Table S5. Abundance ratios of all identified proteins from TMT-labeled quantitative proteomics of ECs treated with MAGs at 4 timepoints.

Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d Accession ID Gene name Protein Description

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 P

1.006 1.019 1.006 0.991 0.964 1.029 0984 1.018 1.018 0.980 0.985 1.001 Q9COC9 UBE20 (E3-independent) E2 ubiquitin-conjugating enzyme

0993 1.027 1037 1.005 0966 1.050 1.037 1.030 0975 1.023 0966 1.011 014874 BCKDK [3-methyl-2-oxobutanoate dehydrogenase [lipoamide]]
kinase, mitochondrial

1.000 0.984 1.027 0932 0.871 0.962 0.976 0.949 0.942 0.922 0.930 1.063 094851 MICAL2 [F-actin]-methionine sulfoxide oxidase MICAL2

1.029 0.986 1.016 0.997 0.997 0986 1.012 1.027 1.002 1.004 0.958 1.023 Q7RTP6 MICAL3 [F-actin]-methionine sulfoxide oxidase MICAL3

1.039 1.016 0988 0993 0961 0980 1017 1.003 1.000 0956 1.035 1.028 Q15118 PDK1 [Pyruvate dehydrogenase (acetyl-transferring)] kinase
isozyme 1, mitochondrial

0988 0969 1.102 0987 0.854 1.069 0.978 1.046 1.000 Q15119 PDK2 [Pyruvate dehydrogenase (acetyl-transferring)] kinase
isozyme 2, mitochondrial

1.093 1.050 1.044 1.086 0952 1.058 0995 1.129 1.036 1.043 0990 1.031 Q9BV57 ADI1 1,2-dihydroxy-3-keto-5-methylthiopentene
dioxygenase

0.998 0.977 0981 1.013 0.979 1.003 1.019 1.044 1.036 1.019 0.998 0.988 Q04446 GBE1 1,4-alpha-glucan-branching enzyme

0.972 0986 0.949 0.992 0.959 0.995 0.956 0.963 0.961 0.996 0.966 0.971 P61604 HSPE1 10 kDa heat shock protein, mitochondrial

1.002 1.000 1.030 0996 1.005 1.024 0976 1.002 1.021 0942 1.011 0.981 Q15029 EFTUD2 i;i';g:eﬁ small nuclear ribonucleoprotein

0.949 0.964 1.004 0.927 1.178 0967 0.935 0.646 1.016 0.996 0.979 1.041 Q9NRX4 PHPT1 14 kDa phosphohistidine phosphatase

1.042 1.010 0.988 0.982 1.008 0.936 0.992 1.003 0974 1.014 1.014 1.013 P31946 YWHAB 14-3-3 protein beta/alpha

0.995 1.017 0.993 1.030 1.125 1.000 1.053 0.975 1.026 1.010 1.015 0.983 P62258 YWHAE 14-3-3 protein epsilon

0.991 0993 0.995 0.992 1.117 0.947 0982 0.861 1.008 0.999 0.979 1.016 Q04917 YWHAH 14-3-3 protein eta

0.957 1.006 0.989 0.996 1.062 1.006 0.985 0.971 1.030 0.991 1.034 0.974 P61981 YWHAG 14-3-3 protein gamma

0.945 0993 0.987 0.981 1.052 0.963 0.954 0.930 0.987 0.962 1.004 0.959 P31947 SFN 14-3-3 protein sigma

1.022 0.990 0.997 1.016 1.161 0.969 1.042 0943 1.062 1.003 1.006 1.028 P27348 YWHAQ 14-3-3 protein theta

1.076 1.019 1.009 1.059 1.293 1.006 1.034 0.972 1.081 1.009 1.050 0.982 P63104 YWHAZ 14-3-3 protein zeta/delta

0.937 1.118 1.089 0.985 1.010 1.068 1.008 0.881 1.050 Q9BPX1 HSD17B14 17-beta-hydroxysteroid dehydrogenase 14

1.025 0.994 1.031 1.000 0.961 0972 0.999 0.953 0.983 1.009 0.944 1.043 Q9C0C2 TNKS1BP1 182 kDa tankyrase-1-binding protein

1.021 1.020 1.024 0.978 1.003 0.962 1.009 1.098 1.062 0.911 0.977 1.141 Q8WTS1 ABHD5 1-acylglycerol-3-phosphate O-acyltransferase ABHD5

1.004 0.982 1.007 0.965 0.899 1.050 1.068 1.087 1.029 1.067 1.034 1.112 Q99943 AGPAT1 1-acyl-sn-glycerol-3-phosphate acyltransferase alpha

0.989 1.033 0977 1.041 0.921 1.065 1.144 0.887 1.146 1.140 1.153 1.044 015120 AGPAT2 1-acyl-sn-glycerol-3-phosphate acyltransferase beta

1.057 0936 0.962 0.993 0970 1.014 1.040 1.008 1.027 1.029 0.964 1.007 Q9NRZ5 AGPAT4 1-acyl-sn-glycerol-3-phosphate acyltransferase delta

1.019 0.982 1.017 0.996 0.940 1.026 0.997 0.897 1.031 0.960 1.066 0.950 Q9NUQ2 AGPAT5S 1-acyl-sn-glycerol-3-phosphate acyltransferase epsilon




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . i L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1-ami | -1- I hase-lik
1.070 0.872 0941 0939 1.165 1.028 Q96QU6 ACCS p;’::;olcyc opropane-1-carboxylate synthase-like
1.062 1.023 1.121 1.007 0.942 1.041 1.094 0985 0.998 1.008 1.029 1.036 Q9Y217 PIKFYVE 1-phosphatidylinositol 3-phosphate 5-kinase
1-phosphatidylinositol 4,5-bisphosph
1.009 0998 1.019 1.009 1.004 1.009 1.006 1.067 1.027 1.016 1.035 1.005 Q01970 PLCB3 phosphatidylinositol 4,5-bisphosphate
phosphodiesterase beta-3
0938 0937 1110 1.007 0972 1.037 0999 1.143 0989 0942 1.064 1.131 Q8N3E9 PLCD3 1-phosphatidylinositol 4,5-bisphosphate
phosphodiesterase delta-3
1.045 0967 1.024 0978 0969 0976 0.995 1.126 1.002 0.946 0.902 0.953 Q4KWHS PLCH1 L-phosphatidylinositol 4,5-bisphosphate
phosphodiesterase eta-1
1.000 0998 1.022 1.007 0959 1.006 0989 1.053 0.990 0932 0.960 0.972 P16885 PLCG2 L-phosphatidylinositol 4,5-bisphosphate
phosphodiesterase gamma-2
2-(3-amino-3- I)histidi h i
1.033 1.002 1.052 0998 0.931 1.064 1.000 0.863 1.027 0975 0987 1.021 Q9BZGS DPH1 ) (3-amino-3-carboxypropyl)histidine synthase subunit
2-(3-amino-3-carb I)histidi th bunit
1.009 1.000 1.033 0.995 0.962 1.043 0.997 1.051 1.025 1.038 0.980 1.005 Q9BQC3 DPH2 5 (3-amino-3-carboxypropyl)histidine synthase subuni
0.986 0973 0.985 1.012 0.974 1.015 0.986 1.014 0.972 1.008 0.982 0.971 P09543 CNP 2',3'-cyclic-nucleotide 3'-phosphodiesterase
1.017 0.990 0974 0.982 0.956 0971 0.993 1.030 0.977 0.993 1.008 0.966 Q16698 DECR1 2,4-dienoyl-CoA reductase, mitochondrial
1.013 0.977 1.033 0.998 0.975 1.020 1.001 1.083 1.004 1.004 0.994 1.021 QeLsQ7 PDE12 2' 5'-phosphodiesterase 12
1.000 1.027 1.012 0.992 1.027 1.003 0.998 1.069 1.034 0.970 0.977 1.006 Q9Y6K5 OAS3 2'-5'-oligoadenylate synthase 3
1.017 0.993 0.999 1.004 1.043 1.023 1.018 1.034 1.016 0.991 0.998 0.991 A0A087X211 PSMC6 26S protease regulatory subunit 10B
1.002 0.979 0999 0.991 0.953 0.997 0.976 1.042 1.010 0.971 0.989 1.000 P62191 PSMC1 26S protease regulatory subunit 4
0975 0.995 0.986 0.987 0.971 1.012 0.988 1.043 1.001 0.974 0.996 1.000 P17980 PSMC3 26S protease regulatory subunit 6A
1.004 1.001 1.005 0.992 0.969 1.026 1.002 1.035 1.014 0.999 1.014 1.016 P43686 PSMC4 26S protease regulatory subunit 6B
0.993 0.992 1.001 0.983 0.966 1.003 0.984 1.049 1.008 0.977 0.988 1.004 P35998 PSMC2 26S protease regulatory subunit 7
0.984 0983 0.990 0.996 0.988 1.020 1.005 1.044 1.038 0.994 1.001 1.036 P62195 PSMC5 26S protease regulatory subunit 8
0.984 0.997 0.995 0.991 0.996 1.004 0.993 1.043 1.010 0.959 0.984 0.985 AOA087WW66 PSMD1 26S proteasome non-ATPase regulatory subunit 1
0.996 0.992 0.942 0.983 0.961 1.044 0962 1.038 1.039 0.935 1.029 0.973 Q99460 PSMD1 26S proteasome non-ATPase regulatory subunit 1
1.014 0978 1.006 0.995 0.943 0.995 0.998 1.034 0.987 1.013 0.997 0.974 075832 PSMD10 26S proteasome non-ATPase regulatory subunit 10
0.992 1.013 1.016 1.001 1.018 0.994 0971 1.035 1.014 0.948 0.993 0.983 000231 PSMD11 26S proteasome non-ATPase regulatory subunit 11
0.977 0992 1.003 1.004 0.972 1.018 0.995 1.017 1.027 0.948 0.990 0.999 000232 PSMD12 26S proteasome non-ATPase regulatory subunit 12
0.995 0.984 1.005 0.997 1.015 0.997 1.000 1.036 0.998 0.983 0.983 0.983 Q9UNM6 PSMD13 26S proteasome non-ATPase regulatory subunit 13
0.923 0.967 0.967 1.001 0.967 0.989 0.959 0.914 0.971 0.956 1.010 0.968 000487 PSMD14 26S proteasome non-ATPase regulatory subunit 14
1.000 1.011 1.002 1.019 0.988 0.986 0.989 1.021 0.984 0.982 0.994 0.961 Q13200 PSMD2 26S proteasome non-ATPase regulatory subunit 2
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4d
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10d
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M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 Accession ID Gene name Protein Description

0.995 1.009 0.995 0.991 0.968 1.004 0.977 1.019 0.984 0.974 0.983 0.976 043242 PSMD3 26S proteasome non-ATPase regulatory subunit 3
1.070 1.138 1.001 0.976 0.980 0.864 0.953 1.367 1.049 0.969 1.020 1.068 Q5VWC4 PSMD4 26S proteasome non-ATPase regulatory subunit 4
0.999 0.992 0991 0.993 1.022 0.996 0.988 0.978 0.986 0.993 0.993 0.985 P55036 PSMD4 26S proteasome non-ATPase regulatory subunit 4
0.987 1.017 1.011 1.007 1.020 1.026 0.988 1.066 1.028 0.990 0.990 1.011 Q16401 PSMD5 26S proteasome non-ATPase regulatory subunit 5
0.981 0.988 0.977 1.001 0.980 1.027 0.978 0.985 1.018 0.967 0.983 0.975 Q15008 PSMD6 26S proteasome non-ATPase regulatory subunit 6
0.984 1.007 0.998 1.001 1.015 0.983 0.948 1.013 0.977 0.931 0.979 0.917 P51665 PSMD7 26S proteasome non-ATPase regulatory subunit 7
1.011 0993 0.992 1.016 0.987 0.973 0.984 1.059 0.975 0.953 0.991 0.942 P48556 PSMD8 26S proteasome non-ATPase regulatory subunit 8
1.044 0977 1.017 1.016 1.018 1.010 1.016 0.916 1.026 1.013 0.994 0.993 000233 PSMD9 26S proteasome non-ATPase regulatory subunit 9
0.969 0.947 1.007 0.924 0.964 1.001 0.857 0.638 0.924 0.981 0.993 0.982 Q13442 PDAP1 28 kDa heat- and acid-stable phosphoprotein
1.032 1.002 1.064 0.972 0944 1.016 1.000 0.965 1.001 0.987 1.021 0.993 P82664 MRPS10 28S ribosomal protein S10, mitochondrial

1.079 1.080 1.016 1.019 0.973 0.995 1.011 1052 0978 1.146 1.037 1.072 P82912 MRPS11 28S ribosomal protein S11, mitochondrial

1.020 1.039 0.966 1.016 1.151 1.004 1.057 0.931 1.051 1.058 0.988 1.078 015235 MRPS12 28S ribosomal protein S12, mitochondrial

0.961 0958 1.112 1.000 0.947 1.142 1.006 0.980 1.052 0.941 1.025 1.101 060783 MRPS14 28S ribosomal protein S14, mitochondrial

0.995 1.009 1.010 0.998 0.962 1.016 0.992 0.940 0.960 1.052 1.029 1.022 P82914 MRPS15 28S ribosomal protein S15, mitochondrial

1.068 0.981 1.032 1.008 1.003 0.959 0.985 0.910 1.006 1.008 1.028 1.003 Q9Y3D3 MRPS16 28S ribosomal protein S16, mitochondrial

1.053 0.984 1.008 1.011 0.973 0.994 1.018 0.987 0.983 1.079 1.031 1.055 Q9Y676 MRPS18B 28S ribosomal protein S18b, mitochondrial

0.975 1.115 0.944 1.025 0.987 0.876 0.982 1.086 1.025 1.023 0.998 0.929 Q9Y3D5 MRPS18C 28S ribosomal protein S18c, mitochondrial

0.998 1.010 1.003 0.980 0.977 1.021 1.014 1.024 1.001 1.050 1.013 1.032 Q9Y399 MRPS2 28S ribosomal protein S2, mitochondrial

0.912 0.986 0971 0967 1.023 1.108 1.010 1.004 1.061 1.021 1.043 1.038 AOA075B746 MRPS21 28S ribosomal protein S21, mitochondrial

0.983 1.021 0.977 0991 0.978 1.000 1.007 1.006 1.011 1.019 0.992 0.987 P82650 MRPS22 28S ribosomal protein S22, mitochondrial

1.070 1.013 0999 1.011 0.959 0.987 1.030 1.048 1.005 1.065 1.024 1.015 Q9Y3D9 MRPS23 28S ribosomal protein S23, mitochondrial

1.129 0.980 1.077 0.983 0.927 1.005 0.912 0.951 0.956 0.947 0.957 0.931 Q96EL2 MRPS24 28S ribosomal protein S24, mitochondrial

1.012 1.042 0.994 0.997 0949 0.979 1.008 1.041 1.006 0.997 1.014 1.006 P82663 MRPS25 28S ribosomal protein S25, mitochondrial

1.018 0.989 1.023 0.989 0.967 0.990 1.010 0.964 0.981 1.031 1.022 1.029 Q9BYNS8 MRPS26 28S ribosomal protein S26, mitochondrial

0.987 0.990 1.012 0.960 0.997 1.023 1.034 0.985 0.977 0.997 0.961 1.037 Q9Y2Q9 MRPS28 28S ribosomal protein S28, mitochondrial

1.025 1.007 0.986 0.988 0.988 0.976 1.010 0.995 1.011 1.026 1.013 0.979 P51398 DAP3 28S ribosomal protein S29, mitochondrial

0.999 0.981 0.986 0.994 0.974 1.001 0.981 1.022 1.006 0.993 0.982 0.985 Q92665 MRPS31 28S ribosomal protein S31, mitochondrial

1.008 0.979 0.996 1.004 0.984 0.979 0.979 1072 099 0.974 1.017 1.000 Q9Y291 MRPS33 28S ribosomal protein S33, mitochondrial

0.983 1.004 1.009 0.992 1.044 0.985 1.018 1.027 0.990 1.049 1.009 1.062 C9JJ19 MRPS34 28S ribosomal protein S34, mitochondrial

0.952 1.011 1.002 0.975 0.996 1.033 1.022 0.937 1.011 1.054 1.014 1.066 P82673 MRPS35 28S ribosomal protein S35, mitochondrial

0.993 1.025 0.989 1.008 0.932 0.990 0.986 1.041 1.043 0.946 1.020 1.006 P82909 MRPS36 28S ribosomal protein S36, mitochondrial

0.978 0.994 1.017 0980 0.998 1.036 1.013 0.968 0.985 1.027 1.005 1.059 P82675 MRPS5 28S ribosomal protein S5, mitochondrial

1.020 1.014 0.983 0.954 1.020 0.970 1.039 0.908 1.025 1.087 0.968 1.037 P82932 MRPS6 28S ribosomal protein S6, mitochondrial

1.024 1.020 1.005 0.981 0.994 0.978 1.012 1.053 0.999 0.970 0.970 0.980 J3QLS3 MRPS7 28S ribosomal protein S7, mitochondrial
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M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/c2 m3/c3 ~ccession!D Gene name Protein Description

0998 1.025 0098 0992 0995 0998 0995 0999 0999 1.040 1.006 1.036 P82933 MRPS9 285 ribosomal protein S9, mitochondrial

0909 1.032 0960 1.006 1.048 1.046 1.180 1.183 1.026 1322 1.078 1.326 QSTDX5 ACMSD 2-amino-3-carboxymuconate-6-semialdehyde
decarboxylase

0.968 0.985 1.026 0.969 0.972 1.014 1.026 1.027 1.000 1.006 1.001 1.059 Q96575 ADO 2-aminoethanethiol dioxygenase

1.003 0957 1.063 0948 0981 1.002 0962 1.023 1.033 0915 0984 0.974 043598 DNPH1 2'-deoxynucleoside 5'-phosphate N-hydrolase 1

1019 1012 1.025 0948 0920 1.020 0982 1049 1.012 0962 00958 1.019 Q9UJ83 HACLL 2-hydroxyacyl-CoA lyase 1

1.007 0.992 1.024 1.006 0.960 1.060 1.080 1.070 1.054 0.987 1.109 1.110 Q16880 UGT8 2-hydroxyacylsphingosine 1-beta-galactosyltransferase

1013 1.008 0980 1.002 1.012 1.012 1.042 0876 1.018 1.055 0.984 1.050 QSHYK3 coQs 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase,
mitochondrial

0911 1012 108 1.025 0955 1.016 0991 0904 1.092 0.810 0911 1.200 Q6N063 OGFOD2 2-oxoglutarate and iron-dependent oxygenase domain-
containing protein 2

1.008 1.012 1.016 1.005 1.056 1.008 1.019 0.978 1.031 1.029 0.991 1.034 Q02218 OGDH 2-oxoglutarate dehydrogenase, mitochondrial

0926 0980 1061 0987 1.129 1.026 0998 0725 1.043 0985 0969 1.006 P21953 BCKDHB 2-oxoisovalerate dehydrogenase subunit beta,
mitochondrial

0.982 0909 0.934 0.957 0986 1.069 0.956 0.877 1.001 Q9H2F3 HSD3B7 3 beta-hydroxysteroid dehydrogenase type 7

1.038 1.009 1.002 1.021 1.163 0965 1.029 0974 1.032 1.025 0977 1.014 095861 BPNT1 3'(2'),5'-bisphosphate nucleotidase 1

1.092 1019 0959 1.031 1.079 0939 1076 1.049 1.007 1.070 0974 0.966 Q8IV48 ERIL 3'-5' exoribonuclease 1

1.023 0988 1.009 0995 0957 0989 1.010 1.030 1.000 1.017 0987 1.028 Q9BYD6 MRPL1 395 ribosomal protein L1, mitochondrial

1.016 0.979 0965 0.954 0.993 0.982 0.988 0.978 1.011 1.008 0.992 1.017 Q9Y3B7 MRPL11 39S ribosomal protein L11, mitochondrial

1.031 1.019 1.032 1.060 0953 1.033 0924 1064 0997 0906 1.024 0.947 P52815 MRPL12 395 ribosomal protein L12, mitochondrial

1.026 1.014 0993 0977 0986 0975 1.006 1.040 1.002 1.014 0986 1.016 Q9BYD1 MRPL13 395 ribosomal protein L13, mitochondrial

0972 0976 098 0985 0912 0981 0938 0956 00988 1.008 0986 1.012 Q6PLL8 MRPL14 395 ribosomal protein L14, mitochondrial

1.007 1.002 0973 0.991 0.955 0976 0.974 1.048 0.983 0.963 0.990 0.917 Q9P015 MRPL15 39S ribosomal protein L15, mitochondrial

1.010 0953 0979 1010 1.071 0987 0998 0.997 1.013 0962 1.001 0.963 QINX20 MRPL16 395 ribosomal protein L16, mitochondrial

0979 0971 0937 0982 0959 1.024 0976 0915 1.011 1.017 0991 1.055 QINRX2 MRPL17 395 ribosomal protein L17, mitochondrial

1.043 1.001 1.064 1.000 1.023 1.013 1.013 1.025 0976 1.000 0.980 1.060 Q9HOU6 MRPL18 395 ribosomal protein L18, mitochondrial

1.006 1.011 0984 0973 0958 0996 0997 1.030 0988 1.027 0978 1.018 P49406 MRPL19 395 ribosomal protein L19, mitochondrial

1.000 1.027 0943 1.000 0.987 1.006 1.003 0.980 0.998 1.048 0.990 1.007 Q5T653 MRPL2 395 ribosomal protein L2, mitochondrial

1.064 0997 0991 1026 0965 1.022 1.019 1.078 1.041 1.004 0.966 1.050 Q9BYCY MRPL20 395 ribosomal protein L20, mitochondrial

1.034 1.013 098 0987 0970 0999 0983 0980 0989 1.064 1.006 1.032 Q7Z2W9 MRPL21 395 ribosomal protein L21, mitochondrial

0989 098 0998 0957 0990 1.000 0993 0886 1.015 1.023 1.002 1.026 J3KQY1 MRPL22 395 ribosomal protein L22, mitochondrial

1.075 1.054 1.017 0989 0932 0944 0953 1.162 0940 0946 1.007 1.002 Q16540 MRPL23 395 ribosomal protein L23, mitochondrial

0972 0993 0990 0993 1.032 0998 1.042 0951 1.038 1.016 1.011 1.005 Q96A35 MRPL24 395 ribosomal protein L24, mitochondrial

1.053 1.024 1.019 0982 1.001 0966 0991 0996 0975 1.045 0979 1.022 QIPOM9 MRPL27 395 ribosomal protein L27, mitochondrial

1.066 0.994 1.037 1.040 0.999 1.039 1.000 1.015 1.022 1.048 1.002 1.020 Q13084 MRPL28 39S ribosomal protein L28, mitochondrial




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 Accession ID Gene name Protein Description
0.969 0990 0.982 0.984 0.958 1.023 1.028 0.989 1.007 1.040 1.025 1.059 E7ETU7 MRPL3 39S ribosomal protein L3, mitochondrial
1.028 1.002 0.994 0.963 0.951 1.007 0.917 0.904 0.988 1.041 1.016 1.056 Q9BYCS8 MRPL32 39S ribosomal protein L32, mitochondrial
1.022 1.002 0.975 1.006 1.024 0.922 1.012 0.973 1.037 1.005 0.990 1.036 075394 MRPL33 39S ribosomal protein L33, mitochondrial
1.080 1.056 1.010 0.980 0.910 0.963 0.990 1.029 0.956 1.090 1.003 0.992 MOR226 MRPL34 39S ribosomal protein L34, mitochondrial
0.996 1.046 0.981 1.051 1.212 1.033 1.089 1.025 1.034 1.057 1.012 0.995 Q9NZE8 MRPL35 39S ribosomal protein L35, mitochondrial
1.002 0.998 1.006 0.987 0.973 0.971 1.017 1.041 0.988 1.019 0.989 1.018 Q9BZE1 MRPL37 39S ribosomal protein L37, mitochondrial
0.969 0.987 0972 0960 0.966 1.014 1.022 1.009 1.046 1.027 1.029 1.034 Q96DV4 MRPL38 39S ribosomal protein L38, mitochondrial
0.953 0.984 0976 0.973 0.928 0.983 0.996 0.973 0.985 1.035 0.975 1.032 QINYK5 MRPL39 39S ribosomal protein L39, mitochondrial
1.016 1.015 0994 0.955 0.944 0.996 0.999 1.070 1.002 0.991 1.008 0.980 Q9BYD3 MRPL4 39S ribosomal protein L4, mitochondrial
1.083 0973 1.016 1.016 0.958 1.013 1.011 1.028 0.997 0.966 0.971 0.974 Q9NQ50 MRPL40 39S ribosomal protein L40, mitochondrial
0.959 0.969 0.926 1.015 0.977 1.017 1.008 0.998 1.024 1.014 0.971 0.988 Q8IXM3 MRPL41 39S ribosomal protein L41, mitochondrial
0.868 0.949 0.966 0.959 0.923 1.064 0949 0.961 0.950 1.109 0.938 0.989 S4R2z7 MRPL42 39S ribosomal protein L42, mitochondrial
0.967 1.010 1.039 0.973 1.004 1.001 0.982 0.988 1.011 0.985 1.006 0.969 Q9H9J2 MRPL44 39S ribosomal protein L44, mitochondrial
1.017 1.004 0.967 0.991 0.967 0.973 0.999 1.048 0.994 1.009 1.005 1.017 AO0A087X2D5 MRPL45 39S ribosomal protein L45, mitochondrial
1.052 0.967 0.997 0.944 0944 1.000 0.986 0.939 0.983 1.015 0.959 1.032 Q9H2W®6 MRPL46 39S ribosomal protein L46, mitochondrial
1.048 0.989 1.006 0.995 1.124 0.990 1.022 0.992 1.077 1.062 0.974 1.015 Q9HD33 MRPL47 39S ribosomal protein L47, mitochondrial
0.984 1.051 1.000 0.957 0.939 1.024 1.005 0.982 0.953 1.056 1.008 1.073 Q96GC5 MRPL48 39S ribosomal protein L48, mitochondrial
1.025 0.983 1.015 0.939 0.966 1.016 1.019 1.019 1.030 1.041 0.962 1.062 Q13405 MRPL49 39S ribosomal protein L49, mitochondrial
1.034 1.003 1.021 0.976 0.909 1.008 0.994 1.038 1.002 1.031 1.006 1.010 Q8N5N7 MRPL50 39S ribosomal protein L50, mitochondrial
0.904 1.032 0.985 1.001 0.897 0.984 1.041 1.090 1.019 1.029 0.953 0.996 Q4U2R6 MRPL51 39S ribosomal protein L51, mitochondrial
1.070 0.923 1.147 0.893 0.948 1.012 0.871 0.878 0.958 0.872 0.966 0.962 Q86TS9 MRPL52 39S ribosomal protein L52, mitochondrial
1.030 1.045 0.986 1.005 1.053 1.004 0.990 0.995 1.004 1.069 1.016 1.071 Q96EL3 MRPL53 39S ribosomal protein L53, mitochondrial
0.964 0.928 0.955 0.963 0.939 0.961 0.946 0.989 1.002 1.101 1.001 1.140 Q6P161 MRPL54 39S ribosomal protein L54, mitochondrial
1.044 0985 0.985 0.991 0969 0.971 0.981 1.022 0.998 1.000 0.974 1.033 Q9BYD2 MRPL9 39S ribosomal protein L9, mitochondrial
1.089 1.020 1.005 1.011 1.030 0.971 0.937 1.012 0.927 0.955 0.997 0.864 Q9NVS2 MRPS18A 39S ribosomal protein S18a, mitochondrial
1.029 1.040 1.018 0.991 1.018 0.970 1.015 1.051 1.025 1.049 1.015 1.038 QSNP92 MRPS30 39S ribosomal protein S30, mitochondrial
0.732 0.980 0.814 0.863 0.802 1.075 1.175 1.114 0.999 Q15125 EBP 3-beta-hydroxysteroid-Delta(8),Delta(7)-isomerase
1.006 1.011 0.991 0.982 1.027 0.969 0.989 1.002 1.030 0.969 1.006 0.963 Q99714 HSD17B10 3-hydroxyacyl-CoA dehydrogenase type-2
1.134 0.879 1.103 1.025 1.000 0.963 1.104 0.993 0.919 1.100 0.900 1.075 Q9BUT1 BDH2 3-hydroxybutyrate dehydrogenase type 2
0.988 1.017 0.984 1.028 1.015 0.993 1.037 1.052 1.001 1.064 0.970 0.997 P31937 HIBADH 3-hydroxyisobutyrate dehydrogenase, mitochondrial
0.965 0.999 0996 0.976 0.995 1.021 1.016 0.975 0.999 1.007 0.979 1.000 Q6NVY1 HIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial

0.988 0.991 0.984 0978 1.008 0.967 0.947 0.949 0.960 0.954 0.975 0.956 P42765 ACAA2 3-ketoacyl-CoA thiolase, mitochondrial




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 Accession ID Gene name Protein Description
0.996 0.979 1.002 0.963 0.968 1.017 1.004 1.027 0.995 0.980 0.971 1.007 P09110 ACAA1l 3-ketoacyl-CoA thiolase, peroxisomal
1.001 1.020 0.985 1.000 1.114 0.970 1.009 1.041 1.055 0.932 1.036 0.942 Q06136 KDSR 3-ketodihydrosphingosine reductase
1.055 0.980 0.991 1.018 0.929 1.081 1.099 1.113 0.996 1.048 1.017 1.006 P56937 HSD17B7 3-keto-steroid reductase

0.890 0.959 1.183 P18405 SRD5A1 3-ox0-5-alpha-steroid 4-dehydrogenase 1
1.021 0.997 1.056 0.995 0.997 1.008 1.006 0.996 1.034 1.022 0.973 1.043 Q9NWU1 OXSM 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial
1.070 1.006 1.031 1.008 0.977 0.999 1.019 1.102 1.067 1.030 0.945 1.052 015530 PDPK1 3-phosphoinositide-dependent protein kinase 1
1.043 1.001 1.002 1.021 0.977 1.024 1.015 1.012 0.995 1.038 1.033 1.019 P46783 RPS10 40S ribosomal protein S10

1.114 0.998 0.986 1.040 1.092 0.960 1.011 0.988 0.982 0.997 1.042 0.944 P62280 RPS11 40S ribosomal protein S11

1.241 1.014 1.054 1.065 1.678 0.951 1.122 0.807 1.087 0.987 0.993 0.953 P25398 RPS12 40S ribosomal protein S12

1.039 0.990 1.006 1.020 0.983 1.008 1.010 1.033 0.993 1.031 1.003 1.008 P62277 RPS13 40S ribosomal protein S13

0.996 1.007 0.980 1.008 0.967 0.968 0.973 1.033 0.976 0.975 1.012 0.993 P62263 RPS14 40S ribosomal protein S14

0.947 1.062 0945 1.038 1.013 0.961 1.030 1.067 0.953 1.008 1.045 0.940 K7ELC2 RPS15 40S ribosomal protein S15

0.972 0.944 0.941 1.130 1.004 1.435 K7EJ78 RPS15 40S ribosomal protein S15

1.147 0964 0.970 1.049 1.407 0940 1.031 0.934 1.064 0.972 1.012 0.998 P62244 RPS15A 40S ribosomal protein S15a

1.072 0989 0.999 1.015 1.037 1.011 0.988 0.990 1.007 0.985 0.999 0.929 P62249 RPS16 40S ribosomal protein S16

0.973 0.997 0954 1.031 1.081 0.972 0.995 0.996 1.004 0.993 1.033 0.948 P08708 RPS17 40S ribosomal protein S17

1.012 1.034 0.936 0.899 0.957 0.998 1.064 1.069 1.183 AO0A0G2JQH2 RPS18 40S ribosomal protein S18

1.024 1.015 0.990 1.028 0.983 1.008 0.989 1.030 0.990 1.042 1.046 1.026 P62269 RPS18 40S ribosomal protein S18

1.015 0.981 0.969 0.992 0.973 1.000 0.995 0.995 0.985 1.040 1.020 0.988 P39019 RPS19 40S ribosomal protein S19

1.085 1.000 0.999 1.018 1.074 1.019 1.024 1.025 1.034 0.976 1.018 0.965 P15880 RPS2 40S ribosomal protein S2

1.027 1.014 0.976 1.000 0.991 0.998 1.027 0966 1.025 1.041 1.015 1.017 P60866 RPS20 40S ribosomal protein S20

1.077 0.983 0.987 1.053 1.209 0.988 1.052 0.913 0.997 1.041 1.014 1.024 P63220 RPS21 40S ribosomal protein S21

1.035 0.996 0.982 1.007 1.001 0.973 0.955 1.004 0.955 0.964 1.032 0.926 P62266 RPS23 40S ribosomal protein S23

1.042 0988 1.001 0.972 0.999 1.040 0.958 0.952 0.989 1.025 1.041 1.032 P62851 RPS25 40S ribosomal protein S25

1.026 0985 0.999 0.998 1.108 0.975 0.981 0.967 1.012 0.967 1.025 0.978 P62854 RPS26 40S ribosomal protein S26

1.014 0.920 1.013 1.022 0.977 1.080 0.950 0.949 0.994 1.058 1.027 1.004 P42677 RPS27 40S ribosomal protein S27

1.052 1.031 0.951 1.043 1.026 0.958 1.081 1.105 0.971 1.143 1.042 0.983 HOYMV8 RPS27L 40S ribosomal protein S27

1.054 1.023 1.019 1.044 1.179 1.017 0.995 0.964 1.122 1.051 1.056 1.068 P62857 RPS28 40S ribosomal protein 528

0.994 0.998 0.976 1.010 1.030 0.998 1.017 1.052 1.009 0.998 1.011 1.002 P23396 RPS3 40S ribosomal protein S3

0.954 0.903 0.907 0.892 0.989 0.976 0.987 0.870 0.965 0.994 0.903 0.923 E9PR30 FAU 40S ribosomal protein S30

1.050 1.006 1.012 1.023 1.085 0.981 1.007 0.996 1.023 0.988 1.029 0.997 P61247 RPS3A 40S ribosomal protein S3a

1.033 1.017 0.988 1.032 1.047 1.018 0.991 1.017 1.010 0.991 1.032 0.957 P62701 RPS4X 40S ribosomal protein S4, X isoform

1.097 0998 1.031 1.043 1293 0980 1.091 0.868 1.111 1.018 1.027 1.024 P46782 RPS5 40S ribosomal protein S5




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d

A ion ID G Protein D ipti
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 ceession enename rotein Bescription
1.056 1.003 1.006 1.003 1.094 1.013 0.984 0.859 1.018 1.040 1.045 1.001 P62753 RPS6 40S ribosomal protein S6
1.026 1.000 0.997 0.988 0.988 1.010 0.963 0.977 0.958 1.001 1.017 0.963 P62081 RPS7 40S ribosomal protein S7
1.049 1.004 1.007 1.022 1.047 0.950 0.958 0.952 0.991 0.903 1.035 0.872 P62241 RPS8 40S ribosomal protein S8
0.977 0.971 1.002 0.999 0.958 1.027 0.981 0.997 1.003 1.010 1.009 1.023 P46781 RPS9 40S ribosomal protein S9
1.118 1.040 1.085 1.144 1.018 1.088 F8WD59 RPSA 40S ribosomal protein SA (Fragment)
1.040 1.014 0977 1.016 1.040 0.955 1.002 1.069 1.009 0.989 1.017 0.961 AO0A0C4DG17 RPSA 40S ribosomal protein SA
1.126 1.171 1.184 1.270 1.195 1.294 1.062 0.992 1.099 1.123 1.030 1.093 Q9BRK5 SDF4 45 kDa calcium-binding protein
0.990 1.008 0.990 1.001 1.000 0.980 1.013 1.010 1.001 0.968 0.946 1.006 P49189 ALDH9A1 4-trimethylaminobutyraldehyde dehydrogenase
1.096 1.289 1.201 Q9H816 DCLRE1B 5' exonuclease Apollo
1.065 1.015 1.079 1.068 1.156 1.113 1.047 1.087 1.107 1.100 1.036 1.104 Q8TCD5 NT5C 5'(3')-deoxyribonucleotidase, cytosolic type
1.134 1.041 1.124 1.025 0.789 1.036 1.015 1.090 1.045 0.930 0.943 1.035 043422 THAP12 52 kDa repressor of the inhibitor of the protein kinase
1.064 0969 1.015 0.985 0.975 1.003 1.001 1.017 1.019 1.011 0.966 0.997 Q8IZH2 XRN1 5'-3' exoribonuclease 1
1.024 0997 1.055 1.013 0.973 1.011 1.017 1.025 1.008 0.993 1.012 0.980 Q9HOD6 XRN2 5'-3' exoribonuclease 2
0.909 0.927 0942 0.860 0.611 0.883 0.879 0.969 1.186 Q00013 MPP1 55 kDa erythrocyte membrane protein
0.999 1.375 1.152 1.044 0931 1.059 1.140 0.955 0.975 1.006 1.052 1.116 P13196 ALAS1 5-aminolevulinate synthase, nonspecific, mitochondrial
1.082 1.088 0969 1.016 1.052 1.012 1.053 1.048 1.047 1.157 0994 1.053 P54646 PRKAA2 ;'AMP'aCt'Vated protein kinase catalytic subunit alpha-
1.072 1.052 1.026 1.035 0.958 0.964 0.976 1.096 1.029 0.984 0.978 0.936 Q9Y478 PRKAB1 5'-AMP-activated protein kinase subunit beta-1
0.984 0.989 0.991 0.978 1.009 0.965 0.982 0.995 0.922 0.867 1.024 1.065 043741 PRKAB2 5'-AMP-activated protein kinase subunit beta-2
1.053 0994 1.029 1.005 0.953 1.038 1.023 1.078 1.018 0.951 0.990 0.980 P54619 PRKAG1 5'-AMP-activated protein kinase subunit gamma-1
0.997 0.989 1.013 0971 0.960 1.009 0.985 1.054 0.986 0.956 0.926 1.003 Q9UGIJO PRKAG2 5'-AMP-activated protein kinase subunit gamma-2
0.927 0.988 0.995 1.048 0.973 1.077 0.966 0.908 0.893 1.045 1.047 0.957 Q9H6S1 AZI2 5-azacytidine-induced protein 2
1.019 1.003 0.999 1.011 0.947 0.994 0988 1.020 0.964 1.005 1.002 1.030 Q99807 coQ7 5-demethoxyubiquinone hydroxylase, mitochondrial
1.054 1.013 1.028 0.992 0.967 1.005 1.024 0994 1.015 1.066 1.010 1.024 P49914 MTHFS 5-formyltetrahydrofolate cyclo-ligase
1.046 0969 1.033 0.994 0.961 1.068 1.085 0.948 0.987 1.057 0.978 0.979 Q96CB9 NSUN4 5-methylcytosine rRNA methyltransferase NSUN4
0.975 1.048 0.962 1.012 0.977 1.022 0.988 0.999 1.009 0.974 1.009 0.983 QS5TFE4 NT5DC1 5'-nucleotidase domain-containing protein 1
0991 0.997 1.028 1.012 0.962 1.000 0.985 1.088 1.063 0.943 0.991 1.017 Q86UY8 NT5DC3 5'-nucleotidase domain-containing protein 3
1.011 1.014 1.024 1.093 0.985 1.034 1.121 1.133 1.095 1.128 1.062 1.175 P21589 NT5E 5'-nucleotidase
0.977 1.002 1.026 0.988 1.043 1.029 1.022 0.913 1.021 1.017 0.980 1.060 014841 OPLAH 5-oxoprolinase
1.058 1.131 1.076 1.004 0.901 0.984 0.982 1.090 1.010 1.055 1.098 1.049 Q8IUZ5 PHYKPL 5-phosphohydroxy-L-lysine phospho-lyase

1.070 1.000 1.011 0.981 1.053 0.985 0.981 1002 00991 1.026 0.995 0.991 P56378 MP68 6.8 kDa mitochondrial proteolipid




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . . .
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
0.950 1.006 0.986 0.993 1.017 1.024 0.990 1.014 1.018 0.977 0.993 0.974 P10809 HSPD1 60 kDa heat shock protein, mitochondrial
1.008 1.000 1.014 1.017 1.003 1.004 1.014 0.949 1.006 1.007 0.976 0.970 P10155 TROVE2 60 kDa SS-A/Ro ribonucleoprotein
0.880 0.861 1.064 0.890 1.070 1.026 1.007 0.849 1.038 F8VZSO RPLPO 60S acidic ribosomal protein PO (Fragment)
1.010 0.998 1.003 1.010 1.048 0.987 1016 1.030 1.036 0.985 1.027 0.989 P05388 RPLPO 60S acidic ribosomal protein PO
1.090 0.957 0.954 0.951 1.088 0.991 0.948 1.011 1.331 0.932 0.996 0.977 P05386 RPLP1 60S acidic ribosomal protein P1
1.032 1.012 1.006 1.006 0.943 0.976 0.960 1.095 0.977 0.971 1.021 0.999 P05387 RPLP2 60S acidic ribosomal protein P2
0.994 1.050 0.985 1.014 0.999 1.018 0.971 1.098 0.974 1.008 1.039 1.022 C9JA08 NMD3 60S ribosomal export protein NMD3
1.131 0.987 1.077 1071 0923 0.805 0.746 0.911 0.843 0.641 1.181 0.643 F8W7C6 RPL10 60S ribosomal protein L10
1.036 0977 1.011 1.020 1.101 0.957 0.958 0.874 0.995 0.936 1.011 0.922 P27635 RPL10 60S ribosomal protein L10
1.024 1.004 0.999 1.027 1.071 0.990 1.012 0.980 1.035 0.932 1.052 0.900 P62906 RPL10A 60S ribosomal protein L10a
1.025 1.009 0.997 1.012 1.133 1.017 0.997 0.946 1.076 1.020 1.037 1.016 P62913 RPL11 60S ribosomal protein L11
1.053 0984 0.975 1.025 1.099 0.971 1019 0988 1.012 1.016 1.005 0.987 P30050 RPL12 60S ribosomal protein L12
0.956 0.988 0.954 1.004 0.967 1.014 0991 0.905 0.997 1.063 1.022 1.028 P26373 RPL13 60S ribosomal protein L13
0.992 1.029 0.990 1.006 1.037 1.001 1.000 1.005 0.990 1.049 1.016 0.993 P40429 RPL13A 60S ribosomal protein L13a
1.068 0961 1.063 0.991 1.109 0.976 0.882 0.775 0.982 0.866 1.035 0.898 P50914 RPL14 60S ribosomal protein L14
1.040 1.000 0.993 1.004 0.989 1.026 0.967 0.958 1.013 1.002 1.037 1.003 P61313 RPL15 60S ribosomal protein L15
1.034 1.012 1.020 0.982 1.022 1.012 0986 1.017 1.017 0.998 1.040 1.019 G3Vv203 RPL18 60S ribosomal protein L18
1.013 1.020 0.980 1.040 1.136 0.985 1.016 0.905 0.982 1.020 1.026 0.956 Q02543 RPL18A 60S ribosomal protein L18a
0.949 1.044 0971 099 0.994 1.007 0.969 0.999 0.983 1.031 1.059 0.975 P84098 RPL19 60S ribosomal protein L19
0.944 0.978 0933 0983 0.984 0985 0961 0.951 0.961 0.984 0.995 0.977 P46778 RPL21 60S ribosomal protein L21
1.003 0.971 0.981 1.009 1.000 0.995 0.966 1.047 1.035 0.930 1.010 0.971 P35268 RPL22 60S ribosomal protein L22
1.021 1.011 0.983 1.012 1.061 0.998 1.014 1.043 1.034 0.996 1.021 0.990 P62829 RPL23 60S ribosomal protein L23
0.997 0.994 0978 0.993 0.954 1008 0.989 1.023 0.986 1.028 1.013 0.999 P62750 RPL23A 60S ribosomal protein L23a
1.000 1.009 0.992 0.987 1.118 1.022 0964 0.862 1.005 0.998 1.029 1.010 P83731 RPL24 60S ribosomal protein L24
1.043 1.007 1.007 0.986 0.936 1.053 0.996 0.999 0.961 0.942 1.000 0.877 P61254 RPL26 60S ribosomal protein L26
1.114 1.090 0.993 1.078 0.928 1.080 0.952 0.932 0.973 1.175 1.054 0.994 QYUNX3 RPL26L1 60S ribosomal protein L26-like 1
1.015 1.010 0.978 0.994 0.958 0.973 0.992 1.060 0.969 0.977 1.012 0.997 P61353 RPL27 60S ribosomal protein L27
1.073 0999 0.983 1.025 1.139 0.989 1.005 0.927 1.022 1.053 0.997 0.991 P46776 RPL27A 60S ribosomal protein L27a
1.100 1.011 0.996 1.010 0.998 0.997 0.993 0.957 0.950 0.973 1.014 0.919 P46779 RPL28 60S ribosomal protein L28
0.965 0.943 0.994 0939 1.016 0.948 0.899 0.733 0.906 1.042 1.046 0.988 P47914 RPL29 60S ribosomal protein L29
0.935 1.006 0.943 1.016 1.060 1.010 1.025 0.961 0.990 1.039 1.040 1.031 P39023 RPL3 60S ribosomal protein L3
1.005 1.001 1.004 1.039 1.128 0.968 0976 0.899 1.010 0.936 1.015 0.952 P62888 RPL30 60S ribosomal protein L30
0.996 1.013 0.956 0.980 0.995 1.032 0975 0.959 0946 1.091 1.036 1.021 P62899 RPL31 60S ribosomal protein L31
1.026 1.011 1.055 D3YTI8 RPL32 60S ribosomal protein L32 (Fragment)
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1d
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M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/c2 m3/c3 ~ccession!D Gene name Protein Description
1.000 1.026 0974 1041 1.107 0968 0985 0949 0995 0950 1.023 0.908 F8W727 RPL32 605 ribosomal protein L32
1213 1014 0995 1.020 1315 0952 1.056 0.794 0980 1.046 1.029 0.969 P49207 RPL34 605 ribosomal protein L34
1.054 1.017 0998 0942 0949 0996 0.871 0.841 0925 0948 1.063 0.916 P42766 RPL35 605 ribosomal protein L35
1.060 1.002 1.001 1.037 1.076 0994 1.019 0900 0993 1.015 1.039 0.968 P18077 RPL35A 605 ribosomal protein L35a
0941 1.020 0941 1.014 1.063 1.032 1.044 1.016 1.025 1.073 1.023 1.019 Q9Y3U8 RPL36 605 ribosomal protein L36
1.058 1.014 0951 0988 1.036 0999 1.025 0914 0966 1.041 1.007 0.935 J3KQN4 RPL36A 605 ribosomal protein L36a
0991 0997 0971 1.007 0925 1.035 1.105 0940 0937 0.945 0.892 0.986 Q969Q0 RPL36AL 605 ribosomal protein L36a-like
0901 0900 1.040 0.833 1.106 0941 0720 0509 0910 0900 1.119 1.105 P61927 RPL37 605 ribosomal protein L37
1286 1.025 1.060 1.073 1205 0937 0973 0.886 0950 0.878 1.023 0.811 P61513 RPL37A 605 ribosomal protein L37a
1051 1.025 1.006 1.017 0991 1.014 0996 1.098 1.046 1.007 1.010 0.987 P63173 RPL38 605 ribosomal protein L38
1075 1.059 0902 0970 0978 1.045 0915 1.048 1.013 0955 1.006 0.977 P62891 RPL39 605 ribosomal protein L39
1.009 1.001 1.006 1.012 1.085 1.006 0976 0950 1.032 0969 1.011 0.952 P36578 RPL4 605 ribosomal protein L4
0944 1.028 0932 1.021 1.080 0976 1.036 1.000 0.964 1.044 1.067 0.969 PA6777 RPLS 605 ribosomal protein L5
1.180 0.815 1.566 F8VR69 RPL6 60S ribosomal protein L6 (Fragment)
1.024 1.008 1.013 0994 0948 0990 0943 0964 0961 0974 1011 0.933 Q02878 RPL6 605 ribosomal protein L6
1017 1.026 0980 1.020 1.053 1.002 0998 1.054 1.029 1.034 1016 0.987 P18124 RPL7 605 ribosomal protein L7
1.021 0999 0951 1.002 1.064 0962 1.001 1.013 0993 1.007 1.022 0.963 P62424 RPL7A 605 ribosomal protein L7a
1075 1.028 1.017 1.029 0989 1.041 0982 1122 1.009 0974 1.052 0.972 Q6DKI1 RPL7LL 605 ribosomal protein L7-like 1
1.054 0992 0943 1.022 0984 0943 0975 0970 0936 0980 0991 0.913 P62917 RPLS 605 ribosomal protein L8
1.037 1.002 1.007 1.038 1.071 0966 1.010 1.042 0974 1.005 1.041 0.988 P32969 RPL9 605 ribosomal protein L9
1.088 0.987 0.979 1.047 1.215 0.977 1.082 0.979 1.084 1.063 0.961 0.988 Q9Y221 NIP7 60S ribosome subunit biogenesis protein NIP7 homolog
1.061 1.010 1.030 1.034 1.006 1.029 1.006 1.054 1.013 1.032 1.058 0.995 060825 PFKFB2 i'ph“phc’fr“cm'z'k'nase/ fructose-2,6-bisphosphatase
0975 0953 1.143 1.033 0930 1013 1.087 1.001 0958 1.084 1.045 1.043 Q5VX20 PFKFB3 g'phOSphOfruCto'z'k'”ase/ fructose-2,6-bisphosphatase
0901 0911 0923 1.084 0891 1.012 1.065 1.144 0.880 Q16877 PFKFB4 z'phOSphOfr“Cto'z'k'nase/ fructose-2,6-bisphosphatase
0.945 0.994 1000 0.981 1.024 0.996 0.998 0.991 1.012 1.024 1.019 1.052 P52209 PGD 6-phosphogluconate dehydrogenase, decarboxylating
1.029 1.005 1.007 098 1.025 0974 1.020 1.002 0993 1.020 0974 1.009 095336 PGLS 6-phosphogluconolactonase
1.075 0.863 1.129 0.986 1.105 1.013 1.048 1.023 1.074 Q03393 PTS 6-pyruvoyl tetrahydrobiopterin synthase
0982 1.007 0954 0958 0951 1.009 0.998 0980 0995 0.959 0.967 1.009 P36639 NUDTL 7,8-dihydro-8-oxoguanine triphosphatase
1.001 1.018 1.001 0999 0968 0975 098 1.033 0960 0937 0.964 0934 P11021 HSPAS 78 kDa glucose-regulated protein
0.899 1.005 0.957 0.958 0.935 1.027 1.129 1.098 1.042 1.274 1.094 1.132 Q9UBM7 DHCR7 7-dehydrocholesterol reductase




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . i L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.016 0.991 1.025 0.997 1.037 0.930 1.016 1.066 1.008 0.957 0.992 0.972 Q969717 NT5C3B 7-methylguanosine phosphate-specific 5'-nucleotidase
1.063 0.982 1.010 0.999 0.938 1.020 1.003 1.053 0.989 1.033 0.976 0.968 Q7L2J0 MEPCE 7SK snRNA methylphosphate capping enzyme
0.978 1.051 1.161 060733 PLA2G6 85/88 kDa calcium-independent phospholipase A2
1.066 0.919 0946 0.953 1.163 1.106 0.928 1.013 0.790 Q6ZVK8 NUDT18 8-0x0-dGDP phosphatase NUDT18
A disi . I . ith
1363 0758 0976 1.091 0974 0917 0.864 1193 1.136 0989 1.043 1.061 QOUHIS ADAMTS1 disintegrin and metalloproteinase wit
thrombospondin motifs 1
1112 0861 0.762 QOUKP4 ADAMTS7 A disintegrin arfd metfalloprotelnase with
thrombospondin motifs 7
1.080 1.040 0.995 0.956 0.905 1.003 1.031 1.107 1.042 0.974 0.959 1.013 P42684 ABL2 Abelson tyrosine-protein kinase 2
1.028 1.052 0975 1.018 0.992 0.978 1.013 1.035 0.970 1.043 0.984 1.006 Q8IzPO ABI1 Abl interactor 1
1.004 1.004 1.018 1.012 0.975 1.001 0.926 0.923 1.005 1.026 1.052 0.983 F8WAL6 ABI2 Abl interactor 2
1.009 1.066 1.014 1.042 0.960 1.020 1.164 1.256 1.166 Q8IZT6 ASPM Abnormal spindle-like microcephaly-associated protein
1.034 1.023 0.990 0986 0.897 1.016 1.074 0.904 0.993 1.067 0.993 1.149 Q96K21 ZFYVE19 Abscission/NoCut checkpoint regulator
0.972 0955 1.023 1.016 0.992 1.062 1.006 1.005 1.014 1.056 1.011 1.053 Q86V21 AACS Acetoacetyl-CoA synthetase
1.022 1.018 1.062 1.022 0.968 0.988 1.017 1.062 1.029 1.003 1.016 1.005 A1LOTO ILVBL Acetolactate synthase-like protein
0.980 0.987 1.001 1.007 0.994 0972 1.026 1.059 1.049 1.067 1.146 1.039 Q9BWD1 ACAT2 Acetyl-CoA acetyltransferase, cytosolic
1.003 0986 0.962 1.005 0.970 0.996 1.015 0.959 0.975 1.039 0.956 0.978 P24752 ACAT1 Acetyl-CoA acetyltransferase, mitochondrial
0.762 1.131 1.193 0.986 0.816 1.240 000763 ACACB Acetyl-CoA carboxylase 2
1.026 1.001 1.032 1.023 0.923 0.964 1.008 1.044 0.995 1.081 0.814 1.023 QSNUB1 ACSS1 Acetyl-coenzyme A synthetase 2-like, mitochondrial
1.284 0.845 0977 1.268 0.742 1.045 1.251 0.925 0.957 1.186 0.976 1.063 000400 SLC33A1 Acetyl-coenzyme A transporter 1
1.056 0.954 1.177 0.962 0.990 1.020 1.222 1.060 0.998 Q92484 SMPDL3A Acid sphingomyelinase-like phosphodiesterase 3a
1.074 0.974 1.073 1.054 0990 1.008 1.035 0.907 1.029 1.138 1.026 1.048 Q92485 SMPDL3B Acid sphingomyelinase-like phosphodiesterase 3b
Acidic fi | h f. i llular-bindi
1.048 0975 1.031 0981 0962 1.050 1.032 1.075 1.041 0987 0.880 1.077 043427 FIBP pf:::in'bmb ast growth factor intracellular-binding
1.082 0991 0999 1010 1.121 0976 1.007 0953 1016 0.988 0.989 0.958 P39687 ANP32A ﬁi::;:’;me'mh nuclear phosphoprotein 32 family
1.026 0995 1.007 0987 1.100 0986 1.032 0930 1023 0946 00986 0.896 Q92688 ANP328B ii:‘;:;”;me'”d‘ nuclear phosphoprotein 32 family
1.057 0980 1.030 1.010 1.075 1.027 1.039 1.058 1.051 0.975 0.996 1.006 Q9BTTO ANP32E fn:mz”:ne'mh nuclear phosphoprotein 32 family
1.044 1.046 1.032 1.068 1.073 1.048 1.078 1.111 1.079 1.071 1.097 1.057 A2A274 ACO2 Aconitate hydratase, mitochondrial
1.034 1.045 1.002 0.962 1.116 1.040 0.988 0.993 0.985 Q8TED9 AFAP1L1 Actin filament-associated protein 1-like 1




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . i L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
0.947 0954 1.083 1.371 1.249 0.904 1.017 1.191 1.081 P68032 ACTC1 Actin, alpha cardiac muscle 1
0.888 1.020 0.944 1.035 0.985 0.960 1.030 1.034 0.990 0.995 1.034 0.969 P68133 ACTAl Actin, alpha skeletal muscle
0.996 0989 0.978 1.068 1.019 0.960 1.098 0.950 0.992 1.031 0.977 0.976 P60709 ACTB Actin, cytoplasmic 1
1.135 1.013 0967 0.959 0.958 1.035 0.934 1.044 0.951 0.940 0.922 1.001 K7EM38 ACTG1 Actin, cytoplasmic 2 (Fragment)
1.180 1.030 1.117 0.713 0.945 0.743 014639 ABLIM1 Actin-binding LIM protein 1
0.971 0983 1.000 0.984 1.030 1.005 0.988 0.906 1.021 1.004 0.985 1.044 096019 ACTL6A Actin-like protein 6A
1.047 0.961 0.988 1.021 0.982 1.057 1.025 1.018 1.017 0.994 1.034 1.011 QS9NZzZ32 ACTR10 Actin-related protein 10
0.966 0994 0.974 1.006 1.038 1.008 1.009 1.038 1.016 0.996 0.996 0.989 P61160 ACTR2 Actin-related protein 2
1.025 1.005 0.951 1.028 1.049 1.005 1.036 0.970 1.021 1.028 1.011 0.980 Q92747 ARPC1A Actin-related protein 2/3 complex subunit 1A
1.048 1.017 0.999 1.014 1.076 0.973 0.987 0.985 0.999 0.992 0.994 0.965 015143 ARPC1B Actin-related protein 2/3 complex subunit 1B
1.006 1.024 1.012 1.011 1.021 1.000 0.999 0.998 0.981 1.040 1.006 1.022 015144 ARPC2 Actin-related protein 2/3 complex subunit 2
1.096 1.031 1.016 1.042 1.104 0.987 0.997 1.045 1.022 0.952 1.021 0.901 015145 ARPC3 Actin-related protein 2/3 complex subunit 3
0.950 0.983 0976 0.960 0.973 1.006 0.945 0.921 0.952 0.983 0.959 0.982 015511 ARPC5 Actin-related protein 2/3 complex subunit 5
Actin-related protein 2/3 | bunit 5-lik

1.035 0945 1.029 0972 0966 1.016 0970 0.944 0994 0957 0963 1.028 QIBPX5 ARPCS5L prco't';irne ated protein 2/3 complex subunit 5-like
1.029 1.007 1.017 1.000 1.107 1.007 0.997 0.932 1.041 0.988 1.000 0.992 P61158 ACTR3 Actin-related protein 3

0.877 1.054 1.061 Q9P1U1 ACTR3B Actin-related protein 3B
0.995 1.014 1.016 1.009 0.965 0.993 1.034 1.076 0.993 0.975 0.984 1.100 Q9H9F9 ACTR5 Actin-related protein 5
0.996 1.030 1.035 0.953 0.963 1.025 1.010 1.028 1.022 0.921 0.975 1.094 Q9GZN1 ACTR6 Actin-related protein 6
1.071 1.086 1.084 1.012 1.054 1.066 0.928 1.012 1.141 Q9H981 ACTR8 Actin-related protein 8

Activated RNA pol It ipti | tivat

1.055 1.000 1.015 1.004 0948 0990 0953 0990 0964 0900 1.014 0.862 P53999 suB1 p;S"'a € polymerase [l transcriptional coactivator
1.074 1.013 1.052 1.009 1.040 1.011 0.997 1.112 1.025 0.984 0.958 1.003 Q9H1I8 ASCC2 Activating signal cointegrator 1 complex subunit 2
1.019 1.025 1.017 0.990 0.961 0.982 1.007 1.037 1.005 1.025 0.975 1.041 Q8N3CO ASCC3 Activating signal cointegrator 1 complex subunit 3
1.017 1.015 1.036 1.024 1.005 1.022 1.018 1.060 1.018 0.988 1.009 1.040 Q15650 TRIP4 Activating signal cointegrator 1
0993 1.015 1.000 0995 0983 0.998 0978 1.021 0989 0956 0.986 0.989 095433 AHSAL /lm'vator of 90 kDa heat shock protein ATPase homolog
1.070 1.017 0.958 1.047 1.045 1.012 1.019 1.094 0.951 0.951 1.000 1.031 Q9ULWS3 ABT1 Activator of basal transcription 1
0.910 0.952 0.956 0.997 0.933 1.003 0985 1.033 0.997 1.047 1.032 1.032 Q86WX3 RPS19BP1 Active regulator of SIRT1
1.004 0964 1.084 1.079 0.920 1.170 1.209 0.891 0.951 Q04771 ACVR1 Activin receptor type-1
1.019 0.995 0.997 1.006 0.995 0.987 1.027 0.962 1.016 1.031 1.015 1.021 Q9H2PO ADNP Activity-dependent neuroprotector homeobox protein
0.999 0.994 0986 1.037 1.147 1.042 1.003 0.889 1.085 1.044 1.023 1.021 014561 NDUFAB1 Acyl carrier protein, mitochondrial
0.955 0977 0.998 0.979 1.035 0.999 0.966 0.933 1.002 0.998 1.015 1.042 C9JIF9 APEH Acylamino-acid-releasing enzyme




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d ) , L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.006 1.029 1.018 0.953 0.946 1.017 0975 1.046 1.013 1.013 1.014 1.055 Q6JQN1 ACAD10 Acyl-CoA dehydrogenase family member 10
1.052 1.048 0.985 1.002 1.056 0.957 0.999 0.984 0.949 1.051 0.982 0.994 Q709F0 ACAD11 Acyl-CoA dehydrogenase family member 11
0981 0992 1.029 0988 0979 1014 1026 1.033 0985 1.034 0983 1.013 Q9H845 ACAD9 Acyl-CoA dehydrogenase family member 9,
mitochondrial
0.890 0.903 1.010 0.934 0.830 0.894 1.055 1.104 1.021 1.120 1.163 1.161 000767 SCD Acyl-CoA desaturase
1.006 1.027 1.013 1.006 0.990 1.025 1.024 1.002 1.002 1.048 0.979 1.038 Q4G176 ACSF3 Acyl-CoA synthetase family member 3, mitochondrial
1.042 1.029 1.082 0971 0.955 1.005 0.997 1.072 0.993 1.031 1.003 1.008 Q92604 LPGAT1 Acyl-CoA:lysophosphatidylglycerol acyltransferase 1
1.058 0.962 1.014 0.954 0.905 0.958 1.001 0.968 1.000 1.044 0.949 1.017 Q9BR61 ACBD6 Acyl-CoA-binding domain-containing protein 6
0998 0989 1.011 0984 0967 0967 0986 0962 0985 1.007 0.974 0.979 QS5T4US ACADM Acyl-Coenzyme A dehydrogenase, C-4 to C-12 straight
chain, isoform CRA_a
1.001 0.994 0.998 1.009 1.020 1.030 1.044 1.002 1.027 1.056 0.991 1.031 Q86TX2 ACOT1 Acyl-coenzyme A thioesterase 1
0.993 1.000 0.947 0.973 0.939 0.984 0.975 1.067 0.976 0.975 0.958 0.960 QO9NPJ3 ACOT13 Acyl-coenzyme A thioesterase 13
0.925 1.014 0.987 0976 0961 0.975 0.961 1.091 0.993 0.882 1.045 0.813 P49753 ACOT2 Acyl-coenzyme A thioesterase 2, mitochondrial
0.854 0.941 1.068 Q8NIL9 ACOT4 Acyl-coenzyme A thioesterase 4
1.006 1.017 1.015 1.003 1.028 1.014 1.003 1.017 0.961 0.989 1.011 1.019 014734 ACOT8 Acyl-coenzyme A thioesterase 8
1.026 0996 0.991 1.014 0968 0.984 1.021 1.019 0.979 0.997 0.979 0.972 Q9Y305 ACOT9 Acyl-coenzyme A thioesterase 9, mitochondrial
1.008 1.017 1.033 0.968 0.970 1.025 1.018 1.147 1.110 1.007 0.983 1.134 Q5T1C6 THEMA4 Acyl-coenzyme A thioesterase THEM4
1.014 0999 1.018 1.034 1.065 1.013 1.033 0.996 1.035 1.042 1.011 1.059 Q53H12 AGK Acylglycerol kinase, mitochondrial
1.017 0.988 0.949 0.958 0.937 0.963 0.927 1.001 0.951 0.956 1.032 0.959 G3V2U7 ACYP1 Acylphosphatase
0.935 0.966 0.994 1.012 1.009 1.079 0.950 0.936 0.984 1.152 0.988 1.123 P14621 ACYP2 Acylphosphatase-2
1.020 0996 1.011 0.988 0.994 0.985 0.989 1.005 0.978 1.005 1.025 0.999 075608 LYPLA1 Acyl-protein thioesterase 1
0.985 1.016 1.002 0.991 1.018 1.049 0.982 1.006 1.013 0.993 1.003 1.029 095372 LYPLA2 Acyl-protein thioesterase 2
0.982 1.000 1.019 1.010 1.266 0.982 0.999 0.867 1.068 1.040 1.005 1.018 Q6P587 FAHD1 Acylpyruvase FAHD1, mitochondrial
1.010 1.006 0.979 1.010 0.970 1.001 0.996 1.066 1.025 1.031 0.998 1.035 P46108 CRK Adapter molecule crk
1.092 1.005 1.050 1.021 1.177 0.978 1.023 0.872 1.094 1.001 0.995 1.060 Q8NC96 NECAP1 Adaptin ear-binding coat-associated protein 1
0976 0.996 1.025 0.982 1.050 1.036 0.955 0.895 1.016 0.992 0.975 1.057 Q9NVZ3 NECAP2 Adaptin ear-binding coat-associated protein 2
1.032 0978 1.014 1.015 1.048 1.041 0981 1.015 1.068 1.002 1.033 0.989 P07741 APRT Adenine phosphoribosyltransferase
1.086 1.197 1.059 1.055 0.937 1.054 P25054 APC Adenomatous polyposis coli protein
0.962 0.999 0.983 1.004 0.883 0.989 1.067 1.088 1.049 1.068 1.067 1.013 Q8TB61 SLC35B2 Adenosine 3'-phospho 5'-phosphosulfate transporter 1
0.830 1.216 1.014 0.904 1.092 1.076 1.007 1.039 0.950 Q9HIN7 SLC35B3 Adenosine 3'-phospho 5'-phosphosulfate transporter 2
0.993 0.999 1001 0.999 0.984 1.014 0.985 1.020 0.970 1.007 0.953 0.996 P00813 ADA Adenosine deaminase
0.889 0.839 0.916 1.355 0.891 1.100 Q6DHV7 ADAL Adenosine deaminase-like protein




Abundance Ratio

1d 1d 1d

4d

4d

4d

7d 7d 7d 10d

10d

10d

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 Accession ID Gene name Protein Description

1.056 1.026 1.035 1.037 1.096 0.995 0.980 0.954 1.006 0.943 0.955 0.919 P55263 ADK Adenosine kinase

0.979 0.999 0974 0.999 0.990 0.987 0.969 1.013 0.988 0.957 1.000 0.935 P23526 AHCY Adenosylhomocysteinase

0.793 0.957 0.987 AOAOAOMSC1 ADCY3 Adenylate cyclase type 3

0942 1.019 0971 1.070 0.987 1.063 1.017 1.112 1.057 1.033 1.041 1.169 043306 ADCY6 Adenylate cyclase type 6

0.723 0.953 0.962 P51828 ADCY7 Adenylate cyclase type 7

1.283 1.143 1.056 1.089 0.936 1.027 060503 ADCY9 Adenylate cyclase type 9

0.971 1.003 0.980 1.003 1.033 1.006 1.013 0.981 1.004 0.989 1.016 0.977 P54819 AK2 Adenylate kinase 2, mitochondrial

1.027 0.992 0.994 0.967 0955 0.964 0.949 1.017 0.947 0.956 0.980 0.921 P27144 AK4 Adenylate kinase 4, mitochondrial

0.999 0.978 0.982 0.983 1.028 1.000 1.021 0.949 0.982 1.036 0.973 1.061 Q5T9B7 AK1 Adenylate kinase isoenzyme 1

0.938 0.974 0998 0.972 0.947 1.011 0.950 1.150 1.045 0.923 0.978 0.967 Q9Y3D8 AK6 Adenylate kinase isoenzyme 6

0.962 1.009 1.009 0.987 0.999 0.978 0.981 0.973 0.975 0.955 0.987 0.993 P30566 ADSL Adenylosuccinate lyase

0.998 1.018 0.987 1.043 1.015 1.019 1.044 1.018 1.018 1.028 1.005 1.024 P30520 ADSS Adenylosuccinate synthetase isozyme 2

0.982 1.149 0.861 1.116 1.175 0988 1.071 1.290 1.168 1.063 1.047 0.986 Q01518 CAP1 Adenylyl cyclase-associated protein 1

1.015 1.002 0.983 0.989 1.007 0.975 0.961 0911 0.992 1.012 0.985 1.025 P40123 CAP2 Adenylyl cyclase-associated protein 2

0.988 1.042 1.047 1.058 1.074 1.020 1.146 1.046 1.077 1.151 1.082 1.084 095396 MOCS3 Adenylyltransferase and sulfurtransferase MOCS3

0.956 0.965 1.090 0.995 0.930 1.134 1.040 1.088 1.102 1.053 0.997 1.090 Q9UHX3 ADGRE2 Adhesion G protein-coupled receptor E2

1.057 1.091 1.017 1.065 1.019 0.946 1.036 1.010 0.929 Q9Y653 ADGRG1 Adhesion G-protein coupled receptor G1

0.963 0.981 0.983 0.982 0.964 1.005 0.979 1.009 0.976 0.988 0.962 0.981 Q9HDC9 APMAP Adipocyte plasma membrane-associated protein

0.934 1.013 1.064 1.050 1.140 1.021 1.040 0.988 1.217 Q61Q32 ADNP2 ADNP homeobox protein 2

1.055 1.019 1.104 1.000 1.017 0.977 1.023 1.052 1.015 0.942 0.986 0.947 P12235 SLC25A4 ADP/ATP translocase 1

0.970 1.002 1.003 0.992 1.013 1.005 0.975 1.023 1.012 0.933 0.987 0.926 P05141 SLC25A5 ADP/ATP translocase 2

1.005 1.000 1.046 0.978 0.961 1.006 1.006 1.059 1.009 1.010 1.043 1.016 P12236 SLC25A6 ADP/ATP translocase 3

0.947 1.013 1.055 0.976 0.982 1.012 1.025 1.114 1.056 0.956 1.021 1.035 Q9BRR6 ADPGK ADP-dependent glucokinase

1.017 0995 0.973 1.010 0.974 1.021 0968 1.010 0.973 1.063 1.001 1.049 Q9BWI1 NUDT9 ADP-ribose pyrophosphatase, mitochondrial
0.659 0.733 1.280 0.901 1.091 1.297 1.139 1.022 1.105 P84077 ARF1 ADP-ribosylation factor 1

0.927 0.992 0.929 1.026 0.773 1.129 1.053 1.189 0.969 1.121 1.129 1.054 P61204 ARF3 ADP-ribosylation factor 3

0.948 0.951 0.950 0.991 0.713 1.123 1.116 1.123 0.932 1.055 1.057 1.101 P18085 ARF4 ADP-ribosylation factor 4

0.948 0.975 0.987 1.007 0.809 1.124 1.018 1.104 0.976 1.058 1.068 1.059 P84085 ARF5 ADP-ribosylation factor 5

1.028 1.038 1.029 1.003 0.854 1.079 1.048 1.128 1.016 1.183 1.065 1.055 P62330 ARF6 ADP-ribosylation factor 6

0.987 0.998 1.001 0.951 0.940 0.978 0.941 0.926 1.037 1.018 0.993 1.055 Q8N6T3 ARFGAP1 ADP-ribosylation factor GTPase-activating protein 1

1.023 0995 1.048 1.037 1.009 1.035 1.039 1.014 1.015 1.064 1.037 1.089 Q8N6H7 ARFGAP2 ADP-ribosylation factor GTPase-activating protein 2




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d ) , L
Accession ID Gene name Protein Description

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.037 099 1.018 0.967 1.011 0.983 1.001 0.914 0.983 1.046 0.995 1.026 Q9NP61 ARFGAP3 ADP-ribosylation factor GTPase-activating protein 3
1.070 1.026 1.052 0.986 0.968 1.073 1.027 1.085 1.067 1.023 1.014 1.043 Q9UIJY5 GGA1l ADP-ribosylation factor-binding protein GGA1
1.055 1.033 0.999 1.072 1.023 1.044 1.066 1.027 1.009 1.087 1.037 1.067 Q9UJY4 GGA2 ADP-ribosylation factor-binding protein GGA2
1.097 0.977 1.009 1.007 0.973 0.962 0.982 1.013 0.999 1.076 1.025 1.098 Q9NZ52 GGA3 ADP-ribosylation factor-binding protein GGA3
0.944 1.025 0.933 0950 0.818 1.068 0.988 1.075 1.037 1.056 1.052 1.077 P40616 ARL1 ADP-ribosylation factor-like protein 1
1.060 0.926 0.933 Q3SXY8 ARL13B ADP-ribosylation factor-like protein 13B
0.941 0.968 1.053 1.019 0.963 0994 0.970 0.983 0.974 0.957 0.899 1.007 AOA087WUWS9 ARL15 ADP-ribosylation factor-like protein 15
1.002 1.004 0.987 0.986 0.965 1.007 0.990 1.085 1.010 1.005 0.994 1.014 P36404 ARL2 ADP-ribosylation factor-like protein 2
0.982 1.030 1.008 0.989 1.080 0.984 1.013 1.061 1.009 0.981 1.020 0.955 Q9Y2YO0 ARL2BP ADP-ribosylation factor-like protein 2-binding protein
1.038 0.997 0.986 0.993 1.022 0.997 1.012 1.053 1.034 0.973 1.029 1.002 P36405 ARL3 ADP-ribosylation factor-like protein 3

0.754 1.154 1.273 Q9Y689 ARL5A ADP-ribosylation factor-like protein 5A
1.009 0.996 0.999 1.002 0.911 0.972 0.993 1.136 1.006 0.923 1.056 0.933 Q96KC2 ARL5B ADP-ribosylation factor-like protein 5B
1.051 1.038 1.100 0.918 0.920 1.042 0.796 1.084 0.983 0.877 0.924 1.033 Q9HOF7 ARL6 ADP-ribosylation factor-like protein 6

0943 0878 1.038 1078 1.153 0854 0996 1.178 1.087 Q8N6S5 ARL6IP6 /:rl)c):i'::sy'at'on factor-like protein 6-interacting

1.033 0949 1.040 0.999 0.865 1.119 1.040 1.087 1.006 1.028 1.024 0.971 Q96BM9 ARL8A ADP-ribosylation factor-like protein 8A
1.012 1.000 0.988 1.027 0.877 1.074 1.055 1.040 1.013 0.970 1.051 0.974 QSNVI2 ARL8B ADP-ribosylation factor-like protein 8B
1.013 0980 1.057 0.986 0.901 1.025 1.027 0.984 0.954 1.106 1.004 1.037 Q13795 ARFRP1 ADP-ribosylation factor-related protein 1
1.037 1.017 0.982 1.009 1.035 0.991 1.035 1.065 1.008 1.027 0.978 1.015 AG6NFX8 NUDT5S ADP-sugar pyrophosphatase
1.044 0.975 1.023 1.084 1.176 1.132 1.138 0.981 1.067 Q96APO ACD Adrenocortical dysplasia protein homolog
1.039 1.025 1.075 1.131 1.170 1.081 1.094 1.016 1.031 1.079 1.025 1.104 P10109 FDX1 Adrenodoxin, mitochondrial
0.986 1.081 0.996 Q9Y6U3 SCIN Adseverin
0.984 0.979 1.026 0.932 0.905 0.938 0.955 0.945 0.999 0.974 0.942 1.083 Q9UHB7 AFF4 AF4/FMR2 family member 4

1.093 1.066 1.041 Q9Y2D8 SSX21P Afadin- and alpha-actinin-binding protein
0.958 0.976 1.001 0.981 0.868 1.010 1.011 1.031 0.995 1.049 1.016 0.996 Q9Y4W6 AFG3L2 AFG3-like protein 2
1.064 1.020 0.987 1.000 1.009 0.989 0.991 1.038 0.977 1.014 0.986 1.006 043488 AKR7A2 Aflatoxin B1 aldehyde reductase member 2
0.989 0.918 1.006 1.001 0.929 1.016 0.945 1.031 0.993 1.042 1.016 1.079 Q6ULP2 AFTPH Aftiphilin
1.003 1.018 1.003 0.975 0966 1.007 0.981 0.976 0.981 0.973 0.985 1.014 000170 AIP AH receptor-interacting protein
1.043 1.010 1.057 1.023 0.982 1.021 1.045 1.069 1.005 1.041 1.008 1.072 Q92667 AKAP1 A-kinase anchor protein 1, mitochondrial
0.995 0.938 1.082 0967 0980 1.030 1.019 0.955 1.035 1.017 0.996 1.114 043572 AKAP10 A-kinase anchor protein 10, mitochondrial
0.928 0.978 0.980 0.941 0977 0.936 0.997 0.896 0.981 0.992 0.988 1.044 Q02952 AKAP12 A-kinase anchor protein 12
0.987 1.006 1.051 0.962 0.934 1.071 0.980 1.020 1.016 1.032 0.983 1.130 Q02040 AKAP17A A-kinase anchor protein 17A
0.986 0.957 0.991 0.958 0.882 1.019 0.953 0.951 1.027 1.043 0.983 1.080 043823 AKAP8 A-kinase anchor protein 8




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . ) L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
0.959 1.005 1.013 1.016 1.044 1.017 1.023 0.860 0.985 1.012 1.029 1.030 Q9ULX6 AKAP8L A-kinase anchor protein 8-like
1.024 1.028 1.005 0.966 0.978 1.014 1.007 1.101 1.028 0.968 1.010 0.985 QS9NRG9 AAAS Aladin
0.970 0.885 1.071 0.934 0.982 0.951 1.082 1.000 1.015 0.966 0.985 1.133 Q8TD30 GPT2 Alanine aminotransferase 2
0.985 1.011 0.992 1.012 1.036 1.009 0.994 1.030 1.009 0.962 1.006 0.987 P49588 AARS Alanine--tRNA ligase, cytoplasmic
0.976 0986 1.042 0.995 0.978 1.039 1.019 1.007 1.015 1.056 0.987 1.090 Q5JTZ29 AARS2 Alanine--tRNA ligase, mitochondrial
0.946 1.002 0.990 0.971 0.994 0.965 0.976 0.989 0.982 0.979 0.970 0.996 P14550 AKR1A1 Alcohol dehydrogenase [NADP(+)]
0.989 0.993 0.998 0.977 1.054 0.998 1.028 0.967 1.022 0.962 0.961 0.956 P11766 ADH5 Alcohol dehydrogenase class-3
0.981 1.026 1.028 1.002 1.033 0.977 1.052 1.034 1.011 0.936 0.893 1.033 P47895 ALDH1A3 Aldehyde dehydrogenase family 1 member A3
0.996 0.994 1.057 1.057 1.018 1.048 1.062 0.997 0.993 1.063 1.003 1.090 Q8IZ83 ALDH16A1 Aldehyde dehydrogenase family 16 member Al
0.999 1.005 1.003 0976 0.983 0.984 0.958 1.001 0.996 0.974 0.955 0.986 P30837 ALDH1B1 Aldehyde dehydrogenase X, mitochondrial
1.006 0.918 1.056 0.986 1.010 0.991 1.072 1.105 0.964 P05091 ALDH2 Aldehyde dehydrogenase, mitochondrial
1.072 1.102 1.129 1.072 1.013 1.091 1.067 1.043 1.022 0.966 0.945 1.168 Q06278 AOX1 Aldehyde oxidase
1.114 1.153 0.861 0.896 1.019 1.154 AOAOAOMSS8 AKR1C3 Aldo-keto reductase family 1 member C3
0.972 0.989 0.993 1.014 0.935 1.012 0.976 0.992 0.959 1.059 0.928 0.991 Q96C23 GALM Aldose 1-epimerase
0.968 1.006 1.000 0.977 1.094 0.886 0.951 0.856 0.948 0.979 0.785 0.999 P15121 AKR1B1 Aldose reductase
0991 1.002 1020 1012 1032 0991 1059 1.000 0995 1.032 1.017 1.017 000116 AGPS Alkyldihydroxyacetonephosphate synthase,
peroxisomal
0.948 1.015 1.049 1.012 0.936 0.950 1.025 1.011 0.966 1.122 1.014 1.139 Q6NUM9 RETSAT All-trans-retinol 13,14-reductase
1.007 0.974 1.009 1.005 0.966 1.019 1.007 1.065 1.032 0.987 1.024 1.026 Q6PD74 AAGAB Alpha- and gamma-adaptin-binding protein p34
1.183 0.821 1.066 0.929 0.936 0.974 0.937 1.066 1.117 0.984 0.954 0.948 Q495W5 FUT11 Alpha-(1,3)-fucosyltransferase 11
0.991 1.078 1.044 0952 0.946 0.923 0.961 1.039 0.930 0.972 0.973 1.028 Q9BYC5 FUT8 Alpha-(1,6)-fucosyltransferase
0.982 0.959 1.092 1.012 0.957 1.002 1.021 1.026 1.020 1.059 0.996 1.026 Q9H553 ALG2 Alpha-1,3/1,6-mannosyltransferase ALG2
0.909 0.918 0.900 0.932 0.858 1.063 1.069 1.108 0.991 1375 1.054 1.216 A2A2G4 ALG6 Alpha-1,3-glucosyltransferase
0968 1.015 0998 0925 0866 0.937 0965 1049 0.964 0999 0.970 1.037 P26572 MGAT1 Alpha-1,3-mannosyl-glycoprotein 2-beta-N-
acetylglucosaminyltransferase
1.007 0960 0994 0961 1.001 0943 0.888 1.103 0910 0.968 0.971 0.922 Q10469 MGAT2 Alpha-1,6-mannosyl-glycoprotein 2-beta-N-
acetylglucosaminyltransferase
0.856 1.077 1133 0.874 1148 1.097 Q09328 MGATS Alpha-1,6-mannosylglycoprotein 6-beta-N-
acetylglucosaminyltransferase A
1.127 1.017 0.985 AOAO024R617 SERPINA1 Alpha-1-antitrypsin
1.035 1.002 1.046 0.989 0.959 1.064 0.993 1.071 1.074 1.049 1.062 1.061 Q13424 SNTA1 Alpha-1-syntrophin
1.018 0.985 1.010 0.964 0.957 1.014 0.955 1.006 0.971 0.973 0.994 0.936 P30533 LRPAP1 Alpha-2-macroglobulin receptor-associated protein
0.995 1.013 0.999 1.004 1.069 0.988 1.012 1.035 1.027 0.974 0.979 1.003 P12814 ACTN1 Alpha-actinin-1
0.886 0.934 1.003 1.039 0.909 1.068 1.127 1.058 1.054 1.008 0.974 0.899 K7EJH8 ACTN4 Alpha-actinin-4 (Fragment)
0.960 1.009 0.984 0.995 0.981 0.961 0.989 1.028 0.983 0.980 1.000 0.996 043707 ACTN4 Alpha-actinin-4




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . ) L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.000 1.017 1.003 1.006 0985 1.001 1.010 1.040 1.006 1.017 0.986 1.002 Q9UDRS AASS Alpha-aminoadipic semialdehyde synthase,
mitochondrial
1.067 1.013 0.962 1.016 0.929 0.996 1.019 1.037 1.008 1.020 0.935 1.045 Q9UBT7 CTNNAL1 Alpha-catulin
1.056 1.027 1.012 1.045 1.047 0.969 0.997 1.014 1.019 0.988 0.996 0.974 P61163 ACTR1A Alpha-centractin
0.995 0.879 0.962 1.051 1.131 0.938 0.826 0.873 0.942 P02511 CRYAB Alpha-crystallin B chain
0.978 1.009 0972 0.984 0.971 0.982 1.034 0.985 0.976 1.029 1.020 1.005 Q5T5H1 ENSA Alpha-endosulfine
1.039 0.983 0.987 1.027 0.982 0.979 0.975 0.990 1.012 0.966 0.973 0.942 P06733 ENO1 Alpha-enolase
0.999 0.995 0.984 1.041 0.997 1.023 1.070 1.080 1.033 1.133 1.091 1.055 P06280 GLA Alpha-galactosidase A
1.043 1.002 1.021 1.029 0.955 1.010 1.011 1.034 1.044 0.980 0.982 1.007 Q12800 TFCP2 Alpha-globin transcription factor CP2
1190 1464 0.892 Q96083 ALKBH3 Alpha-ketoglutarate-dependent dioxygenase alkB
homolog 3
1274 1016 1.097 1.027 0933 0989 0973 1.143 1066 0.876 1.055 1.133 QINXWO ALKBH4 ﬁgpmhzzztzgl”tarate'dependent dioxygenase alkB
1454 0782 0736 0994 0.767 0.941 1272 0.815 1.118 Q9BT30 ALKBH7 Alpha-ketoglutarate-dependent dioxygenase alkB
homolog 7, mitochondrial
0.985 0.991 1.004 1.005 1.034 1.012 1.023 1.014 1.001 1.008 0.985 1.001 Q9cCO0B1 FTO Alpha-ketoglutarate-dependent dioxygenase FTO
0.693 0.790 1.126 0.997 0.960 0.978 0.884 1.152 1.057 1.103 1.060 1.048 P35475 IDUA Alpha-L-iduronidase
0.964 1.001 1.007 0.934 0.905 0.978 0.941 1.062 0.994 0.966 0.977 0.983 Q16706 MAN2A1 Alpha-mannosidase 2
0.967 1.209 0.862 1.056 0.892 0.964 P49641 MAN2A2 Alpha-mannosidase 2x
1.015 1.035 1.005 0.988 0.959 0.957 0.952 1.048 0.954 1.011 1.018 0.958 P17050 NAGA Alpha-N-acetylgalactosaminidase
1.005 0.893 1.003 0.975 0.994 1.031 0941 1.036 1.032 1.033 0.970 1.005 P54802 NAGLU Alpha-N-acetylglucosaminidase
1.008 0.989 1.018 0.988 0.944 1.004 1.008 1.040 0.993 0.966 0.985 0.972 J3KNQ4 PARVA Alpha-parvin
0.790 1.250 1.204 1.008 1.055 0.855 Q96QP1 ALPK1 Alpha-protein kinase 1
1.025 1.000 1.005 1.027 1.050 1.011 1.033 1.002 1.001 0.992 1.013 1.005 P54920 NAPA Alpha-soluble NSF attachment protein
1.032 0.930 1.008 0.989 0.934 0.979 0.999 0.930 0.971 1.094 1.004 1.054 P37840 SNCA Alpha-synuclein
0.976 1.000 1.014 1.010 0.962 1.023 1.015 0.971 1.014 1.061 1.017 1.082 P40222 TXLNA Alpha-taxilin
1.025 0985 0.994 0.980 0.959 0.985 0.981 1.129 1.087 0.941 0.985 1.085 Q9BTX7 TTPAL Alpha-tocopherol transfer protein-like
1.123 1.052 1.014 1.015 1.024 1.128 0.882 1.231 1.195 Q60127 ALS2CL ALS2 C-terminal-like protein
1.091 0.936 1.066 0.994 0.896 1.006 0.929 1.017 0.960 0.934 1.021 1.020 Q96Q42 ALS2 Alsin
1.032 0.960 1.033 0.924 0.937 1.012 1.001 1.027 1.035 0.957 0.970 1.152 LOR819 ASNSD1 Alternative protein ASNSD1
0.945 0.956 1.015 0.974 1.051 1.011 0969 0.975 0.993 1.017 1.049 1.009 Q9HB66 MKKS Alternative protein MKKS
1.002 1.359 0.987 LOR6PO RPP14 Alternative protein RPP14
0.982 0.978 1.002 1.009 0.933 1.025 0.999 1.081 1.017 1.001 1.019 0.999 Q06203 PPAT Amidophosphoribosyltransferase
1.013 0.981 0.981 1.004 0.953 1.007 1.013 1.015 1.010 1.028 0.994 1.017 P21397 MAOA Amine oxidase [flavin-containing] A
1078 1057 0.983 E8WI50 AIMP2 Aminoacyl tRNA synthase complex-interacting

multifunctional protein 2




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . ) L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.005 1.010 0991 1.004 1.107 0989 0.994 0982 1.007 1.000 1.001 0.975 Q13155 AIMP2 Aminoacyl tRNA synthase complex-interacting
multifunctional protein 2

1.009 0.995 1.015 1.018 1.017 1.023 1.008 1.024 1.008 0.986 0.994 0.979 Q03154 ACY1 Aminoacylase-1

1.019 1.003 0.993 1.006 1.018 0.985 0.988 1.028 0.987 1.012 0.978 0.988 Q9H4A4 RNPEP Aminopeptidase B

1.082 0.960 0.846 1.116 0.987 0.927 1.034 1.036 1.005 1.051 1.422 0.829 Q9HAUS8 RNPEPL1 Aminopeptidase RNPEPL1

0.904 0.973 1.041 1.061 0.938 0954 1.088 1.118 1.017 K7ELE3 AES Amino-terminal enhancer of split (Fragment)

1.183 1.077 0.968 1.157 0.591 1.230 Q6DCAO0 AMMECR1L AMMECR1-like protein

1.008 0.993 1.023 0.982 0.971 1.011 0.996 1.006 1.004 0.994 0.989 1.000 Q01433 AMPD2 AMP deaminase 2

0.834 0979 1.165 0.872 0917 0960 0964 0752 1.058 0.875 1.049 1.275 096018 APBA3 ﬁ";‘:g:'r Zeta A4 precursor protein-binding family A

1139 1073 1.183 0830 0989 1.024 0913 1.046 0969 1.059 1.018 1.022 J3KPL8 APBB1 ﬁ,fﬂf,fr tieta A4 precursor protein-binding family B

0.947 0.985 0.984 0.960 0.913 0.941 0.990 0.926 0.938 1.058 0.910 1.048 P05067 APP Amyloid beta A4 protein

0.980 1.148 0.880 Q92624 APPBP2 Amyloid protein-binding protein 2

1.026 0.760 0.984 1.068 0.838 1.024 1.042 0.873 0.952 1.207 0.736 1.124 Q06481 APLP2 Amyloid-like protein 2

1.073 0996 1.099 1.068 0.944 1.044 0.930 1.086 1.005 0.907 1.108 0.978 Q8TCF1 ZFAND1 AN1-type zinc finger protein 1

0.979 0.915 1.067 0981 1.252 1.042 1.188 0.967 1.018 0.971 0.987 1.078 Q8WV99 ZFAND2B AN1-type zinc finger protein 2B

1.055 1.023 1.027 1.031 0.900 1.017 0.962 1.022 1.101 076080 ZFAND5 AN1-type zinc finger protein 5

1.103 0.975 0.941 0.627 1.160 0.919 Q6FIFO ZFANDG6 AN1-type zinc finger protein 6

1.000 1.006 1.036 0.967 0.957 0.987 0.973 0.920 0.954 0.982 1.001 0.998 Q6FI81 CIAPIN1 Anamorsin

1.003 1.033 1.028 1.003 0.942 1.039 0.983 1.024 0.967 0.973 0.993 1.032 Q9H1A4 ANAPC1 Anaphase-promoting complex subunit 1

1.048 1.018 0.983 0.988 1.071 1.040 0977 0.842 1.012 1.215 0.991 1.115 Q9UM13 ANAPC10 Anaphase-promoting complex subunit 10
1.055 1.027 1.000 Q9NYG5 ANAPC11 Anaphase-promoting complex subunit 11

1.108 0.928 0.886 0.962 1.221 1.008 1.066 0.978 1.062 1.065 0.958 1.166 Q9BS18 ANAPC13 Anaphase-promoting complex subunit 13

1.010 1.041 0.913 0913 1.015 0.865 1.027 1.019 0.968 0.974 0.968 1.112 Q96DE5 ANAPC16 Anaphase-promoting complex subunit 16

1.026 0.990 1.049 1.001 0.903 1.019 1.081 1.056 1.133 1.105 1.020 1.013 Q9UJX6 ANAPC2 Anaphase-promoting complex subunit 2

1.034 0985 1.014 1.016 0.938 1.090 0.983 1.123 1.037 1.017 1.030 1.060 F5HOF9 ANAPC5 Anaphase-promoting complex subunit 5

1.022 0997 0.996 1.068 1.009 0.982 1.061 1.092 1.051 1.069 0.993 1.067 Q9UIX3 ANAPC7 Anaphase-promoting complex subunit 7

1.045 1.013 1.040 0972 0.984 1.064 0937 0.982 1.066 0.978 0.881 1.033 Q8NHZ8 CDC26 Anaphase-promoting complex subunit CDC26

0.988 1.022 1.017 0.994 0.935 1.001 1.008 1.004 0.989 1.010 1.028 1.041 Q9Y679 AUP1 Ancient ubiquitous protein 1

0.984 0.967 0.988 0.957 0.934 1.001 0.997 1.046 0.994 0.957 0.935 1.027 C9JEH3 AAMP Angio-associated migratory cell protein

0.989 1.032 1.153 0.832 1.064 0.999 0.735 0.878 1.051 1.202 0.858 1.268 Q8IY63 AMOTL1 Angiomotin-like protein 1

0.997 1.004 0976 0.938 0.964 0.988 0.934 1.024 0.952 0.923 0.932 0.884 Q9BY76 ANGPTL4 Angiopoietin-related protein 4

0.953 1.013 1.027 0.969 0.929 1.027 1.045 0.988 0.997 0.884 0.873 1.050 Q9NQW6 ANLN Anillin

0.997 1.032 0948 0975 0.803 0.991 1.190 1.047 1.144 0.991 0.770 0.896 P04920 SLC4A2 Anion exchange protein 2




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d ) , L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
Ankyri tand BTB/POZ d in-containi tei
1.019 0974 1.040 1016 0932 1.135 0.965 0909 1.055 1.052 1.017 1.120 Q969K4 ABTB1 1" yrin repeat and BTB/POZ domain-containing protein
Ankyri t and BTB/POZ d in-containi tei
1.080 1.074 1041 0972 0956 1.010 1.001 1.042 1.040 0928 0.929 1.027 Q8N961 ABTB2 2" yrin repeat and BTB/POZ domain-containing protein
Ankyri t and death d in-containi tei
1.033 1058 1130 1.046 1.062 1111 1.228 1.079 1.118 1.167 1.034 1.159 Q495B1 ANKDD1A 12 yrin repeat and death domain-containing protein
1.094 0.868 1.031 1.147 0.898 0.951 1.099 0.972 1.016 1.093 0.923 1.021 Q9P2G1 ANKIB1 Ankyrin repeat and IBR domain-containing protein 1
Ankyri tandKHd in-containi tein 1
0.898 0.886 0.999 1.085 1.015 1.080 00942 1.027 1.131 E9PDPS5 ANKHD1 niyrin repeat an omain-containing protein
(Fragment)
1.006 1.003 1.008 0.963 0.928 1.007 1.029 1.012 1.008 1.026 0.967 1.074 Q86XL3 ANKLE2 Ankyrin repeat and LEM domain-containing protein 2
1.032 1.022 0.998 1.025 1.021 1.016 1.058 1.061 1.158 1.005 0.978 1.065 Q8IV38 ANKMY2 Ankyrin repeat and MYND domain-containing protein 2
1.028 0.994 1.028 1.001 0.976 1.034 1.025 1.059 1.034 0.972 0.977 1.050 Q92625 ANKS1A Ankyrin repeat and SAM domain-containing protein 1A
1.037 0991 1.278 0.873 1.010 1.011 0970 1.013 0.968 1.073 1.019 1.086 Q6ZW76 ANKS3 Ankyrin repeat and SAM domain-containing protein 3
1226 1.171 0.949 0.983 1.039 1.106 Q9Y576 ASB1 Ankyrin repeat and SOCS box protein 1
1.189 0.981 1.284 0.937 1.194 1.172 1.073 0.717 0.956 Q9NWX5 ASB6 Ankyrin repeat and SOCS box protein 6
Ankyri t and zinc fi d in-containi
1038 1.016 1.038 0972 0958 1.015 0981 1.014 0964 0986 0973 1.046 QOHSYS ANKZF1 p:ot‘gi': {epea and zinclinger domain-containing
0.967 1.023 1.102 Q9NXR5 ANKRD10 Ankyrin repeat domain-containing protein 10
0929 0.934 1.054 0936 1.016 1.089 0.934 0.929 0.793 Q6UB99 ANKRD11 Ankyrin repeat domain-containing protein 11
0.985 1.038 1.011 0.983 1.021 0970 0.961 1.148 1.014 1.029 0.999 1.008 Q8IzZ07 ANKRD13A Ankyrin repeat domain-containing protein 13A
1.114 0996 0.964 1.091 0.884 0.972 1.089 1.175 0.937 0.941 0.943 0.998 Q6P6B7 ANKRD16 Ankyrin repeat domain-containing protein 16
1.021 0.994 1.069 0.995 0.957 1.026 0.992 1.040 1.026 1.015 0.993 1.030 075179 ANKRD17 Ankyrin repeat domain-containing protein 17
0.925 1.043 0.925 0.962 1.197 1.011 1.034 0.958 1.057 Q96NW4 ANKRD27 Ankyrin repeat domain-containing protein 27
1.077 0.972 1.190 0.942 0.966 1.148 Q8N283 ANKRD35 Ankyrin repeat domain-containing protein 35
1.047 0.967 0.913 Q6AI12 ANKRD40 Ankyrin repeat domain-containing protein 40
0.998 0.945 0.869 Q8WVL7 ANKRD49 Ankyrin repeat domain-containing protein 49
1.075 1.189 0.999 0.988 0.958 0.960 0.967 1.133 1.022 1.051 0.955 0.964 Q9ULI7 ANKRD50 Ankyrin repeat domain-containing protein 50
1.098 0.952 0.877 1.008 0.994 0.973 1.021 0.884 1.010 1.066 1.015 1.115 Q6NXT1 ANKRD54 Ankyrin repeat domain-containing protein 54
1.166 1.084 1.211 B4E2M5 ANKRD66 Ankyrin repeat domain-containing protein 66
0.989 1.004 1.023 0.964 0.963 0.969 1.074 1.023 0.973 1.057 1.065 1.050 Q53LP3 SOWAHC Ankyrin repeat domain-containing protein SOWAHC
1.027 0985 1.038 1.010 0.971 1.039 1.012 0.978 1.052 1.075 1.006 1.036 Q01484 ANK2 Ankyrin-2
1.131 1.279 1.133 0.958 1.107 0.931 HOYL33 ANXA2 Annexin (Fragment)




Abundance Ratio

1d 1d 1d

4d

4d

4d

7d 7d 7d 10d 10d

10d

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 Accession ID Gene name Protein Description
1.035 1.021 1.013 1.002 1.066 1.031 0.998 1.075 1.045 0.963 1.020 0.997 P04083 ANXA1 Annexin Al
1.024 0.994 0.976 0.977 1.054 0.968 0.967 0.972 1.014 0.972 1.014 0.964 P50995 ANXA11 Annexin Al11
1.017 1.011 0.993 0.998 0.996 0.965 1.019 0.995 0.999 1.002 0.940 1.004 P12429 ANXA3 Annexin A3
1.043 1.001 0.992 0.986 0.988 0.962 1.000 0.954 0.962 1.012 0.954 0.990 P09525 ANXA4 Annexin A4
1.016 0.999 1.012 1.010 0.992 1.002 0.967 0.969 0.998 0.963 0.995 0.969 P08758 ANXA5 Annexin A5
0.981 0.981 0.992 0984 1.015 0.992 1.000 0.935 0.989 1.017 0.987 0.993 P08133 ANXA6 Annexin A6
0.970 1.007 1.000 1.009 1.051 0.998 1.024 0.965 0.999 0.999 0.998 0.999 P20073 ANXA7 Annexin A7
0.830 0.831 1.072 0974 0.996 1.053 1.023 1.037 1.015 1.219 1.029 1.346 E5RK69 ANXA6 Annexin
0.952 0.953 1.075 0.980 0.970 0.977 1.006 1.029 1.022 1.082 0.977 1.074 Q9NW15 ANO10 Anoctamin-10
1.079 1.090 1.125 1.119 0.965 0.996 1.205 1.101 0.987 1.189 1.095 1.236 Q9H6X2 ANTXR1 Anthrax toxin receptor 1
1.231 1.171 1.213 P58335 ANTXR2 Anthrax toxin receptor 2
0.973 1.042 1005 0.963 0.920 1.009 0.981 1.053 0.995 1.022 1.009 0.968 A0A140T9T7 TAP1 Antigen peptide transporter 1
0.961 1.037 1.046 0962 0.921 0944 0.956 0.989 0.964 0.988 1.023 1.004 X5CMH5 TAP2 Antigen peptide transporter 2
1.066 1.042 1.225 P03973 SLPI Antileukoproteinase

0.993 1.027 1.018 1.007 1.020 0.993 0.993 1.045 1.030 0.955 1.000 0.978 Q10567 AP1B1 AP-1 complex subunit beta-1
0.957 1.050 1.038 0.908 0.935 1.144 0.845 0.938 1.008 0.993 0.925 1.087 075843 AP1G2 AP-1 complex subunit gamma-like 2
1.017 1.004 1.000 0.988 0.975 0.999 0.954 0.996 1.000 0.967 0.989 0.996 Q9BXS5 AP1M1 AP-1 complex subunit mu-1
1.006 0.979 0.979 0.995 0.892 1.019 1.023 1.044 1.028 0.878 0.947 0.935 P61966 AP1S1 AP-1 complex subunit sigma-1A
1.042 0.883 1.044 0.989 0.867 1.037 0.924 1018 1.018 0.986 0.919 0.970 P56377 AP1S2 AP-1 complex subunit sigma-2

0.920 0.833 1.132 1.043 1.077 0.941 0.531 1.047 0.995 Q63HQO AP1AR AP-1 complex-associated regulatory protein
0.998 1.018 0.995 1.000 0.993 1.020 1.014 1.044 1.012 1.009 0.993 1.006 095782 AP2A1 AP-2 complex subunit alpha-1
0.961 1.008 0.982 0985 0.992 0.993 0.987 1.044 1.006 1.001 1.006 0.995 094973 AP2A2 AP-2 complex subunit alpha-2
1.050 1.000 1.033 0.991 0.980 0.995 0.978 1.041 0.969 0.957 0.996 0.940 Q96CW1 AP2M1 AP-2 complex subunit mu
0.947 1.003 0972 0985 0.911 1.057 1.031 1.080 1.029 0.946 0.987 0.960 MO0OQYZ2 AP2S1 AP-2 complex subunit sigma
0971 0.969 1.029 0986 0.964 1.025 1.001 1.015 0.974 0.983 0.995 1.057 AOA096LP25 AAK1 AP2-associated protein kinase 1 (Fragment)
0.997 1.013 1.005 0.999 0.972 1.009 1.023 1.053 1.030 1.001 1.004 1.030 Q2M2I8 AAK1 AP2-associated protein kinase 1
1.012 1.009 1.004 1.009 0.969 1.003 1.012 1.027 0.997 1.024 1.001 1.015 000203 AP3B1 AP-3 complex subunit beta-1
1.032 1.018 1.018 1.009 0.969 0.992 1.020 1.129 1.030 1.042 1.019 1.043 Q9Y2T2 AP3M1 AP-3 complex subunit mu-1
0.913 0.917 0.973 1.022 0.955 1.091 0.871 1.139 1.081 P53677 AP3M2 AP-3 complex subunit mu-2
1.021 0.989 1.004 1.020 0.982 1.029 1.059 1.091 1.057 0.999 1.002 0.988 Q92572 AP3S1 AP-3 complex subunit sigma-1
1.092 1.152 1.303 1.092 0.926 1.065 0.982 1.173 1.021 0.802 1.022 1.093 AO0A1BOGV70 TEPSIN AP-4 complex accessory subunit Tepsin
0946 1.048 1.064 0965 0.982 0.871 0.998 1.039 0.930 0.977 0.971 1.025 Q9Y6B7 AP4B1 AP-4 complex subunit beta-1
1.032 1.102 1.082 0.984 0.942 0.990 0.935 1.072 1.006 0.956 0.996 0.944 Q9UPM83 AP4E1 AP-4 complex subunit epsilon-1
1.362 1.384 1.051 1.605 0.936 0.816 (C9JC87 APAM1 AP-4 complex subunit mu-1
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1.158 1.051 0.977 Q9Y587 AP4S1 AP-4 complex subunit sigma-1
0880 1.028 1.016 0934 0934 0999 1.073 0993 1.056 0.868 0.831 1.059 Q2VPB7 APSB1 AP-5 complex subunit beta-1
1.027 1.074 0907 0.888 0963 1.049 0791 1237 1.013 0.808 0928 0.784 E7EQ4S APSM1 AP-5 complex subunit mu-1
0962 0940 1071 0924 0851 0985 0916 1.262 1.050 0.953 0.973 0.959 QINUS5 AP5S1 AP-5 complex subunit sigma-1
1.054 1.018 1.041 0997 0.856 1.018 0985 1.140 1.031 1.055 1.021 1.107 043299 AP5Z1 AP-5 complex subunit zeta-1
1.059 1382 1414 1488 1.018 1.549 K7EPF9 APOC1 Apolipoprotein C-I
1.028 1.032 1.072 0808 0.893 1.217 BOYIW2 APOC3 Apolipoprotein C-lIl
1010 1.020 1.043 1014 1.000 1.030 1.058 0939 0978 1.078 0989 1.121 J3KQL8 APOL2 Apolipoprotein L2
1.016 1.002 0994 0991 0951 1.020 0976 1.049 1.012 0944 1.001 0.942 Q9BZZ5 APIS Apoptosis inhibitor 5
Apoptosis-associated speck-like protein containi
0882 0.886 1.044 1.036 0908 1.157 QOULZ3 PYCARD cf\::; osls-assoclated speck-like protein containing a
0.972 0989 0.995 0.972 0982 0.964 0986 0.976 0.981 1.013 0.996 1.006 095831 AIFM1 Apoptosis-inducing factor 1, mitochondrial
1.079 1.036 1.017 1.080 0986 1.023 1.026 1.102 0965 1.116 0984 1.019 Q9BRQS AIFM2 Apoptosis-inducing factor 2
1.313 1.147 1354 015033 AREL1 Apoptosis-resistant E3 ubiquitin protein ligase 1
0988 0977 0991 0984 0969 1011 0983 0934 0995 1.017 1.007 1.010 QOUKV3 ACIN1 /:E;ZZO:'C chromatin condensation inducer in the
1.040 1.034 1.030 0976 0977 0986 1.009 1.090 1.056 0.995 0991 1.007 014727 APAF1 Apoptotic protease-activating factor 1
0918 1.028 1.095 1.033 0948 1.003 0946 0952 1.059 1.149 0960 1.100 Q8IW19 APLF Aprataxin and PNK-like factor
1.029 0956 0995 0995 0.884 1.026 0987 1.116 1.010 1.007 0976 0.973 Q7Z2E3 APTX Aprataxin
0.958 1.247 1.336 P16050 ALOX15 Arachidonate 15-lipoxygenase
1012 1.030 1.063 1016 0985 1.036 0995 1.081 1.024 1.034 1.001 1.066 Q96IIS ARAF ARAF protein
1.208 1.123 1.030 Q86W34 AMZ2 Archaemetzincin-2
1.003 1.016 1.005 0981 0999 0998 0992 1.003 1.004 0979 0970 0.998 BOYIW6 ARCN1 Archain 1, isoform CRA_a
1.002 1.007 1.034 0995 0979 0974 1.000 0950 0951 1.118 00986 1.063 Q14161 GIT2 ARF GTPase-activating protein GIT2
1.053 0964 1.017 1.028 0998 0996 1.000 1.043 0963 1.026 0987 1.004 P53367 ARFIP1 Arfaptin-1
0997 0992 1019 0940 0911 0973 0978 1.050 00985 1.025 1.096 1.037 AOAOS7X1E4  ARFIP2 Arfaptin-2
0912 1.060 0918 0913 0918 0968 0984 0.884 0985 1.053 1.013 1.128 095081 AGFG2 Arf-GAP domain and FG repeat-containing protein 2
1.044 0995 1.021 1.019 0997 1.026 1.002 0935 0984 0991 1.010 1.010 Q15057 ACAP2 Arf-GAP with coiled-coil, ANK repeat and PH domain-
containing protein 2
1.074 0972 0.986 1.022 0.962 0.990 Q2veQl CENTA2 Arf-GAP with dual PH domain-containing protein 2
Arf-GAP with GTPase, ANK t and PH domain-
0923 0970 0993 0986 0980 1.058 0936 0.878 1.058 0976 0975 1.079 QOUPQ3 AGAP1 F-oAF with i1rase, ANR repeat an omain
containing protein 1
Arf-GAP with SH in, ANK PH in-
1.030 0947 1.168 1.001 0941 1.052 1.047 0929 1.004 1.099 0995 1.119 043150 ASAP2 rf-GAP with SH3 domain, ANK repeat and PH domain

containing protein 2
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1.012 0.947 1.022 0.991 0965 1.016 0.946 0.808 0.958 1.053 1.008 1.056 Q9NWB6 ARGLU1 Arginine and glutamate-rich protein 1
1.006 0.983 0.971 1.023 0.932 1.037 1.011 1.053 0.958 1.036 1.068 1.025 Q7L4I2 RSRC2 Arginine/serine-rich coiled-coil protein 2
0.893 0.952 1006 0.962 0.960 1.125 0.958 0.867 0.983 1.050 1.007 1.151 Q8TFO1 PNISR Arginine/serine-rich protein PNISR
1.055 0.936 1.046 0986 0.877 0.950 0.945 0.986 1.011 0.951 1.024 0.966 Q5TEU4 NDUFAF5 Arginine-hydroxylase NDUFAF5, mitochondrial
1.011 1.004 1.010 1.002 0.962 0.984 1.000 1.038 1.001 0.963 1.010 0.958 P54136 RARS Arginine--tRNA ligase, cytoplasmic
1.005 1.007 0.998 0.999 0.984 1.007 0.967 1.059 0.992 1.007 1.016 1.032 P04424 ASL Argininosuccinate lyase
1.075 1.015 1.063 1.032 1.038 1.057 1.011 1.025 1.014 1.007 0.997 1.000 P00966 ASS1 Argininosuccinate synthase
1.090 0.948 0.935 0.919 0.944 1.131 1.029 1.122 1.085 1.025 0.913 1.092 F5GXE4 ATE1 Arginyl-tRNA--protein transferase 1
1.013 0.993 0.995 1.002 0.953 1.011 0976 0.979 1.004 1.046 1.015 1.022 095260 ATE1 Arginyl-tRNA--protein transferase 1
1.035 1.005 0.982 0.967 0960 0.969 0.993 1.047 1.018 0.989 0.982 1.010 QI1RLNS ARHGAP12 ARHGAP12 protein
0.953 1.049 1.036 1.042 0.944 1.043 1.038 1.131 1.120 0.950 1.005 1.028 Q8N8R7 ARL14EP ARL14 effector protein
1.035 1.004 0.839 G5E9V6 ARMC8 Armadillo repeat containing 8, isoform CRA_e
0.808 0936 1349 1144 1796 1035 1.092 1.038 1.131 000192 ARVCF Armadillo repeat protein deleted in velo-cardio-facial
syndrome
0.984 0.993 1.025 0.967 0.969 0.971 0.914 0.847 0.955 0.955 0.982 1.023 Q9NVT9 ARMC1 Armadillo repeat-containing protein 1
1.021 1.005 1.021 1.000 0.943 0.983 0.983 1.067 1.028 1.003 0.985 0.997 Q8N2F6 ARMC10 Armadillo repeat-containing protein 10
1.042 1.007 1.025 1.030 0.993 0.967 0.977 1.156 0.997 0.956 0.999 0.996 Q6NXE6 ARMC6 Armadillo repeat-containing protein 6
0.845 0.868 1.080 0.932 0.944 1006 0.871 0.866 1.088 0.872 1.003 1.080 Q9H6L4 ARMC7 Armadillo repeat-containing protein 7
1.067 1.016 1.049 1.024 0.983 1.046 0.996 1.039 1.022 0.951 0.970 1.048 Q8IUR7 ARMCS Armadillo repeat-containing protein 8
0.947 1.002 1.014 0.954 0.950 0.997 1.004 1.061 1.000 1.052 0.973 1.077 Q9UH62 ARMCX3 Armadillo repeat-containing X-linked protein 3
0.926 0.983 1.066 0.950 1.060 0.960 Q6P1M9 ARMCX5 Armadillo repeat-containing X-linked protein 5
0.949 1.059 1.269 1.057 1.096 1.064 1.056 0.974 1.032 1.116 1.046 1.052 Q8N5I2 ARRDC1 Arrestin domain-containing protein 1
1.363 0.962 1.090 1.159 1.101 1.067 Q96B67 ARRDC3 Arrestin domain-containing protein 3
0.998 1.066 1.034 1.008 1.188 1.003 0.957 1.098 1.052 1.056 1.049 1.110 P27540 ARNT Aryl hydrocarbon receptor nuclear translocator
0.972 1.008 0.998 0.967 0.907 0.957 0.983 1.058 0.950 0.995 0.966 0.971 AOAOR4J2G3 NCEH1 Arylacetamide deacetylase-like 1
1.174 0.809 1.302 0.966 0.735 0.940 0.935 1.083 1.054 F5H5R8 NAT1 Arylamine N-acetyltransferase 1
0.936 0.996 0.972 1.009 0.976 0.987 0.970 1.035 1.035 1.053 0.990 1.044 AOAOC4DFz2 ARSA Arylsulfatase A
0.971 0.998 1.089 0.983 1.005 1.002 0.985 0.975 0.971 1.008 1.057 1.060 P15848 ARSB Arylsulfatase B
1.026 1.250 1.013 0.981 0.898 0.939 0.992 1426 0.905 0.907 0.953 1.174 P51689 ARSD Arylsulfatase D
1.105 0.980 1.024 0.948 0.895 1.052 1.054 1.046 1.024 1.093 0.991 1.144 F5GYY5 ARSE Arylsulfatase E
1.003 0919 0.996 0.922 1.037 0.997 1.083 0.964 1.115 Q6UWYO ARSK Arylsulfatase K
1.044 1.038 0.993 1.005 1.005 0.974 1.025 1.065 0.991 1.009 1.028 1.058 Q9BVC5 C2orf49 Ashwin
1.017 1.020 0.983 1.058 1.027 1.037 1.047 1.118 1.027 0.959 1.047 1.028 P08243 ASNS Asparagine synthetase [glutamine-hydrolyzing]
1.011 0.806 0.912 0.835 0.610 1.052 1.341 0.855 0.848 QI9NWL6 ASNSD1 Asparagine synthetase domain-containing protein 1




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . ) L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
0.994 1.010 0.992 1.008 1.026 0.975 0.984 1.020 0.997 0.973 0.994 0.980 043776 NARS Asparagine--tRNA ligase, cytoplasmic
0.993 0.999 0.995 0.987 0.972 0.984 0.967 1.011 1.017 0.985 0.966 0.976 P17174 GOT1 Aspartate aminotransferase, cytoplasmic
1.024 1.008 1.000 1.010 1.162 0.956 1.020 0.962 1.017 0.993 0.988 0.974 P00505 GOT2 Aspartate aminotransferase, mitochondrial
1.013 1.018 0.991 1.007 1.014 0.970 0.993 1.009 0.977 0.982 1.005 0.969 P14868 DARS Aspartate--tRNA ligase, cytoplasmic
1.020 1.003 1.015 0.977 0.997 0.994 0.995 0.942 1.003 0.974 0.979 1.009 Q6PI48 DARS2 Aspartate--tRNA ligase, mitochondrial
1.016 0.943 0.894 B9ZVU2 DNPEP Aspartyl aminopeptidase (Fragment)
0.980 1.013 1.009 0.975 0.994 0.997 0986 1.000 0.973 0.988 0.992 0.999 E7ETB3 DNPEP Aspartyl aminopeptidase
0.966 0.989 1.016 1.006 0.980 1.017 1.001 1.038 1.020 1.062 0.994 1.035 Q12797 ASPH Aspartyl/asparaginyl beta-hydroxylase
0.998 1.003 1.016 1.009 0.985 1.022 1.028 1.039 1.038 0.997 0.976 1.018 Q9UBB4 ATXN10 Ataxin-10
1.003 0.995 1.038 1.014 1.039 1.029 0.991 0.972 0.948 1.072 1.068 1.252 POC7T5 ATXN1L Ataxin-1-like
1.008 0.999 1.043 0.990 0.979 0.974 1.036 0.950 1.008 1.061 1.009 1.066 Q99700 ATXN2 Ataxin-2
0.919 0.981 0.698 0.937 1.530 0.929 H3BUF6 ATXN2L Ataxin-2-like protein
0.988 1.003 0.992 0.996 0.975 1.000 0.999 0.981 0.997 1.016 1.063 1.016 Q8WWM7 ATXN2L Ataxin-2-like protein
0.985 1.003 1.054 0.956 1.056 0.974 1.019 1.020 1.074 0.981 1.000 1.034 F5H211 ATXN3 Ataxin-3
1.095 1.077 1.048 1.098 1.031 1.005 0.974 0.776 1.086 1.040 0.982 1.027 Q6SPFO SAMD1 Atherin
1.018 1.041 0.977 1.069 0951 0.962 0.958 1.170 0.900 0.885 0.888 1.090 Q5TGY3 AHDC1 AT-hook DNA-binding motif-containing protein 1
0.980 0.964 1.047 1.030 0.941 1.017 1.076 0.965 1.036 1.029 0.864 1.063 Q8NHH9 ATL2 Atlastin-2
0.971 1.002 1.014 0971 0.929 0.982 0.986 0.988 0.988 0.986 1.000 0.996 Q6DD88 ATL3 Atlastin-3
0.984 0.976 0.990 0.998 0.997 0972 0.968 0.979 0.984 0.998 0.988 0.973 P24539 ATP5F1 ATP synthase F(0) complex subunit B1, mitochondrial
1.090 1.056 1.027 1.001 1.013 0913 0.896 1.093 0991 0938 0.897 0.835 131448 ATPAF1 gj;’:thase mitochondrial F1 complex assembly
0993 1.000 1.005 0.964 0941 1.025 0992 1.009 1.029 1.060 0.942 1.065 Q8N5M1 ATPAF2 g:;:’;thase mitochondrial F1 complex assembly
1.088 1.127 1.204 1.047 1.011 1.044 P03928 MT-ATPS8 ATP synthase protein 8
0.979 0.952 0936 0.908 0.715 0.923 0.902 1.112 0.953 0.983 1.020 0.853 P00846 MT-ATP6 ATP synthase subunit a
0.954 0.985 0.983 0.976 0.965 0.995 0.969 0.953 0.989 0.999 0.982 1.007 P25705 ATP5A1 ATP synthase subunit alpha, mitochondrial
1.135 0934 1.628 1.023 0.987 0.884 0.952 1.067 1.074 1.021 0.972 1.145 F8WOP7 ATP5B ATP synthase subunit beta, mitochondrial (Fragment)
0948 1.014 0.981 0984 1.004 1.021 1.001 1.047 1.018 0.996 0.999 1.007 P06576 ATP5B ATP synthase subunit beta, mitochondrial
1.032 0.995 0.988 1.129 1.078 0.993 1.080 1.022 1.018 1.105 1.007 0.984 075947 ATP5H ATP synthase subunit d, mitochondrial
0.982 0.971 1.021 0.953 0.954 0.969 1.015 1.003 0.994 0.992 0.973 1.019 P30049 ATP5D ATP synthase subunit delta, mitochondrial
0.937 1.010 0.991 0.923 1.014 0.951 0950 1.026 0.966 0.978 0.986 0.963 P56385 ATP5I ATP synthase subunit e, mitochondrial
1.247 1.009 1.012 1.146 1.826 0.925 1.123 0.774 1.140 1.027 0.959 0.894 P56381 ATP5E ATP synthase subunit epsilon, mitochondrial
0.898 1.002 0.963 0.966 1.113 0.958 0.944 0.972 0.927 1.017 0.972 0.957 075964 ATP5L ATP synthase subunit g, mitochondrial
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0.900 0.873 0.980 0.966 0.851 1.090 0.928 0.985 1.138 0.946 0.815 1.269 P36542 ATP5C1 ATP synthase subunit gamma, mitochondrial

1025 1.019 0969 1.011 1.001 0967 0983 1.065 0.947 0.999 0.986 0.942 P48047 ATPS0 ATP synthase subunit O, mitochondrial

1.043 1012 1.062 0998 0.963 1048 1015 1.048 1.023 1.061 0995 1.076 Q99766 ATP5S ATP synthase subunit s, mitochondrial

0928 0989 0989 0973 0.894 1.019 0966 1069 1.041 1.022 0944 1.014 G3V325 ATP5J2-PTCD1  ATP5J2-PTCD1 readthrough

0973 0994 1.005 0993 1.023 0982 0984 1.086 1.023 0986 0.989 0.989 043681 ASNA1 ATPase ASNAL

0977 0.973 1.037 0.995 1.012 1.015 0.989 1.074 1.030 1.017 1.002 0.988 Q8NBUS5 ATAD1 ATPase family AAA domain-containing protein 1

0921 0977 0937 1058 1.006 1.006 1.010 1.071 1.046 0981 0.980 1.065 Q6PL18 ATAD2 ATPase family AAA domain-containing protein 2

1.072 1.154 0.759 1.134 0.753 1.137 Q9uULlo ATAD2B ATPase family AAA domain-containing protein 2B

0.940 1.003 1.006 0.972 0.958 0.990 0.983 0.970 0.999 0.992 1.002 1.048 Q5T9A4 ATAD3B ATPase family AAA domain-containing protein 3B

1.031 0994 0932 0927 0933 0998 0930 0.880 0971 1.038 0984 1.033 Q9UII2 ATPIF1 ATPase inhibitor, mitochondrial

1.023 0981 1.015 1.030 0.966 1006 1.004 1.053 0982 1.021 0988 1.009 Q96555 WRNIP1 ATPase WRNIP1

0987 0998 1076 0962 0.885 1.056 1.023 1010 1.123 0993 0941 1.013 Q99758 ABCA3 ATP-binding cassette sub-family A member 3

1019 1.005 1.037 1.002 0930 1.048 1.032 1022 1.032 1.039 1012 1.081 QINRK6 ABCB10 ATP-binding cassette sub-family B member 10,
mitochondrial

1.062 0968 1.058 0993 0920 1.028 1.028 1.039 1.017 1.248 0919 1.096 QINUT2 ABCBS ATP-binding cassette sub-family 8 member 8,
mitochondrial

0905 0.994 1.135 0960 0.808 0.998 0.958 1.063 1.097 0.988 0.960 0.874 P33897 ABCD1 ATP-binding cassette sub-family D member 1

0.998 1.000 0994 1.014 1.013 1.020 1.020 1.022 1.027 1.002 0.972 1.003 P28288 ABCD3 ATP-binding cassette sub-family D member 3

0.981 1.059 1.007 1.111 0.937 1.012 1.116 1.494 0.941 014678 ABCD4 ATP-binding cassette sub-family D member 4

1036 1011 0991 1.010 1.033 0991 1.020 1.011 1.010 1.008 1.006 1.005 P61221 ABCE1 ATP-binding cassette sub-family E member 1

0666 0.839 1.064 0796 0918 1.050 0.694 0487 0.804 1207 0905 1.126 Q55TZ8 ABCF1 gzgzg;g cassette sub-family F member 1

0954 0.998 0975 0958 1.002 0.985 0981 0974 0993 0977 0.990 1.007 Q8NE71 ABCF1 ATP-binding cassette sub-family F member 1

1.008 0975 1.006 0.997 0947 1.031 0995 0.897 1.011 1053 1.030 1.141 QINUQS ABCF3 ATP-binding cassette sub-family F member 3

0942 0994 0977 1.019 1.034 0994 1.030 1.034 1.030 1.032 1.024 1.014 P53396 ACLY ATPcitrate synthase

1.048 1.042 1.001 0.989 0974 0.979 1.044 1.038 1.010 0988 1.014 1.004 Q8IW45 NAXD ATP-dependent (S)-NAD(P)H-hydrate dehydratase

1.040 1.017 1.011 1.015 1.057 0.977 1.006 1.030 1.015 0.961 0.967 0.982 P17858 PFKL ATP-dependent 6-phosphofructokinase, liver type

1.016 1.021 0.992 0.999 1.019 0.988 0.993 1.028 1.011 0.950 1.011 0.964 Q01813 PFKP ATP-dependent 6-phosphofructokinase, platelet type

1.037 1.026 1.013 1.018 0974 0987 1035 1068 1.005 1.003 0983 1.050 076031 CLPX ATP-dependent Clp protease ATP-binding subunit clpX-
like, mitochondrial

1011 1018 0976 1.002 0954 1.014 1.003 1.023 0990 1.020 1.023 0.986 Q16740 CLPP ATP-dependent Clp protease proteolytic subunit,
mitochondrial

0972 1.004 0991 0988 1.022 0980 0969 0978 0975 0960 0.998 0.951 P46063 RECQL ATP-dependent DNA helicase Q1

0998 1.038 0987 1324 0.847 1.058 1.092 1.155 00961 0966 0.939 0.861 AOAOS7WZ30  RECQL4 ATP-dependent DNA helicase Q4

1110 0907 0902 1.087 1.136 0972 0.843 0.811 0.950 094762 RECQLS ATP-dependent DNA helicase Q5




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . , .
Accession ID Gene name Protein Description

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.006 1.001 0.999 0.995 1.043 1.007 1.032 1.034 1.025 1.018 1.007 1.017 Q08211 DHX9 ATP-dependent RNA helicase A
0.989 1.014 0991 0.998 1.021 0.996 0.984 1.028 1.010 1.006 1.002 1.003 Q92499 DDX1 ATP-dependent RNA helicase DDX1
0.978 1.007 0.994 1.003 0.978 1.018 0.987 1.014 0.989 1.001 1.061 0.994 QO9NVP1 DDX18 ATP-dependent RNA helicase DDX18
1.005 1.001 1.003 1.013 1.002 0.987 1.005 1.017 0.999 0.986 1.016 0.989 Q9NUU7 DDX19A ATP-dependent RNA helicase DDX19A
0.983 1.068 0.942 0.939 1.003 1.003 1.059 1.136 1.004 0.918 1.038 1.074 H3BQKO DDX19B ATP-dependent RNA helicase DDX19B
0.996 1.007 0.996 1.008 0.984 1.004 1.001 0.986 0.984 1.043 1.049 1.017 Q9GZR7 DDX24 ATP-dependent RNA helicase DDX24
1.019 1.016 1.017 1.046 1.051 0.973 0.939 0919 0985 0.988 1.056 1.057 000148 DDX39A ATP-dependent RNA helicase DDX39A
1.019 1.000 0.990 1.018 1.022 1.016 1.026 1.019 1.021 1.021 0.995 1.025 000571 DDX3X ATP-dependent RNA helicase DDX3X
1.045 1.007 0.986 1.008 0.968 1.014 1.005 1.080 1.001 1.026 1.014 1.027 Q86XP3 DDX42 ATP-dependent RNA helicase DDX42
1.016 0993 0.982 1.033 0970 0.974 1.042 1.034 0985 1.041 1.002 1.036 Q9BQ39 DDX50 ATP-dependent RNA helicase DDX50
1.010 1.007 0.992 0.995 0.983 1.040 1.001 1.072 1.013 1.016 0.980 1.035 Q8N8A6 DDX51 ATP-dependent RNA helicase DDX51
1.042 1.008 1.029 1.021 0.996 1.022 1.016 0.992 1.019 1.008 1.028 1.056 Q8TDD1 DDX54 ATP-dependent RNA helicase DDX54
1.082 0989 1.086 0.996 1.003 0.997 0.996 1.091 1.031 1.005 1.029 1.022 Q8NHQ9 DDX55 ATP-dependent RNA helicase DDX55
1.022 1.006 1.031 0.995 0.986 1.020 0.959 0.987 1.001 1.015 0.998 1.034 AOA087WYN9 DHX29 ATP-dependent RNA helicase DHX29
1.011 099 1.010 0.976 0.946 1.009 1.015 1.068 1.070 1.023 1.003 1.051 Q9H2U1 DHX36 ATP-dependent RNA helicase DHX36
0.999 0.991 1.006 1.006 0.963 1.040 1.009 1.103 1.029 0.965 1.023 1.028 Q14562 DHX8 ATP-dependent RNA helicase DHX8
1.007 0.977 1.026 1.004 0.989 1.043 1.014 1.017 1.029 0.994 1.010 0.986 Q8IYB8 SUPV3L1 ATP-dependent RNA helicase SUPV3L1, mitochondrial
0.990 0.993 1.017 1.005 0.974 1.045 1.013 1.043 1.020 0.950 0.904 1.038 Q96TA2 YME1L1 ATP-dependent zinc metalloprotease YME1L1
1.143 0.958 1.107 1.010 1.055 1.102 0.998 1.076 0.953 1.137 1.052 0.972 P16066 NPR1 Atrial natriuretic peptide receptor 1
0.983 0.981 1.018 1.012 0.986 1.033 1.035 0.992 0.996 1.011 1.027 1.054 014497 ARID1A AT-rich interactive domain-containing protein 1A
0.983 0.994 1001 0975 0.920 1.022 0.974 0.955 1.011 1.024 1.020 1.041 Q68CP9 ARID2 AT-rich interactive domain-containing protein 2
1.040 1.059 1.054 1.140 0.794 1.066 0.929 0.971 1.054 0.980 0.929 1.190 Q99856 ARID3A AT-rich interactive domain-containing protein 3A
1.057 1.012 0.983 1.007 0.899 0.964 1.024 1.046 0.967 1.082 0.969 1.070 P29374 ARID4A AT-rich interactive domain-containing protein 4A
1.005 0.954 1.081 1.025 0.929 1.039 0.948 0.867 1.017 1.025 0.986 1.052 Q4LE39 ARID4B AT-rich interactive domain-containing protein 4B
0.993 1.035 1.252 0950 0.993 0.936 0.876 1.232 1.001 0.844 0.900 0.939 Q8WXE1l ATRIP ATR-interacting protein
1.089 0.915 0.907 0.974 0914 1.020 0.900 1.072 0.961 1.043 1.048 1.118 P54259 ATN1 Atrophin-1
1.073 1.067 1.045 1.025 1.022 1.089 0.964 1.154 1.091 1.023 1.049 1.031 075882 ATRN Attractin
1.010 1.020 0.994 0.977 0.958 0.991 0.954 1.029 0.994 0.980 1.004 0.993 Q8NI6O COQ8A Atypical kinase COQ8A, mitochondrial
1.033 1.000 1.080 1.008 0.980 0.977 0.963 0.993 1.056 1.007 1.034 1.094 Q96D53 coQsB Atypical kinase COQ8B, mitochondrial
0.950 0.998 1.010 1.009 0.904 1.310 0.997 1.159 0.961 1.080 0.957 1.166 014965 AURKA Aurora kinase A
0.957 0.973 1.040 1.002 0.966 1.031 0.997 1.002 1.029 1.088 1.008 1.123 Q9NWTS8 AURKAIP1 Aurora kinase A-interacting protein
1.004 1.042 1.015 0.974 0972 0.960 0.959 1.066 0.982 0.982 0.986 0.982 Q9H1YO ATG5 Autophagy protein 5
1.040 1.010 1.116 0.922 0.968 1.121 1.023 0.846 1.062 0.965 1.006 1.077 Q9BSB4 ATG101 Autophagy-related protein 101




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d ) , L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
0.975 0.977 1.026 0.975 1.007 1.031 1.001 0.949 1.012 0.993 0.973 1.079 Q676U5 ATG16L1 Autophagy-related protein 16-1
0.939 1.019 1.091 0.962 0.948 1.076 0.978 0.962 1.148 1.106 1.019 0.976 Q96BY7 ATG2B Autophagy-related protein 2 homolog B
0.999 0.971 1.001 098 0960 1.067 0.901 1.109 0.984 1.057 0.905 1.056 Q7Z3C6 ATGOA Autophagy-related protein 9A
1.089 1.014 1.041 0.997 0.955 0.985 0978 1.039 0.987 0.938 1.004 0.940 Q96BJ3 AIDA Axin interactor, dorsalization-associated protein
1.129 1.125 1.045 0.842 1.507 1.099 0.956 0.849 1.087 015169 AXIN1 Axin-1
1.087 0976 1.002 1.171 1.126 1.071 1.017 0.743 0.903 1.007 0.853 1.166 Q9UPM9 B9D1 B9 domain-containing protein 1
0.965 0.977 1.015 0976 0964 1.024 1.018 1.061 1.015 1.007 1.015 1.034 Q13490 BIRC2 Baculoviral IAP repeat-containing protein 2
1.025 0.691 1.056 Q13489 BIRC3 Baculoviral IAP repeat-containing protein 3
0921 0968 1.031 1.050 1.067 1.174 1.032 0.913 0.992 0.974 0.826 1.063 015392 BIRC5 Baculoviral IAP repeat-containing protein 5
0.978 1.028 1.044 0.993 0.932 1.052 1.037 1.054 0.961 0.946 0.933 1.005 Q9NRO9 BIRC6 Baculoviral IAP repeat-containing protein 6
1.011 0939 1.010 1.044 0.984 1.048 1.121 099 1.072 1.115 1.027 1.108 J3QTA2 BAG1 BAG family molecular chaperone regulator 1
0.974 0.995 0994 00931 0.942 1.016 0.976 0.921 1.008 1.007 0.958 1.025 095816 BAG2 BAG family molecular chaperone regulator 2
1.004 0993 0.986 1.005 0.978 1.026 0.999 0.966 1.012 1.002 0.977 1.047 095817 BAG3 BAG family molecular chaperone regulator 3
1.018 0.986 1.026 1.060 0.949 1.093 1.037 0.981 1.091 1.011 1.037 1.010 095429 BAG4 BAG family molecular chaperone regulator 4
0.800 0.907 0.927 1.055 1.028 1.049 1.157 1.148 0.997 1.289 0.908 1.368 AO0A075B747 BAHCC1 BAH and coiled-coil domain-containing protein 1
1.001 1.001 1.005 0.991 1.007 1.004 1.001 1.005 0.992 0.983 0.965 1.011 043491 EPB41L2 Band 4.1-like protein 2
1.072 1.023 1.061 1.064 0.908 0.994 1.007 0.980 1.040 1.010 0.977 1.053 Q9BXC9 BBS2 Bardet-Biedl syndrome 2 protein
0.999 1.006 1.041 1.029 0.955 0.990 0.995 1.095 0.976 0.966 1.035 1.078 Q8IWZ6 BBS7 Bardet-Biedl syndrome 7 protein
1.160 1.119 1.135 1.075 1.130 0.915 0.828 0.885 0.978 0.896 1.021 0.837 075531 BANF1 Barrier-to-autointegration factor
0.955 0.964 0.993 1.029 0969 0.986 1.091 0.932 1.098 1.151 1.279 1.145 P50895 BCAM Basal cell adhesion molecule
0966 1.076 1204 1.039 0.995 1.071 P98160 HSPG2 Basement membrane-specific heparan sulfate
proteoglycan core protein

0990 0995 1013 1001 0958 1.032 0984 1.014 1.007 1.015 1.010 1.036 QOY6E2 BZW2 ;’as'c leucine zipper and W2 domain-containing protein
0.966 0.993 0.981 0995 0965 1.025 1.004 1.000 0.990 0.963 1.016 0.959 P35613 BSG Basigin
1.005 0.923 0.951 0.977 0.937 1.039 0.991 1.108 1.068 1.227 1.048 0.996 Q13286 CLN3 Battenin
1.034 0983 1.010 1.056 0.889 0.990 1.071 1.068 0.997 1.064 0.983 1.090 Q9BQE9 BCL7B B-cell CLL/lymphoma 7 protein family member B
1012 1.003 1.028 1.021 0918 1.002 0946 1.030 1.003 1.058 1.010 1.127 I3L1Q2 BCL7C (BF:ae:r:;{ ;ymphoma 7 protein family member C
0.986 0.990 1.032 0.984 0.994 1.075 1.015 0.910 0.987 0.973 1.029 1.105 Q86UUOD BCLOL B-cell CLL/lymphoma 9-like protein
1.055 1.014 1.104 0.922 0931 0.991 0.990 1.127 1.048 1.003 1.051 1.009 P20749 BCL3 B-cell lymphoma 3 protein
0.971 0.969 0.983 0966 0.952 1.025 1.032 1.005 0.961 1.068 0.986 1.122 095999 BCL10 B-cell lymphoma/leukemia 10
0.917 0.984 0947 0964 0.986 1.045 1.081 0.987 0.978 1.129 1.065 1.117 Q9UHQ4 BCAP29 B-cell receptor-associated protein 29
0.981 0.951 0979 0.930 0.821 1.001 0.945 1.021 0.980 0.940 0.949 1.012 Qle611 BAK1 Bcl-2 homologous antagonist/killer




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d ) , L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.066 1111 1.135 0987 1.054 1.038 0976 0942 1040 1.000 1.006 0.916 J3KN59 BNIP2 Ef:tze/;d;nov"us E1B 19 kDa protein-interacting
0949 0926 0980 1.012 0948 0993 0988 1.080 1.049 1.086 1.008 1.152 AOAOJ9YW18  BNIP3 BCL2/adenovirus E1B 19 kDa protein-interacting
protein 3 (Fragment)
0.968 0.930 1.017 060238 BNIP3L BCLZ(aden.ovirus E1B 19 kDa protein-interacting
protein 3-like
1.004 1.024 0.986 1.008 0.956 0.992 1.051 1.017 0.983 1.099 1.042 1.122 Q92934 BAD Bcl2-associated agonist of cell death
1.101 0.955 1.013 0.986 0.909 1.026 0.970 1.003 0.982 E9PK91 BCLAF1 Bcl-2-associated transcription factor 1
0.999 1.008 0.991 0.995 0.966 0.968 1.011 0.925 0.983 1.033 1.029 1.037 Q9NYF8 BCLAF1 Bcl-2-associated transcription factor 1
1.002 1.163 0.958 1.056 1.015 0.990 1.156 0.995 1.119 Q9BXH1 BBC3 Bcl-2-binding component 3
0.990 1.012 1.014 0.957 0.919 1.092 1.074 1.076 1.020 1.032 0.984 1.054 Q07817 BCL2L1 Bcl-2-like protein 1
0.754 0.832 0906 0.956 1.010 0.908 1.044 1.226 1.283 Q9HB0O9 BCL2L12 Bcl-2-like protein 12
0.961 0.987 1.042 0.972 0.940 1.033 0.969 0.945 0.987 1.078 1.017 1.036 Q9BXK5 BCL2L13 Bcl-2-like protein 13
1.069 1.128 1.055 0.841 0.670 1.093 Q96LCY BMF Bcl-2-modifying factor
0.961 0.961 1.118 0.921 0.812 1.203 0.905 1.016 1.021 Q9UMX3 BOK Bcl-2-related ovarian killer protein
1.241 0.898 0.849 0.873 0.826 0.850 1.036 1.093 0.990 0.965 1.001 1.113 Q6ZNE5 ATG14 Beclin 1-associated autophagy-related key regulator
0.968 1.008 1.010 1.009 0.955 1.002 0.973 1.037 1.023 1.052 0.975 1.012 Q14457 BECN1 Beclin-1
1.096 1.016 1.046 0.999 0.924 1.075 1.009 0.98 1.158 0.978 1.043 1.088 H7CIN3 BET1 BET1 homolog (Fragment)
1.238 0.821 1.038 1.023 1.148 0.964 B8ZZS0 BET1L BET1-like protein
0.711 0.886 1.056 0.858 0.683 1.005 Q96L58 B3GALT6 Beta-1,3-galactosyltransferase 6
1.057 1.025 1.020 0.977 0.986 1.008 0.974 1.029 0.984 1.006 1.015 0.998 Q6Y288 B3GLCT Beta-1,3-glucosyltransferase
0975 0.998 1.036 1.063 0.961 1.125 1.092 1.034 1.037 Q00973 B4GALNT1 Beta-1,4 N-acetylgalactosaminyltransferase 1
0.965 0.983 1.057 0.885 0.833 1.014 1.013 1.088 0.968 1.037 0.994 1.000 P15291 BAGALT1 Beta-1,4-galactosyltransferase 1
1.610 1.010 1.049 060512 B4GALT3 Beta-1,4-galactosyltransferase 3
1.030 0.992 0.916 0.985 0.890 0.983 0.989 0.883 0.968 0.971 0.992 1.080 060513 BAGALT4 Beta-1,4-galactosyltransferase 4
1.191 0977 1.109 1.014 0.805 0.934 1.233 1.096 0.870 1.091 1.192 1.042 043286 BAGALTS Beta-1,4-galactosyltransferase 5
1.067 0.797 0.912 0.946 0.868 0.980 Q9UBX8 B4GALT6 Beta-1,4-galactosyltransferase 6
0.912 1.051 1.156 0.907 0.908 0.931 0.874 1.054 1.126 1.012 1.034 1.041 Q9UBV7 B4GALT7 Beta-1,4-galactosyltransferase 7
1.211 0913 1.016 0.997 0.789 0.936 1.030 0.946 0.988 043505 B4GAT1 Beta-1,4-glucuronyltransferase 1
0.994 1.047 1.063 0963 1.002 0.971 0.927 0.988 0.943 0.940 0.943 1.007 P61769 B2M Beta-2-microglobulin
0.950 0.993 0.999 0.961 0.941 0.994 1.008 1.017 0.997 0.997 0.974 1.020 Q13425 SNTB2 Beta-2-syntrophin
1.073 1.020 0.954 1.017 0.993 0.929 0.945 1.048 0.987 0.968 0.964 1.146 Q562R1 ACTBL2 Beta-actin-like protein 2
0.983 0.995 1.067 1.021 0.966 1.074 0.986 1.004 1.054 0.964 0.959 1.088 P25098 GRK2 Beta-adrenergic receptor kinase 1
1.195 1.117 1.102 0.891 1.278 1.072 P35626 GRK3 Beta-adrenergic receptor kinase 2




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d , , o
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.043 0965 1.007 0962 1.056 0924 0997 0905 1.063 1.075 0.986 1.025 P49407 ARRB1 Beta-arrestin-1
0877 1.184 1.073 0989 0994 1.065 0.964 00936 1.069 0.900 0.941 0.894 QINSA3 CTNNBIP1 Beta-catenin-interacting protein 1
0932 0980 0987 0970 0953 1.021 0992 1.017 0957 0974 0991 1.023 AOAOS87WUBS  CTNNBL1 Beta-catenin-like protein 1
0958 1.000 1.064 0992 0964 0992 0957 00921 0950 1.038 0.986 1.047 P42025 ACTR1B Beta-centractin
1.022 1100 1.006 1.000 0910 0.892 0947 1.159 0995 1.056 00971 1.124 P13929 ENO3 Beta-enolase
1.013 1.009 0999 1.003 1.028 0985 1.025 1.052 0999 1.014 0981 0.995 P16278 GLB1 Beta-galactosidase
1.034 0990 1.009 0968 0939 1.023 1.022 1.032 1.018 1.028 0993 1.009 P08236 GUSB Beta-glucuronidase
0989 0983 0984 1.014 1.004 1.045 1.040 1.057 1.047 1.059 0.989 1.060 H3BP20 HEXA Beta-hexosaminidase
1.011 0.993 0.997 1.015 0.996 1.026 1.012 1.050 1.013 1.043 1.036 0.970 P07686 HEXB Beta-hexosaminidase subunit beta
0978 1.005 0987 1.035 0935 1.002 1.026 1.193 1.076 1.058 1.045 1.076 000462 MANBA Beta-mannosidase
1.001 098 0997 0981 0921 1.021 1.002 1.059 1.020 1.014 0.882 1.050 Q9HBI1 PARVB Beta-parvin
1.035 1.021 1.138 Q9H115 NAPB Beta-soluble NSF attachment protein
Bifunctional 3'-phosph ine 5'-phosphosulf
1.031 1.036 0996 1.025 1.033 0988 1.023 1.035 0994 1.024 1.016 0.993 043252 PAPSS1 S\'m“tr;gs'zqa 3"-phosphoadenosine 5'-phosphosulfate
0989 1.003 0986 1.007 1.012 0987 0982 00995 0994 0975 1.004 0.962 P07814 EPRS Bifunctional glutamate/proline—-tRNA ligase
Bifunctional h Ifate N- lase/N-
1.008 1.074 1.173 1052 0785 1.146 0979 1.056 0957 00996 1.087 1.017 P52848 NDST1 ifunctional heparan sulfate N-deacetylase/
sulfotransferase 1
1416 0956 1.057 1.193 0.888 0.980 P52849 NDST2 Bifunctional heparan sulfate N-deacetylase/N-
sulfotransferase 2
1.023 1.000 1.031 1.015 1.030 1.049 0985 1.028 1.046 0981 1.018 1.020 P13995 MTHFD2 Bifunctional methylenetetrahydrofolate
dehydrogenase/cyclohydrolase, mitochondrial
1.012 1.026 1.024 1.004 0.977 1.042 0989 1.000 1.010 1.046 1.023 1.066 Q96T60 PNKP Bifunctional polynucleotide phosphatase/kinase
1.002 1.055 1.085 0.756 0.929 1.077 1.221 1.204 0.951 AOAODISFL2 PNKP Bifunctional polynucleotide phosphatase/kinase
1.027 1.005 1.002 1.023 1.071 0970 0990 1.021 1.019 0970 1.006 0.958 P31939 ATIC Bifunctional purine biosynthesis protein PURH
0850 1.017 1.008 1.015 1.061 1.126 1.051 0926 1.060 0972 1.034 1.187 095342 ABCB11 Bile salt export pump
0991 1.001 0994 0985 0978 1.040 1.004 1.042 1.019 0982 0968 1.033 P53004 BLVRA Biliverdin reductase A
1.081 1.034 0959 0975 1.015 00957 0966 1.066 0997 0.996 0973 0976 P78537 BLOC1S1 iﬁi’i‘f?s°f|yS°S°me're'atEd organelles complex 1
Bi is of | -related I lex 1
1.007 0952 1.032 1.021 1.018 0994 1.094 1.082 0948 1.074 1.026 1.207 Q6QNY1 BLOC1S2 Sl:igﬁte;'w ysosome-related organefies complex
Bi is of | -related I lex 1
1.017 0954 1.045 1.039 1.007 1.022 1.035 0991 1.022 1.063 0.987 1.027 Q6QNYO BLOC1S3 Sl:c;)gﬁte;'so ysosome-related organefies compiex
Bi is of | -related I lex 1
1.058 1.060 1.051 1.062 0924 0991 0993 1.135 0931 0969 1.023 0.995 QINUP1 BLOC1S4 s'ct’)g?tejw ysosome-related organefies compiex
upuni
Bi is of | -related I lex 1
1130 1104 1175 1.013 0959 1.075 1.047 0966 1.005 1.055 1.032 1.084 Q8TDH9 BLOC1S5 I0genests ot lysosome-refated organeties compiex

subunit 5




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d , , .
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3
Bi s of I “rel I lex 1
1078 0970 1.102 1.018 1.075 1.090 0930 0976 1.066 0974 1.153 1.074 H3BSTL BLOC1S6 S;%gﬁfzs of lysosome-related organelles complex
1.139 1.080 0.912 1.336 1.701 0.930 1.110 0.989 1.123 C9JNZ5 BOD1 Biorientation of chromosomes in cell division protein 1
0.994 0.898 0.994 0930 0.966 1.086 0.963 1.011 1.006 0.893 1.040 0.993 Q96IK1 BOD1 Biorientation of chromosomes in cell division protein 1
Biorientati f ch i Il divisi tein 1-
1.007 1.001 1.029 0978 0949 1.003 0972 1.000 0.970 1.044 1.034 1.089 Q8NFC6 BOD1LL |i||<2”1en ation ot chromosomes I cefl clvision protein
1.079 1.028 1.059 1.008 0948 1.078 1.058 1.049 0976 1.058 1.074 1.130 P50747 HLCS Biotin--protein ligase
0977 1.025 1031 1110 1.043 1.171 1.185 1.154 1.159 1.168 1.131 1.089 QOY6X5 ENPP4 Bis(5'-adenosyl)-triphosphatase ENPP4
0.989 0.475 0.979 P49789 FHIT Bis(5'-adenosyl)-triphosphatase
1.056 0988 0.988 0.999 1.039 1.035 1.033 1.071 1.033 0.972 1.008 1.001 P50583 NUDT2 Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical]
1194 1.126 1.091 0974 1.009 1.014 0861 1.121 1.089 0979 0991 1.093 P07738 BPGM Bisphosphoglycerate mutase
1.020 1.018 1.019 1.016 1.011 1.015 1.028 1.093 0999 1.013 1.031 1.051 Q13867 BLMH Bleomycin hydrolase
1.022 0961 1.014 1.179 0989 1.054 1.102 1.065 1.056 1.102 0.939 1.145 Q969)3 BORCS5 BLOC-1-related complex subunit 5
1.021 1.074 0981 1.021 0.887 0981 1.028 1.110 0957 1.099 1.020 1.076 Q96GS4 BORCS6 BLOC-1-related complex subunit 6
1.012 0944 1.070 0922 0.880 1.026 0912 1.275 0.979 Q96FHO BORCS8 BLOC-1-related complex subunit 8
0.825 1.128 1.079 1.008 0949 1.184 1.020 0.641 00922 1.022 0940 1.164 P54132 BLM Bloom syndrome protein
1.020 1.011 1.018 1.012 0956 1.032 1.031 1.016 1.003 1.006 1.020 1.092 Q9NSY1 BMP2K BMP-2-inducible protein kinase
1.052 0928 1.123 0714 0970 0.856 0989 0970 1.012 1.091 1.009 1.154 Q9Y3E2 BOLAL BolA-like protein 1
1.041 0989 0985 0987 1.065 0994 1.031 1.029 1.002 0.994 0984 1.012 AOAOS7WZT3  BOLA2 BolA-like protein 2
1.054 0994 1.003 0995 1.027 0947 1.012 0929 1.066 1.012 1.094 1.112 Q53533 BOLA3 BolA-like protein 3
0.992 1.273 0.959 P22004 BMP6 Bone morphogenetic protein 6
1.100 0.985 0.982 0.903 0.956 1.093 Q13873 BMPR2 Bone morphogenetic protein receptor type-2
1.055 1.049 1.056 1.108 0.987 0959 00939 1.163 0919 1.039 1.178 1.173 AOAOB4/IR7  BORCS7-ASMT  BORCS7-ASMT readthrough (NMD candidate)
0972 1.024 1.042 0938 0.804 0.953 0873 1.041 1.155 Q53HL2 CDCA8 Borealin
1.022 0973 0978 1.048 0952 1.049 1.024 0998 1.003 1.042 1.032 1.069 QINWK9 ZNHIT6 Box C/D snoRNA protein 1
1.014 0.942 1.037 P59826 BPIFB3 BPI fold-containing family B member 3
1.013 0985 0956 0.859 0.952 0994 0979 0.768 0.885 1.201 1.037 1.019 P80723 BASP1 Brain acid soluble protein 1
1.049 0992 1.027 0781 1.437 0.778 095415 BRI3 Brain protein I3
Brainsoecific angi h
1.020 1.015 0995 1.027 0977 1.032 1.005 1.043 0988 0960 1.031 1.022 QOUQBS BAIAP2 p:z'tl;p:c' ic angiogenesis inhibitor 1-associated
Brain-specific angi is inhibitor 1-associated
0992 1.008 0991 0995 0973 0976 1.037 1.020 0984 1.011 0952 1.077 QOUHR4 BAIAP2L1 rain-spectic anglogenesis inhibitor L-associate
protein 2-like protein 1
1.004 1015 0927 1.025 1.022 0987 1.060 1.069 1.008 1.057 0991 0.999 015382 BCAT2 Branched-chain-amino-acid aminotransferase,

mitochondrial




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d , , o
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3
1.026 1.107 1.029 0.994 0.910 0.950 1.025 1.007 1.103 1.097 1.026 1.026 Q6UWZ7 FAM175A BRCA1-A complex subunit Abraxas
1.045 1016 1.013 1.021 1.012 1.005 0982 1.051 0980 0.997 0999 0.990 QINXR7 BRE BRCA1-A complex subunit BRE
0942 0878 1078 0918 0928 1.032 0964 0921 1.093 1.035 1.065 1.165 Q96RLL uIMCL BRCA1-A complex subunit RAP8O
1019 0970 1.025 1.114 1.024 0.845 0992 0984 1.123 0991 0.899 1.095 Q6PIG6 BRAT1 BRCA1l-associated ATM activator 1
1.077 0938 1.022 1.046 0.894 1068 1.155 0912 0962 1.136 0.867 1.110 Q7569 BRAP BRCA1l-associated protein
0995 0978 1.001 0905 0914 1.082 1.011 1157 1.164 Q99728 BARD1 BRCA1-associated RING domain protein 1
1035 1.009 1.016 1.015 0955 1.061 0955 1.094 1.034 0.900 0.998 0.952 Q9P287 BCCIP BRCA2 and CDKN1A-interacting protein
1.037 0.984 0.993 1.009 0.927 0.987 0972 0991 1.037 1.002 0.963 1.056 P11274 BCR Breakpoint cluster region protein
1.006 1.056 1.000 Q05GC8 BCAR2 Breast cancer anti-estrogen resistance 2
1.066 1.006 1.047 1.019 0.952 1.009 0.998 1.063 0.987 0.986 0.956 1.030 075815 BCAR3 Breast cancer anti-estrogen resistance protein 3
1.162 1.069 1.108 G5E9I4 BRMS1 Breast cancer metastasis suppressor 1, isoform CRA_c
0.997 0943 0.831 0.971 1.013 1.104 0.995 1.025 0.981 Q5PSv4 BRMS1L Breast cancer metastasis-suppressor 1-like protein
1.032 1.008 0.982 0.996 0.944 0.989 1.011 1.058 0.996 1.017 1.019 1.004 Q9H6U6 BCAS3 Breast carcinoma-amplified sequence 3
Brefeldin A-inhibited guani leotide-exch
1.025 1.004 1.029 1.000 0956 1.031 1024 1.023 1.056 1.006 0976 1.072 Q9Y6D6 ARFGEF1 p:ce)t:inlz innibited guanine ncieotice-exchange
Brefeldin A-inhibi i leotide-exch
0988 1.001 1.001 1.000 0983 1.046 1.021 1.036 1.011 0994 1.013 1.024 QOY6DS5 ARFGEF2 p:stzi:'g inhibited guanine nucleotide-exchange
Brefeldin A-inhibited guani leotide-exch
1.007 1.054 1.013 0954 0957 0999 1.036 1.166 1.024 Q5TH69 ARFGEF3 p:ZtZinlg innhibited guanine nucieotide-exchange
0927 0940 0934 0900 0946 1.000 1.072 1130 1.028 1.037 1.053 1.014 Q8WY22 BRI3BP BRI3-binding protein
0771 0.899 1562 00943 0.896 1.043 1.004 0.839 1.021 0968 0.885 1.021 QINQYO BIN3 Bridging integrator 3
0968 0971 1.022 0993 0951 0979 1.007 0930 0997 1.001 0977 1.028 QINWV8 BABAM1 BRISC and BRCA1-A complex member 1
1.036 1.018 0979 0979 0.946 0941 0992 1.052 0959 1.048 0.995 0.995 Q15018 FAM1758B BRISC complex subunit Abrol
1014 1.004 1.029 1.011 0994 0977 1.000 1.064 1.007 1.045 1.013 1.042 Q5VW32 BROX BRO1 domain-containing protein BROX
0981 1.013 1016 1.030 0967 1.049 1.039 0939 1.009 1.014 0965 1.051 QINRL2 BAZ1A ?;\OmOdOma'n adjacent to zinc finger domain protein
1012 1.001 1.004 0975 0912 1.008 1.055 1.076 1.021 1111 1.004 1.042 QOUIF9 BAZ2A Si\omOdoma'” adjacent to zinc finger domain protein
2230 2465 2096 1.921 1.869 2236 2783 3.041 2671 H7BXKS BAZ2B Bromodomain adjacent to zinc finger domain protein
2B (Fragment)
1.017 0.940 0.878 0709 1239 1.104 QoUIF8 BAZ2B ;;omodomam adjacent to zinc finger domain protein
1.022 1.127 0.990 1.155 0.693 0.937 1.342 1.096 0.825 1.179 0.940 1.123 Q9ULD4 BRPF3 Bromodomain and PHD finger-containing protein 3
1.027 1.009 0979 1.143 0905 1010 1.121 1.041 1.034 0982 0992 1.029 AOAOG2JK44  BRD2 Bromodomain-containing protein 2




Abundance Ratio

1d 1d 1d
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M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 M1/Cl M2/C2 M3/C3 Accession ID Gene name Protein Description
0979 0.980 1.030 0.982 0.977 1.043 1.001 1.005 1.122 1.006 0.933 1.110 Q15059 BRD3 Bromodomain-containing protein 3
1.048 1.012 1.023 0.990 0.961 0.993 1.054 1.087 1.020 0.970 0.973 1.008 060885 BRD4 Bromodomain-containing protein 4
0.977 0.948 0.987 0.975 0.994 0.972 1.013 1.113 1.006 0.965 1.038 1.001 Q9H8M2 BRD9 Bromodomain-containing protein 9
1.072 1.013 0.981 1.043 1.118 0.922 0.991 0.991 1.021 0.953 0.971 1.006 QINW6E8 BSDC1 BSD domain-containing protein 1
1053 0879 1214 Q13829 TNEAIPL BTB/.POZ domain-contain'ing adaptler for CUL3-
mediated RhoA degradation protein 2
1.022 0976 1038 1.004 0920 1.043 1.030 1.100 0986 1.103 0986 1.064 QOH3F6 KCTD10 BTB/POZ domain-containing adapter for CUL3-
mediated RhoA degradation protein 3
1301 0.988 0.999 1.043 1.006 0.985 0.968 0.878 0.921 1.453 0.979 1.081 Q9HOC5 BTBD1 BTB/POZ domain-containing protein 1
0.902 0.935 1.020 0.952 0.684 0.866 0.960 0.851 1.028 Q9BX70 BTBD2 BTB/POZ domain-containing protein 2
1.043 1.036 0.953 1.105 0.887 1.175 1.002 1.173 1.108 1.037 0.933 1.069 J3QRK1 KCTD1 BTB/POZ domain-containing protein KCTD1 (Fragment)
1.022 0979 0.988 0.988 0.954 0.961 1.058 0.968 0.978 1.057 0.989 1.023 Q96CX2 KCTD12 BTB/POZ domain-containing protein KCTD12
1.067 1.059 0.952 1.027 0.959 1.010 1.007 1.098 0.997 1.068 0.984 1.022 Q9BQ13 KCTD14 BTB/POZ domain-containing protein KCTD14
0.849 1.000 1.653 0.846 0.870 0.965 0.929 1.004 1.251 1.054 1.065 1.006 Q96SI1 KCTD15 BTB/POZ domain-containing protein KCTD15
1.020 0.933 1.013 0.960 0.918 1.030 1.103 0.910 1.051 1.058 1.175 1.042 Q6PI47 KCTD18 BTB/POZ domain-containing protein KCTD18
1.206 1.008 0.960 1.058 1.188 0.996 0.950 0.939 0.925 Q14681 KCTD2 BTB/POZ domain-containing protein KCTD2
1.077 1.007 1.063 1.016 1.060 1.018 1.037 1.037 1.035 1.013 0.904 0.924 Q4GOX4 KCTD21 BTB/POZ domain-containing protein KCTD21
0.911 0.948 1.037 1.072 0.957 1.025 Q9Y597 KCTD3 BTB/POZ domain-containing protein KCTD3
1.086 1.051 0.951 1.043 1.039 0.958 1.021 1.099 0.943 0.895 1.101 0.942 Q9NXV2 KCTD5 BTB/POZ domain-containing protein KCTD5
1.035 1.010 1.053 0.799 0.746 1.032 1.012 1.135 1.046 1.008 0.987 1.026 Q7L273 KCTD9 BTB/POZ domain-containing protein KCTD9
1.011 1012 0991 1014 1.173 1.020 1.035 0940 0999 1.047 0982 1.038 X6RAWS ZNF207 gﬁfj&;‘teracnng and GLEBS motif-containing protein
1.004 0961 0.988 1.032 0.816 1.102 1.030 1.018 1.007 1.086 0.988 1.022 Q9BRDO BUD13 BUD13 homolog
1.015 0.989 1.014 0.985 0.982 1.016 1.030 1.076 1.043 1.041 1.051 1.017 Q13895 BYSL Bystin
1.039 1.006 1.067 0.931 0.895 0.949 1.005 1.156 0.949 1.149 1.061 1.130 Q96EU7 C1GALT1C1 C1GALT1-specific chaperone 1
0.977 1.007 0988 0.986 0.994 0.995 0.980 1.016 0.991 0.973 0.983 0.989 P11586 MTHFD1 C-1-tetrahydrofolate synthase, cytoplasmic
0.934 0.755 1.029 1.161 1.011 0.965 0.961 0.956 1.233 Q8TF44 Cc2cb4ac C2 calcium-dependent domain-containing protein 4C
0.856 0.983 0.956 0.975 0.928 1.135 0.936 1.046 1.037 0.995 1.109 0.949 Q9Y426 C2CD2 C2 domain-containing protein 2
0.764 1.054 0.973 Q4AC94 C2CD3 C2 domain-containing protein 3
0.930 0.987 0977 0.973 0.899 1.018 1.014 1.105 1.020 1.063 1.048 1.019 075844 ZMPSTE24 CAAX prenyl protease 1 homolog
1.411 1.051 1.147 1.015 0.943 1.076 Q9Y256 RCE1 CAAX prenyl protease 2
0.973 0.997 1.008 0.995 0.961 0.994 0.957 0.994 1.010 1.027 1.009 0.984 P27708 CAD CAD protein
0.785 1.035 1.235 0.896 0.840 1.176 0.913 1.000 1.014 QSNYQ6 CELSR1 Cadherin EGF LAG seven-pass G-type receptor 1
1.053 0.955 1.011 1.049 0991 0.997 1.199 0967 1.006 0.991 0.977 1.030 P55283 CDH4 Cadherin-4




Abundance Ratio
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4d 7d 7d 7d 10d

10d

10d

A ion ID G Protein D ipti
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 ceession enename rotein Bescription
1.011 0961 1.015 1.043 0961 1.016 0986 0.990 1.010 1.020 1.002 1.082 Q99653 CHP1 Calcineurin B homologous protein 1
0.979 0995 1.001 0.968 0.951 0.999 1.019 1.067 1.003 0.957 0.971 0.962 D3YTA9S PPP3R1 Calcineurin subunit B type 1
1.017 0.949 0.962 1.050 0.751 0.850 Q9YeJO CABIN1 Calcineurin-binding protein cabin-1
0.945 1.025 1.041 0.895 1.299 0.997 Q9UKAS RCAN3 Calcipressin-3
0.932 0.897 0.950 0.825 0.971 1.055 0.792 0.987 0.809 QoUGQ2 CACFD1 Calcium channel flower homolog
0.958 0970 0.970 1.005 0.982 1.025 1.006 0.988 1.006 0.967 0.975 0.974 J3QK89 CHERP Calcium homeostasis endoplasmic reticulum protein
1.040 0.963 1.040 1.046 0.937 1.275 1.174 1.232 0.969 Q8IWX8 CHERP Calcium homeostasis endoplasmic reticulum protein
0.963 0.921 0.944 1.005 1.030 1.006 1.208 1.004 0.976 1.031 1.066 1.010 JOIJIE6 TMCO1 Calcium load-activated calcium channel
0.910 0.932 0990 0.925 0.851 1.042 0.967 1.056 1.080 1.017 0.907 1.122 Q96D31 ORAI1 Calcium release-activated calcium channel protein 1
1.065 0.980 1.028 1.019 0.872 0.924 0921 1.044 0.996 1.028 1.065 1.026 P49069 CAMLG Calcium signal-modulating cyclophilin ligand
1.001 0978 1.035 0.977 0.957 1.015 1.028 1.014 0.998 1.028 1.003 1.003 Q8NES86 MCU Calcium uniporter protein, mitochondrial
0983 0988 1.004 1.000 0.899 0992 1.012 1101 0980 1.052 1.014 1.040 QINWRS MCUB Calcium uniporter regulatory subunit MCUb,
mitochondrial
0.994 1.004 1.013 0.947 0.957 0.996 1.052 1.037 1.030 1.088 0.948 1.087 AOAOU1RRK1 MiCuU1l Calcium uptake protein 1, mitochondrial
0.993 0.989 1.002 0.975 0.987 0.983 1.049 0.956 1.012 1.094 0.991 1.046 Q8lYU8 MICU2 Calcium uptake protein 2, mitochondrial
1.010 1.015 1.063 1.024 1.020 1.050 1.046 0.914 1.049 0.902 1.065 1.064 Q86XE3 MICU3 Calcium uptake protein 3, mitochondrial
0.927 0.976 1.265 J3KPJ3 CAMKK1 Calcium/calmodulin-dependent protein kinase kinase 1
1.023 0.993 1.042 1.014 0.980 1.002 1.002 1.020 0.998 1.106 0.991 1.010 Q96RR4 CAMKK?2 Calcium/calmodulin-dependent protein kinase kinase 2
1.005 0.986 0.980 0.953 0906 0.950 0.979 1.059 0.988 0.984 0.956 1.059 Q14012 CAMK1 Calcium/calmodulin-dependent protein kinase type 1
Ici I lin- in ki 1l
1.015 1012 0975 1007 0.968 1.006 0982 1.029 0977 0.999 0985 0.975 E9PBG7 CAMK2D Calcium/calmodulin-dependent protein kinase type
subunit delta
0.912 0.954 1.020 0.965 0.924 1.030 0.824 0.620 0.680 0.971 0.717 1.016 Q16566 CAMK4 Calcium/calmodulin-dependent protein kinase type IV
1015 1003 1.062 1.028 0972 1.047 0953 0.948 1.049 QoP172 CALCOCO1 Ef:tg:q'lb'”d'”g and coiled-coil domain-containing
1.012 1.001 1.022 0.993 0.975 1.004 1.041 1.053 1.037 1.024 0.990 1.001 075746 SLC25A12 Calcium-binding mitochondrial carrier protein Aralarl
0.985 0.987 0.957 1.009 1.005 1.008 1.025 1.034 0.996 1.070 0.989 1.002 Q6NUK1 SLC25A24 Calcium-binding mitochondrial carrier protein SCaMC-1
0.997 1.054 1.081 0.971 0.907 1.028 0.978 1.006 0.993 0.999 0.964 1.115 Q9BV35 SLC25A23 Calcium-binding mitochondrial carrier protein SCaMC-3
1.011 1.002 0.992 0.994 0972 1.034 1.024 1.037 1.001 1.007 0.951 1.055 Q9Y376 CAB39 Calcium-binding protein 39
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M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.066 1.027 1.102 1.034 1.009 0.985 1.056 0.983 0.871 0.941 1.017 0.973 Q9H9S4 CAB39L Calcium-binding protein 39-like
1.067 1.072 1.027 1.105 1.114 1.073 1.134 1.164 0.985 1.080 0.849 0.964 AOA087X1P3 CADPS2 Calcium-dependent secretion activator 2
1.053 1.041 1.094 1.027 0969 1.003 1.043 1.102 0.974 1.072 0.994 1.007 Q9NP80O PNPLAS8 Calcium-independent phospholipase A2-gamma
1.024 0995 0.968 0.972 0.967 0.960 0.989 0.950 0.964 1.008 0.935 0.993 Q9Y2Vv2 CARHSP1 Calcium-regulated heat-stable protein 1

0914 0.954 1.079 0.994 0.910 1.038 1.099 1.030 1.102 075177 SS18L1 Calcium-responsive transactivator
0.958 0.999 0.946 0993 1.009 0.956 0.995 1.030 0.968 0.920 0.983 0.960 Q9HB71 CACYBP Calcyclin-binding protein

1.034 1.100 1.166 1.065 1.190 1.159 0.972 0.980 1.024 Q96CP7 TLCD1 Calfacilitin
0.938 1.049 0.993 1.070 0.912 1.007 1.143 0.887 1.190 1.001 0.911 1.058 014967 CLGN Calmegin
1.045 0954 1.072 1.024 0.960 1.025 1.000 0.992 0.990 1.000 1.021 1.107 Q96JQ2 CLMN Calmin
0.979 1.005 0.970 0.986 0.975 1.002 0.990 0.981 0.998 1.038 0.981 1.050 E7EMB3 CALM2 Calmodulin
0.973 0.976 0.966 0.816 0.624 0.979 1.222 1.081 1.120 P27482 CALML3 Calmodulin-like protein 3

0.845 0.946 0.988 Q9NZT1 CALMLS5 Calmodulin-like protein 5

1.030 0.894 0.974 1.096 1.239 0.866 0.971 1.238 1.057 Q7Z624 CAMKMT Calmodulin-lysine N-methyltransferase
1.025 1.042 1.022 1.010 0.940 1.007 1.003 1.022 1.001 0.962 0.960 0.996 QO08AD1 CAMSAP2 Calmodulin-regulated spectrin-associated protein 2
2.036 0984 1.752 0.975 0.572 1.182 0.495 0.767 0.789 0.283 0.793 0.248 D6RB85 CANX Calnexin (Fragment)
0.797 1.037 0.867 1376 0.861 1.271 1.223 1.047 1.023 1.047 1.004 1.171 K7ES78 CAPNS1 Calpain small subunit 1 (Fragment)
0.955 0.989 0.972 1.014 0.994 0.964 0950 1.010 0.958 0.961 0.992 0.955 AOA0C4DGQ5 CAPNS1 Calpain small subunit 1
0.990 0.991 1.008 0.993 0.966 0.997 0.974 0.959 0.992 0.989 0.981 1.004 P07384 CAPN1 Calpain-1 catalytic subunit
1.009 0.919 1.005 0.971 0.891 1.075 0.980 1.060 0.886 0.990 0.954 1.098 075808 CAPN15 Calpain-15
1.008 1.005 0.994 1.007 1.051 1.007 1.002 1.011 1.061 0.971 0.973 1.005 P17655 CAPN2 Calpain-2 catalytic subunit
0.947 0.960 1.021 0969 0.889 1.002 1.061 0.965 0.953 1.024 0.975 0.999 E7EVO1l CAPN5 Calpain-5
1.049 1.010 1.003 1.004 0.995 1.014 1.009 1.046 0.985 1.060 1.037 1.067 Q9Y6W3 CAPN7 Calpain-7
0.969 1.013 0.906 0.974 0.990 0.911 1.112 1.215 0.983 1.136 1.080 1.228 DG6RBR1 CAST Calpastatin (Fragment)

0.952 0.889 0.892 1.082 1.050 0.986 E7EVY3 CAST Calpastatin
0.979 0.993 0.958 1.011 1.080 0.981 1.027 1.008 0.973 1.014 0.985 0.982 B4DUTS8 CNN2 Calponin
0.951 0.995 0.944 0999 1.064 0.977 1.030 0.993 0.987 1.023 1.001 0.976 Q15417 CNN3 Calponin-3
1.026 1.032 1.003 0.988 1.053 0.957 0.993 0.991 0.969 0.990 1.009 0.991 P27797 CALR Calreticulin
1.174 1.124 0.829 0.973 0.991 0.828 094985 CLSTN1 Calsyntenin-1
1.000 0.966 1.013 0.956 0.935 1.022 0.967 0.970 0.954 0.988 0.979 0.985 P17612 PRKACA cAMP-dependent protein kinase catalytic subunit alpha
1.066 0.997 0.982 0.982 0.955 0.967 0.995 0.998 0.953 1.076 1.011 1.019 P22694 PRKACB cAMP-dependent protein kinase catalytic subunit beta
1.030 1.211 0.780 1.203 0.980 1.083 P51817 PRKX cAMP-dependent protein kinase catalytic subunit PRKX




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d , , o
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/Cl M2/C2 M3/C3
0.947 0.997 1.006 0.908 0.990 0.994 P61925 PKIA cAMP-dependent protein kinase inhibitor alpha
0.746 0.801 1.121 0.808 0.886 0.964 Q9Y2B9 PKIG cAMP-dependent protein kinase inhibitor gamma
1011 1.031 1.037 1.011 0999 1.021 1.019 1.064 1.011 1.017 1014 1.062 P10644 PRKAR1A zﬁm:}‘:epe”de”t protein kinase type I-alpha regulatory
0937 0.888 1.111 0936 0907 00993 0950 1.041 0946 0985 1.056 0.935 P31321 PRKAR1B zjmt]'ifepe”dent protein kinase type I-beta regulatory
AMP- inki ll-alph
1.006 0990 1.004 1.004 0980 1.023 1.001 1.003 0989 0.991 1.003 0.998 P13861 PRKAR2A CAMP-dependent protein kinase type Il-alpha
regulatory subunit
1.013 0979 0965 0953 0975 1.041 1.061 0963 0957 1.059 00958 1.036 H3BMDS ARPP19 cAMP-regulated phosphoprotein 19
1.002 0985 0.994 1.027 0961 1.020 0.986 1.104 1.025 0.989 1.003 0.985 Q5TDFO NTPCR Cancer-related nucleoside-triphosphatase
0.975 1.004 1.014 1.012 0.966 1.004 0.999 0.963 1.002 1.055 1.002 1.038 Q9UDT6 CLIP2 CAP-Gly domain-containing linker protein 2
0956 1.011 0967 0997 0997 1.000 1.021 0993 0991 1.012 0997 1.019 B1AK88 CAPZB Capping protein (Actin filament) muscle Z-line, beta,
isoform CRA_d
1.027 1.049 1.002 0908 1.052 1.091 0911 1.068 1.112 0.960 0958 1.051 Q6FSES CARMIL2 Capping protein, Arp2/3 and myosin-I linker protein 2
0968 1.013 0963 1.015 0986 1.010 1.020 1.018 1.023 00989 1.037 0.965 Q14444 CAPRIN1 Caprin-1
1.092 1.065 1.074 0943 0.828 1.093 Q6IMN6 CAPRIN2 Caprin-2
0977 0986 1.025 0985 0951 1.011 0999 1.034 1.047 1.012 0996 1.039 Q8N1G2 CMTR1 Cap-specific mRNA (nucleoside-2'-0-)-
methyltransferase 1
0935 1.010 0981 0934 0994 00985 1.025 1.119 1.074 1.009 1.023 1.085 AOAOUIRRB3  CMTR2 Cap-specific mRNA (nucleoside-2'-0-)-
methyltransferase 2
1.062 0.979 1.025 A8MPS7 YDJC Carbohydrate deacetylase
1.006 1.063 1.284 0.911 0.765 1.009 0.907 1.025 1.052 0.949 1.063 1.159 Q9NPF2 CHST11 Carbohydrate sulfotransferase 11
1.072 0.921 1.121 Q9NRB3 CHST12 Carbohydrate sulfotransferase 12
1.018 0.953 1.035 0.958 0.985 1.068 Q8NCHO CHST14 Carbohydrate sulfotransferase 14
0.897 1.060 0.862 0.959 1.022 0.980 0.923 1.065 1.007 Q7LGC8 CHST3 Carbohydrate sulfotransferase 3
1.001 0.870 1.014 0.979 0910 1.030 1.043 0.921 1.046 1.085 1.011 1.228 Q9NS84 CHST7 Carbohydrate sulfotransferase 7
1.057 1.027 1.027 1.033 0999 1043 1.041 0991 0999 1.094 1.005 1.012 Q8N1Ql CA13 Carbonic anhydrase 13
0956 0.997 1.005 00947 0911 0936 0944 0991 0985 0950 0.892 1.044 P00918 CA2 Carbonic anhydrase 2
0995 0999 0994 1.000 1.075 0987 1.007 1.017 1.062 0984 1.006 0.964 P16152 CBR1 Carbonyl reductase [NADPH] 1
1.053 0950 1.000 1.064 1.002 1.009 0949 1.111 1.003 1.018 0950 1.050 075828 CBR3 Carbonyl reductase [NADPH] 3
1.004 0915 0915 1.011 1.055 1.025 0907 0461 1.009 AOAO24R6X1  CES2 Carboxylic ester hydrolase
0967 0973 1.015 1.068 0922 1.052 1.031 00946 1.126 075052 NOS1AP Carboxyl-terminal PDZ ligand of neuronal nitric oxide
synthase protein
1.001 0977 0975 0982 0968 00992 0948 0965 0982 1.030 00986 0.995 Q96DG6 CMBL Carboxymethylenebutenolidase homolog
1.066 1.035 1.080 1.060 1.005 1.056 1.040 1.038 1.066 1.140 0.946 1.076 075976 CPD Carboxypeptidase D
0994 1.037 0946 1.081 1.088 1.005 1.090 1.039 1.004 1.128 1.065 0.990 X6R8A1 CTSA Carboxypeptidase
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1.037 0.828 1.035 1.232 1.174 1.156 1.093 1.111 1.098 1.318 1.211 1.402 Q9Ye46 CPQ Carboxypeptidase Q

0999 1.001 1041 0983 0873 1091 0983 1113 1118 1.025 1.044 1.115 H7C1Z7 CTDSP1 Carboxy-terminal domain RNA polymerase I
polypeptide A small phosphatase 1 (Fragment)

1.043 1303 0931 P13688 CEACAM1 Carcinoembryonic antigen-related cell adhesion

molecule 1

1.011 1.000 1.021 0.975 0.966 1.006 1.009 1.016 0.983 1.037 0.977 1.012 P43155 CRAT Carnitine O-acetyltransferase

1.004 1.005 1.019 1.010 0.963 0.983 0.987 1.043 0.997 0.971 1.011 0.961 P50416 CPT1A Carnitine O-palmitoyltransferase 1, liver isoform

0.983 0.996 1.027 1.017 1.027 1.034 1.002 0.946 1.004 1.056 0.979 1.061 P23786 CPT2 Carnitine O-palmitoyltransferase 2, mitochondrial

1.094 1.077 1.076 0.979 0919 1.021 0.972 1.083 1.103 0.985 1.059 1.075 Q8N4JO CARNMT1 Carnosine N-methyltransferase

1.050 1.006 0.987 1.012 0980 0.981 1.014 1.073 1.013 0.997 0.932 0.982 075718 CRTAP Cartilage-associated protein

1.031 1.024 1.014 1.013 0.997 0986 1.053 1.088 1.045 1.023 0.944 1.052 P48729 CSNK1A1 Casein kinase | isoform alpha

1.011 0.985 0989 1.033 0.978 1.041 0.993 0971 1.012 1.016 0.962 1.053 H7BYT1 CSNK1D Casein kinase | isoform delta

0.994 1.057 0.929 0.892 0.949 0926 1.176 0.877 0.766 1.122 1.054 1.000 P49674 CSNK1E Casein kinase | isoform epsilon

1.286 1.351 0.993 P78368 CSNK1G2 Casein kinase | isoform gamma-2

1.036 0.988 1.007 1.059 0.963 0.993 1.034 1.039 0.994 1.001 0.986 1.013 P68400 CSNK2A1 Casein kinase Il subunit alpha

1.015 1.005 1.015 1.004 1.061 1.029 1.042 1.147 1.049 1.022 0.999 1.019 P19784 CSNK2A2 Casein kinase Il subunit alpha’

1.069 1.063 1.016 1.036 1.280 0.918 1.044 0960 1.036 1.014 1.048 0.974 Q5SRQ6 CSNK2B Casein kinase Il subunit beta

0.951 0.926 1.027 0.989 0.965 1.047 0.989 0.991 1.021 0.999 0.903 1.142 Q8WXEO CASKIN2 Caskin-2

1.056 0.966 1.062 0.868 0.842 0.965 0.868 0.773 0.969 015519 CFLAR CASP8 and FADD-like apoptosis regulator

1.061 1.061 1.008 0.992 0.940 1.085 1.082 1.093 1.078 1.097 1.022 1.061 Q9H8G2 CAAP1 Caspase activity and apoptosis inhibitor 1

1.180 0.906 1.135 Q9BWT7 CARD10 Caspase recruitment domain-containing protein 10

1.012 1.031 1.036 1.043 1.083 1.016 1.064 1.031 1.055 0.954 0.949 1.046 P29466 CASP1 Caspase-1

0.974 1.011 0.999 0.969 0.994 0.961 1.005 0.974 1.004 0.958 1.005 1.024 P42575 CASP2 Caspase-2

0.882 0.952 1.042 0963 1.011 1.029 0.995 0.896 1.033 0.967 0.977 1.074 P42574 CASP3 Caspase-3

1.043 1.024 1.082 1.010 1.113 0.969 1.015 1.004 1.041 1.047 0.928 1.010 P49662 CASP4 Caspase-4

0.992 0965 0.959 0.971 0.953 0.999 0.968 1.030 0.983 0.961 0.994 0.984 P55212 CASP6 Caspase-6

1.004 1.008 1.075 1.027 0.986 1.023 0.992 1.019 1.061 P55211 CASP9 Caspase-9

1.056 0.996 1.020 1.020 0.991 0.999 1.029 1.021 0.989 1.019 1.034 0.979 P04040 CAT Catalase

0910 1.015 1010 1.043 1.001 1.064 1.050 1.109 1.042 0981 0.995 1.031 Q86VUS COMTD1 Ef;f::;o'lO'mEthyltra”Sferase domain-containing

0.945 1.009 0.964 0969 0.941 0.982 1.010 0.998 1.030 1.009 0.988 1.001 P21964 COMT Catechol O-methyltransferase

0.991 0.983 1.007 0.994 0.954 1.011 1.031 1.022 1.005 0.976 0.975 1.067 P35221 CTNNA1 Catenin alpha-1

0.935 0995 1.025 0.933 1.109 1.160 0.838 1.068 0.938 P26232 CTNNA2 Catenin alpha-2

1.032 0.994 1.022 1.034 0915 1.016 1.056 1.056 0.995 1.094 0.928 1.101 P35222 CTNNB1 Catenin beta-1




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . ) L
Accession ID Gene name Protein Description

M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
1.058 0.851 1.197 0.933 1.110 1.012 Q9uUQB3 CTNND2 Catenin delta-2

1.078 1.061 1.127 0.987 1.397 0.828 1.235 1.107 1.562 J3KNB4 CAMP Cathelicidin antimicrobial peptide
1.091 1.014 0.992 1.047 1.165 0.960 1.059 0.944 1.045 1.050 0.966 0.978 P07858 CTSB Cathepsin B
1.044 1.014 0.991 1.096 1.119 1.108 1.152 1.154 1.131 1.186 1.165 1.149 P07339 CTSD Cathepsin D
0.927 0964 0.943 1.088 1.022 1.060 1.150 1.122 1.051 1.173 1.048 1.144 P07711 CTSL Cathepsin L1
1.047 1.000 0.935 1.035 1.001 0.973 1.107 0966 0.931 1.181 1.097 1.047 Q9UBR2 CTSZ Cathepsin Z
1.049 1.014 1.037 1.082 1.234 1.031 1.102 0906 1.095 1.029 1.011 1.023 P20645 M6PR Cation-dependent mannose-6-phosphate receptor
0.966 1.002 0.994 1.030 0.974 1.034 1.024 1.036 1.023 1.032 1.041 1.013 P11717 IGF2R Cation-independent mannose-6-phosphate receptor
1.001 1.005 1.017 1.016 0.876 0.978 1.108 1.068 0.964 1.107 0.946 1.001 Q9NQ11l ATP13A2 Cation-transporting ATPase 13A2
0.933 1.029 1.000 1.001 0.917 0.996 1.039 1.001 1.001 1.196 1.001 1.057 Q03135 CAV1 Caveolin-1
0.877 1.009 1.008 0.951 0.875 1.060 1.071 1.014 1.067 1.141 1.022 1.115 P51636 CAV2 Caveolin-2

0.895 0.942 1.046 1.096 1.224 1.036 1.146 1.085 1.109 Q96RK1 CITED4 Cbp/p300-interacting transactivator 4

1.238 0.851 1.123 1.003 1.126 1.083 043310 CTIF CBP80/20-dependent translation initiation factor

0.933 1.058 1.160 1.141 1.376 1.200 1.079 1.123 1.086 1.002 1.082 1.009 P78556 CCL20 C-C motif chemokine 20
1.014 0.994 1.031 1.018 0.982 1.019 1.018 0.998 1.004 1.036 0.980 1.027 Q96Q11 TRNT1 CCA tRNA nucleotidyltransferase 1, mitochondrial
1.112 1.095 1.103 1.018 1.041 1.022 0.979 0.967 0.981 0.976 1.082 1.037 P17676 CEBPB CCAAT/enhancer-binding protein beta
1.063 1.029 1.132 0.943 1.646 1.127 P49716 CEBPD CCAAT/enhancer-binding protein delta
1.026 1.003 1.022 1.007 0.994 1.000 1.008 1.057 1.041 1.018 1.036 1.024 Q03701 CEBPZ CCAAT/enhancer-binding protein zeta
0.987 0.996 1.016 0.988 0.957 1.020 0.982 1.051 1.024 0.982 0.996 1.006 AS5YKK6 CNOT1 CCR4-NOT transcription complex subunit 1
1.036 0.994 1.019 0.969 0.917 1.006 1.000 1.063 1.016 0.951 0.956 1.064 Q9UKZ1 CNOT11 CCR4-NOT transcription complex subunit 11
0.963 0.992 1.008 0.962 1.034 0.986 0.960 0.859 0.971 0.987 1.044 1.065 QINZN8 CNOT2 CCR4-NOT transcription complex subunit 2
1.025 1.013 0.997 0.997 0.953 1.016 0.990 0.963 1.037 1.052 1.032 1.028 075175 CNOT3 CCR4-NOT transcription complex subunit 3
0.949 1.256 1.012 0.800 1.237 0.909 Q9ULM6 CNOT6 CCR4-NOT transcription complex subunit 6
1.080 1.009 1.023 0982 1076 1.026 1.112 1.181 1.041 0.892 0.910 1.069 HOY9Z5 CNOT6L (CFCr:g;:eOn:)tra“sc”ption complex subunit 6-like
1.067 1.036 0.977 0.945 0.880 0.980 0.974 1.126 1.033 0.987 0.955 0.959 Q9UIV1 CNOT7 CCR4-NOT transcription complex subunit 7
0.972 1.001 0967 0.981 0.899 1.006 1.002 1.076 0.993 1.020 1.043 1.024 Q9UFF9 CNOT8 CCR4-NOT transcription complex subunit 8
1.029 1.005 1.004 0.990 0.934 1.027 1.038 1.099 1.033 0.987 0.998 0.988 Q92600 CNOT9 CCR4-NOT transcription complex subunit 9
1.008 1.018 1.004 1.050 1.026 1.035 1.044 1.096 1.053 0.995 0.960 1.074 Q6YHK3 CD109 CD109 antigen
1.162 0.957 1.009 1.025 1.224 1.151 1.293 0.789 1.296 1.205 1.076 1.168 P48509 CD151 CD151 antigen
0.989 1.021 0.986 1.039 0.942 1.004 1.037 0.954 0.992 1.074 1.028 1.060 Q13740 ALCAM CD166 antigen
0.998 0.994 1.028 0.986 0.962 1.021 1.008 1.003 1.006 1.019 1.031 1.021 095400 CD2BP2 CD2 antigen cytoplasmic tail-binding protein 2
0.995 0.953 0.962 1.062 0.951 1.098 1.028 1.034 1.149 Q5ZPR3 CD276 CD276 antigen
1.003 1.000 0.978 1.000 0.984 0.993 0.993 1.009 0.994 1.003 1.000 1.018 Q9Y5K6 CD2AP CD2-associated protein




Abundance Ratio

1d 1d 1d 4d 4d 4d 7d 7d 7d 10d 10d 10d . ) L
Accession ID Gene name Protein Description
M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3 M1/C1 M2/C2 M3/C3
0.874 0.993 1.153 QSNPFO CD320 CD320 antigen
0.903 1.023 0.988 1.045 0.974 1.024 1.133 1.063 1.004 1.092 0.963 1.144 P16070 CD44 CD44 antigen
0.869 0.984 0.863 1.045 0.987 1.017 1.190 0.986 1.045 1.126 0.995 1.063 ESPR17 CD59 CD59 glycoprotein
0.815 1.049 0.926 1.119 0.979 1.198 1.288 1.145 1.057 1.306 1.267 1.130 P08962 Cb63 CD63 antigen
0.973 1.006 1.024 0.960 0.905 1.024 0.969 1.104 0.986 0.984 0.965 1.040 P32970 CD70 CD70 antigen
1.082 1.140 1.083 P27701 CD82 CD82 antigen
0.923 0.989 1.018 1.041 1.013 1.067 1.097 0.974 0919 1.139 0.994 1.117 P48960 CD97 CD97 antigen
0.877 0.955 1.025 1.203 0.703 0.955 1.063 0.951 1.022 1.126 1.163 1.021 H7C2F2 CD99 CD99 antigen (Fragment)
1.012 1.037 1.118 0.968 0.935 1.190 1.131 0.988 0.988 1.207 1.101 1.168 P14209 CD99 CD99 antigen
1.073 0.967 1.024 1.001 0.968 0.983 1.005 1.022 0.991 1.025 1.006 1.024 Q00587 CDC42EP1 Cdc42 effector protein 1
0.962 0.931 1.189 0.909 0.995 0.956 0.963 1.234 0.952 1.090 0.959 1.295 014613 CDC42EP2 Cdc42 effector protein 2
0961 0.973 1.010 1.033 0.945 0.984 0.990 0.968 0.999 1.117 0.960 1.134 Q9H3Q1 CDC42EP4 Cdc42 effector protein 4
0.990 0.790 0913 1.209 1.077 0.978 QI9NRR3 CDC42SE2 CDC42 small effector protein 2
0.985 1.161 0.999 Q15642 TRIP10 Cdc42-interacting protein 4
1.043 1.090 1.072 1.148 1.258 1.067 1.217 1.077 1.156 1.230 1.137 1.174 Q9NZz45 CISD1 CDGSH iron-sulfur domain-containing protein 1
1.019 1.031 1.033 1.074 1.091 1.053 1.185 1.140 1.112 1.124 0.937 1.087 Q8N5K1 CISD2 CDGSH iron-sulfur domain-containing protein 2
1.013 1.004 0964 1.074 1.044 1059 1.068 1.070 1.067 1257 1.119 1.191 POC7PO CISD3 CDGSH iron-sulfur domain-containing protein 3,
mitochondrial
1132 0997 1.110 1.045 1.053 0.950 1117 1104 1.120 Q86Y37 CACULL EDKZ'aSSOC'ated and cullin domain-containing protein
1.043 1.080 1.068 Q9BTV7 CABLES2 CDKS5 and ABL1 enzyme substrate 2
0.969 0.912 1.060 1.039 1.039 0976 1.036 1.021 1.011 0.993 1.035 1.040 Q96SN8 CDKSRAP2 CDKS5 regulatory subunit-associated protein 2
1.014 0946 1.027 0.957 0914 1.080 1.044 1.033 1.004 1.043 1.008 1.083 P51948 MNAT1 CDK-activating kinase assembly factor MAT1
0.968 1.000 1.008 0.975 0.978 0.989 0.994 0.909 0.982 1.054 1.012 1.066 QINXV6 CDKN2AIP CDKN2A-interacting protein
1.018 0.944 0.996 0.960 0.957 1.066 0.935 0.881 0.995 1.005 1.119 1.086 Q96HQ2 CDKN2AIPNL CDKN2AIP N-terminal-like protein
1103 1363 1422 0976 0915 1072 BAE1Z4 15V cDNA FLJ55673, highly similar to Complement factor B
(EC 3.4.21.47)
1119 1.098 1.000 1042 0976 0999 1.061 1.232 0987 1.051 1.046 1.078 Q32NBS PGS1 CDP-diacylglycerolglycerol-3-phosphate 3-
phosphatidyltransferase, mitochondrial
0.823 0.978 0.969 0.874 0.877 1.112 0.982 0.957 1.087 1.232 0.977 1.128 014735 CDIPT CDP-diacylglycerol--inositol 3-phosphatidyltransferase
0.994 0.925 1.119 Q8NFZ8 CADM4 Cell adhesion molecule 4
0.980 1.039 0.993 0.960 0.990 0.995 1.008 1.107 0.994 1.010 0.997 1.015 E5RFJ3 CCAR2 Cell cycle and apoptosis regulator protein 2 (Fragment)
1.009 1.005 1.004 0.974 0980 0.991 0.993 0.994 1.007 0.988 0.989 1.009 Q8N163 CCAR2 Cell cycle and apoptosis regulator protein 2
1.001 0.939 1.19