GO:0042176;GO:0050789;GO:0051246;GO:0060255;GO:0065007;GO:0080090GO:0030234GO:0016020;GO:0022624;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 29 40.2 0 241.03 1 1.95 0.006414 3.29 Q4FZT9 26S proteasome non-ATPase regulatory subunit 2Psmd2 sp|Q4FZT9|PSMD2_RAT 26S proteasome non-ATPase regulatory subunit 2 OS=Rattus norvegicus OX=10116 GN=Psmd2 PE=1 SV=1
23.90 24.08 23.79 22.78 22.78 22.36 -1.28 catalytic activity;cysteine-type peptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;small conjugating protein-specific protease activity;ubiquitin-specific protease activitycatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;intracellularCompleteproteome;Cytoplasm;Directproteinsequencing;Hydrolase;Phosphoprotein;Protease;Proteomicsidentification;Referenceproteome;Thiolprotease;UblconjugationpathwayGO:0006464;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0016579;GO:0019538;GO:0019941;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0051603;GO:0070646;GO:0070647GO:0003824;GO:0004843;GO:0008233;GO:0008234;GO:0016787;GO:0019783;GO:0070011GO:0005622;GO:0005737;GO:0044424;GO:0044464+ + 9 54.8 0 37.875 2 2.86 0 4.89 D4ABI6;Q91Y78Ubiquitin carboxyl-terminal hydrolase;Ubiquitin carboxyl-terminal hydrolase isozyme L3Uchl3 tr|D4ABI6|D4ABI6_RAT Ubiquitin carboxyl-terminal hydrolase OS=Rattus norvegicus OX=10116 GN=Uchl3 PE=1 SV=2;sp|Q91Y78|UCHL3_RAT Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Rattus norvegicus OX=10116 GN=Uchl3 PE=1 SV=1
23.92 24.22 23.78 NaN 23.37 21.99 -1.29 catalytic activity;hydrolase activity;hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsmetabolic process;nitrogen compound metabolic processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;nucleus;organelle;vesicleCompleteproteome;Cytoplasm;Hydrolase;Mitochondrion;ReferenceproteomeGO:0006807;GO:0008152GO:0003824;GO:0016787;GO:0016810GO:0005634;GO:0005739;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700629 33.6 0 33.068 1 1.01 0.058565 2.01 Q7TQ94 Nitrilase homolog 1 Nit1 sp|Q7TQ94|NIT1_RAT Deaminated glutathione amidase OS=Rattus norvegicus OX=10116 GN=Nit1 PE=2 SV=2
28.47 29.83 29.88 28.13 28.02 28.16 -1.29 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;carboxylic acid binding;catalytic activity;cation binding;drug binding;enzyme binding;fatty acid binding;intermediate filament binding;ion binding;kinase activity;lipid binding;metal ion binding;monocarboxylic acid binding;nucleobase-containing compound kinase activity;nucleoside diphosphate kinase activity;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;phosphotransferase activity, nitrogenous group as acceptor;phosphotransferase activity, phosphate group as acceptor;protein binding;protein complex binding;protein histidine kinase activity;protein kinase activity;protein serine/threonine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsbiological regulation;biosynthetic process;cellular component assembly;cellular component organization;cellular homeostasis;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;homeostatic process;macromolecular complex assembly;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;phosphorus metabolic process;primary metabolic process;protein complex assembly;protein metabolic process;protein modification process;protein phosphorylation;response to chemical stimulus;response to endogenous stimulus;response to oxidative stress;response to stimulus;response to stress;signal transduction;small molecule metabolic processcell part;cell projection;cytoplasm;cytosol;membrane;plasma membranePurine metabolism;Pyrimidine metabolismAcetylation;ATP-binding;Cellmembrane;Cellprojection;Completeproteome;Cytoplasm;Directproteinsequencing;Kinase;Magnesium;Membrane;Metal-binding;Nucleotide-binding;Nucleotidemetabolism;Referenceproteome;TransferaseGO:0001678;GO:0002682;GO:0002761;GO:0002762;GO:0006139;GO:0006140;GO:0006163;GO:0006164;GO:0006165;GO:0006183;GO:0006213;GO:0006220;GO:0006221;GO:0006228;GO:0006241;GO:0006355;GO:0006357;GO:0006461;GO:0006464;GO:0006468;GO:0006753;GO:0006793;GO:0006796;GO:0006807;GO:0006950;GO:0006979;GO:0007165;GO:0007166;GO:0007229;GO:0008152;GO:0008284;GO:0009058;GO:0009116;GO:0009117;GO:0009119;GO:0009132;GO:0009141;GO:0009142;GO:0009144;GO:0009145;GO:0009147;GO:0009148;GO:0009150;GO:0009152;GO:0009165;GO:0009199;GO:0009201;GO:0009205;GO:0009206;GO:0009208;GO:0009209;GO:0009218;GO:0009220;GO:0009259;GO:0009260;GO:0009719;GO:0009725;GO:0009743;GO:0009746;GO:0009749;GO:0009889;GO:0009891;GO:0009893;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010557;GO:0010604;GO:0010628;GO:0010941;GO:0010975;GO:0010976;GO:0016043;GO:0016310;GO:0018130;GO:0019219;GO:0019222;GO:0019538;GO:0019725;GO:0022607;GO:0030799;GO:0030801;GO:0030802;GO:0030804;GO:0030808;GO:0030810;GO:0030814;GO:0030816;GO:0030817;GO:0030819;GO:0030856;GO:0030858;GGO:0000166;GO:0003824;GO:0004550;GO:0004672;GO:0004673;GO:0004674;GO:0005488;GO:0005504;GO:0005515;GO:0005524;GO:0008144;GO:0008289;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0016775;GO:0016776;GO:0017076;GO:0019205;GO:0019215;GO:0019899;GO:0030554;GO:0031406;GO:0032403;GO:0032553;GO:0032555;GO:0032559;GO:0033293;GO:0035639;GO:0043167;GO:0043169;GO:0046872GO:0001726;GO:0005737;GO:0005829;GO:0005886;GO:0016020;GO:0030027;GO:0031090;GO:0031966;GO:0042995;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0071944+ + 12 79.6 0 249.9 1 1.31 0.025314 2.29 P19804 Nucleoside diphosphate kinase B Nme2 sp|P19804|NDKB_RAT Nucleoside diphosphate kinase B OS=Rattus norvegicus OX=10116 GN=Nme2 PE=1 SV=1
23.11 24.50 23.34 22.49 22.18 NaN -1.31 binding;clathrin binding;clathrin heavy chain binding;neurotransmitter transporter activity;peptide binding;protein binding;structural molecule activity;transmembrane transporter activity;transporter activitybiological regulation;cellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;membrane invagination;membrane organization;neurotransmitter transport;organelle organization;protein transport;secretion;transport;vesicle organization;vesicle-mediated transportcell part;macromolecular complex;protein complexBacterial invasion of epithelial cells;Endocrine and other factor-regulated calcium reabsorption;Endocytosis;Huntington's disease;LysosomeAcetylation;Alternativesplicing;Calcium;Coatedpit;Completeproteome;Cytoplasmicvesicle;Directproteinsequencing;Disulfidebond;Membrane;Phosphoprotein;ReferenceproteomeGO:0001505;GO:0006810;GO:0006836;GO:0006886;GO:0006897;GO:0006898;GO:0006901;GO:0006996;GO:0007269;GO:0009987;GO:0010324;GO:0015031;GO:0016043;GO:0016044;GO:0016050;GO:0016183;GO:0016192;GO:0023061;GO:0032940;GO:0045184;GO:0046903;GO:0046907;GO:0051234;GO:0051649;GO:0061024;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842;GO:0072583GO:0005198;GO:0005215;GO:0005326;GO:0005488;GO:0005515;GO:0022857;GO:0030276;GO:0032050;GO:0042277GO:0005802;GO:0030117;GO:0030118;GO:0030120;GO:0030125;GO:0030130;GO:0030132;GO:0031253;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044431;GO:0044433;GO:0044441;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:00601707 21.8 0 20.003 1 0.99 0.064167 1.97 P08082 Clathrin light chain B Cltb sp|P08082|CLCB_RAT Clathrin light chain B OS=Rattus norvegicus OX=10116 GN=Cltb PE=1 SV=1
24.29 23.73 23.95 22.34 23.30 22.37 -1.32 binding;catalytic activity;cation binding;cysteine-type endopeptidase activity;cysteine-type peptidase activity;endopeptidase activity;exopeptidase activity;hydrolase activity;ion binding;metal ion binding;omega peptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;small conjugating protein-specific protease activity;transition metal ion binding;ubiquitin-specific protease activity;zinc ion bindingbiological regulation;catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;macromolecule modification;metabolic process;primary metabolic process;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleCompleteproteome;Disulfidebond;Hydrolase;Metal-binding;Protease;Proteomicsidentification;Referenceproteome;Thiolprotease;Ublconjugationpathway;Zinc;Zinc-fingerGO:0006464;GO:0006508;GO:0006511;GO:0008152;GO:0009056;GO:0009057;GO:0009893;GO:0009894;GO:0009896;GO:0009987;GO:0010498;GO:0010604;GO:0016579;GO:0019222;GO:0019538;GO:0019941;GO:0030162;GO:0031323;GO:0031325;GO:0031329;GO:0031331;GO:0032268;GO:0032270;GO:0032434;GO:0032436;GO:0042176;GO:0043161;GO:0043170;GO:0043412;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0045732;GO:0045862;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0051246;GO:0051247;GO:0051603;GO:0060255;GO:0061136;GO:0065007;GO:0070646;GO:0070647;GO:0071108;GO:0080090GO:0003824;GO:0004175;GO:0004197;GO:0004843;GO:0005488;GO:0008233;GO:0008234;GO:0008238;GO:0008242;GO:0008270;GO:0016787;GO:0019783;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0000323;GO:0005764;GO:0005773;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 11 17 0 70.692 1 1.69 0.010516 2.91 D3ZVQ0 Ubiquitin carboxyl-terminal hydrolase Usp5 tr|D3ZVQ0|D3ZVQ0_RAT Ubiquitin carboxyl-terminal hydrolase OS=Rattus norvegicus OX=10116 GN=Usp5 PE=1 SV=1
25.65 25.53 24.74 23.84 24.03 24.04 -1.33 4 iron, 4 sulfur cluster binding;aconitate hydratase activity;binding;carbon-oxygen lyase activity;catalytic activity;cation binding;hydro-lyase activity;ion binding;iron-responsive element binding;iron-sulfur cluster binding;lyase activity;metal cluster binding;metal ion binding;mRNA 5'-UTR binding;mRNA binding;nucleic acid binding;RNA bindingbiological regulation;catabolic process;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular process;cofactor metabolic process;developmental process;homeostatic process;metabolic process;multicellular organismal process;organic acid metabolic process;post-embryonic development;regulation of translation;response to chemical stimulus;response to stimulus;small molecule metabolic processcell part;cytoplasm;cytosol;endoplasmic reticulum;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleCarbon fixation pathways in prokaryotes;Citrate cycle (TCA cycle);Glyoxylate and dicarboxylate metabolism4Fe-4S;Completeproteome;Cytoplasm;Directproteinsequencing;Iron;Iron-sulfur;Lyase;Metal-binding;Proteomicsidentification;Referenceproteome;RNA-binding;TricarboxylicacidcycleGO:0003008;GO:0006082;GO:0006084;GO:0006099;GO:0006101;GO:0006417;GO:0006732;GO:0006873;GO:0006875;GO:0006879;GO:0008152;GO:0009056;GO:0009109;GO:0009791;GO:0009889;GO:0009987;GO:0010035;GO:0010038;GO:0010039;GO:0010040;GO:0010468;GO:0010556;GO:0010608;GO:0019222;GO:0019725;GO:0019752;GO:0022600;GO:0030003;GO:0031323;GO:0031326;GO:0032268;GO:0032501;GO:0032502;GO:0042180;GO:0042221;GO:0042592;GO:0043436;GO:0044237;GO:0044248;GO:0044281;GO:0046356;GO:0048878;GO:0050789;GO:0050794;GO:0050801;GO:0050892;GO:0050896;GO:0051186;GO:0051187;GO:0051246;GO:0055065;GO:0055072;GO:0055080;GO:0055082;GO:0060255;GO:0065007;GO:0065008;GO:0072350;GO:0080090;GO:2000112GO:0003676;GO:0003723;GO:0003729;GO:0003824;GO:0003994;GO:0005488;GO:0016829;GO:0016835;GO:0016836;GO:0030350;GO:0043167;GO:0043169;GO:0046872;GO:0048027;GO:0051536;GO:0051539;GO:0051540GO:0005737;GO:0005739;GO:0005783;GO:0005794;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 16 23.8 0 46.532 2 1.99 0.006415 3.40 G3V6S2;Q63270Aconitate hydratase;Cytoplasmic aconitate hydrataseAco1 tr|G3V6S2|G3V6S2_RAT Cytoplasmic aconitate hydratase OS=Rattus norvegicus OX=10116 GN=Aco1 PE=1 SV=1;sp|Q63270|ACOC_RAT Cytoplasmic aconitate hydratase OS=Rattus norvegicus OX=10116 GN=Aco1 PE=1 SV=1
28.11 28.30 28.12 26.81 26.91 26.82 -1.33 binding;catalytic activity;double-stranded RNA binding;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleic acid binding;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;RNA binding;structural constituent of cytoskeleton;structural molecule activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;cytoskeleton organization;macromolecular complex assembly;organelle assembly;organelle organization;protein complex assembly;protein polymerizationcell body;cell part;cell projection;cilium;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;neuronal cell body;nucleus;organelle;protein complex;vesicleGap junction;Pathogenic Escherichia coli infection;PhagosomeAcetylation;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Microtubule;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0000226;GO:0006461;GO:0006996;GO:0007010;GO:0007017;GO:0007051;GO:0009987;GO:0016043;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0051225;GO:0051258;GO:0065003;GO:0070925;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003676;GO:0003723;GO:0003725;GO:0003824;GO:0003924;GO:0005198;GO:0005200;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005634;GO:0005737;GO:0005874;GO:0005929;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0033269;GO:0042995;GO:0043025;GO:0043209;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044463;GO:0044464;GO:0065010;GO:0070062+ + 23 60.9 0 323.31 3 4.41 0 7.95 G3V7C6;Q6P9T8;B4F7C2Tubulin beta-4B chain Tubb4b;Tubb4a tr|G3V7C6|G3V7C6_RAT Tubulin beta chain OS=Rattus norvegicus OX=10116 GN=Tubb4b PE=1 SV=2;sp|Q6P9T8|TBB4B_RAT Tubulin beta-4B chain OS=Rattus norvegicus OX=10116 GN=Tubb4b PE=1 SV=1;tr|B4F7C2|B4F7C2_RAT Tubulin beta chain OS=Rattus norvegicus OX=10116 GN=T
27.26 26.92 26.68 25.60 25.43 25.82 -1.34 catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;hydrolase activity, acting on glycosyl bonds;lipase activity;phospholipase activity;phosphoric diester hydrolase activity;phosphoric ester hydrolase activity;sphingomyelin phosphodiesterase activitycatabolic process;cellular lipid metabolic process;cellular metabolic process;cellular process;lipid metabolic process;metabolic process;primary metabolic processextracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Glycoprotein;Glycosidase;Hydrolase;Referenceproteome;Secreted;SignalGO:0006629;GO:0006643;GO:0006644;GO:0006665;GO:0006684;GO:0006685;GO:0008152;GO:0009056;GO:0009395;GO:0009987;GO:0016042;GO:0019637;GO:0030149;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0046466GO:0003824;GO:0004620;GO:0004767;GO:0008081;GO:0016298;GO:0016787;GO:0016788;GO:0016798;GO:0042578GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 9 32.4 0 224.83 1 2.56 0.001939 4.41 Q641Z7 Acid sphingomyelinase-like phosphodiesterase 3aSmpdl3a sp|Q641Z7|ASM3A_RAT Acid sphingomyelinase-like phosphodiesterase 3a OS=Rattus norvegicus OX=10116 GN=Smpdl3a PE=2 SV=1
25.64 25.07 25.49 24.08 24.04 NaN -1.34 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;carbohydrate binding;carbohydrate kinase activity;catalytic activity;fructokinase activity;glucokinase activity;glucose binding;hexokinase activity;kinase activity;mannokinase activity;monosaccharide binding;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;sugar binding;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;biological regulation;carbohydrate metabolic process;catabolic process;cellular component organization;cellular homeostasis;cellular metabolic process;cellular process;establishment of localization;generation of precursor metabolites and energy;homeostatic process;metabolic process;mitochondrion organization;multicellular organismal process;organelle organization;phosphorus metabolic process;primary metabolic process;regulation of body fluid levels;regulation of transport;secretion;small molecule metabolic process;transportcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;membrane;mitochondrion;organelleAmino sugar and nucleotide sugar metabolism;Butirosin and neomycin biosynthesis;Carbohydrate digestion and absorption;Fructose and mannose metabolism;Galactose metabolism;Glycolysis / Gluconeogenesis;Insulin signaling pathway;Starch and sucrose metabolism;Streptomycin biosynthesis;Type II diabetes mellitusAllostericenzyme;ATP-binding;Completeproteome;Directproteinsequencing;Glycolysis;Kinase;Nucleotide-binding;Referenceproteome;Repeat;TransferaseGO:0001678;GO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0006793;GO:0006796;GO:0006810;GO:0006996;GO:0007005;GO:0007589;GO:0007595;GO:0008152;GO:0008637;GO:0009056;GO:0009987;GO:0010827;GO:0016043;GO:0016052;GO:0016310;GO:0019318;GO:0019320;GO:0019725;GO:0022414;GO:0032501;GO:0032879;GO:0033500;GO:0042592;GO:0042593;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046324;GO:0046365;GO:0046835;GO:0046903;GO:0048609;GO:0048878;GO:0050789;GO:0050878;GO:0051049;GO:0051156;GO:0051234;GO:0055082;GO:0065007;GO:0065008;GO:0071840;GO:0071841;GO:0071842GO:0000166;GO:0003824;GO:0004340;GO:0004396;GO:0005488;GO:0005524;GO:0005529;GO:0005536;GO:0008865;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0019158;GO:0019200;GO:0030246;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0048029GO:0005739;GO:0005741;GO:0005829;GO:0016020;GO:0019867;GO:0031090;GO:0031966;GO:0031968;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044429;GO:0044444;GO:0044446;GO:0044464+ + 20 27.7 0 60.3 1 2.05 0.003447 4.18 P27881 Hexokinase-2 Hk2 sp|P27881|HXK2_RAT Hexokinase-2 OS=Rattus norvegicus OX=10116 GN=Hk2 PE=1 SV=1
24.44 25.27 24.52 23.23 23.55 NaN -1.36 binding;calcium ion binding;calcium-dependent phospholipid binding;cation binding;hormone binding;ion binding;lipid binding;metal ion binding;peptide binding;peptide hormone binding;phospholipid binding;protein binding;receptor binding;receptor tyrosine kinase bindingbiological regulation;cellular component assembly;cellular component organization;coagulation;macromolecular complex assembly;multicellular organismal process;protein complex assembly;regulation of body fluid levels;response to chemical stimulus;response to stimuluscell part;cell projection;cytoplasm;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelle;plasma membrane;vesicle3D-structure;Acetylation;Annexin;Bloodcoagulation;Calcium;Calcium/phospholipid-binding;Completeproteome;Directproteinsequencing;Hemostasis;Proteomicsidentification;Referenceproteome;Repeat;S-nitrosylationGO:0006461;GO:0007596;GO:0007599;GO:0010033;GO:0010035;GO:0010038;GO:0010941;GO:0010942;GO:0016043;GO:0022607;GO:0030193;GO:0030195;GO:0032101;GO:0032501;GO:0042221;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043933;GO:0048518;GO:0048519;GO:0048522;GO:0048583;GO:0050789;GO:0050794;GO:0050817;GO:0050818;GO:0050819;GO:0050878;GO:0050896;GO:0051239;GO:0051241;GO:0051259;GO:0051260;GO:0051592;GO:0061041;GO:0065003;GO:0065007;GO:0065008;GO:0071822;GO:0071840;GO:0080134GO:0005102;GO:0005488;GO:0005509;GO:0005515;GO:0005543;GO:0005544;GO:0008289;GO:0017046;GO:0030971;GO:0042277;GO:0042562;GO:0043167;GO:0043169;GO:0046872GO:0005615;GO:0005634;GO:0005737;GO:0005886;GO:0005911;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0014704;GO:0016020;GO:0030018;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0042383;GO:0042995;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044291;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044444;GO:0044449;GO:0044459;GO:0044464;GO:0065010;GO:0070062;GO:0070161;GO:0072562;GO:0072563+ + 10 32 0 113.1 2 1.49 0.018937 2.95 Q66HH8;P14668Annexin;Annexin A5 Anxa5 tr|Q66HH8|Q66HH8_RAT Annexin OS=Rattus norvegicus OX=10116 GN=Anxa5 PE=1 SV=1;sp|P14668|ANXA5_RAT Annexin A5 OS=Rattus norvegicus OX=10116 GN=Anxa5 PE=1 SV=3
25.82 25.97 26.03 24.61 24.66 24.45 -1.36 binding;nucleic acid binding;RNA binding;structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;cytoplasmic translation;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;macromolecular complex;ribonucleoprotein complex;small ribosomal subunitRibosome Acetylation;Completeproteome;Cytoplasm;Isopeptidebond;Phosphoprotein;Referenceproteome;Ribonucleoprotein;Ribosomalprotein;UblconjugationGO:0002181;GO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003676;GO:0003723;GO:0003735;GO:0005198;GO:0005488GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0044422;GO:0044424;GO:0044446;GO:0044464+ + 2 20.5 0 23.455 10 3.95 0 7.17 A0A0G2JY70;A0A0H2UHG7;D3ZZK1;A0A0G2K6L6;P60868;M0RB28;M0R5V6;M0R566;A0A0G2K8W1;M0R98740S ribosomal protein S20 LOC100359563;Rps20;LOC100909911;RGD1562725;RGD1563124;LOC100364116tr|A0A0G2JY70|A0A0G2JY70_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=1 SV=1;tr|A0A0H2UHG7|A0A0H2UHG7_RAT 40S ribosomal protein S20 OS=Rattus norvegicus OX=10116 GN=Rps20 PE=3 SV=1;tr|D3ZZK1|D3ZZK1_RAT Uncharacterized protein OS=Rattus norv
26.08 26.24 25.53 24.15 24.57 25.03 -1.37 binding;catalytic activity;GTP binding;GTPase activating protein binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;protein binding;protein complex binding;protein domain specific binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;structural constituent of cytoskeleton;structural molecule activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;cytoskeleton organization;macromolecular complex assembly;organelle assembly;organelle organization;protein complex assembly;protein polymerizationcell body;cell part;extracellular organelle;macromolecular complex;organelle;protein complex;vesicleGap junction;Pathogenic Escherichia coli infection;PhagosomeAcetylation;Alternativesplicing;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Isopeptidebond;Methylation;Microtubule;Nucleotide-binding;Phosphoprotein;Referenceproteome;UblconjugationGO:0000226;GO:0006461;GO:0006996;GO:0007010;GO:0007017;GO:0007051;GO:0009987;GO:0016043;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0051225;GO:0051258;GO:0065003;GO:0070925;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003824;GO:0003924;GO:0005198;GO:0005200;GO:0005488;GO:0005515;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0019904;GO:0032403;GO:0032553;GO:0032555;GO:0032561;GO:0032794;GO:0035639GO:0005641;GO:0005874;GO:0031970;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 22 66.9 0 102.59 1 1.83 0.006561 3.16 P69897 Tubulin beta-5 chain Tubb5 sp|P69897|TBB5_RAT Tubulin beta-5 chain OS=Rattus norvegicus OX=10116 GN=Tubb5 PE=1 SV=1
29.43 28.37 28.42 27.39 27.25 27.45 -1.38 binding;DNA binding;nucleic acid bindingbiological regulation;cell motility;cellular component assembly;cellular component disassembly;cellular component movement;cellular component organization;cellular macromolecular complex assembly;cellular process;chromatin modification;chromatin organization;chromosome organization;immune system process;locomotion;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multi-organism process;organelle organization;primary metabolic process;protein maturation;protein metabolic process;response to biotic stimulus;response to stimulus;response to stresscell part;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleoplasm;nucleosome;nucleus;organelle;vesicleSystemic lupus erythematosusAcetylation;Antibiotic;Antimicrobial;Chromosome;Completeproteome;Directproteinsequencing;DNA-binding;Isopeptidebond;Methylation;Nucleosomecore;Nucleus;Phosphoprotein;Referenceproteome;UblconjugationGO:0002227;GO:0002251;GO:0002376;GO:0002385;GO:0006325;GO:0006334;GO:0006337;GO:0006338;GO:0006928;GO:0006950;GO:0006952;GO:0006954;GO:0006955;GO:0006959;GO:0006996;GO:0008152;GO:0009607;GO:0009611;GO:0009617;GO:0009987;GO:0016043;GO:0016477;GO:0016485;GO:0016568;GO:0019538;GO:0019730;GO:0019731;GO:0022411;GO:0022414;GO:0022607;GO:0031638;GO:0031639;GO:0032984;GO:0032986;GO:0034621;GO:0034622;GO:0034623;GO:0034728;GO:0035093;GO:0040011;GO:0042742;GO:0043044;GO:0043170;GO:0043486;GO:0043933;GO:0044093;GO:0044238;GO:0045087;GO:0048610;GO:0048870;GO:0050830;GO:0050896;GO:0050900;GO:0051098;GO:0051099;GO:0051276;GO:0051604;GO:0051704;GO:0051707;GO:0065003;GO:0065004;GO:0065007;GO:0065009;GO:0071674;GO:0071824;GO:0071840;GO:0071841;GO:0071842;GO:0071844;GO:0071845GO:0003676;GO:0003677;GO:0005488GO:0000786;GO:0000788;GO:0005615;GO:0005634;GO:0005654;GO:0019897;GO:0019898;GO:0031982;GO:0031988;GO:0032991;GO:0032993;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044428;GO:0044446;GO:0044454;GO:0044459;GO:0044464;GO:0065010;GO:0070062+ + 7 47.6 0 120.79 14 1.77 0.00802 3.06 M0R4L7;G3V9C7;G3V8B3;D3ZWM5;A0A0G2JXE0;D3ZNH4;A0A0G2JXI9;Q00715;D3ZLY9;D4A817;A0A0G2K7R1;M0RBQ5;D3ZNZ9;Q00729Histone H2B;Histone H2B type 1;Histone H2B type 1-AHist1h2bl;Hist1h2bk;LOC100910200;Hist1h2bb;Hist1h2bo;Hist1h2bh;LOC100912338;Hist3h2bb;Hist3h2ba;Hist1h2batr|M0R4L7|M0R4L7_RAT Histone H2B OS=Rattus norvegicus OX=10116 GN=Hist1h2bl PE=3 SV=1;tr|G3V9C7|G3V9C7_RAT Histone H2B OS=Rattus norvegicus OX=10116 GN=Hist1h2bk PE=3 SV=1;tr|G3V8B3|G3V8B3_RAT Histone H2B OS=Rattus norvegicus OX=10116 GN=Hist1h2bq PE=3 SV=
26.25 26.53 26.26 24.42 25.13 25.35 -1.38 beta-N-acetylhexosaminidase activity;catalytic activity;hexosaminidase activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compoundsamine metabolic process;anatomical structure development;anatomical structure morphogenesis;behavior;biological regulation;carbohydrate metabolic process;catabolic process;cell morphogenesis;cellular component morphogenesis;cellular component organization;cellular lipid metabolic process;cellular metabolic process;cellular process;developmental process;lipid metabolic process;localization;macromolecule metabolic process;metabolic process;multicellular organismal process;neurological system process;nitrogen compound metabolic process;organelle organization;polysaccharide metabolic process;primary metabolic process;reproduction;response to stimulus;signal transduction;vacuole organizationcell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;organelle;vacuoleAmino sugar and nucleotide sugar metabolism;Glycosaminoglycan degradation;Glycosphingolipid biosynthesis - ganglio series;Glycosphingolipid biosynthesis - globo series;Lysosome;Other glycan degradationCompleteproteome;Disulfidebond;Glycoprotein;Glycosidase;Hydrolase;Lysosome;Referenceproteome;Signal;ZymogenGO:0000003;GO:0000902;GO:0000904;GO:0001501;GO:0001573;GO:0003008;GO:0005975;GO:0005976;GO:0006022;GO:0006629;GO:0006643;GO:0006664;GO:0006665;GO:0006672;GO:0006687;GO:0006689;GO:0006807;GO:0006996;GO:0007033;GO:0007040;GO:0007165;GO:0007272;GO:0007600;GO:0007605;GO:0007610;GO:0007626;GO:0007628;GO:0008152;GO:0008344;GO:0008366;GO:0009056;GO:0009308;GO:0009653;GO:0009987;GO:0010876;GO:0016042;GO:0016043;GO:0019377;GO:0019915;GO:0019953;GO:0030149;GO:0030203;GO:0030534;GO:0032501;GO:0032502;GO:0032989;GO:0033036;GO:0042552;GO:0043170;GO:0044237;GO:0044238;GO:0044242;GO:0044248;GO:0044255;GO:0046466;GO:0046479;GO:0046519;GO:0048667;GO:0048731;GO:0048856;GO:0048869;GO:0050789;GO:0050794;GO:0050877;GO:0050884;GO:0050885;GO:0050896;GO:0050905;GO:0050954;GO:0051179;GO:0051716;GO:0060395;GO:0065007;GO:0071840;GO:0071841;GO:0071842GO:0003824;GO:0004553;GO:0004563;GO:0015929;GO:0016787;GO:0016798GO:0000323;GO:0005764;GO:0005773;GO:0016020;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 18 37.5 0 180.67 1 2.02 0.003425 3.48 Q641X3 Beta-hexosaminidase subunit alpha Hexa sp|Q641X3|HEXA_RAT Beta-hexosaminidase subunit alpha OS=Rattus norvegicus OX=10116 GN=Hexa PE=2 SV=1
27.51 27.39 27.30 26.11 26.21 25.73 -1.38 catalytic activity;hydrolase activitycatabolic process;lipid metabolic process;metabolic process;primary metabolic processcell part;extracellular organelle;organelle;vesicleCompleteproteome;Directproteinsequencing;Disulfidebond;Glycoprotein;Hydrolase;Lipiddegradation;Lipidmetabolism;Lysosome;Referenceproteome;SignalGO:0006629;GO:0008152;GO:0009056;GO:0016042;GO:0044238GO:0003824;GO:0016787GO:0005775;GO:0031974;GO:0031982;GO:0031988;GO:0043202;GO:0043226;GO:0043227;GO:0043230;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044437;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070013;GO:0070062+ + 14 33.3 0 131.16 1 3.04 0 5.39 Q4QQW8 Putative phospholipase B-like 2 Plbd2 sp|Q4QQW8|PLBL2_RAT Putative phospholipase B-like 2 OS=Rattus norvegicus OX=10116 GN=Plbd2 PE=1 SV=2
26.12 26.08 25.64 24.15 24.39 25.12 -1.39 cell part;cytoplasm;extracellular organelle;organelle;vesicleAcetylation;ANKrepeat;Completeproteome;Cytoplasm;Phosphoprotein;Referenceproteome;Repeat;SH3domainGO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 5 33.2 0 47.954 1 1.87 0.006235 3.23 Q6P686 Osteoclast-stimulating factor 1 Ostf1 sp|Q6P686|OSTF1_RAT Osteoclast-stimulating factor 1 OS=Rattus norvegicus OX=10116 GN=Ostf1 PE=1 SV=1
27.64 27.19 25.75 24.50 24.41 27.48 -1.40 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingmulticellular organismal process;muscle contractioncell part;cytoplasm;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;organelle;vesicleVascular smooth muscle contractionAcetylation;ATP-binding;Completeproteome;Cytoplasm;Cytoskeleton;Methylation;Muscleprotein;Nucleotide-binding;Oxidation;ReferenceproteomeGO:0003008;GO:0003012;GO:0006936;GO:0032501GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005737;GO:0005856;GO:0015629;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062;GO:0071944;GO:007256224 76.3 0.002347 4.8746 3 0.53 0.204613 1.11 A0A0G2K4M6;P62738;P63269Actin, aortic smooth muscle;Actin, gamma-enteric smooth muscleActa2;Actg2 tr|A0A0G2K4M6|A0A0G2K4M6_RAT Actin, aortic smooth muscle OS=Rattus norvegicus OX=10116 GN=Acta2 PE=3 SV=1;sp|P62738|ACTA_RAT Actin, aortic smooth muscle OS=Rattus norvegicus OX=10116 GN=Acta2 PE=2 SV=1;sp|P63269|ACTH_RAT Actin, gamma-enteric smooth muscle
29.82 29.50 29.01 28.14 28.23 27.72 -1.41 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcatabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic process;response to stimulus;response to stresscell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleNOD-like receptor signaling pathway;Pathways in cancer;Plant-pathogen interaction;Prostate cancer;Protein processing in endoplasmic reticulumAcetylation;Alternativesplicing;ATP-binding;Calcium;Chaperone;Completeproteome;Disulfidebond;Endoplasmicreticulum;Glycoprotein;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;SignalGO:0006457;GO:0006508;GO:0006511;GO:0006950;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010498;GO:0019538;GO:0019941;GO:0030433;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0044267;GO:0050896;GO:0051603GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005783;GO:0005788;GO:0005790;GO:0016023;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0070013+ + 42 51.9 0 323.31 3 2.12 0.002014 3.68 Q66HD0;A0A0A0MY09;A0A0G2K4I4Endoplasmin Hsp90b1 sp|Q66HD0|ENPL_RAT Endoplasmin OS=Rattus norvegicus OX=10116 GN=Hsp90b1 PE=1 SV=2;tr|A0A0A0MY09|A0A0A0MY09_RAT Endoplasmin OS=Rattus norvegicus OX=10116 GN=Hsp90b1 PE=1 SV=1;tr|A0A0G2K4I4|A0A0G2K4I4_RAT Endoplasmin OS=Rattus norvegicus OX=10116 GN=Hsp90b1
28.60 28.64 28.54 27.31 27.36 26.86 -1.41 antioxidant activity;catalytic activity;NAD(P)H dehydrogenase (quinone) activity;oxidoreductase activity;oxidoreductase activity, acting on NADH or NADPH;oxidoreductase activity, acting on NADH or NADPH, quinone or similar compound as acceptor;oxidoreductase activity, acting on superoxide radicals as acceptor;superoxide dismutase activityaging;biological regulation;cellular metabolic process;cellular process;developmental process;metabolic process;response to chemical stimulus;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to oxidative stress;response to stimulus;response to stresscell body;cell part;cytosol;extracellular organelle;neuronal cell body;organelle;vesicle3D-structure;Acetylation;Completeproteome;Cytoplasm;Directproteinsequencing;FAD;Flavoprotein;NAD;NADP;Oxidoreductase;ReferenceproteomeGO:0000302;GO:0000303;GO:0000305;GO:0006801;GO:0006950;GO:0006979;GO:0007568;GO:0007584;GO:0008152;GO:0009605;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010941;GO:0010942;GO:0014070;GO:0019222;GO:0019430;GO:0031667;GO:0032355;GO:0032502;GO:0033554;GO:0034599;GO:0034614;GO:0042221;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043086;GO:0043523;GO:0043525;GO:0043627;GO:0044092;GO:0044237;GO:0045471;GO:0048518;GO:0048522;GO:0048545;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0065009;GO:0070887;GO:0071450;GO:0071451;GO:0072593GO:0003824;GO:0003955;GO:0004784;GO:0016209;GO:0016491;GO:0016651;GO:0016655;GO:0016721GO:0005829;GO:0031982;GO:0031988;GO:0043025;GO:0043226;GO:0043227;GO:0043230;GO:0044297;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 12 46 0 152.2 1 3.04 0 5.43 P05982 NAD(P)H dehydrogenase [quinone] 1 Nqo1 sp|P05982|NQO1_RAT NAD(P)H dehydrogenase [quinone] 1 OS=Rattus norvegicus OX=10116 GN=Nqo1 PE=1 SV=4
24.56 24.61 24.90 22.85 23.86 23.10 -1.42 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;carbon-nitrogen ligase activity, with glutamine as amido-N-donor;catalytic activity;ligase activity;ligase activity, forming carbon-nitrogen bonds;nucleotide binding;phosphoribosylformylglycinamidine synthase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingamine metabolic process;biosynthetic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;organic acid metabolic process;primary metabolic process;response to chemical stimulus;response to drug;response to stimulus;small molecule metabolic processcell part;cytoplasm;extracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006082;GO:0006139;GO:0006163;GO:0006164;GO:0006188;GO:0006189;GO:0006520;GO:0006541;GO:0006753;GO:0006807;GO:0008152;GO:0009058;GO:0009064;GO:0009117;GO:0009123;GO:0009124;GO:0009126;GO:0009127;GO:0009150;GO:0009152;GO:0009156;GO:0009161;GO:0009165;GO:0009167;GO:0009168;GO:0009259;GO:0009260;GO:0009308;GO:0009987;GO:0018130;GO:0019752;GO:0034641;GO:0034654;GO:0042180;GO:0042221;GO:0042493;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044249;GO:0044271;GO:0044281;GO:0046040;GO:0046483;GO:0050896;GO:0055086;GO:0072521;GO:0072522GO:0000166;GO:0003824;GO:0004642;GO:0005488;GO:0005524;GO:0016874;GO:0016879;GO:0016884;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005737;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 15 16 0 47.793 2 1.93 0.00622 3.36 A0A0G2JTN4;D4AB17 LOC100912917 tr|A0A0G2JTN4|A0A0G2JTN4_RAT Phosphoribosylformylglycinamidine synthase OS=Rattus norvegicus OX=10116 GN=Pfas PE=1 SV=1;tr|D4AB17|D4AB17_RAT Phosphoribosylformylglycinamidine synthase OS=Rattus norvegicus OX=10116 GN=Pfas PE=1 SV=3
31.08 31.31 31.23 29.70 29.76 29.88 -1.42 catalytic activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting aldoses and ketoses;isomerase activity;triose-phosphate isomerase activityalcohol metabolic process;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;generation of precursor metabolites and energy;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;primary metabolic process;small molecule metabolic processcell part;cytosol;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelleCarbon fixation in photosynthetic organisms;Fructose and mannose metabolism;Glycolysis / Gluconeogenesis;Inositol phosphate metabolismAcetylation;Completeproteome;Directproteinsequencing;Gluconeogenesis;Glycolysis;Isomerase;Nitration;Pentoseshunt;Phosphoprotein;ReferenceproteomeGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006094;GO:0006096;GO:0006098;GO:0006139;GO:0006732;GO:0006733;GO:0006739;GO:0006740;GO:0006753;GO:0006807;GO:0008152;GO:0009056;GO:0009058;GO:0009117;GO:0009987;GO:0016051;GO:0016052;GO:0019318;GO:0019319;GO:0019320;GO:0019362;GO:0034637;GO:0034641;GO:0044237;GO:0044238;GO:0044249;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0044283;GO:0046164;GO:0046165;GO:0046364;GO:0046365;GO:0046483;GO:0046496;GO:0051186;GO:0055086;GO:0055114;GO:0072524GO:0003824;GO:0004807;GO:0016853;GO:0016860;GO:0016861GO:0005634;GO:0005829;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 17 81.9 0 323.31 2 4.14 0 7.71 P48500;A0A0G2JWJ4Triosephosphate isomerase Tpi1 sp|P48500|TPIS_RAT Triosephosphate isomerase OS=Rattus norvegicus OX=10116 GN=Tpi1 PE=1 SV=2;tr|A0A0G2JWJ4|A0A0G2JWJ4_RAT Triosephosphate isomerase OS=Rattus norvegicus OX=10116 GN=LOC100911515 PE=1 SV=1
25.80 25.96 25.82 24.28 24.58 24.43 -1.43 binding;protein binding;structural constituent of ribosome;structural molecule activity;translation initiation factor bindingbiosynthetic process;cell differentiation;cellular metabolic process;cellular process;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0030099;GO:0030154;GO:0030218;GO:0032502;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0048869GO:0003735;GO:0005198;GO:0005488;GO:0005515;GO:0031369GO:0005730;GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464+ + 8 37.9 0 30.961 9 3.84 0 7.11 D4A6G6;A0A0H2UI38;P17074;F1M8C7;F1M764;D3ZGN8;D3ZSH6;F1LYF3;D3ZUD740S ribosomal protein S19 LOC100362339;Rps19;LOC100360843;Rps19l1tr|D4A6G6|D4A6G6_RAT Ribosomal protein S19-like OS=Rattus norvegicus OX=10116 GN=LOC100362339 PE=4 SV=1;tr|A0A0H2UI38|A0A0H2UI38_RAT Ribosomal protein S19-like2 OS=Rattus norvegicus OX=10116 GN=Rps19l2 PE=4 SV=1;sp|P17074|RS19_RAT 40S ribosomal protein S19
26.40 27.02 26.73 25.35 24.72 25.77 -1.44 amine binding;amino acid binding;binding;carboxylic acid binding;catalytic activity;drug binding;glutathione binding;glutathione transferase activity;modified amino acid binding;peptide binding;transferase activity;transferase activity, transferring alkyl or aryl (other than methyl) groupsaging;amine metabolic process;catabolic process;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;peptide metabolic process;primary metabolic process;response to chemical stimulus;response to drug;response to external stimulus;response to extracellular stimulus;response to stimulus;small molecule metabolic process;sulfur compound metabolic process;xenobiotic metabolic processcell part;cytoplasm;cytosol;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleus;organelleDrug metabolism - cytochrome P450;Glutathione metabolism;Metabolism of xenobiotics by cytochrome P450Completeproteome;Cytoplasm;Directproteinsequencing;Referenceproteome;TransferaseGO:0006082;GO:0006518;GO:0006520;GO:0006575;GO:0006749;GO:0006790;GO:0006805;GO:0006807;GO:0007568;GO:0008152;GO:0009056;GO:0009308;GO:0009605;GO:0009987;GO:0009991;GO:0019752;GO:0031667;GO:0032502;GO:0034641;GO:0042178;GO:0042180;GO:0042221;GO:0042493;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044248;GO:0044281;GO:0050896GO:0003824;GO:0004364;GO:0005488;GO:0008144;GO:0016597;GO:0016740;GO:0016765;GO:0031406;GO:0042277;GO:0043176;GO:0043295;GO:0072341GO:0005634;GO:0005640;GO:0005737;GO:0005829;GO:0016020;GO:0019867;GO:0031090;GO:0031965;GO:0031968;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044464+ + 9 46.2 0 97.018 3 1.82 0.006667 3.17 P04904;A0A0G2JVT2;Q6AXY0Glutathione S-transferase alpha-3 Gsta3 sp|P04904|GSTA3_RAT Glutathione S-transferase alpha-3 OS=Rattus norvegicus OX=10116 GN=Gsta3 PE=1 SV=3
24.01 23.60 24.21 22.35 21.61 23.53 -1.44 binding;carboxylic acid binding;catalytic activity;cation binding;dioxygenase activity;ion binding;iron ion binding;L-ascorbic acid binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;oxidoreductase activity, acting on single donors with incorporation of molecular oxygen;oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;peptidyl-proline 4-dioxygenase activity;peptidyl-proline dioxygenase activity;procollagen-proline 4-dioxygenase activity;procollagen-proline dioxygenase activity;transition metal ion binding;vitamin bindingamine metabolic process;cellular amino acid metabolic process;cellular component organization;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;extracellular matrix organization;extracellular structure organization;heterocycle metabolic process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;peptidyl-amino acid modification;primary metabolic process;protein metabolic process;protein modification process;small molecule metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;organelle;protein complexArginine and proline metabolismCompleteproteome;Dioxygenase;Endoplasmicreticulum;Glycoprotein;Iron;Metal-binding;Oxidoreductase;Referenceproteome;Signal;TPRrepeat;VitaminCGO:0006082;GO:0006464;GO:0006520;GO:0006575;GO:0006807;GO:0008152;GO:0009308;GO:0009987;GO:0016043;GO:0018193;GO:0018208;GO:0018401;GO:0019471;GO:0019511;GO:0019538;GO:0019752;GO:0030198;GO:0030199;GO:0032787;GO:0034641;GO:0042180;GO:0043062;GO:0043170;GO:0043412;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044281;GO:0046483;GO:0071840;GO:0071841;GO:0071842GO:0003824;GO:0004656;GO:0005488;GO:0005506;GO:0016491;GO:0016701;GO:0016702;GO:0016705;GO:0016706;GO:0019798;GO:0019842;GO:0031406;GO:0031418;GO:0031543;GO:0031545;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0051213GO:0005739;GO:0005788;GO:0016020;GO:0016222;GO:0031974;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0043234;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0070013+ + 9 21.9 0 30.082 1 1.15 0.033321 2.10 P54001 Prolyl 4-hydroxylase subunit alpha-1 P4ha1 sp|P54001|P4HA1_RAT Prolyl 4-hydroxylase subunit alpha-1 OS=Rattus norvegicus OX=10116 GN=P4ha1 PE=2 SV=2
25.42 23.96 25.60 23.43 23.89 23.31 -1.45 adenyl nucleotide binding;adenyl ribonucleotide binding;alanine-tRNA ligase activity;amine binding;amino acid binding;aminoacyl-tRNA editing activity;aminoacyl-tRNA ligase activity;ATP binding;binding;carboxylic acid binding;carboxylic ester hydrolase activity;catalytic activity;cation binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;ligase activity;ligase activity, forming aminoacyl-tRNA and related compounds;ligase activity, forming carbon-oxygen bonds;metal ion binding;nucleic acid binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;RNA binding;transition metal ion binding;tRNA binding;zinc ion bindingamine metabolic process;anatomical structure development;biological regulation;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;developmental process;macromolecule metabolic process;macromolecule modification;metabolic process;molting cycle;multicellular organismal process;neurological system process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organic acid metabolic process;primary metabolic process;protein folding;protein metabolic process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;response to stress;RNA metabolic process;RNA modification;RNA processing;signal transduction;small molecule metabolic process;tRNA aminoacylation for protein translation;tRNA metabolic process;tRNA processingcell part;cytoplasm;extracellular organelle;membrane;organelle;vesicleAminoacyl-tRNA biosynthesisAcetylation;Aminoacyl-tRNAsynthetase;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Ligase;Metal-binding;Nucleotide-binding;Phosphoprotein;Proteinbiosynthesis;Referenceproteome;RNA-binding;tRNA-binding;Ublconjugation;ZincGO:0001101;GO:0001942;GO:0003008;GO:0006082;GO:0006139;GO:0006396;GO:0006399;GO:0006400;GO:0006418;GO:0006419;GO:0006457;GO:0006520;GO:0006807;GO:0006950;GO:0006984;GO:0006986;GO:0007165;GO:0008033;GO:0008152;GO:0008544;GO:0009308;GO:0009451;GO:0009719;GO:0009888;GO:0009987;GO:0010033;GO:0010243;GO:0010941;GO:0014075;GO:0016070;GO:0019538;GO:0019752;GO:0021680;GO:0022404;GO:0022405;GO:0030968;GO:0032501;GO:0032502;GO:0033554;GO:0034470;GO:0034620;GO:0034641;GO:0034660;GO:0034976;GO:0035966;GO:0035967;GO:0042180;GO:0042221;GO:0042303;GO:0042981;GO:0043038;GO:0043039;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0043200;GO:0043412;GO:0043436;GO:0043523;GO:0043524;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044281;GO:0048519;GO:0048523;GO:0048856;GO:0050789;GO:0050794;GO:0050877;GO:0050885;GO:0050896;GO:0050905;GO:0051716;GO:0060548;GO:0065007;GO:0070887;GO:0071310;GO:0090304GO:0000049;GO:0000166;GO:0002161;GO:0003676;GO:0003723;GO:0003824;GO:0004812;GO:0004813;GO:0005488;GO:0005524;GO:0008270;GO:0016597;GO:0016787;GO:0016788;GO:0016874;GO:0016875;GO:0016876;GO:0017076;GO:0030554;GO:0031406;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043167;GO:0043169;GO:0043176;GO:0046872;GO:0046914;GO:0052689GO:0005737;GO:0016020;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044424;GO:0044464;GO:0065010;GO:0070062+ + 16 22.1 0 63.827 1 1.24 0.027407 2.23 P50475 Alanine--tRNA ligase, cytoplasmic Aars sp|P50475|SYAC_RAT Alanine--tRNA ligase, cytoplasmic OS=Rattus norvegicus OX=10116 GN=Aars PE=1 SV=3
25.78 25.77 25.44 24.76 24.11 23.76 -1.45 binding;protein binding;structural constituent of ribosome;structural molecule activity;translation initiation factor bindingbiological regulation;biosynthetic process;cell differentiation;cellular metabolic process;cellular process;cytoplasmic translation;developmental process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;cytosol;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;ribonucleoprotein complex;ribosome;small ribosomal subunitRibosome Acetylation;Completeproteome;Cytoplasm;Differentiation;Directproteinsequencing;Nucleus;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0002181;GO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0010941;GO:0019538;GO:0030154;GO:0032502;GO:0034645;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0048519;GO:0048523;GO:0048869;GO:0050789;GO:0050794;GO:0060548;GO:0065007GO:0003735;GO:0005198;GO:0005488;GO:0005515;GO:0031369GO:0005634;GO:0005829;GO:0005840;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044444;GO:0044446;GO:0044464+ + 12 43.6 0 33.615 3 2.01 0.00347 3.51 P49242;M0R6L4;Q6TXJ640S ribosomal protein S3a;40S ribosomal protein S3b;40S ribosomal protein S3aRps3a;LOC100365839 sp|P49242|RS3A_RAT 40S ribosomal protein S3a OS=Rattus norvegicus OX=10116 GN=Rps3a PE=1 SV=2;tr|M0R6L4|M0R6L4_RAT 40S ribosomal protein S3a OS=Rattus norvegicus OX=10116 GN=LOC100365839 PE=3 SV=1
27.62 27.13 27.74 25.79 26.06 26.28 -1.45 anion binding;binding;carbohydrate binding;catalytic activity;glycosaminoglycan binding;hydrolase activity;hydrolase activity, acting on ester bonds;ion binding;N-acetylglucosamine-6-sulfatase activity;pattern binding;polysaccharide binding;sulfate binding;sulfuric ester hydrolase activityamine metabolic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;polysaccharide metabolic process;primary metabolic process;sulfur compound metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleGlycosaminoglycan degradation;LysosomeCompleteproteome;Hydrolase;Proteomicsidentification;ReferenceproteomeGO:0000272;GO:0005975;GO:0005976;GO:0006022;GO:0006026;GO:0006027;GO:0006790;GO:0006807;GO:0008152;GO:0009056;GO:0009057;GO:0009308;GO:0009987;GO:0016052;GO:0030203;GO:0042339;GO:0042340;GO:0043170;GO:0044237;GO:0044238;GO:0044248;GO:0044273GO:0001871;GO:0003824;GO:0005488;GO:0005539;GO:0008449;GO:0008484;GO:0016787;GO:0016788;GO:0030246;GO:0030247;GO:0043167;GO:0043168;GO:0043199GO:0000323;GO:0005764;GO:0005773;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 15 32 0 72.964 2 2.46 0.001864 4.35 Q32KJ5;F7EQ81 Gns tr|Q32KJ5|Q32KJ5_RAT N-acetylglucosamine-6-sulfatase OS=Rattus norvegicus OX=10116 GN=Gns PE=1 SV=1;tr|F7EQ81|F7EQ81_RAT N-acetylglucosamine-6-sulfatase OS=Rattus norvegicus OX=10116 GN=Gns PE=1 SV=1
27.16 27.20 27.18 25.83 26.24 25.11 -1.45 binding;calcium ion binding;cation binding;ion binding;metal ion bindingbiological adhesion;cell adhesion;cellular processcell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleCompleteproteome;Glycoprotein;Referenceproteome;Secreted;SignalGO:0007155;GO:0007160;GO:0009987;GO:0022610;GO:0031589GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872GO:0000323;GO:0005764;GO:0005773;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 7 29.5 0 45.898 1 1.94 0.006335 3.39 Q5XII0 Mammalian ependymin-related protein 1Epdr1 sp|Q5XII0|EPDR1_RAT Mammalian ependymin-related protein 1 OS=Rattus norvegicus OX=10116 GN=Epdr1 PE=2 SV=1
29.73 29.31 28.92 27.78 28.04 27.74 -1.47 binding;DNA binding;nucleic acid bindingcellular component disassembly;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromatin organization;chromosome organization;DNA metabolic process;DNA repair;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;response to DNA damage stimulus;response to stimulus;response to stresscell part;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleosome;nucleus;organelle;vesicleSystemic lupus erythematosusAcetylation;Chromosome;Citrullination;Completeproteome;Directproteinsequencing;DNA-binding;Isopeptidebond;Methylation;Nucleosomecore;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;UblconjugationGO:0006139;GO:0006259;GO:0006281;GO:0006325;GO:0006337;GO:0006807;GO:0006950;GO:0006974;GO:0006996;GO:0008152;GO:0009987;GO:0016043;GO:0022411;GO:0032984;GO:0032986;GO:0033554;GO:0034621;GO:0034623;GO:0034641;GO:0034728;GO:0043170;GO:0043933;GO:0044237;GO:0044238;GO:0044260;GO:0050896;GO:0051276;GO:0051716;GO:0070914;GO:0071824;GO:0071840;GO:0071841;GO:0071842;GO:0071845;GO:0090304GO:0003676;GO:0003677;GO:0005488GO:0000786;GO:0000788;GO:0005634;GO:0031982;GO:0031988;GO:0032991;GO:0032993;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044427;GO:0044428;GO:0044446;GO:0044454;GO:0044464;GO:0065010;GO:0070062+ + 4 35.9 0 81.977 12 2.36 0.001641 4.17 M0RDM4;Q6I8Q6;M0RCL5;G3V9C0;D3ZVK7;A9UMV8;Q64598;Q4FZT6;Q00728;P0C170;P0C169;P02262Histone H2A;Histone H2A.J;Histone H2A type 1-F;Histone H2A type 3;Histone H2A type 4;Histone H2A type 1-E;Histone H2A type 1-C;Histone H2A type 1LOC680322;Hist1h2af;LOC100910554;Hist1h2ac;Hist1h2ak;H2afjtr|M0RDM4|M0RDM4_RAT Histone H2A OS=Rattus norvegicus OX=10116 GN=LOC680322 PE=3 SV=1;tr|Q6I8Q6|Q6I8Q6_RAT Histone H2A OS=Rattus norvegicus OX=10116 GN=Hist1h2af PE=3 SV=1;tr|M0RCL5|M0RCL5_RAT Histone H2A OS=Rattus norvegicus OX=10116 GN=LOC100910554 PE=1
27.78 27.60 26.71 25.80 25.73 26.14 -1.47 anatomical structure development;anatomical structure morphogenesis;behavior;cell development;cellular component organization;cellular process;developmental process;organelle organization;response to stimulus;rhythmic process;vacuole organizationextracellular organelle;organelle;vesicleGlycosaminoglycan degradation;LysosomeCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0006996;GO:0007033;GO:0007040;GO:0007610;GO:0007622;GO:0007623;GO:0007626;GO:0009653;GO:0009987;GO:0016043;GO:0021680;GO:0032502;GO:0042461;GO:0042462;GO:0042474;GO:0045475;GO:0046548;GO:0048468;GO:0048511;GO:0048512;GO:0048598;GO:0048666;GO:0048856;GO:0048869;GO:0050896;GO:0060119;GO:0071840;GO:0071841;GO:0071842GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 22 36.8 0 276.42 1 1.84 0.0062 3.23 D3ZZL3 Naglu tr|D3ZZL3|D3ZZL3_RAT N-acetyl-alpha-glucosaminidase OS=Rattus norvegicus OX=10116 GN=Naglu PE=1 SV=2
24.45 24.54 24.13 23.54 22.26 NaN -1.47 binding;catalytic activity;cation binding;intramolecular transferase activity;intramolecular transferase activity, phosphotransferases;ion binding;isomerase activity;magnesium ion binding;metal ion binding;phosphoglucomutase activityalcohol metabolic process;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular homeostasis;cellular ion homeostasis;cellular metabolic process;cellular process;energy reserve metabolic process;generation of precursor metabolites and energy;homeostatic process;macromolecule metabolic process;metabolic process;polysaccharide metabolic process;primary metabolic process;response to abiotic stimulus;response to stimulus;small molecule metabolic processcell part;cytosolAmino sugar and nucleotide sugar metabolism;Galactose metabolism;Glycolysis / Gluconeogenesis;Pentose phosphate pathway;Purine metabolism;Starch and sucrose metabolism;Streptomycin biosynthesisAcetylation;Carbohydratemetabolism;Completeproteome;Cytoplasm;Glucosemetabolism;Isomerase;Magnesium;Metal-binding;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0000271;GO:0005975;GO:0005976;GO:0005977;GO:0005978;GO:0005996;GO:0006006;GO:0006012;GO:0006066;GO:0006073;GO:0006091;GO:0006112;GO:0006873;GO:0006874;GO:0006875;GO:0008152;GO:0009056;GO:0009058;GO:0009059;GO:0009250;GO:0009314;GO:0009628;GO:0009987;GO:0015980;GO:0016051;GO:0016052;GO:0019318;GO:0019320;GO:0019388;GO:0019725;GO:0030003;GO:0033692;GO:0034637;GO:0034645;GO:0042592;GO:0043170;GO:0044042;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044262;GO:0044264;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365;GO:0048878;GO:0050801;GO:0050896;GO:0055065;GO:0055074;GO:0055080;GO:0055082;GO:0055114;GO:0065007;GO:0065008;GO:0072503;GO:0072507GO:0000287;GO:0003824;GO:0004614;GO:0005488;GO:0016853;GO:0016866;GO:0016868;GO:0043167;GO:0043169;GO:0046872GO:0005829;GO:0044424;GO:0044444;GO:0044464+ + 14 34 0 73.901 2 1.21 0.030354 2.43 Q499Q4;P38652Phosphoglucomutase-1 Pgm1 tr|Q499Q4|Q499Q4_RAT Phosphoglucomutase-1 OS=Rattus norvegicus OX=10116 GN=Pgm1 PE=1 SV=2;sp|P38652|PGM1_RAT Phosphoglucomutase-1 OS=Rattus norvegicus OX=10116 GN=Pgm1 PE=1 SV=2
24.84 24.93 24.20 23.96 22.42 23.07 -1.50 antigen binding;binding;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;phosphatase activity;phosphoprotein phosphatase activity;phosphoric ester hydrolase activity;protein serine/threonine phosphatase activitycell death;cellular metabolic process;cellular process;chromosome segregation;death;developmental process;macromolecule metabolic process;macromolecule modification;metabolic process;phosphorus metabolic process;primary metabolic process;protein dephosphorylation;protein metabolic process;protein modification processcell part;cytosol;extracellular organelle;macromolecular complex;organelle;protein complex;protein serine/threonine phosphatase complex;vesicleCell cycle - yeast;Chagas disease (American trypanosomiasis);Hepatitis C;Long-term depression;Meiosis - yeast;mRNA surveillance pathway;Oocyte meiosis;TGF-beta signaling pathway;Tight junction;Wnt signaling pathwayAcetylation;Completeproteome;Proteomicsidentification;Referenceproteome;RepeatGO:0006464;GO:0006470;GO:0006793;GO:0006796;GO:0006915;GO:0007059;GO:0008152;GO:0008219;GO:0009987;GO:0010623;GO:0012501;GO:0016265;GO:0016311;GO:0019538;GO:0032502;GO:0043170;GO:0043412;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0048869;GO:0060561;GO:0070262GO:0003823;GO:0003824;GO:0004721;GO:0004722;GO:0005488;GO:0016787;GO:0016788;GO:0016791;GO:0042578GO:0000159;GO:0000775;GO:0005829;GO:0008287;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044444;GO:0044446;GO:0044464;GO:0045121;GO:0065010;GO:0070062+ + 10 25.6 0 48.872 2 1.40 0.020891 2.50 Q5XI34;Q4QQT4 Ppp2r1a tr|Q5XI34|Q5XI34_RAT Protein phosphatase 2 (Formerly 2A), regulatory subunit A (PR 65), alpha isoform, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Ppp2r1a PE=1 SV=1
28.09 27.87 27.46 26.72 26.05 26.13 -1.51 adenyl nucleotide binding;adenyl ribonucleotide binding;aminoacyl-tRNA ligase activity;ATP binding;binding;catalytic activity;ligase activity;ligase activity, forming aminoacyl-tRNA and related compounds;ligase activity, forming carbon-oxygen bonds;nucleic acid binding;nucleotide binding;proline-tRNA ligase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;RNA binding;RNA stem-loop bindingamine metabolic process;biological regulation;cellular amino acid metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;macromolecule metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organic acid metabolic process;primary metabolic process;regulation of translation;response to chemical stimulus;response to stimulus;RNA metabolic process;small molecule metabolic process;tRNA aminoacylation for protein translation;tRNA metabolic processcell part;cytoplasm;macromolecular complex;membrane;protein complex;ribonucleoprotein complexAminoacyl-tRNA biosynthesis;Porphyrin and chlorophyll metabolismAminoacyl-tRNAsynthetase;ATP-binding;Completeproteome;Ligase;Nucleotide-binding;Proteinbiosynthesis;Proteomicsidentification;ReferenceproteomeGO:0006082;GO:0006139;GO:0006399;GO:0006417;GO:0006418;GO:0006433;GO:0006520;GO:0006807;GO:0008152;GO:0009308;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010033;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010608;GO:0016070;GO:0017148;GO:0019222;GO:0019752;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032268;GO:0032269;GO:0034097;GO:0034341;GO:0034641;GO:0034660;GO:0042180;GO:0042221;GO:0043038;GO:0043039;GO:0043170;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044281;GO:0048519;GO:0048523;GO:0050789;GO:0050794;GO:0050896;GO:0051246;GO:0051248;GO:0051716;GO:0060255;GO:0065007;GO:0070887;GO:0071310;GO:0071345;GO:0071346;GO:0080090;GO:0090304;GO:2000112;GO:2000113GO:0000166;GO:0003676;GO:0003723;GO:0003824;GO:0004812;GO:0004827;GO:0005488;GO:0005524;GO:0016874;GO:0016875;GO:0016876;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035613;GO:0035639GO:0005737;GO:0016020;GO:0017101;GO:0030529;GO:0032991;GO:0043234;GO:0044424;GO:0044464+ + 27 25.6 0 82.706 2 2.24 0.002233 3.96 Q6TXE9;A0A0G2JZI2 Eprs tr|Q6TXE9|Q6TXE9_RAT Glutamyl-prolyl-tRNA synthetase OS=Rattus norvegicus OX=10116 GN=Eprs PE=1 SV=1;tr|A0A0G2JZI2|A0A0G2JZI2_RAT Glutamyl-prolyl-tRNA synthetase OS=Rattus norvegicus OX=10116 GN=Eprs PE=1 SV=1
26.60 26.89 27.25 25.93 26.23 24.01 -1.52 aminopeptidase activity;binding;catalytic activity;cation binding;exopeptidase activity;hydrolase activity;ion binding;metal ion binding;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;transition metal ion binding;zinc ion bindingcellular process;response to chemical stimulus;response to stimulus;response to stressextracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0001666;GO:0006950;GO:0009987;GO:0033554;GO:0042221;GO:0050896;GO:0051716;GO:0070482;GO:0070887;GO:0071453;GO:0071456GO:0003824;GO:0004177;GO:0005488;GO:0008233;GO:0008237;GO:0008238;GO:0008270;GO:0016787;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:007006229 36.3 0 323.31 1 0.99 0.0584 1.85 F1M9V7 Npepps tr|F1M9V7|F1M9V7_RAT Aminopeptidase OS=Rattus norvegicus OX=10116 GN=Npepps PE=1 SV=1
25.25 25.63 23.93 23.84 23.32 23.08 -1.52 binding;nucleic acid binding;RNA bindingalcohol metabolic process;establishment of localization;lipid metabolic process;lipid transport;metabolic process;primary metabolic process;small molecule metabolic process;transportcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelleAcetylation;Cholesterolmetabolism;Completeproteome;Cytoplasm;HDL;Lipidmetabolism;Lipidtransport;Lipoprotein;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;RNA-binding;Steroidmetabolism;Sterolmetabolism;TransportGO:0006066;GO:0006629;GO:0006810;GO:0006869;GO:0008152;GO:0008202;GO:0008203;GO:0016125;GO:0044238;GO:0044281;GO:0051234;GO:0071702GO:0003676;GO:0003723;GO:0005488GO:0005634;GO:0005737;GO:0032991;GO:0032994;GO:0034358;GO:0034364;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044421;GO:0044424;GO:0044464+ + 16 16.3 0 52.455 3 1.27 0.025588 2.30 Q3KRF2;Q9Z1A6;Q6P513Vigilin Hdlbp tr|Q3KRF2|Q3KRF2_RAT High density lipoprotein binding protein (Vigilin) OS=Rattus norvegicus OX=10116 GN=Hdlbp PE=1 SV=1;sp|Q9Z1A6|VIGLN_RAT Vigilin OS=Rattus norvegicus OX=10116 GN=Hdlbp PE=1 SV=1;tr|Q6P513|Q6P513_RAT Hdlbp protein OS=Rattus norvegicus OX
25.31 27.69 27.23 25.53 25.41 24.68 -1.53 behavior;biological regulation;cell proliferation;cellular component organization;cellular membrane organization;cellular process;developmental process;endocytosis;establishment of localization;membrane invagination;membrane organization;multicellular organismal process;response to chemical stimulus;response to endogenous stimulus;response to stimulus;transport;vesicle-mediated transportcell part;cell surface;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;mitochondrion;organelle;vesicleCompleteproteome;Cytokine;Directproteinsequencing;Disulfidebond;Glycoprotein;Referenceproteome;Repeat;Secreted;SignalGO:0001835;GO:0006810;GO:0006897;GO:0007566;GO:0007610;GO:0008283;GO:0008284;GO:0009719;GO:0009725;GO:0009987;GO:0010033;GO:0010324;GO:0010975;GO:0010976;GO:0016043;GO:0016044;GO:0016192;GO:0019098;GO:0022414;GO:0031344;GO:0031346;GO:0032355;GO:0032501;GO:0032502;GO:0033057;GO:0035188;GO:0035988;GO:0042127;GO:0042221;GO:0043627;GO:0045595;GO:0045664;GO:0048488;GO:0048489;GO:0048518;GO:0048522;GO:0048545;GO:0048609;GO:0050678;GO:0050679;GO:0050767;GO:0050773;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051128;GO:0051130;GO:0051234;GO:0051239;GO:0051960;GO:0060179;GO:0060284;GO:0060998;GO:0060999;GO:0061024;GO:0061351;GO:0065007;GO:0071684;GO:0071840;GO:2000026GO:0005615;GO:0005739;GO:0009986;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:00700629 21.6 0 205.51 3 0.92 0.069129 1.75 P23785;G3V8V1;F1LMP7Granulins;Acrogranin;Granulin-1;Granulin-2;Granulin-3;Granulin-4;Granulin-5;Granulin-6;Granulin-7Grn sp|P23785|GRN_RAT Progranulin OS=Rattus norvegicus OX=10116 GN=Grn PE=1 SV=3;tr|G3V8V1|G3V8V1_RAT Granulin, isoform CRA_c OS=Rattus norvegicus OX=10116 GN=Grn PE=4 SV=1;tr|F1LMP7|F1LMP7_RAT Progranulin OS=Rattus norvegicus OX=10116 GN=Grn PE=4 SV=1
30.03 29.79 29.04 28.24 28.33 27.68 -1.54 adenyl nucleotide binding;adenyl ribonucleotide binding;ADP binding;ATP binding;ATPase activity;binding;catalytic activity;enzyme activator activity;enzyme regulator activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;identical protein binding;lipid binding;nucleoside-triphosphatase activity;nucleotide binding;peptidase activator activity;peptidase regulator activity;protein binding;protein complex binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;receptor binding;ribonucleotide binding;ubiquitin-specific protease activator activitybiological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular component assembly;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;DNA metabolic process;DNA repair;establishment of localization;Golgi vesicle transport;macromolecular complex assembly;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;peptidyl-amino acid modification;primary metabolic process;protein complex assembly;protein glycosylation;protein metabolic process;protein modification by small protein conjugation or removal;protein modification process;protein transport;proteolysis;proteolysis involved in cellular protein catabolic process;response to DNA damage stimulus;response to stimulus;response to stress;transport;vesicle-mediated transportcell part;cytosol;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lipid particle;macromolecular complex;nucleoplasm;organelle;proteasome complex;protein complex;ubiquitin ligase complex;vesicleProtein processing in endoplasmic reticulumAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;DNAdamage;DNArepair;Endoplasmicreticulum;Hydrolase;Lipid-binding;Methylation;Nucleotide-binding;Nucleus;Phosphoprotein;Referenceproteome;Transport;UblconjugationGO:0005975;GO:0006139;GO:0006259;GO:0006281;GO:0006301;GO:0006302;GO:0006461;GO:0006464;GO:0006486;GO:0006487;GO:0006508;GO:0006511;GO:0006807;GO:0006810;GO:0006886;GO:0006888;GO:0006919;GO:0006950;GO:0006974;GO:0008152;GO:0009056;GO:0009057;GO:0009058;GO:0009059;GO:0009893;GO:0009894;GO:0009896;GO:0009987;GO:0010498;GO:0010604;GO:0010952;GO:0015031;GO:0016043;GO:0016192;GO:0016567;GO:0018193;GO:0018196;GO:0018279;GO:0019222;GO:0019538;GO:0019941;GO:0019985;GO:0022607;GO:0030162;GO:0030433;GO:0030970;GO:0031323;GO:0031325;GO:0031329;GO:0031331;GO:0031334;GO:0032268;GO:0032270;GO:0032434;GO:0032436;GO:0032446;GO:0033554;GO:0034214;GO:0034641;GO:0034645;GO:0042176;GO:0043085;GO:0043161;GO:0043170;GO:0043254;GO:0043280;GO:0043281;GO:0043412;GO:0043413;GO:0043632;GO:0043933;GO:0044087;GO:0044093;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044260;GO:0044262;GO:0044265;GO:0044267;GO:0045184;GO:0045732;GO:0045862;GO:0046907;GO:0048193;GO:0048518;GO:0048522;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051128;GGO:0000166;GO:0003824;GO:0005102;GO:0005488;GO:0005515;GO:0005524;GO:0008047;GO:0008289;GO:0016462;GO:0016504;GO:0016787;GO:0016817;GO:0016818;GO:0016887;GO:0017076;GO:0017111;GO:0030234;GO:0030554;GO:0032403;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0035800;GO:0042802;GO:0043531;GO:0061134GO:0000151;GO:0000153;GO:0000502;GO:0000835;GO:0000836;GO:0005654;GO:0005783;GO:0005811;GO:0005829;GO:0031982;GO:0031988;GO:0032991;GO:0035861;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044428;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0065010;GO:0070062+ + 49 66.3 0 323.31 1 1.88 0.006071 3.33 P46462 Transitional endoplasmic reticulum ATPaseVcp sp|P46462|TERA_RAT Transitional endoplasmic reticulum ATPase OS=Rattus norvegicus OX=10116 GN=Vcp PE=1 SV=3
28.77 29.43 29.22 27.76 27.45 27.55 -1.55 antioxidant activity;binding;catalytic activity;cation binding;chaperone binding;copper ion binding;enzyme binding;ion binding;metal ion binding;oxidoreductase activity;oxidoreductase activity, acting on superoxide radicals as acceptor;phosphatase binding;protein binding;protein phosphatase 2B binding;protein phosphatase binding;superoxide dismutase activity;transition metal ion binding;zinc ion bindingaging;amine metabolic process;behavior;biological regulation;biosynthetic process;catabolic process;cellular amino acid metabolic process;cellular component movement;cellular component organization;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular membrane organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;circulatory system process;cytoskeleton organization;cytoskeleton-dependent intracellular transport;developmental process;DNA metabolic process;DNA repair;establishment of localization;homeostatic process;immune system process;macromolecule metabolic process;macromolecule modification;membrane organization;metabolic process;multicellular organismal process;neurological system process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;organic acid metabolic process;peptide metabolic process;phosphorus metabolic process;plasma membrane organization;primary metabolicell body;cell part;cell projection;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;extracellular matrix;extracellular organelle;extracellular region;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;lysosome;macromolecular complex;membrane;microbody;mitochondrion;neuron projection;neuronal cell body;nucleoplasm;nucleus;organelle;peroxisome;plasma membrane;protein complex;vacuole;vesicleAmyotrophic lateral sclerosis (ALS);Huntington's disease;Peroxisome;Prion diseasesAcetylation;Antioxidant;Completeproteome;Copper;Cytoplasm;Directproteinsequencing;Disulfidebond;Lipoprotein;Metal-binding;Nucleus;Oxidoreductase;Palmitate;Phosphoprotein;Referenceproteome;ZincGO:0000187;GO:0000302;GO:0000303;GO:0000305;GO:0000737;GO:0001541;GO:0001817;GO:0001819;GO:0001894;GO:0001895;GO:0001932;GO:0001975;GO:0002262;GO:0002376;GO:0003008;GO:0003012;GO:0003013;GO:0003015;GO:0006082;GO:0006139;GO:0006259;GO:0006281;GO:0006302;GO:0006308;GO:0006309;GO:0006464;GO:0006468;GO:0006518;GO:0006520;GO:0006575;GO:0006749;GO:0006790;GO:0006793;GO:0006796;GO:0006801;GO:0006807;GO:0006810;GO:0006873;GO:0006875;GO:0006879;GO:0006928;GO:0006937;GO:0006940;GO:0006950;GO:0006974;GO:0006979;GO:0006996;GO:0007009;GO:0007010;GO:0007017;GO:0007018;GO:0007276;GO:0007283;GO:0007566;GO:0007568;GO:0007569;GO:0007600;GO:0007605;GO:0007610;GO:0007626;GO:0008088;GO:0008089;GO:0008090;GO:0008152;GO:0008217;GO:0009056;GO:0009057;GO:0009058;GO:0009266;GO:0009308;GO:0009408;GO:0009605;GO:0009611;GO:0009628;GO:0009719;GO:0009889;GO:0009890;GO:0009892;GO:0009893;GO:0009966;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010243;GO:0010894;GO:0010941;GO:0010970;GO:0014075;GO:0016043;GO:0016044;GO:0016310;GGO:0003824;GO:0004784;GO:0005488;GO:0005507;GO:0005515;GO:0008270;GO:0016209;GO:0016491;GO:0016721;GO:0019899;GO:0019902;GO:0019903;GO:0030346;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0051087GO:0000323;GO:0005576;GO:0005615;GO:0005634;GO:0005654;GO:0005737;GO:0005739;GO:0005758;GO:0005764;GO:0005773;GO:0005777;GO:0005829;GO:0005886;GO:0016020;GO:0016023;GO:0030141;GO:0031012;GO:0031045;GO:0031410;GO:0031970;GO:0031974;GO:0031982;GO:0031988;GO:0032838;GO:0032839;GO:0032991;GO:0042579;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044429;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:0065010;GO:0070062+ + 5 39 0 207.17 1 2.70 0 4.90 P07632 Superoxide dismutase [Cu-Zn] Sod1 sp|P07632|SODC_RAT Superoxide dismutase [Cu-Zn] OS=Rattus norvegicus OX=10116 GN=Sod1 PE=1 SV=2
28.16 28.21 27.65 26.05 26.41 26.86 -1.57 anatomical structure development;biosynthetic process;cell development;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;macromolecule metabolic process;metabolic process;multicellular organismal process;primary metabolic process;protein maturation;protein metabolic processcell part;endoplasmic reticulum;extracellular organelle;extracellular space;intracellular membrane-bounded organelle;intracellular organelle;organelle;vesicleCompleteproteome;Proteomicsidentification;ReferenceproteomeGO:0002063;GO:0003433;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0016043;GO:0019538;GO:0030198;GO:0030199;GO:0032501;GO:0032502;GO:0032963;GO:0032964;GO:0043062;GO:0043170;GO:0044236;GO:0044238;GO:0044259;GO:0048468;GO:0048856;GO:0048869;GO:0051604;GO:0071840;GO:0071841;GO:0071842GO:0005615;GO:0005783;GO:0005793;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 17 53.7 0 323.31 1 2.23 0.00225 3.98 Q5RJR9 Serpinh1 tr|Q5RJR9|Q5RJR9_RAT Serine (Or cysteine) proteinase inhibitor, clade H, member 1, isoform CRA_b OS=Rattus norvegicus OX=10116 GN=Serpinh1 PE=1 SV=1
27.57 27.20 27.21 25.17 26.16 25.92 -1.58 binding;carbohydrate binding;catalytic activity;cation binding;coenzyme binding;cofactor binding;ion binding;magnesium ion binding;metal ion binding;monosaccharide binding;sugar binding;thiamine pyrophosphate binding;transferase activity;transferase activity, transferring aldehyde or ketonic groups;transketolase activity;vitamin bindingalcohol metabolic process;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;cofactor metabolic process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleotide metabolic process;primary metabolic process;small molecule metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;membrane;microbody;organelle;peroxisomeBiosynthesis of ansamycins;Carbon fixation in photosynthetic organisms;Pentose phosphate pathwayAcetylation;Calcium;Completeproteome;Directproteinsequencing;Magnesium;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Thiaminepyrophosphate;TransferaseGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006014;GO:0006066;GO:0006098;GO:0006139;GO:0006732;GO:0006733;GO:0006739;GO:0006740;GO:0006753;GO:0006807;GO:0008152;GO:0009052;GO:0009056;GO:0009058;GO:0009117;GO:0009987;GO:0016051;GO:0016052;GO:0019302;GO:0019318;GO:0019320;GO:0019321;GO:0019322;GO:0019362;GO:0019693;GO:0034637;GO:0034641;GO:0044237;GO:0044238;GO:0044249;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0044283;GO:0046164;GO:0046165;GO:0046364;GO:0046365;GO:0046390;GO:0046483;GO:0046496;GO:0051186;GO:0055086;GO:0055114;GO:0072524GO:0000287;GO:0003824;GO:0004802;GO:0005488;GO:0005529;GO:0016740;GO:0016744;GO:0019842;GO:0030246;GO:0030976;GO:0043167;GO:0043169;GO:0046872;GO:0048029;GO:0048037;GO:0050662GO:0005777;GO:0005789;GO:0016020;GO:0031090;GO:0042579;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044464+ + 21 39.2 0 162.57 2 2.10 0.002118 3.76 G3V826;P50137Transketolase Tkt tr|G3V826|G3V826_RAT Transketolase OS=Rattus norvegicus OX=10116 GN=Tkt PE=1 SV=1;sp|P50137|TKT_RAT Transketolase OS=Rattus norvegicus OX=10116 GN=Tkt PE=1 SV=1
29.10 29.28 29.20 26.74 26.47 29.50 -1.62 adenyl nucleotide binding;adenyl ribonucleotide binding;ADP binding;ATP binding;binding;catalytic activity;kinase activity;nucleotide binding;phosphoglycerate kinase activity;phosphotransferase activity, carboxyl group as acceptor;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsalcohol metabolic process;biosynthetic process;carbohydrate metabolic process;catabolic process;cell motility;cellular component movement;cellular metabolic process;cellular process;generation of precursor metabolites and energy;locomotion;metabolic process;phosphorus metabolic process;primary metabolic process;small molecule metabolic processcell part;cytosol;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleCarbon fixation in photosynthetic organisms;Glycolysis / GluconeogenesisAcetylation;ATP-binding;Completeproteome;Cytoplasm;Directproteinsequencing;Glycolysis;Kinase;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;TransferaseGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006094;GO:0006096;GO:0006793;GO:0006796;GO:0006928;GO:0008152;GO:0009056;GO:0009058;GO:0009987;GO:0016051;GO:0016052;GO:0016310;GO:0019318;GO:0019319;GO:0019320;GO:0030317;GO:0034637;GO:0040011;GO:0044237;GO:0044238;GO:0044249;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0044283;GO:0046164;GO:0046165;GO:0046364;GO:0046365;GO:0048870GO:0000166;GO:0003824;GO:0004618;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016774;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043531GO:0005634;GO:0005829;GO:0031982;GO:0031988;GO:0035686;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044442;GO:0044444;GO:0044446;GO:0044460;GO:0044463;GO:0044464;GO:0065010;GO:007006229 73.6 0 323.31 4 0.77 0.100998 1.52 P16617;M0R6Y8;Q5XIV1;A0A096MJL6Phosphoglycerate kinase 1 Pgk1 sp|P16617|PGK1_RAT Phosphoglycerate kinase 1 OS=Rattus norvegicus OX=10116 GN=Pgk1 PE=1 SV=2
25.47 25.34 25.11 24.67 23.17 23.21 -1.62 binding;carbohydrate binding;cargo receptor activity;catalytic activity;cation binding;chromatin binding;copper ion binding;histone binding;ion binding;metal ion binding;methylated histone residue binding;oligosaccharide binding;oxidoreductase activity;oxidoreductase activity, acting on the CH-NH2 group of donors;oxidoreductase activity, acting on the CH-NH2 group of donors, oxygen as acceptor;protein binding;protein binding transcription factor activity;protein-lysine 6-oxidase activity;receptor activity;scavenger receptor activity;transcription cofactor activity;transcription corepressor activity;transcription factor binding transcription factor activity;transition metal ion bindinganatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;biosynthetic process;cell morphogenesis;cell motility;cell proliferation;cellular component morphogenesis;cellular component movement;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromatin modification;chromatin organization;chromosome organization;developmental process;extracellular matrix organization;extracellular structure organization;histone modification;locomotion;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;protein metabolic process;protein modification process;response to chemical stimulus;response to stimulus;response to stress;RNA metabolic processcell part;chromosome;extracellular space;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;nucleoplasm;nucleus;organelleBasementmembrane;Chromatinregulator;Chromosome;Completeproteome;Copper;Disulfidebond;Extracellularmatrix;Glycoprotein;LTQ;Metal-binding;Nucleus;Oxidoreductase;Proteomicsidentification;Referenceproteome;Repeat;Repressor;Secreted;Signal;TPQ;Transcription;TranscriptionregulationGO:0000902;GO:0000904;GO:0001525;GO:0001666;GO:0001837;GO:0001935;GO:0002040;GO:0006139;GO:0006325;GO:0006351;GO:0006355;GO:0006464;GO:0006807;GO:0006928;GO:0006950;GO:0006996;GO:0008152;GO:0008283;GO:0009058;GO:0009059;GO:0009653;GO:0009889;GO:0009890;GO:0009892;GO:0009987;GO:0010035;GO:0010038;GO:0010468;GO:0010556;GO:0010558;GO:0010605;GO:0010629;GO:0016043;GO:0016070;GO:0016477;GO:0016568;GO:0016569;GO:0016570;GO:0018277;GO:0019219;GO:0019222;GO:0019538;GO:0030198;GO:0030199;GO:0031323;GO:0031324;GO:0031326;GO:0031327;GO:0032330;GO:0032332;GO:0032502;GO:0032774;GO:0032989;GO:0034641;GO:0034645;GO:0040011;GO:0042221;GO:0043062;GO:0043170;GO:0043412;GO:0043542;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267;GO:0045595;GO:0045597;GO:0045892;GO:0045934;GO:0046688;GO:0048518;GO:0048519;GO:0048522;GO:0048523;GO:0048646;GO:0048869;GO:0048870;GO:0050673;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051094;GO:0051171;GO:0051172;GO:0051239;GO:0051252;GO:0051253;GO:0051276;GO:0055114;GO:0060255;GO:0061035;GGO:0000988;GO:0000989;GO:0003682;GO:0003712;GO:0003714;GO:0003824;GO:0004720;GO:0004872;GO:0005044;GO:0005488;GO:0005507;GO:0005515;GO:0016491;GO:0016638;GO:0016641;GO:0030246;GO:0035064;GO:0038024;GO:0042393;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070492GO:0005604;GO:0005615;GO:0005634;GO:0005654;GO:0005694;GO:0016020;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044420;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464+ + 9 16.6 0 37.46 3 1.49 0.015912 2.69 J3QTE1;A0A0G2K4P0;B5DF27Lysyl oxidase homolog 2 Loxl2 tr|J3QTE1|J3QTE1_RAT Lysyl oxidase homolog 2 OS=Rattus norvegicus OX=10116 GN=Loxl2 PE=1 SV=3;tr|A0A0G2K4P0|A0A0G2K4P0_RAT Lysyl oxidase homolog 2 OS=Rattus norvegicus OX=10116 GN=Loxl2 PE=1 SV=1;sp|B5DF27|LOXL2_RAT Lysyl oxidase homolog 2 OS=Rattus norveg
25.60 26.01 25.48 24.04 23.99 24.16 -1.63 catalytic activity;endopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;threonine-type endopeptidase activity;threonine-type peptidase activityanatomical structure morphogenesis;catabolic process;cell activation;cell morphogenesis;cell proliferation;cellular component morphogenesis;cellular component organization;cellular metabolic process;cellular process;developmental process;immune system process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysis;proteolysis involved in cellular protein catabolic processcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complexProteasomeAcetylation;Completeproteome;Cytoplasm;Hydrolase;Nucleus;Protease;Proteasome;Referenceproteome;ThreonineproteaseGO:0000902;GO:0001775;GO:0002376;GO:0006508;GO:0006511;GO:0008152;GO:0008283;GO:0009056;GO:0009057;GO:0009653;GO:0009987;GO:0010498;GO:0010499;GO:0016043;GO:0019538;GO:0019941;GO:0032502;GO:0032943;GO:0032989;GO:0042098;GO:0042110;GO:0043161;GO:0043170;GO:0043632;GO:0044237;GO:0044238;GO:0044248;GO:0044260;GO:0044265;GO:0045321;GO:0046649;GO:0046651;GO:0048869;GO:0051603;GO:0070661;GO:0071840GO:0003824;GO:0004175;GO:0004298;GO:0008233;GO:0016787;GO:0070003;GO:0070011GO:0005634;GO:0005737;GO:0005839;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044424;GO:0044464+ + 9 42.5 0 175.47 1 3.21 0 6.11 Q4KM35 Proteasome subunit beta type-10 Psmb10 sp|Q4KM35|PSB10_RAT Proteasome subunit beta type-10 OS=Rattus norvegicus OX=10116 GN=Psmb10 PE=2 SV=1
26.79 26.84 26.53 24.64 24.17 26.44 -1.64 binding;calcium ion binding;cation binding;enzyme binding;enzyme inhibitor activity;enzyme regulator activity;ion binding;metal ion binding;protein bindinganatomical structure morphogenesis;biological regulation;cellular component morphogenesis;cellular component organization;cellular process;developmental process;response to chemical stimulus;response to stimulus;response to stresscell part;cytoplasmic membrane-bounded vesicle;extracellular region;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleCalcium;Completeproteome;Directproteinsequencing;Endoplasmicreticulum;Glycoprotein;Metal-binding;Phosphoprotein;Proteomicsidentification;Referenceproteome;Repeat;Sarcoplasmicreticulum;Secreted;SignalGO:0006950;GO:0007409;GO:0009611;GO:0009653;GO:0009987;GO:0010033;GO:0014012;GO:0014070;GO:0016043;GO:0019222;GO:0030030;GO:0031099;GO:0031102;GO:0031103;GO:0032502;GO:0032989;GO:0032990;GO:0033554;GO:0042221;GO:0043086;GO:0044092;GO:0048678;GO:0048812;GO:0048858;GO:0048869;GO:0050789;GO:0050790;GO:0050896;GO:0051716;GO:0065007;GO:0065009;GO:0071840;GO:0071841;GO:0071842GO:0004857;GO:0005488;GO:0005509;GO:0005515;GO:0019899;GO:0030234;GO:0043167;GO:0043169;GO:0046872GO:0005576;GO:0005788;GO:0016020;GO:0016023;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0033018;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043233;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0070013+ + 17 62.5 0 248.32 2 1.10 0.035835 2.06 G3V6S3;O35783 Calu tr|G3V6S3|G3V6S3_RAT Calumenin OS=Rattus norvegicus OX=10116 GN=Calu PE=1 SV=1
28.06 28.57 28.20 26.92 26.54 26.41 -1.66 binding;calcium ion binding;cation binding;extracellular matrix binding;ion binding;metal ion bindingbiological regulationextracellular matrix;extracellular organelle;organelle;vesicleCalcium;Completeproteome;Disulfidebond;EGF-likedomain;Referenceproteome;RepeatGO:0010810;GO:0010811;GO:0030155;GO:0045785;GO:0048518;GO:0048522;GO:0050789;GO:0050794;GO:0065007GO:0005488;GO:0005509;GO:0043167;GO:0043169;GO:0046872;GO:0050840GO:0031012;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 32 34.4 0 323.31 1 2.82 0 5.26 G3V6X1 Fbln2 tr|G3V6X1|G3V6X1_RAT Fibulin 2 OS=Rattus norvegicus OX=10116 GN=Fbln2 PE=1 SV=1
25.64 25.52 25.40 23.68 24.10 23.71 -1.69 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;catalytic activity;cation binding;ion binding;kinase activity;metal ion binding;nucleotide binding;phosphotransferase activity, alcohol group as acceptor;protein kinase activity;protein serine/threonine kinase activity;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide binding;transferase activity;transferase activity, transferring phosphorus-containing groupsanatomical structure formation involved in morphogenesis;anatomical structure morphogenesis;biological regulation;cellular component morphogenesis;cellular component organization;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;chromosome organization;cytoskeleton organization;developmental process;DNA metabolic process;DNA packaging;macromolecule metabolic process;metabolic process;microtubule organizing center organization;multicellular organismal process;muscle contraction;nitrogen compound metabolic process;nucleobase-containing compound metabolic process;organelle organization;primary metabolic process;regulation of cell cycle;regulation of organelle organization;response to stimulus;rhythmic process;signal transductioncell part;centrosome;cytoplasm;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;membrane;microtubule organizing center;nucleus;organelle;plasma membraneAxon guidance;Chemokine signaling pathway;Focal adhesion;Leukocyte transendothelial migration;Pathogenic Escherichia coli infection;Regulation of actin cytoskeleton;Shigellosis;TGF-beta signaling pathway;Vascular smooth muscle contraction;Wnt signaling pathway3D-structure;ATP-binding;Biologicalrhythms;Cellmembrane;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Kinase;Magnesium;Membrane;Metal-binding;Nucleotide-binding;Nucleus;Phosphoprotein;Proteomicsidentification;Referenceproteome;Serine/threonine-proteinkinase;Transferase;Zinc;Zinc-fingerGO:0001843;GO:0003008;GO:0003012;GO:0006139;GO:0006259;GO:0006323;GO:0006807;GO:0006917;GO:0006936;GO:0006939;GO:0006996;GO:0007010;GO:0007165;GO:0007264;GO:0007265;GO:0007266;GO:0008152;GO:0008624;GO:0008625;GO:0009653;GO:0009987;GO:0010564;GO:0010638;GO:0010824;GO:0010825;GO:0010941;GO:0010942;GO:0012502;GO:0016043;GO:0016525;GO:0022603;GO:0030029;GO:0030030;GO:0030036;GO:0030261;GO:0030856;GO:0031023;GO:0032501;GO:0032502;GO:0032886;GO:0032956;GO:0032970;GO:0032989;GO:0032990;GO:0033043;GO:0034641;GO:0035148;GO:0035556;GO:0042752;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0045595;GO:0045604;GO:0045616;GO:0045682;GO:0045765;GO:0046605;GO:0048511;GO:0048518;GO:0048519;GO:0048522;GO:0048646;GO:0048812;GO:0048813;GO:0048858;GO:0048869;GO:0050789;GO:0050793;GO:0050794;GO:0050896;GO:0051093;GO:0051128;GO:0051130;GO:0051239;GO:0051276;GO:0051297;GO:0051298;GO:0051493;GO:0051716;GO:0051726;GO:0060606;GO:0065007;GO:0070507;GO:0071103;GO:0071840;GO:0071841;GO:0071842;GGO:0000166;GO:0003824;GO:0004672;GO:0004674;GO:0005488;GO:0005524;GO:0016301;GO:0016740;GO:0016772;GO:0016773;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639;GO:0043167;GO:0043169;GO:0046872GO:0005634;GO:0005737;GO:0005813;GO:0005815;GO:0005886;GO:0016020;GO:0031616;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464+ + 20 17.1 0 52.433 3 3.45 0 6.75 F1LQT3;A0A0G2K5N6;Q62868Rho-associated protein kinase 2 Rock2 tr|F1LQT3|F1LQT3_RAT Rho-associated protein kinase OS=Rattus norvegicus OX=10116 GN=Rock2 PE=1 SV=3;tr|A0A0G2K5N6|A0A0G2K5N6_RAT Rho-associated protein kinase OS=Rattus norvegicus OX=10116 GN=Rock2 PE=1 SV=1;sp|Q62868|ROCK2_RAT Rho-associated protein kinas
30.42 29.98 30.75 28.55 28.76 28.75 -1.69 binding;cation binding;ferric iron binding;ion binding;iron ion binding;metal ion binding;transition metal ion bindingbiological regulation;cellular homeostasis;cellular ion homeostasis;cellular process;establishment of localization;homeostatic process;ion transport;multicellular organismal process;neurological system process;response to chemical stimulus;response to stimulus;transportcell part;cytoplasm;macromolecular complex;protein complexMineral absorption;Porphyrin and chlorophyll metabolismCellmembrane;Cellprojection;Coiledcoil;Completeproteome;Cytoplasm;Directproteinsequencing;Hearing;Iron;Ironstorage;Membrane;Metal-binding;ReferenceproteomeGO:0000041;GO:0003008;GO:0006810;GO:0006811;GO:0006812;GO:0006826;GO:0006873;GO:0006875;GO:0006879;GO:0007600;GO:0007605;GO:0009987;GO:0010035;GO:0010038;GO:0010288;GO:0019725;GO:0030001;GO:0030003;GO:0032501;GO:0042221;GO:0042592;GO:0048878;GO:0050801;GO:0050877;GO:0050896;GO:0050954;GO:0051234;GO:0055065;GO:0055072;GO:0055080;GO:0055082;GO:0065007;GO:0065008GO:0005488;GO:0005506;GO:0008199;GO:0043167;GO:0043169;GO:0046872;GO:0046914GO:0005737;GO:0008043;GO:0016324;GO:0031253;GO:0031528;GO:0032991;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044459;GO:0044463;GO:0044464;GO:0060171;GO:0070288+ + 13 76 0 323.31 7 2.71 0 5.07 P02793;Q7TP54;F1M5T1;M0R597;M0R5T8;M0RCS3;D4ADM5Ferritin light chain 1;Protein FAM65B;FerritinFtl1;Fam65b;LOC100359668;LOC100362384;RGD1566189;Ftl1l1sp|P02793|FRIL1_RAT Ferritin light chain 1 OS=Rattus norvegicus OX=10116 GN=Ftl1 PE=1 SV=3;sp|Q7TP54|RIPR2_RAT Rho family-interacting cell polarization regulator 2 OS=Rattus norvegicus OX=10116 GN=Ripor2 PE=1 SV=1;tr|F1M5T1|F1M5T1_RAT Ferritin OS=Rattus no
26.40 25.81 26.77 25.16 24.79 23.93 -1.70 binding;catalytic activity;cytoskeletal protein binding;GTPase activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;molecular transducer activity;nucleoside-triphosphatase activity;protein binding;pyrophosphatase activity;signal transducer activity;spectrin bindinganatomical structure development;biological regulation;cell death;cell proliferation;cellular homeostasis;cellular ion homeostasis;cellular process;death;developmental process;homeostatic process;multicellular organismal process;neurological system process;response to chemical stimulus;response to stimulus;response to stress;signal transductioncell body;cell part;cell projection;extracellular organelle;macromolecular complex;membrane;neuron projection;organelle;photoreceptor inner segment;protein complex;vesicleChemokine signaling pathway;Phototransduction;Taste transduction3D-structure;Acetylation;Completeproteome;Directproteinsequencing;Phosphoprotein;Referenceproteome;Repeat;Transducer;WDrepeatGO:0001666;GO:0003008;GO:0006873;GO:0006874;GO:0006875;GO:0006915;GO:0006950;GO:0007165;GO:0007166;GO:0007186;GO:0007200;GO:0007202;GO:0007204;GO:0007600;GO:0007606;GO:0008219;GO:0008283;GO:0009987;GO:0010517;GO:0010518;GO:0010657;GO:0010658;GO:0010659;GO:0010863;GO:0012501;GO:0016265;GO:0019222;GO:0019725;GO:0019932;GO:0030003;GO:0032501;GO:0032502;GO:0033554;GO:0035556;GO:0042221;GO:0042592;GO:0043085;GO:0044093;GO:0048016;GO:0048856;GO:0048878;GO:0050789;GO:0050790;GO:0050794;GO:0050801;GO:0050877;GO:0050896;GO:0050909;GO:0051336;GO:0051345;GO:0051480;GO:0051716;GO:0055065;GO:0055074;GO:0055080;GO:0055082;GO:0060041;GO:0060191;GO:0060193;GO:0065007;GO:0065008;GO:0065009;GO:0070482;GO:0070887;GO:0071453;GO:0071456;GO:0072503;GO:0072507GO:0003824;GO:0003924;GO:0004871;GO:0005488;GO:0005515;GO:0008092;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017111;GO:0030507;GO:0060089GO:0001917;GO:0005765;GO:0005774;GO:0005834;GO:0016020;GO:0019897;GO:0019898;GO:0030425;GO:0031090;GO:0031234;GO:0031982;GO:0031988;GO:0032991;GO:0042622;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044437;GO:0044441;GO:0044444;GO:0044446;GO:0044459;GO:0044463;GO:0044464;GO:0065010;GO:0070062+ + 10 35.9 0 63.93 2 1.68 0.007901 3.04 P54311;P52287Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1Gnb1 sp|P54311|GBB1_RAT Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Rattus norvegicus OX=10116 GN=Gnb1 PE=1 SV=4
29.21 29.45 28.90 27.51 27.40 27.53 -1.70 binding;catalytic activity;GTP binding;GTPase activity;guanyl nucleotide binding;guanyl ribonucleotide binding;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;nucleoside-triphosphatase activity;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;pyrophosphatase activity;ribonucleotide binding;structural constituent of cytoskeleton;structural molecule activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;protein complex assembly;protein polymerizationcell part;cytoplasm;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleus;organelle;protein complex;vesicleGap junction;Pathogenic Escherichia coli infection;PhagosomeAcetylation;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;GTP-binding;Microtubule;Nitration;Nucleotide-binding;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0006461;GO:0007017;GO:0009987;GO:0016043;GO:0022607;GO:0034621;GO:0034622;GO:0043623;GO:0043933;GO:0051258;GO:0065003;GO:0071822;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0003824;GO:0003924;GO:0005198;GO:0005200;GO:0005488;GO:0005525;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017076;GO:0017111;GO:0019001;GO:0032553;GO:0032555;GO:0032561;GO:0035639GO:0005634;GO:0005737;GO:0005874;GO:0005881;GO:0031982;GO:0032991;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0043234;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044464+ + 23 59.9 0 323.31 3 3.33 0 6.49 Q6AYZ1;A0A0H2UHM7;F1LUM5Tubulin alpha-1C chain Tuba1c sp|Q6AYZ1|TBA1C_RAT Tubulin alpha-1C chain OS=Rattus norvegicus OX=10116 GN=Tuba1c PE=1 SV=1;tr|A0A0H2UHM7|A0A0H2UHM7_RAT Tubulin alpha chain OS=Rattus norvegicus OX=10116 GN=LOC100909441 PE=3 SV=1
26.51 26.29 26.37 24.44 24.70 24.69 -1.77 beta-galactosidase activity;binding;carbohydrate binding;catalytic activity;galactosidase activity;galactoside binding;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;monosaccharide binding;sugar bindingalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;metabolic process;primary metabolic process;small molecule metabolic processcell part;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuole;vesicleGalactose metabolism;Glycosaminoglycan degradation;Glycosphingolipid biosynthesis - ganglio series;Lysosome;Other glycan degradation;Sphingolipid metabolismCompleteproteome;Glycosidase;Hydrolase;Proteomicsidentification;ReferenceproteomeGO:0005975;GO:0005996;GO:0006012;GO:0006066;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0019318;GO:0019320;GO:0019388;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365GO:0003824;GO:0004553;GO:0004565;GO:0005488;GO:0005529;GO:0015925;GO:0016787;GO:0016798;GO:0016936;GO:0030246;GO:0048029GO:0000323;GO:0005764;GO:0005773;GO:0005794;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062+ + 13 25.5 0 119.8 1 4.11 0 8.56 D3ZUM4 Beta-galactosidase Glb1 tr|D3ZUM4|D3ZUM4_RAT Beta-galactosidase OS=Rattus norvegicus OX=10116 GN=Glb1 PE=1 SV=1
25.18 25.16 24.99 22.94 23.69 NaN -1.79 carboxylic ester hydrolase activity;catalytic activity;hydrolase activity;hydrolase activity, acting on ester bonds;S-formylglutathione hydrolase activity;thiolester hydrolase activitycatabolic process;cellular aldehyde metabolic process;cellular metabolic process;cellular process;metabolic process;small molecule metabolic processcell part;cytoplasmic membrane-bounded vesicle;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;nucleoplasm;organelle;plasma membrane;vesicleMethane metabolismAcetylation;Completeproteome;Cytoplasm;Cytoplasmicvesicle;Hydrolase;Referenceproteome;SerineesteraseGO:0006081;GO:0008152;GO:0009056;GO:0009987;GO:0044237;GO:0044248;GO:0044281;GO:0044282;GO:0046185;GO:0046292;GO:0046294GO:0003824;GO:0016787;GO:0016788;GO:0016790;GO:0018738;GO:0052689GO:0005654;GO:0005794;GO:0005886;GO:0016020;GO:0016023;GO:0031410;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 8 39 0 58.606 1 2.07 0.002149 4.61 B0BNE5 S-formylglutathione hydrolase Esd sp|B0BNE5|ESTD_RAT S-formylglutathione hydrolase OS=Rattus norvegicus OX=10116 GN=Esd PE=2 SV=1
26.36 26.39 25.91 23.67 24.22 25.27 -1.83 binding;catalytic activity;glutathione transferase activity;identical protein binding;protein binding;protein dimerization activity;protein homodimerization activity;transferase activity;transferase activity, transferring alkyl or aryl (other than methyl) groupsaging;cellular metabolic process;cellular process;developmental process;metabolic process;multicellular organismal process;neurological system process;response to chemical stimulus;response to stimulus;xenobiotic metabolic processcell part;cytosol;macromolecular complex;membrane;plasma membrane;protein complexDrug metabolism - cytochrome P450;Glutathione metabolism;Metabolism of xenobiotics by cytochrome P4503D-structure;Completeproteome;Cytoplasm;Directproteinsequencing;Olfaction;Referenceproteome;Sensorytransduction;TransferaseGO:0003008;GO:0006805;GO:0007568;GO:0007600;GO:0007606;GO:0007608;GO:0008152;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0014070;GO:0032501;GO:0032502;GO:0033595;GO:0042221;GO:0044237;GO:0050877;GO:0050896GO:0003824;GO:0004364;GO:0005488;GO:0005515;GO:0016740;GO:0016765;GO:0042802;GO:0042803;GO:0046983GO:0005829;GO:0005886;GO:0016020;GO:0032991;GO:0043234;GO:0044424;GO:0044444;GO:0044464+ + 15 68.8 0 66.922 4 1.68 0.008101 3.07 P08010;A0A0G2K4U2;A0A0G2K6L4;A0A0G2JZ09Glutathione S-transferase Mu 2 Gstm2 sp|P08010|GSTM2_RAT Glutathione S-transferase Mu 2 OS=Rattus norvegicus OX=10116 GN=Gstm2 PE=1 SV=2;tr|A0A0G2K4U2|A0A0G2K4U2_RAT Glutathione S-transferase, mu 7 OS=Rattus norvegicus OX=10116 GN=Gstm7 PE=1 SV=1
31.82 31.83 31.72 29.87 29.95 29.92 -1.88 ankyrin binding;binding;cytoskeletal protein binding;heat shock protein binding;peptide binding;protein binding;protein C-terminus binding;structural molecule activitycellular component organization;cellular membrane organization;cellular process;endocytosis;establishment of localization;Golgi organization;membrane invagination;membrane organization;mitosis;nuclear division;organelle fission;organelle organization;protein transport;transport;vesicle-mediated transportcell part;cytoplasmic membrane-bounded vesicle;intracellular membrane-bounded organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;organelle;plasma membrane;protein complex;vesicleBacterial invasion of epithelial cells;Endocrine and other factor-regulated calcium reabsorption;Endocytosis;Huntington's disease;Lysosome3D-structure;Acetylation;Coatedpit;Completeproteome;Cytoplasmicvesicle;Directproteinsequencing;Membrane;Phosphoprotein;Proteomicsidentification;Referenceproteome;RepeatGO:0000280;GO:0006810;GO:0006886;GO:0006897;GO:0006898;GO:0006996;GO:0007030;GO:0007067;GO:0009987;GO:0010324;GO:0015031;GO:0016043;GO:0016044;GO:0016192;GO:0022402;GO:0022403;GO:0045184;GO:0046907;GO:0048285;GO:0051234;GO:0051649;GO:0061024;GO:0071840;GO:0071841;GO:0071842GO:0005198;GO:0005488;GO:0005515;GO:0008022;GO:0008092;GO:0030506;GO:0031072;GO:0042277GO:0005739;GO:0005819;GO:0005886;GO:0012506;GO:0016020;GO:0016023;GO:0030117;GO:0030118;GO:0030120;GO:0030125;GO:0030130;GO:0030132;GO:0030315;GO:0030659;GO:0030662;GO:0030665;GO:0030666;GO:0030669;GO:0031090;GO:0031410;GO:0031982;GO:0031988;GO:0032991;GO:0033267;GO:0042383;GO:0042470;GO:0043195;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043231;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044430;GO:0044431;GO:0044433;GO:0044444;GO:0044446;GO:0044456;GO:0044459;GO:0044463;GO:0044464;GO:0048770+ + 84 59.2 0 323.31 2 5.81 0 13.20 F1M779;P11442Clathrin heavy chain;Clathrin heavy chain 1Cltc tr|F1M779|F1M779_RAT Clathrin heavy chain OS=Rattus norvegicus OX=10116 GN=Cltc PE=1 SV=1;sp|P11442|CLH1_RAT Clathrin heavy chain 1 OS=Rattus norvegicus OX=10116 GN=Cltc PE=1 SV=3
26.18 24.42 25.64 23.20 23.81 NaN -1.91 structural constituent of ribosome;structural molecule activitycellular component assembly;cellular component organization;cellular macromolecular complex assembly;cellular process;macromolecular complex assembly;ribonucleoprotein complex assemblycell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;nucleolus;organelle;ribonucleoprotein complex;small ribosomal subunitRibosome Completeproteome;Cytoplasm;Methylation;Nucleus;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0000028;GO:0009987;GO:0016043;GO:0022607;GO:0022618;GO:0034621;GO:0034622;GO:0043933;GO:0065003;GO:0071826;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003735;GO:0005198GO:0005730;GO:0015935;GO:0022627;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464+ + 6 33.3 0 20.217 8 1.13 0.029882 2.36 F1LT36;P63326;A0A0H2UI18;D3ZJY5;D3ZH53;Q7TP86;D3ZCN9;D4A5N740S ribosomal protein S10 RGD1564698;Rps10;LOC100360905;RGD1561871tr|F1LT36|F1LT36_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 GN=Rps10l1 PE=4 SV=2;sp|P63326|RS10_RAT 40S ribosomal protein S10 OS=Rattus norvegicus OX=10116 GN=Rps10 PE=2 SV=1;tr|A0A0H2UI18|A0A0H2UI18_RAT 40S ribosomal protein S10 OS=Rattus n
26.53 26.30 26.19 23.86 24.63 24.78 -1.92 structural constituent of ribosome;structural molecule activitybiosynthetic process;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;translationcell part;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;ribonucleoprotein complex;ribosomeRibosome Completeproteome;Cytoplasm;Phosphoprotein;Referenceproteome;Ribonucleoprotein;RibosomalproteinGO:0006412;GO:0008152;GO:0009058;GO:0009059;GO:0009987;GO:0019538;GO:0034645;GO:0043170;GO:0044237;GO:0044238;GO:0044249;GO:0044260;GO:0044267GO:0003735;GO:0005198GO:0005840;GO:0030529;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0044424;GO:0044444;GO:0044464+ + 7 40.7 0 33.565 2 2.50 0 4.77 A0A0H2UHS7;P1200160S ribosomal protein L18 Rpl18 tr|A0A0H2UHS7|A0A0H2UHS7_RAT 60S ribosomal protein L18 OS=Rattus norvegicus OX=10116 GN=Rpl18 PE=1 SV=1;sp|P12001|RL18_RAT 60S ribosomal protein L18 OS=Rattus norvegicus OX=10116 GN=Rpl18 PE=1 SV=2
25.18 25.88 24.59 23.81 23.49 22.40 -1.99 catalytic activity;hydrolase activity;hydrolase activity, acting on acid anhydrides;hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;microtubule motor activity;motor activity;nucleoside-triphosphatase activity;pyrophosphatase activitybiological regulation;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;cytoskeleton-dependent intracellular transport;endosome transport;establishment of localization;metabolic process;organelle organization;regulation of transport;transport;vesicle-mediated transportcell leading edge;cell part;centrosome;intracellular non-membrane-bounded organelle;intracellular organelle;kinetochore;macromolecular complex;microtubule organizing center;organelle;protein complex;retromer complexHuntington's disease;Vasopressin-regulated water reabsorption3D-structure;Coiledcoil;Completeproteome;Cytoplasm;Cytoskeleton;Dynein;Microtubule;Phosphoprotein;Proteomicsidentification;Referenceproteome;Transport;UblconjugationGO:0000226;GO:0006810;GO:0006928;GO:0006996;GO:0007010;GO:0007017;GO:0007018;GO:0008152;GO:0009987;GO:0010970;GO:0016043;GO:0016192;GO:0016197;GO:0030705;GO:0031122;GO:0032386;GO:0032388;GO:0032401;GO:0032402;GO:0032879;GO:0032880;GO:0033157;GO:0042147;GO:0046907;GO:0048518;GO:0050789;GO:0050794;GO:0051049;GO:0051050;GO:0051222;GO:0051223;GO:0051234;GO:0051649;GO:0051650;GO:0051656;GO:0051904;GO:0051905;GO:0060341;GO:0065007;GO:0070201;GO:0071840;GO:0071841;GO:0071842;GO:0090316GO:0003774;GO:0003777;GO:0003824;GO:0016462;GO:0016787;GO:0016817;GO:0016818;GO:0017111GO:0000776;GO:0000922;GO:0005813;GO:0005815;GO:0005868;GO:0005869;GO:0005874;GO:0005875;GO:0030286;GO:0030904;GO:0031252;GO:0032991;GO:0043226;GO:0043228;GO:0043229;GO:0043232;GO:0043234;GO:0044422;GO:0044424;GO:0044425;GO:0044427;GO:0044430;GO:0044444;GO:0044446;GO:0044464+ + 23 22.8 0 78.208 3 1.61 0.009378 2.99 A0A0G2K428;D4A8U7;P28023Dynactin subunit 1 Dctn1 tr|A0A0G2K428|A0A0G2K428_RAT Dynactin subunit 1 OS=Rattus norvegicus OX=10116 GN=Dctn1 PE=1 SV=1;tr|D4A8U7|D4A8U7_RAT Dynactin 1, isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Dctn1 PE=1 SV=2;sp|P28023|DCTN1_RAT Dynactin subunit 1 OS=Rattus norvegicus OX=
25.56 25.96 25.51 24.23 23.48 23.29 -2.01 aminopeptidase activity;binding;catalytic activity;endopeptidase activity;exopeptidase activity;hydrolase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;peptide binding;serine hydrolase activity;serine-type endopeptidase activity;serine-type peptidase activity;tripeptidyl-peptidase activitymacromolecule metabolic process;metabolic process;primary metabolic process;protein metabolic process;proteolysiscell part;cytoplasm;nucleoplasmAcetylation;Aminopeptidase;Completeproteome;Cytoplasm;Hydrolase;Isopeptidebond;Nucleus;Phosphoprotein;Protease;Referenceproteome;Serineprotease;UblconjugationGO:0006508;GO:0008152;GO:0019538;GO:0043170;GO:0044238GO:0003824;GO:0004175;GO:0004177;GO:0004252;GO:0005488;GO:0008233;GO:0008236;GO:0008238;GO:0008240;GO:0016787;GO:0017171;GO:0042277;GO:0070011GO:0005654;GO:0005737;GO:0044422;GO:0044424;GO:0044428;GO:0044446;GO:0044464+ + 31 30.8 0 90.53 1 2.48 0 4.78 Q64560 Tripeptidyl-peptidase 2 Tpp2 sp|Q64560|TPP2_RAT Tripeptidyl-peptidase 2 OS=Rattus norvegicus OX=10116 GN=Tpp2 PE=2 SV=3
27.46 27.76 27.20 25.67 25.54 25.03 -2.06 anion channel activity;anion transmembrane transporter activity;channel activity;chloride channel activity;gated channel activity;ion channel activity;ion transmembrane transporter activity;passive transmembrane transporter activity;substrate-specific channel activity;substrate-specific transmembrane transporter activity;substrate-specific transporter activity;transmembrane transporter activity;transporter activity;voltage-gated anion channel activity;voltage-gated channel activity;voltage-gated chloride channel activity;voltage-gated ion channel activitybiological adhesion;biological regulation;cell adhesion;cellular homeostasis;cellular ion homeostasis;cellular process;establishment of localization;homeostatic process;ion transport;regulation of cell cycle;transportcell part;cytoplasm;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;mitochondrion;nuclear envelope;organelle;plasma membrane;protein complex;vesicleAcetylation;Cellmembrane;Chloride;Chloridechannel;Completeproteome;Cytoplasm;Directproteinsequencing;Disulfidebond;Ionchannel;Iontransport;Membrane;Nucleus;Phosphoprotein;Referenceproteome;Transmembrane;Transmembranehelix;Transport;Voltage-gatedchannelGO:0006810;GO:0006811;GO:0006820;GO:0006821;GO:0006873;GO:0007155;GO:0009987;GO:0015698;GO:0016337;GO:0019725;GO:0022610;GO:0030278;GO:0034109;GO:0042391;GO:0042592;GO:0045595;GO:0045597;GO:0045667;GO:0045669;GO:0048518;GO:0048522;GO:0048878;GO:0050789;GO:0050793;GO:0050794;GO:0050801;GO:0051094;GO:0051234;GO:0051239;GO:0051726;GO:0051881;GO:0055082;GO:0065007;GO:0065008;GO:0070527GO:0005215;GO:0005216;GO:0005244;GO:0005247;GO:0005253;GO:0005254;GO:0008308;GO:0008509;GO:0015075;GO:0015267;GO:0022803;GO:0022832;GO:0022836;GO:0022838;GO:0022857;GO:0022891;GO:0022892GO:0005635;GO:0005737;GO:0005739;GO:0005886;GO:0016020;GO:0031090;GO:0031965;GO:0031967;GO:0031975;GO:0031982;GO:0031988;GO:0032991;GO:0034702;GO:0034707;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0048471;GO:0065010;GO:0070062;GO:0072562+ + 13 68.5 0 131.29 2 2.92 0 5.86 Q6MG61;A0A0G2K6C0Chloride intracellular channel protein 1 Clic1 sp|Q6MG61|CLIC1_RAT Chloride intracellular channel protein 1 OS=Rattus norvegicus OX=10116 GN=Clic1 PE=1 SV=1
27.46 27.32 26.94 25.16 24.67 25.65 -2.08 binding;enzyme activator activity;enzyme binding;enzyme regulator activity;GDP-dissociation inhibitor activity;GTPase activator activity;GTPase binding;GTPase regulator activity;nucleoside-triphosphatase regulator activity;protein binding;Rab GDP-dissociation inhibitor activity;small GTPase binding;small GTPase regulator activitybiological regulation;cellular process;establishment of localization;protein transport;response to stimulus;signal transduction;transport;vesicle-mediated transportcell part;cytosol;extracellular organelle;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;membrane;organelle;vesicleAcetylation;Completeproteome;Cytoplasm;Directproteinsequencing;GTPaseactivation;Membrane;Phosphoprotein;ReferenceproteomeGO:0006810;GO:0007165;GO:0007264;GO:0009987;GO:0015031;GO:0016192;GO:0019222;GO:0035556;GO:0045184;GO:0050789;GO:0050790;GO:0050794;GO:0050896;GO:0051234;GO:0051716;GO:0065007;GO:0065009GO:0005083;GO:0005092;GO:0005093;GO:0005096;GO:0005488;GO:0005515;GO:0008047;GO:0019899;GO:0030234;GO:0030695;GO:0031267;GO:0051020;GO:0060589GO:0005794;GO:0005829;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0030054;GO:0030055;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044421;GO:0044424;GO:0044444;GO:0044464;GO:0065010;GO:0070062;GO:0070161+ + 26 64 0 323.31 1 2.52 0 4.90 P50399 Rab GDP dissociation inhibitor beta Gdi2 sp|P50399|GDIB_RAT Rab GDP dissociation inhibitor beta OS=Rattus norvegicus OX=10116 GN=Gdi2 PE=1 SV=2
29.97 30.05 29.58 27.80 27.62 27.86 -2.11 binding;carbon-oxygen lyase activity;catalytic activity;cation binding;hydro-lyase activity;identical protein binding;ion binding;lyase activity;magnesium ion binding;metal ion binding;phosphopyruvate hydratase activity;protein binding;protein dimerization activity;protein heterodimerization activity;protein homodimerization activityalcohol metabolic process;carbohydrate metabolic process;catabolic process;cellular metabolic process;cellular process;generation of precursor metabolites and energy;metabolic process;primary metabolic process;small molecule metabolic processcell part;cell projection;macromolecular complex;membrane;neuron projection;protein complexGlycolysis / Gluconeogenesis;Methane metabolism;RNA degradationAcetylation;Cellmembrane;Completeproteome;Cytoplasm;Directproteinsequencing;Glycolysis;Lyase;Magnesium;Membrane;Metal-binding;Phosphoprotein;Plasminogenactivation;Referenceproteome;UblconjugationGO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006091;GO:0006096;GO:0008152;GO:0009056;GO:0009987;GO:0016052;GO:0019318;GO:0019320;GO:0044237;GO:0044238;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0046164;GO:0046365GO:0000287;GO:0003824;GO:0004634;GO:0005488;GO:0005515;GO:0016829;GO:0016835;GO:0016836;GO:0042802;GO:0042803;GO:0043167;GO:0043169;GO:0046872;GO:0046982;GO:0046983GO:0000015;GO:0016020;GO:0032991;GO:0042995;GO:0043005;GO:0043234;GO:0044424;GO:0044444;GO:0044445;GO:0044456;GO:0044464;GO:0097060+ + 28 75.6 0 323.31 3 3.71 0 8.09 P04764;M0R5J4;A0A0G2K4Y2Alpha-enolase Eno1 sp|P04764|ENOA_RAT Alpha-enolase OS=Rattus norvegicus OX=10116 GN=Eno1 PE=1 SV=4;tr|M0R5J4|M0R5J4_RAT Uncharacterized protein OS=Rattus norvegicus OX=10116 PE=3 SV=1
25.65 25.43 25.12 23.36 23.16 23.06 -2.21 actin binding;binding;cytoskeletal protein binding;protein bindinganatomical structure development;cell communication;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular process;cytoskeleton organization;developmental process;locomotion;organelle organization;response to external stimulus;response to extracellular stimulus;response to stimuluscell part;cell projection;cytoplasm;cytosol;filopodium;membrane;microvillus;neuron projection;plasma membrane;site of polarized growthAcetylation;Actin-binding;Celljunction;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Phosphoprotein;ReferenceproteomeGO:0001889;GO:0006928;GO:0006996;GO:0007010;GO:0007015;GO:0007154;GO:0009605;GO:0009987;GO:0009991;GO:0016043;GO:0016477;GO:0022607;GO:0030029;GO:0030036;GO:0031668;GO:0032502;GO:0040011;GO:0048513;GO:0048856;GO:0048870;GO:0050896;GO:0051017;GO:0051716;GO:0071460;GO:0071496;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0003779;GO:0005488;GO:0005515;GO:0008092GO:0001725;GO:0001726;GO:0005737;GO:0005829;GO:0005886;GO:0005902;GO:0016020;GO:0030027;GO:0030054;GO:0030175;GO:0030425;GO:0030426;GO:0030427;GO:0032432;GO:0042641;GO:0042995;GO:0043005;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044446;GO:0044463;GO:0044464;GO:0071437+ + 12 29.4 0 95.494 1 3.63 0 7.99 P85845 Fascin Fscn1 sp|P85845|FSCN1_RAT Fascin OS=Rattus norvegicus OX=10116 GN=Fscn1 PE=1 SV=2
25.68 25.73 25.31 23.08 24.09 22.73 -2.27 binding;catalytic activity;coenzyme binding;cofactor binding;NAD binding;nucleotide binding;oxidoreductase activity;oxidoreductase activity, acting on CH-OH group of donors;oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;UDP-glucose 6-dehydrogenase activityalcohol metabolic process;anatomical structure morphogenesis;biosynthetic process;carbohydrate metabolic process;cellular ketone metabolic process;cellular metabolic process;cellular process;developmental process;metabolic process;organic acid metabolic process;primary metabolic process;small molecule metabolic processcell part;cytosol;extracellular organelle;nucleoplasm;organelle;vesicleAmino sugar and nucleotide sugar metabolism;Ascorbate and aldarate metabolism;Pentose and glucuronate interconversions;Starch and sucrose metabolismAcetylation;Allostericenzyme;Completeproteome;NAD;Oxidoreductase;Phosphoprotein;Proteomicsidentification;ReferenceproteomeGO:0001702;GO:0005975;GO:0005996;GO:0006063;GO:0006065;GO:0006066;GO:0006082;GO:0007369;GO:0008152;GO:0009058;GO:0009653;GO:0009987;GO:0016051;GO:0016053;GO:0019585;GO:0019752;GO:0032502;GO:0032787;GO:0042180;GO:0043436;GO:0044237;GO:0044238;GO:0044249;GO:0044262;GO:0044281;GO:0044283;GO:0046394;GO:0046398;GO:0046399;GO:0048598GO:0000166;GO:0003824;GO:0003979;GO:0005488;GO:0016491;GO:0016614;GO:0016616;GO:0048037;GO:0050662;GO:0051287GO:0005654;GO:0005829;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 13 31.4 0 66.955 2 2.22 0.001794 4.31 G3V6C4;O70199UDP-glucose 6-dehydrogenase Ugdh tr|G3V6C4|G3V6C4_RAT UDP-glucose 6-dehydrogenase OS=Rattus norvegicus OX=10116 GN=Ugdh PE=1 SV=1;sp|O70199|UGDH_RAT UDP-glucose 6-dehydrogenase OS=Rattus norvegicus OX=10116 GN=Ugdh PE=1 SV=1
27.61 27.70 28.37 25.96 25.48 25.42 -2.28 autophagy;biological regulation;catabolic process;cell death;cellular metabolic process;cellular process;death;establishment of localization;Golgi vesicle transport;metabolic process;regulation of protein stability;regulation of transport;transport;vacuolar transport;vesicle-mediated transportcell body;cell part;cell projection;cytoplasmic membrane-bounded vesicle;endosome;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;lysosome;membrane;neuron projection;neuronal cell body;organelle;plasma membrane;vacuole;vesicleko05152;Lysosome;PhagosomeCellmembrane;Completeproteome;Directproteinsequencing;Disulfidebond;Endosome;Glycoprotein;Lysosome;Membrane;Referenceproteome;Signal;Transmembrane;TransmembranehelixGO:0001910;GO:0002682;GO:0002684;GO:0002694;GO:0002696;GO:0002697;GO:0002699;GO:0002703;GO:0002706;GO:0002715;GO:0006810;GO:0006892;GO:0006914;GO:0006917;GO:0007034;GO:0007041;GO:0008152;GO:0008219;GO:0008624;GO:0008626;GO:0009056;GO:0009987;GO:0010468;GO:0010608;GO:0010941;GO:0010942;GO:0012501;GO:0012502;GO:0016192;GO:0016265;GO:0017157;GO:0019222;GO:0031341;GO:0031347;GO:0031647;GO:0032814;GO:0032816;GO:0032879;GO:0042269;GO:0042981;GO:0043065;GO:0043067;GO:0043068;GO:0043300;GO:0043302;GO:0043321;GO:0043323;GO:0044237;GO:0044248;GO:0045088;GO:0045184;GO:0045921;GO:0046907;GO:0048102;GO:0048193;GO:0048518;GO:0048522;GO:0048583;GO:0050776;GO:0050789;GO:0050794;GO:0050821;GO:0050865;GO:0050867;GO:0051046;GO:0051047;GO:0051049;GO:0051050;GO:0051234;GO:0051249;GO:0051251;GO:0051649;GO:0060255;GO:0060341;GO:0060627;GO:0065007;GO:0065008;GO:0072594;GO:0080134;GO:0090160GO:0000323;GO:0005764;GO:0005768;GO:0005770;GO:0005771;GO:0005773;GO:0005886;GO:0009897;GO:0010008;GO:0016020;GO:0016021;GO:0016023;GO:0030425;GO:0031090;GO:0031224;GO:0031410;GO:0031982;GO:0031988;GO:0042383;GO:0042470;GO:0042995;GO:0043005;GO:0043025;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0044194;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044440;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0048770;GO:0065010;GO:0070062+ + 7 17.4 0 317.75 2 2.83 0 5.80 P14562;A0A0U1RRS9Lysosome-associated membrane glycoprotein 1Lamp1 sp|P14562|LAMP1_RAT Lysosome-associated membrane glycoprotein 1 OS=Rattus norvegicus OX=10116 GN=Lamp1 PE=1 SV=1
27.20 26.71 26.67 24.65 24.98 24.03 -2.30 beta-mannosidase activity;binding;carbohydrate binding;catalytic activity;hydrolase activity;hydrolase activity, acting on glycosyl bonds;hydrolase activity, hydrolyzing O-glycosyl compounds;mannose binding;mannosidase activity;monosaccharide binding;sugar bindingcarbohydrate metabolic process;catabolic process;cell wall organization or biogenesis;cellular cell wall organization or biogenesis;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;polysaccharide metabolic process;primary metabolic processcell part;intracellular membrane-bounded organelle;intracellular organelle;lysosome;organelle;vacuoleLysosome;Other glycan degradationAlternativesplicing;Completeproteome;Glycoprotein;Glycosidase;Hydrolase;Lysosome;Referenceproteome;SignalGO:0000272;GO:0005975;GO:0005976;GO:0008152;GO:0009056;GO:0009057;GO:0009987;GO:0010382;GO:0010383;GO:0010410;GO:0010412;GO:0016052;GO:0016998;GO:0043170;GO:0044036;GO:0044039;GO:0044042;GO:0044237;GO:0044238;GO:0044247;GO:0044248;GO:0044260;GO:0044262;GO:0044264;GO:0044275;GO:0046355;GO:0070882;GO:0071554;GO:0071704;GO:0071840;GO:0071841;GO:2000889GO:0003824;GO:0004553;GO:0004567;GO:0005488;GO:0005529;GO:0005537;GO:0015923;GO:0016787;GO:0016798;GO:0030246;GO:0048029GO:0000323;GO:0005764;GO:0005773;GO:0043226;GO:0043227;GO:0043229;GO:0043231;GO:0044424;GO:0044444;GO:0044464+ + 24 35.5 0 161.7 1 2.67 0 5.40 Q4FZV0 Beta-mannosidase Manba sp|Q4FZV0|MANBA_RAT Beta-mannosidase OS=Rattus norvegicus OX=10116 GN=Manba PE=2 SV=1
29.65 29.77 29.48 27.23 27.00 27.42 -2.42 binding;catalytic activity;enzyme binding;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting keto- and enol-groups;intramolecular oxidoreductase activity, transposing S-S bonds;isomerase activity;oxidoreductase activity;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;peptidyl-proline 4-dioxygenase activity;peptidyl-proline dioxygenase activity;procollagen-proline 4-dioxygenase activity;procollagen-proline dioxygenase activity;protein binding;protein dimerization activity;protein disulfide isomerase activity;protein heterodimerization activityamine metabolic process;biological regulation;cellular amino acid metabolic process;cellular homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;homeostatic process;macromolecule metabolic process;macromolecule modification;metabolic process;nitrogen compound metabolic process;organic acid metabolic process;peptidyl-amino acid modification;primary metabolic process;protein folding;protein metabolic process;protein modification process;response to chemical stimulus;response to stimulus;response to stress;small molecule metabolic processcell part;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;membrane;organelle;plasma membrane;protein complex;vesicleProtein processing in endoplasmic reticulumAcetylation;Cellmembrane;Chaperone;Completeproteome;Directproteinsequencing;Disulfidebond;Endoplasmicreticulum;Isomerase;Membrane;Redox-activecenter;Referenceproteome;Repeat;SignalGO:0001666;GO:0006082;GO:0006457;GO:0006464;GO:0006520;GO:0006575;GO:0006807;GO:0006950;GO:0008152;GO:0009308;GO:0009987;GO:0018193;GO:0018208;GO:0018401;GO:0019471;GO:0019511;GO:0019538;GO:0019725;GO:0019752;GO:0032787;GO:0033554;GO:0034641;GO:0034976;GO:0042180;GO:0042221;GO:0042592;GO:0043170;GO:0043412;GO:0043436;GO:0044106;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0044281;GO:0045454;GO:0046483;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0065008;GO:0070482;GO:0070887;GO:0071453;GO:0071456GO:0003756;GO:0003824;GO:0004656;GO:0005488;GO:0005515;GO:0016491;GO:0016705;GO:0016706;GO:0016853;GO:0016860;GO:0016862;GO:0016864;GO:0019798;GO:0019899;GO:0031543;GO:0031545;GO:0046982;GO:0046983GO:0005783;GO:0005788;GO:0005793;GO:0005886;GO:0005912;GO:0005924;GO:0005925;GO:0016020;GO:0016023;GO:0016222;GO:0030054;GO:0030055;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:0070013;GO:0070062;GO:0070161+ + 27 56.8 0 323.31 1 4.08 0 9.71 P04785 Protein disulfide-isomerase P4hb sp|P04785|PDIA1_RAT Protein disulfide-isomerase OS=Rattus norvegicus OX=10116 GN=P4hb PE=1 SV=2
29.10 29.07 28.87 26.64 26.44 26.59 -2.46 catalytic activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting keto- and enol-groups;intramolecular oxidoreductase activity, transposing S-S bonds;isomerase activity;protein disulfide isomerase activitybiological regulation;cellular homeostasis;cellular metabolic process;cellular process;homeostatic process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic process;response to stimulus;response to stresscell part;cell surface;cytoplasmic membrane-bounded vesicle;endoplasmic reticulum;extracellular organelle;intracellular membrane-bounded organelle;intracellular organelle;nucleus;organelle;vesicleAntigen processing and presentation;Protein processing in endoplasmic reticulumAcetylation;Completeproteome;Directproteinsequencing;Disulfidebond;Endoplasmicreticulum;Isomerase;Phosphoprotein;Redox-activecenter;Referenceproteome;Repeat;SignalGO:0006457;GO:0006950;GO:0008152;GO:0009987;GO:0019538;GO:0019725;GO:0033554;GO:0034976;GO:0042592;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0045454;GO:0050789;GO:0050794;GO:0050896;GO:0051716;GO:0065007;GO:0065008GO:0003756;GO:0003824;GO:0016853;GO:0016860;GO:0016862;GO:0016864GO:0005634;GO:0005783;GO:0005788;GO:0005790;GO:0005912;GO:0005924;GO:0005925;GO:0009986;GO:0016023;GO:0030054;GO:0030055;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0042470;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0044421;GO:0044422;GO:0044424;GO:0044432;GO:0044444;GO:0044446;GO:0044464;GO:0048770;GO:0065010;GO:0070013;GO:0070062;GO:0070161+ + 41 63.1 0 323.31 2 4.91 0 12.72 A0A0H2UHM5;P11598Protein disulfide-isomerase A3 Pdia3 tr|A0A0H2UHM5|A0A0H2UHM5_RAT Protein disulfide-isomerase OS=Rattus norvegicus OX=10116 GN=Pdia3 PE=1 SV=1;sp|P11598|PDIA3_RAT Protein disulfide-isomerase A3 OS=Rattus norvegicus OX=10116 GN=Pdia3 PE=1 SV=2
25.90 26.09 25.09 23.11 23.23 23.08 -2.55 catalytic activity;transferase activity;transferase activity, transferring glycosyl groups;transferase activity, transferring pentosyl groups;uridine phosphorylase activitybiosynthetic process;catabolic process;cell communication;cellular metabolic compound salvage;cellular metabolic process;cellular nitrogen compound metabolic process;cellular process;heterocycle metabolic process;metabolic process;nitrogen compound metabolic process;nucleobase-containing compound catabolic process;nucleobase-containing compound metabolic process;nucleobase-containing small molecule metabolic process;nucleoside metabolic process;nucleotide metabolic process;primary metabolic process;pyrimidine-containing compound salvage;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stress;small molecule metabolic processcell part;cytoplasmDrug metabolism - other enzymes;Pyrimidine metabolismCompleteproteome;Glycosyltransferase;Proteomicsidentification;Referenceproteome;TransferaseGO:0006139;GO:0006213;GO:0006220;GO:0006221;GO:0006222;GO:0006753;GO:0006807;GO:0006950;GO:0007154;GO:0008152;GO:0008655;GO:0009056;GO:0009058;GO:0009116;GO:0009117;GO:0009119;GO:0009123;GO:0009124;GO:0009129;GO:0009130;GO:0009156;GO:0009161;GO:0009165;GO:0009166;GO:0009173;GO:0009174;GO:0009218;GO:0009220;GO:0009259;GO:0009260;GO:0009267;GO:0009605;GO:0009987;GO:0009991;GO:0010138;GO:0018130;GO:0031667;GO:0031668;GO:0031669;GO:0032262;GO:0033554;GO:0034641;GO:0034654;GO:0034655;GO:0042149;GO:0042594;GO:0043094;GO:0043173;GO:0044206;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044270;GO:0044271;GO:0044281;GO:0046049;GO:0046108;GO:0046131;GO:0046483;GO:0050896;GO:0051716;GO:0055086;GO:0071496;GO:0072527;GO:0072528GO:0003824;GO:0004850;GO:0016740;GO:0016757;GO:0016763GO:0005737;GO:0044424;GO:0044464+ + 12 51.6 0 47.481 1 2.92 0 6.21 Q499V1 Uridine phosphorylase Upp1 tr|Q499V1|Q499V1_RAT Uridine phosphorylase OS=Rattus norvegicus OX=10116 GN=Upp1 PE=1 SV=1
26.95 26.63 26.58 24.35 23.46 24.11 -2.75 biological regulationcell part;cell projection;cytoplasm;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;organelle;protein complex;vesicleAcetylation;Actin-binding;Celljunction;Cellprojection;Completeproteome;Cytoplasm;Cytoskeleton;Directproteinsequencing;Phosphoprotein;Referenceproteome;Repeat;WDrepeatGO:0014013;GO:0045595;GO:0045685;GO:0048713;GO:0050767;GO:0050789;GO:0050793;GO:0050794;GO:0051239;GO:0051960;GO:0060284;GO:0065007;GO:2000026GO:0002102;GO:0005737;GO:0030054;GO:0031982;GO:0031988;GO:0032991;GO:0042995;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 19 49.2 0 204.21 1 3.17 0 7.07 Q5RKI0 WD repeat-containing protein 1 Wdr1 sp|Q5RKI0|WDR1_RAT WD repeat-containing protein 1 OS=Rattus norvegicus OX=10116 GN=Wdr1 PE=1 SV=3
26.29 25.81 25.53 21.82 23.46 23.90 -2.82 aminopeptidase activity;binding;catalytic activity;cation binding;dipeptidase activity;exopeptidase activity;hydrolase activity;ion binding;manganese ion binding;metal ion binding;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;transition metal ion bindingmacromolecule metabolic process;metabolic process;multicellular organismal processAcetylation;Collagendegradation;Completeproteome;Dipeptidase;Hydrolase;Manganese;Metal-binding;Metalloprotease;Phosphoprotein;Protease;ReferenceproteomeGO:0008152;GO:0030574;GO:0032501;GO:0032963;GO:0043170;GO:0044236;GO:0044243;GO:0044259GO:0003824;GO:0004177;GO:0005488;GO:0008233;GO:0008237;GO:0008238;GO:0016787;GO:0016805;GO:0030145;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011+ + 13 26.8 0 54.816 1 1.86 0.002 3.65 Q5I0D7 Xaa-Pro dipeptidase Pepd sp|Q5I0D7|PEPD_RAT Xaa-Pro dipeptidase OS=Rattus norvegicus OX=10116 GN=Pepd PE=2 SV=1
24.85 25.28 24.30 22.06 21.46 22.21 -2.90 adenyl nucleotide binding;adenyl ribonucleotide binding;ATP binding;binding;nucleotide binding;purine nucleotide binding;purine ribonucleoside triphosphate binding;purine ribonucleotide binding;ribonucleotide bindingcell recognition;cellular component assembly;cellular component organization;cellular metabolic process;cellular process;macromolecule metabolic process;metabolic process;primary metabolic process;protein folding;protein metabolic processcell body;cell part;centrosome;cytoskeleton;extracellular organelle;intracellular non-membrane-bounded organelle;intracellular organelle;macromolecular complex;microtubule organizing center;organelle;protein complex;vesicleATP-binding;Chaperone;Completeproteome;Cytoplasm;Nucleotide-binding;Proteomicsidentification;ReferenceproteomeGO:0006457;GO:0007339;GO:0008037;GO:0008152;GO:0009987;GO:0009988;GO:0016043;GO:0019538;GO:0022414;GO:0022607;GO:0035036;GO:0043170;GO:0044237;GO:0044238;GO:0044260;GO:0044267;GO:0046931;GO:0048610;GO:0071840;GO:0071841;GO:0071842;GO:0071844GO:0000166;GO:0005488;GO:0005524;GO:0017076;GO:0030554;GO:0032553;GO:0032555;GO:0032559;GO:0035639GO:0005813;GO:0005815;GO:0005832;GO:0005856;GO:0005874;GO:0016234;GO:0016235;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043228;GO:0043229;GO:0043230;GO:0043232;GO:0043234;GO:0044297;GO:0044421;GO:0044422;GO:0044424;GO:0044430;GO:0044444;GO:0044445;GO:0044446;GO:0044464;GO:0045111;GO:0065010;GO:0070062+ + 19 40.5 0 55.261 1 2.87 0 6.23 D4ACB8 Cct8 tr|D4ACB8|D4ACB8_RAT Chaperonin subunit 8 (Theta) (Predicted), isoform CRA_a OS=Rattus norvegicus OX=10116 GN=Cct8 PE=1 SV=1
28.78 28.73 28.30 25.56 25.34 25.59 -3.11 binding;cytokine activity;cytokine receptor binding;growth factor receptor binding;interleukin-1 receptor binding;interleukin-1, Type I receptor binding;protein binding;receptor bindingbehavior;biological regulation;cellular homeostasis;cellular ion homeostasis;cellular ketone metabolic process;cellular metabolic process;cellular process;establishment of localization;homeostatic process;hormone transport;immune system process;lipid metabolic process;metabolic process;multicellular organismal process;multi-organism process;neurological system process;organic acid metabolic process;peptide transport;primary metabolic process;regulation of protein modification process;regulation of transport;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to starvation;response to stimulus;response to stress;secretion;signal transduction;small molecule metabolic process;transportextracellular organelle;extracellular space;organelle;vesicleCompleteproteome;Disulfidebond;Glycoprotein;Referenceproteome;Secreted;SignalGO:0001659;GO:0001660;GO:0001932;GO:0001959;GO:0001960;GO:0002237;GO:0002376;GO:0002437;GO:0002439;GO:0002526;GO:0002544;GO:0002790;GO:0003008;GO:0006082;GO:0006629;GO:0006810;GO:0006873;GO:0006950;GO:0006952;GO:0006953;GO:0006954;GO:0006955;GO:0007162;GO:0007165;GO:0007166;GO:0007565;GO:0007600;GO:0007610;GO:0007611;GO:0007613;GO:0008152;GO:0009605;GO:0009607;GO:0009611;GO:0009719;GO:0009725;GO:0009914;GO:0009966;GO:0009968;GO:0009987;GO:0009991;GO:0010033;GO:0010243;GO:0010470;GO:0010627;GO:0010646;GO:0010648;GO:0010817;GO:0010941;GO:0014048;GO:0014050;GO:0014070;GO:0014075;GO:0014823;GO:0015833;GO:0019220;GO:0019221;GO:0019222;GO:0019233;GO:0019725;GO:0019752;GO:0022407;GO:0022408;GO:0022414;GO:0022603;GO:0023051;GO:0023057;GO:0023061;GO:0030072;GO:0030073;GO:0030155;GO:0030334;GO:0030336;GO:0031323;GO:0031399;GO:0031649;GO:0031667;GO:0031960;GO:0032268;GO:0032496;GO:0032501;GO:0032879;GO:0032940;GO:0033674;GO:0034097;GO:0034114;GO:0034115;GO:0040012;GO:0040013;GO:0042180;GO:0042221;GO:0042325;GO:0042391;GGO:0005102;GO:0005125;GO:0005126;GO:0005149;GO:0005150;GO:0005488;GO:0005515;GO:0070851GO:0005615;GO:0031982;GO:0031988;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0065010;GO:0070062+ + 10 71.7 0 323.31 2 4.25 0 11.40 A0A0H2UHE2;P25086Interleukin-1 receptor antagonist proteinIl1rn tr|A0A0H2UHE2|A0A0H2UHE2_RAT Interleukin-1 OS=Rattus norvegicus OX=10116 GN=Il1rn PE=1 SV=1;sp|P25086|IL1RA_RAT Interleukin-1 receptor antagonist protein OS=Rattus norvegicus OX=10116 GN=Il1rn PE=2 SV=1
29.16 29.48 28.75 25.75 25.61 25.66 -3.45 binding;calcium ion binding;carbohydrate binding;cation binding;glycoprotein binding;hormone binding;ion binding;iron ion binding;metal ion binding;mRNA binding;nucleic acid binding;peptide binding;protein binding;RNA binding;transition metal ion binding;unfolded protein bindingaging;biological regulation;cell differentiation;cellular component assembly;cellular component organization;cellular localization;cellular macromolecular complex assembly;cellular metabolic process;cellular process;cytoskeleton organization;developmental process;establishment of localization;localization;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multicellular organismal process;nuclear transport;nucleocytoplasmic transport;organelle organization;primary metabolic process;protein complex assembly;protein folding;protein metabolic process;protein targeting;protein transport;regulation of cell cycle;regulation of DNA metabolic process;regulation of protein stability;regulation of translation;regulation of transport;response to chemical stimulus;response to drug;response to endogenous stimulus;response to stimulus;response to stress;transportcell part;cell surface;cytoplasm;cytoplasmic membrane-bounded vesicle;cytosol;endoplasmic reticulum;extracellular matrix;extracellular organelle;extracellular space;Golgi apparatus;intracellular membrane-bounded organelle;intracellular organelle;macromolecular complex;MHC class I peptide loading complex;nucleus;organelle;polysome;protein complex;ribonucleoprotein complex;vesicleAntigen processing and presentation;Chagas disease (American trypanosomiasis);Phagosome;Protein processing in endoplasmic reticulum3D-structure;Acetylation;Calcium;Chaperone;Completeproteome;Directproteinsequencing;Disulfidebond;Endoplasmicreticulum;Lectin;Metal-binding;Proteomicsidentification;Referenceproteome;Repeat;Sarcoplasmicreticulum;Signal;ZincGO:0000122;GO:0002501;GO:0002502;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0002688;GO:0002690;GO:0006275;GO:0006355;GO:0006357;GO:0006417;GO:0006457;GO:0006461;GO:0006605;GO:0006611;GO:0006810;GO:0006886;GO:0006913;GO:0006950;GO:0006996;GO:0007010;GO:0007050;GO:0007276;GO:0007283;GO:0007568;GO:0007569;GO:0008104;GO:0008152;GO:0008284;GO:0009719;GO:0009725;GO:0009889;GO:0009890;GO:0009891;GO:0009892;GO:0009893;GO:0009966;GO:0009968;GO:0009987;GO:0010033;GO:0010035;GO:0010038;GO:0010226;GO:0010468;GO:0010556;GO:0010557;GO:0010558;GO:0010564;GO:0010604;GO:0010605;GO:0010608;GO:0010628;GO:0010629;GO:0010646;GO:0010648;GO:0015031;GO:0016043;GO:0017148;GO:0019219;GO:0019222;GO:0019538;GO:0022402;GO:0022414;GO:0022607;GO:0023051;GO:0023057;GO:0030029;GO:0030036;GO:0030100;GO:0030154;GO:0030334;GO:0030335;GO:0030865;GO:0030866;GO:0031323;GO:0031324;GO:0031325;GO:0031326;GO:0031327;GO:0031328;GO:0031647;GO:0032101;GO:0032103;GO:0032268;GO:0032269;GO:0032355;GO:0032501;GO:0032502;GO:0032879;GO:0033036;GO:0033143;GGO:0001948;GO:0003676;GO:0003723;GO:0003729;GO:0005488;GO:0005506;GO:0005509;GO:0005515;GO:0030246;GO:0042277;GO:0042562;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0051082GO:0001669;GO:0005615;GO:0005634;GO:0005737;GO:0005783;GO:0005788;GO:0005790;GO:0005794;GO:0005829;GO:0005844;GO:0005912;GO:0005924;GO:0005925;GO:0009897;GO:0009986;GO:0016023;GO:0016529;GO:0030054;GO:0030055;GO:0030141;GO:0030529;GO:0031012;GO:0031410;GO:0031974;GO:0031982;GO:0031988;GO:0032991;GO:0033018;GO:0042824;GO:0043226;GO:0043227;GO:0043229;GO:0043230;GO:0043231;GO:0043233;GO:0043234;GO:0044421;GO:0044422;GO:0044424;GO:0044425;GO:0044432;GO:0044444;GO:0044446;GO:0044459;GO:0044464;GO:0048471;GO:0065010;GO:0070013;GO:0070062;GO:0070161+ + 26 65.6 0 323.31 3 4.04 0 10.90 P18418;D3ZYM6;F1M5A1Calreticulin Calr sp|P18418|CALR_RAT Calreticulin OS=Rattus norvegicus OX=10116 GN=Calr PE=1 SV=1
28.21 28.29 27.92 24.98 24.49 24.53 -3.47 binding;carbohydrate binding;catalytic activity;glucose-6-phosphate isomerase activity;intramolecular oxidoreductase activity;intramolecular oxidoreductase activity, interconverting aldoses and ketoses;intramolecular transferase activity;isomerase activity;monosaccharide binding;sugar bindingalcohol metabolic process;anatomical structure formation involved in morphogenesis;behavior;biological regulation;biosynthetic process;carbohydrate metabolic process;catabolic process;cellular aldehyde metabolic process;cellular metabolic process;cellular process;developmental process;generation of precursor metabolites and energy;metabolic process;multicellular organismal process;neurological system process;primary metabolic process;response to stimulus;small molecule metabolic processcell part;cell projection;cytoplasm;cytosol;extracellular organelle;extracellular space;membrane;neuron projection;nucleoplasm;organelle;plasma membrane;vesicleAmino sugar and nucleotide sugar metabolism;Glycolysis / Gluconeogenesis;Pentose phosphate pathway;Starch and sucrose metabolismAcetylation;Angiogenesis;Completeproteome;Cytokine;Cytoplasm;Gluconeogenesis;Glycolysis;Growthfactor;Isomerase;Phosphoprotein;Referenceproteome;Secreted;UblconjugationGO:0001525;GO:0003008;GO:0005975;GO:0005996;GO:0006006;GO:0006007;GO:0006066;GO:0006081;GO:0006091;GO:0006094;GO:0006096;GO:0007610;GO:0007611;GO:0008152;GO:0009056;GO:0009058;GO:0009438;GO:0009987;GO:0010466;GO:0010941;GO:0016051;GO:0016052;GO:0019222;GO:0019242;GO:0019318;GO:0019319;GO:0019320;GO:0032501;GO:0032502;GO:0034637;GO:0042981;GO:0043066;GO:0043067;GO:0043069;GO:0043086;GO:0043154;GO:0043281;GO:0043523;GO:0043524;GO:0044092;GO:0044237;GO:0044238;GO:0044248;GO:0044249;GO:0044262;GO:0044275;GO:0044281;GO:0044282;GO:0044283;GO:0046164;GO:0046165;GO:0046184;GO:0046185;GO:0046364;GO:0046365;GO:0048519;GO:0048523;GO:0048646;GO:0050789;GO:0050790;GO:0050794;GO:0050877;GO:0050890;GO:0050896;GO:0051156;GO:0051336;GO:0051346;GO:0052547;GO:0052548;GO:0060548;GO:0065007;GO:0065009;GO:2000116GO:0003824;GO:0004347;GO:0005488;GO:0005529;GO:0016853;GO:0016860;GO:0016861;GO:0016866;GO:0030246;GO:0048029GO:0005615;GO:0005654;GO:0005737;GO:0005829;GO:0005886;GO:0016020;GO:0031982;GO:0031988;GO:0042995;GO:0043005;GO:0043226;GO:0043227;GO:0043230;GO:0044421;GO:0044422;GO:0044424;GO:0044428;GO:0044444;GO:0044446;GO:0044464;GO:0065010;GO:0070062+ + 24 50.5 0 319.39 1 4.26 0 11.90 Q6P6V0 Glucose-6-phosphate isomerase Gpi sp|Q6P6V0|G6PI_RAT Glucose-6-phosphate isomerase OS=Rattus norvegicus OX=10116 GN=Gpi PE=1 SV=1
27.88 27.67 27.10 22.31 22.57 20.86 -5.64 binding;calcium ion binding;catalytic activity;cation binding;endopeptidase activity;fibronectin binding;hydrolase activity;ion binding;metal ion binding;metalloendopeptidase activity;metallopeptidase activity;peptidase activity;peptidase activity, acting on L-amino acid peptides;protein binding;protein complex binding;transition metal ion binding;zinc ion bindingaging;anatomical structure development;biological regulation;cell communication;cell differentiation;cell motility;cellular component assembly;cellular component movement;cellular component organization;cellular process;developmental process;extracellular matrix organization;extracellular structure organization;immune system process;interspecies interaction between organisms;locomotion;macromolecular complex assembly;macromolecule metabolic process;metabolic process;multicellular organismal development;multicellular organismal process;multi-organism process;primary metabolic process;protein complex assembly;protein metabolic process;proteolysis;response to abiotic stimulus;response to biotic stimulus;response to chemical stimulus;response to drug;response to endogenous stimulus;response to external stimulus;response to extracellular stimulus;response to heat;response to oxidative stress;response to stimulus;response to stress;tissue remodelingextracellular matrix;extracellular organelle;extracellular space;macromolecular complex;organelle;protein complex;proteinaceous extracellular matrix;vesicleBladder cancer;Leukocyte transendothelial migration;Pathways in cancerCalcium;Cleavageonpairofbasicresidues;Collagendegradation;Completeproteome;Disulfidebond;Extracellularmatrix;Glycoprotein;Hydrolase;Metal-binding;Metalloprotease;Protease;Referenceproteome;Repeat;Secreted;Signal;Zinc;ZymogenGO:0001501;GO:0001503;GO:0001666;GO:0001822;GO:0002237;GO:0002376;GO:0002682;GO:0002684;GO:0002685;GO:0002687;GO:0006461;GO:0006508;GO:0006928;GO:0006950;GO:0006979;GO:0007154;GO:0007275;GO:0007566;GO:0007567;GO:0007568;GO:0007584;GO:0008152;GO:0008285;GO:0009266;GO:0009314;GO:0009408;GO:0009416;GO:0009605;GO:0009607;GO:0009612;GO:0009628;GO:0009642;GO:0009644;GO:0009719;GO:0009725;GO:0009987;GO:0009991;GO:0010033;GO:0010035;GO:0010038;GO:0010039;GO:0010041;GO:0010646;GO:0010941;GO:0010942;GO:0014070;GO:0016043;GO:0016477;GO:0019048;GO:0019087;GO:0019538;GO:0022414;GO:0022415;GO:0022603;GO:0022607;GO:0023051;GO:0030154;GO:0030198;GO:0030199;GO:0030334;GO:0030335;GO:0030574;GO:0031644;GO:0031667;GO:0031668;GO:0031915;GO:0032355;GO:0032496;GO:0032501;GO:0032502;GO:0032526;GO:0032879;GO:0032963;GO:0033189;GO:0033273;GO:0034097;GO:0034612;GO:0035094;GO:0035821;GO:0035987;GO:0040011;GO:0040012;GO:0040017;GO:0042127;GO:0042221;GO:0042493;GO:0042981;GO:0043062;GO:0043065;GO:0043067;GO:0043068;GO:0043170;GO:0043279;GGO:0001968;GO:0003824;GO:0004175;GO:0004222;GO:0005488;GO:0005509;GO:0005515;GO:0008233;GO:0008237;GO:0008270;GO:0016787;GO:0032403;GO:0043167;GO:0043169;GO:0046872;GO:0046914;GO:0070011GO:0005578;GO:0005615;GO:0031012;GO:0031982;GO:0031988;GO:0032991;GO:0043226;GO:0043227;GO:0043230;GO:0043234;GO:0044421;GO:0065010;GO:0070062+ + 21 34.3 0 97.745 4 3.20 0 8.26 D3ZYK8;A0A0G2JUD9;P50282;Q499S5Matrix metalloproteinase-9 Mmp9 tr|D3ZYK8|D3ZYK8_RAT Matrix metallopeptidase 9 OS=Rattus norvegicus OX=10116 GN=Mmp9 PE=3 SV=1;tr|A0A0G2JUD9|A0A0G2JUD9_RAT Matrix metalloproteinase-9 OS=Rattus norvegicus OX=10116 GN=Mmp9 PE=3 SV=1;sp|P50282|MMP9_RAT Matrix metalloproteinase-9 OS=Rattus n


