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Amino acid sequences of Human Annexins

>sp|P04083 |ANXA1 HUMAN Annexin Al OS=Homo sapiens 0X=9606 GN=ANXAl PE=1 SV=2
MAMVSEFLKQAWFIENEEQEYVQTVKSSKGGPGSAVSPYPTFNPSSDVAALHKAIMVKGV
DEATIIDILTKRNNAQROQIKAAYLQETGKPLDETLKKALTGHLEEVVLALLKTPAQFDA
DELRAAMKGLGTDEDTLIEILASRTNKEIRDINRVYREELKRDLAKDITSDTSGDFRNAL
LSLAKGDRSEDFGVNEDLADSDARALYEAGERRKGTDVNVENTILTTRSYPQLRRVEQKY
TKYSKHDMNKVLDLELKGDIEKCLTAIVKCATSKPAFFAEKLHOAMKGVGTRHKALIRIM
VSRSEIDMNDIKAFYQKMYGISLCQAILDETKGDYEKILVALCGGN

PDB ID: 1AIN; 346 residues

>sp|P07355|ANXA2 HUMAN Annexin A2 OS=Homo sapiens 0X=9606 GN=ANXA2 PE=1 SV=2
MSTVHEILCKLSLEGDHSTPPSAYGSVKAYTNFDAERDALNIETAIKTKGVDEVTIVNIL
TNRSNAQRQOQDIAFAYQRRTKKELASALKSALSGHLETVILGLLKTPAQYDASELKASMKG
LGTDEDSLIEIICSRTNQELQEINRVYKEMYKTDLEKDIISDTSGDFRKLMVALAKGRRA
EDGSVIDYELIDQDARDLYDAGVKRKGTDVPKWISIMTERSVPHLQKVFDRYKSYSPYDM
LESTIRKEVKGDLENAFLNLVQCIQNKPLYFADRLYDSMKGKGTRDKVLIRIMVSRSEVDM
LKIRSEFKRKYGKSLYYYIQODTKGDYQKALLYLCGGDD

PDB ID: 1W7B; 339 residues

>sp|P12429 |ANXA3 HUMAN Annexin A3 OS=Homo sapiens 0X=9606 GN=ANXA3 PE=1 SV=3
MASIWVGHRGTVRDYPDFSPSVDAEAIQKATIRGIGTDEKMLISILTERSNAQRQLIVKEY
QAAYGKELKDDLKGDLSGHFEHLMVALVTPPAVFDAKQLKKSMKGAGTNEDALIEILTTR
TSROMKDISQAYYTVYKKSLGDDISSETSGDFRKALLTLADGRRDESLKVDEHLAKQDAQ
ILYKAGENRWGTDEDKFTEILCLRSFPQLKLTFDEYRNISQKDIVDSIKGELSGHFEDLL
LATVNCVRNTPAFLAERLHRALKGIGTDEFTLNRIMVSRSEIDLLDIRTEFKKHYGYSLY
SAIKSDTSGDYEITLLKICGGDD

PDB ID: 1AXN; 323 residues

>sp|P09525|ANXA4 HUMAN Annexin A4 OS=Homo sapiens 0X=9606 GN=ANXA4 PE=1 Sv=4
MATKGGTVKAASGFNAMEDAQTLRKAMKGLGTDEDAIISVLAYRNTAQRQEIRTAYKSTI
GRDLIDDLKSELSGNFEQVIVGMMTPTVLYDVQELRRAMKGAGTDEGCLIEILASRTPEE
IRRISQTYQQQYGRSLEDDIRSDTSFMFQRVLVSLSAGGRDEGNYLDDALVRQDAQDLYE
AGEKKWGTDEVKFLTVLCSRNRNHLLHVFDEYKRISQKDIEQSIKSETSGSFEDALLAIV
KCMRNKSAYFAEKLYKSMKGLGTDDNTLIRVMVSRAEIDMLDIRAHFKRLYGKSLYSFIK
GDTSGDYRKVLLVLCGGDD

PDB ID: 27Z0C; 319 residues

>sp|P08758 |ANXAS5 HUMAN Annexin A5 OS=Homo sapiens 0X=9606 GN=ANXA5 PE=1 SV=2
MAQVLRGTVTDFPGFDERADAETLRKAMKGLGTDEESILTLLTSRSNAQRQEISAAFKTL
FGRDLLDDLKSELTGKFEKLIVALMKPSRLYDAYELKHALKGAGTNEKVLTEIIASRTPE
ELRATIKQVYEEEYGSSLEDDVVGDTSGYYQRMLVVLLQANRDPDAGIDEAQVEQDAQALF
QAGELKWGTDEEKFITIFGTRSVSHLRKVFDKYMTISGFQIEETIDRETSGNLEQLLLAV
VKSIRSIPAYLAETLYYAMKGAGTDDHTLIRVMVSRSEIDLENIRKEFRKNFATSLYSMI
KGDTSGDYKKALLLLCGEDD

PDB ID: 1AVR; 320 residues

>sp|PO08133 |ANXA6 HUMAN Annexin A6 OS=Homo sapiens 0X=9606 GN=ANXA6 PE=1 SV=3
MAKPAQGAKYRGSIHDFPGFDPNQOQDAEALYTAMKGEFGSDKEAILDIITSRSNRQRQEVCQO
SYKSLYGKDLIADLKYELTGKFERLIVGLMRPPAYCDAKEIKDAISGIGTDEKCLIEILA
SRTNEQOMHQLVAAYKDAYERDLEADIIGDTSGHFQKMLVVLLOQGTREEDDVVSEDLVQQD
VODLYEAGELKWGTDEAQFIYILGNRSKQHLRLVFDEYLKTTGKPIEASIRGELSGDFEK
LMLAVVKCIRSTPEYFAERLFKAMKGLGTRDNTLIRIMVSRSELDMLDIREIFRTKYEKS
LYSMIKNDTSGEYKKTLLKLSGGDDDAAGQFFPEAAQVAYQOMWELSAVARVELKGTVRPA
NDEFNPDADAKALRKAMKGLGTDEDTIIDIITHRSNVQRQOQIRQTFKSHFGRDLMTDLKSE
ISGDLARLILGLMMPPAHYDAKQLKKAMEGAGTDEKALIEILATRTNAEIRAINEAYKED



YHKSLEDALSSDTSGHFRRILISLATGHREEGGENLDQAREDAQVAAEILEIADTPSGDK
TSLETRFMTILCTRSYPHLRRVFQEFIKMTNYDVEHTIKKEMSGDVRDAFVAIVQSVKNK
PLFFADKLYKSMKGAGTDEKTLTRIMVSRSEIDLLNIRREFIEKYDKSLHQATIEGDTSGD
FLKALLALCGGED

PDB ID: 1M9I; 673 residues

>sp|P20073 |ANXA7 HUMAN Annexin A7 OS=Homo sapiens 0X=9606 GN=ANXA7 PE=1 SV=3
MSYPGYPPTGYPPFPGYPPAGQESSFPPSGQYPYPSGFPPMGGGAYPQVPSSGYPGAGGY
PAPGGYPAPGGYPGAPQPGGAPSYPGVPPGQGFGVPPGGAGEFSGYPQPPSQSYGGGPAQV
PLPGGFPGGQMPSQYPGGQPTYPSQINTDSFSSYPVESPVSLDYSSEPATVTQVTQGTIR
PAANFDAIRDAEILRKAMKGFGTDEQAIVDVVANRSNDQROQKIKAAFKTSYGKDLIKDLK
SELSGNMEELILALFMPPTYYDAWSLRKAMQOQGAGTQERVLIEILCTRTNQEIREIVRCYQ
SEFGRDLEKDIRSDTSGHFERLLVSMCQGNRDENQSINHOMAQEDAQRLYQAGEGRLGTD
ESCFNMILATRSFPQLRATMEAYSRMANRDLLSSVSREFSGYVESGLKTILQCALNRPAF
FAERLYYAMKGAGTDDSTLVRIVVTRSEIDLVQIKOMFAQMYQKTLGTMIAGDTSGDYRR
LLLAIVGQ

No structure; 488 residues

>sp|P13928 |ANXA8 HUMAN Annexin A8 OS=Homo sapiens 0X=9606 GN=ANXA8 PE=1 SV=3
MAWWKSWIEQEGVTVKSSSHENPDPDAETLYKAMKGIGTNEQAIIDVLTKRSNTQRQQIA
KSFKAQFGKDLTETLKSELSGKFERLIVALMYPPYRYEAKELHDAMKGLGTKEGVIIEIL
ASRTKNQLREIMKAYEEDYGSSLEEDIQADTSGYLERILVCLLQGSRDDVSSFVDPGLAL
ODAQDLYAAGEKIRGTDEMKFITILCTRSATHLLRVFEEYEKIANKSIEDSIKSETHGSL
EEAMLTVVKCTONLHSYFAERLYYAMKGAGTRDGTLIRNIVSRSEIDLNLIKCHFKKMYG
KTLSSMIMEDTSGDYKNALLSLVGSDP

PDB ID: 1W3W; 327 residues

>sp|076027 |ANXA9 HUMAN Annexin A9 OS=Homo sapiens 0X=9606 GN=ANXA9 PE=1 SV=3
MSVTGGKMAPSLTQEILSHLGLASKTAAWGTLGTLRTFLNESVDKDAQRLLRAITGQGVD
RSAIVDVLTNRSREQRQLISRNFQERTQODLMKSLQAALSGNLERIVMALLQPTAQFDAQ
ELRTALKASDSAVDVAIEILATRTPPQLOQECLAVYKHNFQVEAVDDITSETSGILQDLLL
ALAKGGRDSYSGIIDYNLAEQDVQALQRAEGPSREETWVPVFTQRNPEHLIRVFDQYQRS
TGQELEEAVONRFHGDAQVALLGLASVIKNTPLYFADKLHQALQETEPNYQVLIRILISR
CETDLLSIRAEFRKKFGKSLYSSLQDAVKGDCQSALLALCRAEDM

No structure; 345 residues

>sp|Q9UJ72 |ANX10 HUMAN Annexin Al0 OS=Homo sapiens 0X=9606 GN=ANXA10 PE=1
SvV=3

MFCGDYVQGTIFPAPNENPIMDAQMLGGALQGFDCDKDMLINILTQRCNAQRMMIAEAYQ
SMYGRDLIGDMREQLSDHFKDVMAGLMYPPPLYDAHELWHAMKGVGTDENCLIEILASRT
NGEIFQMREAYCLQYSNNLQEDIYSETSGHFRDTLMNLVQGTREEGYTDPAMAAQDAMVL
WEACQQKTGEHKTMLOMILCNKSYQQLRLVFQEFONISGQDMVDAINECYDGYFQELLVA
IVLCVRDKPAYFAYRLYSAIHDFGFHNKTVIRILIARSEIDLLTIRKRYKERYGKSLFHD
IRNFASGHYKKALLAICAGDAEDY

No structure; 324 residues

>sp|P50995|ANX11 HUMAN Annexin All OS=Homo sapiens 0X=9606 GN=ANXAll PE=1
Sv=1

MSYPGYPPPPGGYPPAAPGGGPWGGAAYPPPPSMPPIGLDNVATYAGQEFNQDYLSGMAAN
MSGTFGGANMPNLYPGAPGAGYPPVPPGGFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSY
PPYPGAPVPGQPMPPPGQQPPGAYPGQPPVTYPGQPPVPLPGQQQPVPSYPGYPGSGTVT
PAVPPTQFGSRGTITDAPGFDPLRDAEVLRKAMKGFGTDEQAIIDCLGSRSNKQRQQILL
SFKTAYGKDLIKDLKSELSGNFEKTILALMKTPVLFDIYEIKEAIKGVGTDEACLIEILA
SRSNEHIRELNRAYKAEFKKTLEEAIRSDTSGHFQRLLISLSQGNRDESTNVDMSLAQRD
AQELYAAGENRLGTDESKFNAVLCSRSRAHLVAVEFNEYQRMTGRDIEKSICREMSGDLEE
GMLAVVKCLKNTPAFFAERLNKAMRGAGTKDRTLIRIMVSRSETDLLDIRSEYKRMYGKS



LYHDISGDTSGDYRKILLKICGGND
No structure; 505 residues

>sp|P27216|ANX13 HUMAN Annexin Al3 OS=Homo sapiens 0X=9606 GN=ANXA1l3 PE=1
Sv=3

MGNRHAKASSPOGFDVDRDAKKLNKACKGMGTNEAAIIEILSGRTSDERQQIKQKYKATY
GKELEEVLKSELSGNFEKTALALLDRPSEYAARQLOKAMKGLGTDESVLIEVLCTRTNKE
ITATIKEAYQRLFDRSLESDVKGDTSGNLKKILVSLLOQANRNEGDDVDKDLAGQDAKDLYD
AGEGRWGTDELAFNEVLAKRSYKQLRATFQAYQILIGKDIEEAIEEETSGDLOQKAYLTLV
RCAQDCEDYFAERLYKSMKGAGTDEETLIRIVVTRAEVDLOGIKAKFQEKYQKSLSDMVR
SDTSGDFRKLLVALLH

PDB ID: 6B3I 316 residues



Amino acid sequences of Human S100 proteins

>sp|P23297|S10A1 HUMAN Protein S100-Al OS=Homo sapiens 0OX=9606
SvV=2
MGSELETAMETLINVFHAHSGKEGDKYKLSKKELKELLQTELSGFLDAQKDVDAVDKVMK
ELDENGDGEVDFQEYVVLVAALTVACNNEFFWENS

PDB ID: 2LP3; 94 residues

>sp|P29034 |S10A2 HUMAN Protein S100-A2 OS=Homo sapiens 0OX=9606
SvV=3
MMCSSLEQALAVLVTTFHKYSCQEGDKFKLSKGEMKELLHKELPSFVGEKVDEEGLKKLM
GSLDENSDQQVDFQEYAVFLALITVMCNDFFQGCPDRP

PDB ID: 4DUQ; 98 residues

>sp|P33764[S10A3 HUMAN Protein S100-A3 OS=Homo sapiens 0X=9606
SvV=1
MARPLEQAVAAIVCTFQEYAGRCGDKYKLCQAELKELLOQKELATWTPTEFRECDYNKEMS
VLDTNKDCEVDFVEYVRSLACLCLYCHEYFKDCPSEPPCSQ

PDB ID: 3NSK; 101 residues

>sp|P26447|S10A4 HUMAN Protein S100-A4 OS=Homo sapiens 0OX=9606
sv=1
MACPLEKALDVMVSTFHKYSGKEGDKFKLNKSELKELLTRELPSFLGKRTDEAAFQKLMS
NLDSNRDNEVDFQEYCVFLSCIAMMCNEFFEGFPDKQPRKK

PDB ID: 2MRD; 101 residues

>sp|P33763[S10A5 HUMAN Protein S100-A5 OS=Homo sapiens 0X=9606
SvV=2
METPLEKALTTMVTTFHKYSGREGSKLTLSRKELKELIKKELCLGEMKESSIDDLMKSLD
KNSDQEIDFKEYSVFLTMLCMAYNDFFLEDNK

PDB ID: 2KAX; 92 residues

>sp|P06703[S10A6 HUMAN Protein S100-A6 OS=Homo sapiens 0OX=9606
Sv=1
MACPLDQAIGLLVAIFHKYSGREGDKHTLSKKELKELIQKELTIGSKLQDAEIARLMEDL
DRNKDQEVNFQEYVTFLGALALIYNEALKG

PDB ID: 1K8U; 90 residues

>sp|P31151[S10A7 HUMAN Protein S100-A7 OS=Homo sapiens 0X=9606
Sv=4
MSNTQAERSTIGMIDMFHKYTRRDDKIEKPSLLTMMKENFPNFLSACDKKGTNYLADVEE
KKDKNEDKKIDFSEFLSLLGDIATDYHKQSHGAAPCSGGSQ

PDB ID: 1PSR; 101 residues

GN=S100Al

GN=S100A2

GN=S100A3

GN=S100A4

GN=S100A5

GN=S100A6

GN=S100A7

PE=1

PE=1

PE=1

PE=1

PE=1

>sp|Q86SG5|S1ATA HUMAN Protein S100-A7A OS=Homo sapiens 0X=9606 GN=S100A7A

PE=1 SV=3
MSNTQAERSIIGMIDMFHKYTGRDGKIEKPSLLTMMKENEFPNFLSACDKKGIHYLATVFEFE
KKDKNEDKKIDFSEFLSLLGDIAADYHKQSHGAAPCSGGSQ

PDB ID: 4AQI; 101 residues



>sp|Q55Y68 |S1IATB _HUMAN Protein S100-A7-like 2 OS=Homo sapiens 0X=9606
GN=S100A7L2 PE=1 Sv=1
MNIPLGEKVMLDIVAMFRQYSGDDGRMDMPGLVNLMKENFPNFLSGCEKSDMDYLSNALE
KKDDNKDKKVNYSEFLSLLGDITIDHHKIMHGVAPCSGGSQ

No structure; 101 residues

>sp|P05109[S10A8 HUMAN Protein S100-A8 OS=Homo sapiens 0OX=9606 GN=S100A8 PE=1
sv=1

MLTELEKALNSIIDVYHKYSLIKGNFHAVYRDDLKKLLETECPQYIRKKGADVWFKELDI
NTDGAVNFQEFLILVIKMGVAAHKKSHEESHKE

PDB ID: 1MR8; 93 residues

>sp|P06702[S10A9 HUMAN Protein S100-A9 OS=Homo sapiens 0OX=9606 GN=S100A9 PE=1
Sv=1

MTCKMSQLERNIETIINTFHQYSVKLGHPDTLNQGEFKELVRKDLONFLKKENKNEKVIE
HIMEDLDTNADKQLSFEEFIMLMARLTWASHEKMHEGDEGPGHHHKPGLGEGTP

PDB ID: 5I8N; 114 residues

>sp|P60903[S10AA HUMAN Protein S100-Al10 OS=Homo sapiens 0X=9606 GN=S100Al10
PE=1 SV=2

MPSQMEHAMETMMFTFHKFAGDKGYLTKEDLRVLMEKEFPGFLENQKDPLAVDKIMKDLD
QCRDGKVGFQSFFSLIAGLTIACNDYFVVHMKQKGKK

PDB ID: 4FTG; 97 residues

>sp|P31949|S10AB_HUMAN Protein S100-All OS=Homo sapiens 0X=9606 GN=S100All
PE=1 SV=2

MAKISSPTETERCIESLIAVFQKYAGKDGYNYTLSKTEFLSFMNTELAAFTKNQKDPGVL
DRMMKKLDTNSDGQLDFSEFLNLIGGLAMACHDSFLKAVPSQKRT

PDB ID: 2LUC; 105 residues

>sp|P80511[S10AC_HUMAN Protein S100-Al2 OS=Homo sapiens 0X=9606 GN=S100Al2
PE=1 SV=2

MTKLEEHLEGIVNIFHQYSVRKGHFDTLSKGELKQLLTKELANTIKNIKDKAVIDEIFQG
LDANQDEQVDFQEFISLVAIALKAAHYHTHKE

PDB ID: 2M9G; 92 residues

>sp Q99584 |S10AD_HUMAN Protein S100-Al3 OS=Homo sapiens 0X=9606 GN=S100A13
PE=1 Sv=1

MAAEPLTELEESIETVVTTFFTFARQEGRKDSLSVNEFKELVTQQLPHLLKDVGSLDEKM
KSLDVNQDSELKFNEYWRLIGELAKEIRKKKDLKIRKK

PDB ID: 1YUS; 98 residues

>sp|Q9HCY8 | SIOAE HUMAN Protein S100-Al4 OS=Homo sapiens 0X=9606 GN=S100Al4
PE=1 Sv=1

MGQCRSANAEDAQEFSDVERAIETLIKNFHQYSVEGGKETLTPSELRDLVTQQLPHLMPS
NCGLEEKIANLGSCNDSKLEFRSFWELIGEAAKSVKLERPVRGH

PDB ID: 2MOR; 104 residues

>sp|Q96FQ6 |S10AG_HUMAN Protein S100-Al6 OS=Homo sapiens 0X=9606 GN=S100Al6
PE=1 SV=1

MSDCYTELEKAVIVLVENFYKYVSKYSLVKNKISKSSFREMLOQKELNHMLSDTGNRKAAD
KLIQONLDANHDGRISFDEYWTLIGGITGPIAKLIHEQEQQSSS

PDB ID: 2L50; 103 residues



>sp|P042711S100B_HUMAN Protein S100-B OS=Homo sapiens 0X=9606 GN=S100B PE=1
Sv=2

MSELEKAMVALIDVFHQYSGREGDKHKLKKSELKELINNELSHFLEEIKEQEVVDKVMET
LDNDGDGECDFQEFMAFVAMVTTACHEFFEHE

PDB ID: 1UWO; 92 residues

>sp|P2937715100G_HUMAN Protein S100-G OS=Homo sapiens 0X=9606 GN=S100G PE=3
SvV=2

MSTKKSPEELKRIFEKYAAKEGDPDQLSKDELKLLIQAEFPSLLKGPNTLDDLFQELDKN
GDGEVSFEEFQVLVKKISQ

No structure; 79 residues

>sp|P25815[S100P_HUMAN Protein S100-P OS=Homo sapiens 0X=9606 GN=S100P PE=1
SV=2

MTELETAMGMIIDVFSRYSGSEGSTQTLTKGELKVLMEKELPGFLQOSGKDKDAVDKLLKD
LDANGDAQVDFSEFIVEVAAITSACHKYFEKAGLK

PDB ID: 10Z0; 95 residues

>sp|Q8WXG8[S100Z HUMAN Protein S100-Z OS=Homo sapiens 0X=9606 GN=5100Z PE=1
Sv=4

MPTQLEMAMDTMIRIFHRYSGKERKRFKLSKGELKLLLOQRELTEFLSCQKETQLVDKIVQ
DLDANKDNEVDENEFVVMVAALTVACNDYFVEQLKKKGK

PDB ID: 5HYD; 99 residues

>sp|Q5QJ38 |TCHL1 HUMAN Trichohyalin-like protein 1 (Protein S100-Al7) OS=Homo
sapiens 0X=9606 GN=TCHHL1l PE=2 SV=1
MPQLLRNVLCVIETFHKYASEDSNGATLTGRELKQLIQGEFGDFFQPCVLHAVEKNSNLL
NIDSNGIISFDEFVLAIFNLLNLCYLDIKSLLSSELRQVTKPEKEKLDDVDVQATTGDGQ
WTVGTSPTQEKRMLPSGMASSSQLIPEESGAVGNNRVDPWREAKTHNFPGEASEHNDPKN
KHLEGDEQSQEVAQDIQTTEDNEGQLKTNKPMAGSKKTSSPTERKGQODKEISQEGDEPAR
EQSVSKIRDQFGEQEGNLATQSSPPKEATQRPCEDQEVRTEKEKHSNIQEPPLOQREDEPS
SQHADLPEQAAARSPSQTQKSTDSKDVCRMEDTQEPGKDADQTPAKTKNLGEPEDYGRTS
ETQEKECETKDLPVQYGSRNGSETSDMRDERKERRGPEAHGTAGOQKERDRKTRPLVLETQ
TODGKYQELQGLSKSKDAEKGSETQYLSSEGGDQTHPELEGTAVSGEEAEHTKEGTAEAF
VNSKNAPAAERTLGARERTQODLAPLEKQSVGENTRVTKTHDOQPVEEEDGYQGEDPESPFET
QSDEGSSETPNSLASEEGNSSSETGELPVQGDSQSQGDOHGE SVOGGHNNNPDTQRQGTP
GEKNRALEAVVPAVRGEDVQLTEDQEQPARGEHKNQGPGTKGPGAAVEPNGHPEAQESTA
GDENRKSLEIEITGALDEDFTDQLSLMQLPGKGDSRNELKVQGPSSKEEKGRATEAQNTL
LESLDEDNSASLKIQLETKEPVTSEEEDESPQELAGEGGDQKSPAKKEHNSSVPWSSLEK
QOMQORDQEPCSVERGAVYSSPLYQYLOQEKILOQTNVTQEEHQKQVQIAQASGPELCSVSLT
SEISDCSVFENYSQASQPYTRGLPLDESPAGAQETPAPQALEDKQGHPQRERLVLOREAS
TTKQ

No structure; 904 residues

>sp|Q86YZ3|HORN HUMAN Hornerin (Protein S100-Al8) OS=Homo sapiens 0X=9606
GN=HRNR PE=1 SV=2
MPKLLOQGVITVIDVEFYQYATQHGEYDTLNKAELKELLENEFHQILKNPNDPDTVDIILQS
LDRDHNKKVDFTEYLLMIFKLVQARNKIIGKDYCQVSGSKLRDDTHQHQEEQEETEKEEN
KRQESSEFSHSSWSAGENDSYSRNVRGSLKPGTESISRRLSFQRDEFSGQHNSYSGQSSSYG
EQNSDSHQSSGRGQCGSGSGQSPNYGQHGSGSGQSSSNDTHGSGSGQSSGFSQHKSSSGQ
SSGYSQHGSGSGHSSGYGQHGSRSGQSSRGERHRSSSGSSSSYGQHGSGSRQSLGHGRQG
SGSRQOQSPSHVRHGSGSGHSSSHGQHGSGSSYSYSRGHYESGSGQTSGFGQHESGSGQSSG
YSKHGSGSGHSSSQGQHGSTSGQASSSGQHGSSSROSSSYGQHESASRHSSGRGQHSSGS
GQSPGHGQRGSGSGQSPSSGQHGTGFGRSSSSGPYVSGSGYSSGFGHHESSSEHSSGYTQ
HGSGSGHSSGHGQHGSRSGQSSRGERQGSSAGSSSSYGQHGSGSROQSLGHSRHGSGSGQS



PSPSRGRHESGSRQOSSSYGPHGYGSGRSSSRGPYESGSGHSSGLGHQESRSGQOSSGYGQH
GSSSGHSSTHGQHGSTSGQSSSCGQHGATSGQSSSHGQHGSGSSQSSRYGQQGSGSGQSP
SRGRHGSDFGHSSSYGQHGSGSGWSSSNGPHGSVSGQSSGFGHKSGSGQSSGYSQHGSGS
SHSSGYRKHGSRSGQSSRSEQHGSSSGLSSSYGQHGSGSHQSSGHGROGSGSGHSPSRVR
HGSSSGHSSSHGQHGSGTSCSSSCGHYESGSGQASGFGQHESGSGQGYSQHGSASGHESS
QGRHGSTSGQSSSSGOHDSSSGOSSSYGQHESASHHASGRGRHGSGSGQSPGHGQRGSGS
GOSPSYGRHGSGSGRSSSSGRHGSGSGQSSGFGHKSSSGQSSGYTQHGSGSGHSSSYEQH
GSRSGQSSRSEQHGSSSGSSSSYGOHGSGSROSLGHGOHGSGSGQSPSPSRGRHGSGSGQ
SSSYGPYRSGSGWSSSRGPYESGSGHSSGLGHRESRSGQOSSGYGQHGSSSGHSSTHGQHG
STSGQSSSCGQHGASSGQSSSHGQHGSGSSQSSGYGRQGSGSGQSPGHGQRGSGSRQSPS
YGRHGSGSGRSSSSGQHGSGLGESSGFGHHESSSGQSSSYSQHGSGSGHSSGYGQHGSRS
GOSSRGERHGSSSGSSSHYGQHGSGSRQSSGHGROGSGSGHSPSRGRHGSGLGHSSSHGQ
HGSGSGRSSSRGPYESRSGHSSVEFGQOHESGSGHSSAYSQHGSGSGHECSQGQHGSTSGQS
STFDQEGSSTGQSSSYGHRGSGSSQSSGYGRHGAGSGOSPSRGRHGSGSGHSSSYGQHGS
GSGWSSSSGRHGSGSGOSSGFGHHESSSWQSSGCTQHGSGSGHSSSYEQHGSRSGQSSRG
ERHGSSSGSSSSYGQHGSGSROSLGHGQHGSGSGOSPSPSRGRHGSGSGQOSSSYSPYGSG
SGWSSSRGPYESGSSHSSGLGHRESRSGOSSGYGQHGSSSGHSSTHGQHGSTSGQSSSCG
QHGASSGQSSSHGQHGSGSSQSSGYGROGSGSGQSPGHGQRGSGSRQSPSYGRHGSGSGR
SSSSGOHGSGLGESSGFGHHESSSGQSSSYSQHGSGSGHSSGYGQHGSRSGOSSRGERHG
SSSRSSSRYGQHGSGSRQSSGHGRQGSGSGQSPSRGRHGSGLGHSSSHGQHGSGSGRSSS
RGPYESRSGHSSVFGQHESGSGHSSAYSQHGSGSGHFCSQGOHGSTSGQSSTEFDQEGSST
GOSSSHGQHGSGSSQSSSYGQOGSGSGQSPSRGRHGSGSGHSSSYGQHGSGSGWSSSSGR
HGSGSGQSSGFGHHESSSWQSSGYTQHGSGSGHSSSYEQHGSRSGQSSRGEQHGSSSGSS
SSYGQOHGSGSRQSLGHGQHGSGSGQSPSPSRGRHGSGSGQSSSYGPYGSGSGWSSSRGPY
ESGSGHSSGLGHRESRSGQSSGYGQHGSSSGHSSTHGQHGSASGQSSSCGQHGASSGQSS
SHGQHGSGSSQSSGYGROGSGSGQSPGHGQRGSGSROQSPSYGRHGSGSGRSSSSGQHGPG
LGESSGFGHHESSSGQSSSYSQHGSGSGHSSGYGQHGSRSGQSSRGERHGSSSGSSSRYG
QHGSGSROSSGHGROGSGSGHSPSRGRHGSGSGHSSSHGQHGSGSGRSSSRGPYESRSGH
SSVFGQHESGSGHSSAYSQHGSGSGHFCSQGQHGSTSGOSSTEFDQEGSSTGQSSSHGQHG
SGSSQSSSYGQOGSGSGQSPSRGRHGSGSGHSSSYGQHGSGSGWSSSSGRAGSGSGQSSG
FGHHESSSWQSSGYTQHGSGSGHSSSYEQHGSRSGQSSRGERHGSSSGSSSSYGQHGSGS
ROSLGHGQHGSGSGQSPSPSRGRHGSGSGQSSSYSPYGSGSGWSSSRGPYESGSGHSSGL
GHRESRSGQOSSGYGQHGSSSGHSSTHGQHGSTSGQSSSCGOHGASSGOSSSHGQHGSGSS
OSSGYGROGSGSGQSPGHGORGSGSROSPSYGRHGSGSGRSSSSGQHGSGLGESSGEFGHH
ESSSGQSSSYSQHGSGSGHSSGYGQHGSRSGOSSRGERHGSSSGSSSHYGQHGSGSRQOSS
GHGRQOGSGSGQSPSRGRHGSGLGHSSSHGQHGSGSGRSSSRGPYESRLGHSSVEFGQHESG
SGHSSAYSQHGSGSGHFCSQGQHGSTSGOSSTEFDQEGSSTGQSSSYGHRGSGSSQSSGYG
RHGAGSGQSLSHGRHGSGSGQSSSYGQHGSGSGQSSGYSQHGSGSGQODGYSYCKGGSNHD
GGSSGSYFLSFPSSTSPYEYVQEQRCYFEYQ

No structure; 2850 residues



UniProt IDs of human annexins and S100 proteins
Annexins

P04083
P07355
P12429
P09525
P08758
P08133
P20073
P13928
076027
Q9UJ72
P50995
P27216

S100 proteins

P23297
P29034
P33764
P26447
P33763
P06703
P31151
Q86SG5
Q55Y68
P05109
P06702
P60903
P31949
P80511
Q99584
Q9HCYS8
Q96FQ6
P04271
P29377
P25815
Q8WXG8
Q50738
Q86YZ3



Multiple sequence alignment of human annexins

CLUSTAL 0(1.2.4) multiple sequence alignment

sp|P04083|ANXAL HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT_HUMAN
sp|P13928|ANXAS HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXALl HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXA7 HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72 |ANX10 HUMAN
sp|P50995|ANX11 HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAl HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6_ HUMAN
sp|P20073 | ANXA7_ HUMAN
sp|P13928 | ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10 HUMAN
sp|P50995|ANX11 HUMAN
sp|P27216|ANX13_ HUMAN

sp|P04083|ANXAL HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT_HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXA1 HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT_HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAL HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXAS5 HUMAN
sp|PO8133|ANXA6 HUMAN

MSYPGYPPTGYPPFPGYPPAGQESSFPPSGQYPYPSGFPPMGGGAYPQV——-—-——-—— PSSG

————————————————————————————————————————————————— MA-MVSEFLKQ
————————————————————————————————————————————————— MS-TVHEILCK

AWFIENEE----Q-EYVQTVKSSKGGPGSAVSPYPTFNPSSDVAALHKAIMVKGVDEATI
LSL--—----———————~ EGDHSTPPSAYGSVKAYTNFDAERDALNIETAIKTKGVDEVTI
——————————————————— MASIWVGHRGTVRDYPDFSPSVDAEAIQKATIRGIGTDEKML
——————————————————————— MATKGGTVKAASGEFNAMEDAQT LRKAMKGLGTDEDAT
—————————————————————— MAQVLRGTVTDFPGFDERADAETLRKAMKGLGTDEEST
————————————————— MAKPAQGAKYRGSIHDFPGFDPNQDAEALY TAMKGEGSDKEAT
DSFSSYPVFSPVSLDYSSEPATVTQVTQGTIRPAANFDATIRDAEI LRKAMKGEGTDEQAT
AW-—-——————————————— WKSWIEQEGVTVKSSSHFNPDPDAETLYKAMKGIGTNEQAT
——————————————— LGLASKTAAWGTLGTLRTFLNFSVDKDAQRLLRAITGQGVDRSAT
———————————————————— MFCGDYVQGTIFPAPNFNPIMDAQMLGGALQGEFDCDKDML
PSYPGYPG----SGTVTPAVPPTQFGSRGTITDAPGFDPLRDAEVLRKAMKGEGTDEQAT
——————————————————————— MGNRHAKASSPQGFDVDRDAKKLNKACKGMGTNEAAT

* * . * .

IDILTKRNNAQRQOIKAAYLQETGKPLDETLKKALTGHLEEVVLALLKTPAQFDADELRA
VNILTNRSNAQRQDIAFAYQRRTKKELASALKSALSGHLETVILGLLKTPAQYDASELKA
ISILTERSNAQRQLIVKEYQAAYGKELKDDLKGDLSGHFEHLMVALVTPPAVEDAKQLKK
ISVLAYRNTAQRQEIRTAYKSTIGRDLIDDLKSELSGNFEQVIVGMMTPTVLYDVQELRR
LTLLTSRSNAQRQEISAAFKTLFGRDLLDDLKSELTGKFEKLIVALMKPSRLYDAYELKH
LDIITSRSNRQRQEVCQSYKSLYGKDLIADLKYELTGKFERLIVGLMRPPAYCDAKEIKD
VDVVANRSNDQRQKIKAAFKTSYGKDLIKDLKSELSGNMEELILALFMPPTYYDAWSLRK
IDVLTKRSNTQRQQIAKSFKAQFGKDLTETLKSELSGKFERLIVALMYPPYRYEAKELHD
VDVLTNRSREQRQLISRNFQERTQQDLMKSLOAALSGNLERIVMALLQPTAQFDAQELRT
INILTQRCNAQRMMIAEAYQSMYGRDLIGDMREQLSDHFKDVMAGLMYPPPLYDAHELWH
IDCLGSRSNKQRQQILLSFKTAYGKDLIKDLKSELSGNFEKTILALMKTPVLEDIYEIKE
IEILSGRTSDERQQIKQKYKATYGKELEEVLKSELSGNFEKTALALLDRPSEYAARQLOK
. . . . * .

* HEG il N

AMKGLGTDEDTLIEILASRTNKEIRDINRVYREELKRDLAKDITSDTSGDFRNALLSLAK
SMKGLGTDEDSLIEIICSRTNQELQEINRVYKEMYKTDLEKDIISDTSGDFRKLMVALAK
SMKGAGTNEDALIEILTTRTSROMKDISQAYYTVYKKSLGDDISSETSGDFRKALLTLAD
AMKGAGTDEGCLIEILASRTPEEIRRISQTYQQQYGRSLEDDIRSDTSFMFQRVLVSLSA
ALKGAGTNEKVLTEITIASRTPEELRAIKQVYEEEYGSSLEDDVVGDTSGYYQRMLVVLLQ
AISGIGTDEKCLIEILASRTNEQMHQLVAAYKDAYERDLEADIIGDTSGHFQKMLVVLLQ

O UlO OO UTO OO O oo

O OO0OO0OWOOOoOOooOo

185
176
161
157
158
163



sp|P20073|ANXAT_HUMAN
sp|P13928|ANXAS HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXALl HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXA7 HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72 |ANX10 HUMAN
sp|P50995|ANX11 HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAl HUMAN
sp|P07355 | ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6_ HUMAN
sp|P20073 |ANXA7_ HUMAN
sp|P13928 | ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAl HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6_HUMAN
sp|P20073 | ANXA7_ HUMAN
sp|P13928 | ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10 HUMAN
sp|P50995|ANX11 HUMAN
sp|P27216|ANX13_ HUMAN

sp|P04083|ANXAl HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6_ HUMAN
sp|P20073 | ANXA7_HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_HUMAN
sp|P27216|ANX13_ HUMAN

sp|P04083|ANXAL HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT HUMAN
sp|P13928|ANXAS_ HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAL HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN

AMQGAGTQERVLIEILCTRTNQEIREIVRCYQSEFGRDLEKDIRSDTSGHFERLLVSMCQ
AMKGLGTKEGVIIEILASRTKNQLREIMKAYEEDYGSSLEEDIQADTSGYLERILVCLLQ
ALKASDSAVDVAIEILATRTPPQLQECLAVYKHNFQVEAVDDITSETSGILODLLLALAK
AMKGVGTDENCLIEILASRTNGEIFQMREAYCLQYSNNLQEDIYSETSGHFRDTLMNLVQ
AIKGVGTDEACLIEILASRSNEHIRELNRAYKAEFKKTLEEAIRSDTSGHFQRLLISLSQ
AMKGLGTDESVLIEVLCTRTNKEITAIKEAYQRLFDRSLESDVKGDTSGNLKKILVSLLQ
.. . * . .

Koo ek . koK .

GDRSEDFGV-NEDLADSDARALYEAGERRKGTDVNVENTILTTRSYPQLRRVFQKYTKYS
GRRAEDGSVIDYELIDQDARDLYDAGVKRKGTDVPKWISIMTERSVPHLOKVFDRYKSYS
GRRDE-SLKVDEHLAKQDAQILYKAGENRWGTDEDKFTEILCLRSFPQLKLTFDEYRNIS
GGRDE-GNYLDDALVRQDAQDLYEAGEKKWGTDEVKFLTVLCSRNRNHLLHVEFDEYKRIS
ANRDP-DAGIDEAQVEQDAQALFQAGELKWGTDEEKFITIFGTRSVSHLRKVEDKYMTIS
GTREE-DDVVSEDLVQQODVQDLYEAGELKWGTDEAQFIYILGNRSKQHLRLVEFDEYLKTT
GNRDE-NQSTINHQMAQEDAQRLYQAGEGRLGTDESCFNMILATRSFPQLRATMEAYSRMA
GSRDDVSSFVDPGLALQDAQDLYAAGEKIRGTDEMKFITILCTRSATHLLRVFEEYEKIA
GGRDSYSGIIDYNLAEQDVQALQRAEG---PSREETWVPVETQRNPEHLIRVEDQYQRST
GTREE--GYTDPAMAAQDAMVLWEACQQKTGEHKTMLOMILCNKSYQQLRLVFQEFQONIS
GNRDE-STNVDMSLAQRDAQELYAAGENRLGTDESKFNAVLCSRSRAHLVAVENEYQRMT
ANRNE-GDDVDKDLAGQDAKDLYDAGEGRWGTDELAFNEVLAKRSYKQLRATFQAYQILT
. . .k .. .

* * * * .

KHDMNKVLDLELKGDIEKCLTAIVKCATSKPAFFAEKLHQAMKGVGTRHKALIRIMVSRS
PYDMLESIRKEVKGDLENAFLNLVQCIQNKPLYFADRLYDSMKGKGTRDKVLIRIMVSRS
QKDIVDSIKGELSGHFEDLLLAIVNCVRNTPAFLAERLHRALKGIGTDEFTLNRIMVSRS
QKDIEQSIKSETSGSFEDALLAIVKCMRNKSAYFAEKLYKSMKGLGTDDNTLIRVMVSRA
GFQIEETIDRETSGNLEQLLLAVVKSIRSIPAYLAETLYYAMKGAGTDDHTLIRVMVSRS
GKPIEASIRGELSGDFEKLMLAVVKCIRSTPEYFAERLFKAMKGLGTRDNTLIRIMVSRS
NRDLLSSVSREFSGYVESGLKTILQCALNRPAFFAERLY YAMKGAGTDDSTLVRIVVTRS
NKSIEDSIKSETHGSLEEAMLTVVKCTQNLHSYFAERLYYAMKGAGTRDGTLIRNIVSRS
GQELEEAVONRFHGDAQVALLGLASVIKNTPLYFADKLHQALQETEPNYQVLIRILISRC
GQDMVDAINECYDGYFQELLVAIVLCVRDKPAYFAYRLYSATIHDFGFHNKTVIRILIARS
GRDIEKSICREMSGDLEEGMLAVVKCLKNTPAFFAERLNKAMRGAGTKDRTLIRIMVSRS
GKDIEEAIEEETSGDLOKAYLTLVRCAQDCEDYFAERLYKSMKGAGTDEETLIRIVVTRA
. . * . .

ek * PR P R

EIDMNDIKAFYQKMYGISLCQAILDETKGDYEKILVALCGGN-—===—-————————————
EVDMLKIRSEFKRKYGKSLYYYIQQODTKGDYQKALLYLCGGDD-—-—-—-————————-————
EIDLLDIRTEFKKHYGYSLYSAIKSDTSGDYEITLLKICGGDD-—===—-=—=—=———————
EIDMLDIRAHFKRLYGKSLYSFIKGDTSGDYRKVLLVLCGGDD--—-—-——-——————-——-——
EIDLENIRKEFRKNFATSLYSMIKGDTSGDYKKALLLLCGEDD-===—-=———=———-————
ELDMLDIREIFRTKYEKSLYSMIKNDTSGEYKKTLLKLSGGDDDAAGQFFPEAAQVAYQM
EIDLVQIKQOMFAQMYQKTLGTMIAGDTSGDYRRLLLAIVGQ-———-——-—-————————-——-——
EIDLNLIKCHFKKMYGKTLSSMIMEDTSGDYKNALLSLVGSDP————-—-——-——————-————
ETDLLSIRAEFRKKFGKSLYSSLQDAVKGDCQSALLALCRAEDM-———-————————-————
EIDLLTIRKRYKERYGKSLFHDIRNFASGHYKKALLAICAGDAEDY--—-———-——-—-——--—
ETDLLDIRSEYKRMYGKSLYHDISGDTSGDYRKILLKICGGND--—-—-——-——————-————
EVDLQGIKAKFQEKYQKSLSDMVRSDTSGDFRKLLVALLH-—-=====—=—=—=———————
. .k . .

* k. * . . * * .

328
164
184
160
343
157

244
236
220
216
217
222
387
224
241
218
402
216

304
296
280
276
277
282
447
284
301
278
462
276

346
339
323
319
320
342
488
327
345
324
505
316

346
339
323
319
320
402
488
327
345
324
505
316

346
339
323
319
320
462
488
327
345
324
505
316

346
339
323



sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT_HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXA1 HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT HUMAN
sp|P13928|ANXAS HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAL HUMAN
sp|P07355|ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXA5 HUMAN
sp|P08133|ANXA6 HUMAN
sp|P20073|ANXAT_ HUMAN
sp|P13928|ANXAS HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

sp|P04083|ANXAl HUMAN
sp|P07355 | ANXA2 HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525|ANXA4 HUMAN
sp|P08758 | ANXAS HUMAN
sp|P08133|ANXA6_HUMAN
sp|P20073 | ANXA7_ HUMAN
sp|P13928|ANXA8 HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72|ANX10_ HUMAN
sp|P50995|ANX11_HUMAN
sp|P27216|ANX13 HUMAN

Percent Identity Matrix - created by Clustal2.l

#
#

O J o U WwWN

sp|P04083 | ANXAL HUMAN
sp|P07355 | ANXA2_ HUMAN
sp|P12429|ANXA3 HUMAN
sp|P09525 | ANXA4 HUMAN
sp|P08758 | ANXA5_ HUMAN
sp|P08133|ANXA6_HUMAN
sp|P20073 | ANXA7 HUMAN
sp|P13928 | ANXA8_HUMAN
sp|076027 | ANXA9 HUMAN
sp|Q9UJ72 |ANX10_ HUMAN
sp|P50995|ANX11_ HUMAN
sp|P27216|ANX13 HUMAN

346
339
323
319
320
673
488
327
345
324
505
316

319
320
522
488
327
345
324
505
316

346
339
323
319
320
582
488
327
345
324
505
316

346
339
323
319
320
642
488
327
345
324
505
316



Multiple sequence alignment of human S100 proteins

CLUSTAL O(1.2.4) multiple sequence alignment

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|0Q86SG5|S1A7TA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
sp|0Q86SG5|S1A7TA HUMAN
sp|Q5SY68 |S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
spl1Q99584 [ S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377(S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z_ HUMAN
sp|Q50QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2_ HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q865G5|S1ATA HUMAN
sp|Q55Y68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN

_____________ MGSELETAMETLINVFHAHSGKEG-DKYKLSKKELKELLQTELSGFL
____________ MMCSSLEQALAVLVTTFHKYSCQEG-DKFKLSKGEMKELLHKELPSFV
_____________ MARPLEQAVAAIVCTFQEYAGRCG-DKYKLCQAELKELLQKELATWT
_____________ MACPLEKALDVMVSTFHKYSGKEG-DKFKLNKSELKELLTRELPSFL
_____________ METPLEKALTTMVTITFHKYSGREG-SKLTLSRKELKELIKKELC--L
_____________ MACPLDQAIGLLVAIFHKYSGREG-DKHTLSKKELKELIQKELT-~-T

———————————— MSNTQAERSIIGMIDMFHKYTRRDD----KIEKPSLLTMMKENEFPNEL
———————————— MSNTQAERSIIGMIDMFHKYTGRDG----KIEKPSLLTMMKENEFPNEL
———————————— MNIPLGEKVMLDIVAMFRQYSGDDG----RMDMPGLVNLMKENEFPNEFL

_____________ MLTELEKALNSIIDVYHKYSLIKG-NFHAVYRDDLKKLLETECPQYI
—————————— MTCKMSQLERNIETIINTFHQYSVKLG-HPDTLNQGEFKELVRKDLQNFL
_____________ MPSQMEHAME TMMFTFHKFAGDKG----YLTKEDLRVLMEKEFPGFL
———————— MAKISSPTETERCIESLIAVFQKYAGKDG-YNYTLSKTEFLSFMNTELAAFT
______________ MTKLEEHLEGIVNIFHQYSVRKG-HFDTLSKGELKQLLTKELANTI
————————— MAAEPLTELEESIETVVTTFFTFARQEG-RKDSLSVNEFKELVTQQLPHLL
MGQCRSANAEDAQEFSDVERAIETLIKNFHQYSVE-G-GKETLTPSELRDLVTQQLPHLM
—————————— MSDCYTELEKAVIVLVENFYKYVSKYSLVKNKISKSSFREMLQKELNHML
______________ MSELEKAMVALIDVFHQYSGREG-DKHKLKKSELKELINNELSHFL
_______________ MSTKKSPEELKRIFEKYAAKEG-DPDQLSKDELKLLIQAEFPSLL
______________ MTELETAMGMIIDVESRYSGSEG-STQTLTKGELKVLMEKELPGFL
_____________ MPTQLEMAMDTMIRIFHRYSGKER-KRFKLSKGELKLLLQRELTEFL
______________ MPQLLRNVLCVIETFHKYASEDS-NGATLTGRELKQLIQGEFGDFF
______________ MPKLLQGVITVIDVEYQYATQHG-EYDTLNKAELKELLENEFHQIL

DAQ--KDVDAVDKVMKELDENGDGEVDFQEYVVLVAALTVACNNFFWENS-————-—--—-——
GEK--VDEEGLKKLMGSLDENSDQQVDFQEYAVFLALITVMCNDFFQGCPDRP--—-—-—-——
PTE--FRECDYNKFMSVLDTNKDCEVDFVEYVRSLACLCLYCHEYFKDCPSEPPCSQ---
GKR--TDEAAFQKLMSNLDSNRDNEVDFQEYCVFLSCIAMMCNEFFEGEFPDKQPRKK--—
GE---MKESSIDDLMKSLDKNSDQEIDFKEYSVFLTMLCMAYNDFFLEDNK---—-—-———-—
GSK--LODAETARLMEDLDRNKDQEVNFQEYVTFLGALALIYNEALKG-————-—-—-————-—
SACDKKGTNYLADVFEKKDKNEDKKIDFSEFLSLLGDIATDYHKQSHGAAPCSGGSQ-—--
SACDKKGIHYLATVFEKKDKNEDKKIDFSEFLSLLGDIAADYHKQSHGAAPCSGGSQ—---
SGCEKSDMDYLSNALEKKDDNKDKKVNY SEFLSLLGDITIDHHKIMHGVAPCSGGSQ—---

KKEN-KNEKVIEHIMEDLDTNADKQLSFEEFIMLMARLTWASHEKMHEGDEGPGHHHKP -
ENQ--KDPLAVDKIMKDLDQCRDGKVGEFQSFFSLIAGLTIACNDYFVVHMKQOKGKK-—-—-—
KNQ--KDPGVLDRMMKKLDTNSDGQLDEFSEFLNLIGGLAMACHDSFLKAVPSQKRT————

QSG--KDKDAVDKLLKDLDANGDAQVDEFSEFIVFVAAITSACHKYFEKAGLK-————-—-——
SCQO--KETQLVDKIVQDLDANKDNEVDENEFVVMVAALTVACNDYEFVEQLKKKGK-——--—
QPC---VLHAVEKNSNLLNIDSNGIISFDEFVLAIFNLLNLCYLDIKSLLSSELRQVTKP
KNP--NDPDTVDIILQSLDRDHNKKVDEFTEYLLMIFKLVQARNKIIGKDYCQVSGSKLRD
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sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|1Q86YZ3 | HORN_HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
sp|Q86SG5|S1A7A HUMAN
sp|Q5SY68 |S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
spQ96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763[S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|1Q96FQ6 | S10AG_HUMAN
sp|P04271S100B_HUMAN
sp|P29377|S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN

E-———- KEKLDDVDVQATTGDGQWTVGTSPTQEKRML---PSGMASSSQLIPEES
DTHQHQEEQEETEKEENKRQESSFSHSSWSAGENDSYSRNVRGSLKPGTESISRRLSFQR

QLKTNKPM-AGSKKTS---SPTERKGQDKEISQEGDEPAREQSVSKIRDQFGEQEGNLAT
QSSSNDTHGSGSGQSSGEFSQHKSSSGQSSGYSQHGSGSGH-—————— SSGYGQHG-SRSG
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sp|P26447|S10A4 HUMAN
sp|P33763[S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
sp|Q86SG5|S1A7A HUMAN
splQ5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|1Q86YZ3 | HORN_HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|0Q86SG5|S1A7A HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp Q99584 | SIOAD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271S100B_HUMAN
sp|P29377|S100G HUMAN
sp|P25815[S100P_ HUMAN

QSSPPKEATQRPC-———————-————— EDQEVRTEKEKHSNIQEPPLOREDEPSSQHADLP
QSSRG--ERHRSSSGSSSSYGQHGSGSRQSLGHGROGSGSRQSPSHVRHGS-GSGHSSSH

EQAAARS-PSQTQKS-TDSKDVCRMEDTQEPGKDADQTPAKTKNLGEPEDYGRTSETQ-—
GOHGSGSSYSYSRGHYESGSGQTSGFGQHESGS————————-———— GQSSGYSKHGSGSGH
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sp |Q8WXG8 | S100Z HUMAN
sp|1Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7A HUMAN
splQ5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7A HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
spQ96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 |HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|510A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|SIATA HUMAN
sp|Q55Y68|S1ATB_HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN

--——-EKE------——————- CETKDLPVQYGSRNGSETSDMRDERKERRGPEAHGT----
SSSQGOHGSTSGQASSSGQHGSSSROSSSYGQHESA----SR--HSSGRGQHSSGSGQSP

-AGQKERDRKTRPL-—-———- VLETQTQDGKYQELQGLSKSKDAEK---GSETQYLSSEGG
GHGORGSGSGQSPSSGOHGTGFGRSSSSGPYVSGSGYSSGFGHHESSSEHSSGYTQHGSG

—————— DOQTHPELEGTAVSGEEAEHTKEGTAEAFVNSKNAPAAERTLGARERTQDLAPLE
SGHSSGHGQHGSRSGQOSSRGERQ-GSSAGSSSSYGQ--HGSGSRQSLGHSRHGSGSGQSP
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sp|P31949|S10AB_HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
spQ96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815[S100P_ HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|1Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6 | S10AG_HUMAN
sp|P04271|S100B_HUMAN
sp|P29377|S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7TA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|1Q86YZ3 | HORN_HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN

KQSVGENTRVTKTHDQPVEEEDGYQGE--DPESPFTQSDEG-—-——— SSETPNSLASEEGN
SPSRGRHES--GSRQSSSYGPHGYGSGRSSSRGPYESGSGHSSGLGHQESRSGQSSGYGQ

SSSETGELPVQGDSQSQGDQHGESVQGGHNNNPD--TQRQGTPGEKNRALEAVVPAVRGE

HGSSSGHSSTHGQH---GSTSGOSSSCGQHGATSGQSSSHGOHGSGSSQ-———— SSRYG-
DVQLTEDQEQPARGEHKNQ-—-——-- GPGTKGPGAAV----EPNGHPEAQESTAGDENRKSL
-Q0GSGSGQSPSRGRHGSDEFGHSSSYGQHGSGSGWSSSNGPHGSVSGQSS——————————
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sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034 |S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1IATA HUMAN
sp|Q5SY68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 |S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511 |S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp |Q8WXG8 | S100Z HUMAN

-NSASLKIQLETKEPVTSEEEDESPQELAGEGGDQKSPAKKEHNSSVPWSSLEKQMQORDQ
GSSSGLSSSYGQHGS---GSHQSSGHGROG-SGSGHSPSRVRHGSSSGHSSSHGQ-HGSG
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sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|0Q86SG5|S1A7TA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2_ HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q865G5|S1ATA HUMAN
sp|Q55Y68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN

——————————————————— QETP

EPCSVERGAVYSSPLYQYLQEKILOQQTNVTQEEHQKQVQIAQASGPELCSVSLTSEISDC

SVEFEFNYSQASQPY—-————-— TRGLPLDESPAGA
GHYESGSGQASGFGQHESGSGQGYSQHGSASGHEFSSQGRHGSTSGQSSSSGQHDSSSGQS
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sp|P80511|S10AC_HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6 | S10AG_HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|0Q86SG5|S1A7A HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377(S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763[S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
sp|Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
sp|Q96FQ6 | S10AG_HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815[S100P_ HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
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sp|P06703|S10A6_HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
spl1Q99584 [ S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034 |S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1IATA HUMAN
sp|Q5SY68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 |S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511 |S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B_HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp |Q8WXG8 | S100Z HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|1Q86YZ3 | HORN_HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1_HUMAN
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sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763[S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7A HUMAN
splQ5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S1I0AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38| TCHL1 HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3_ HUMAN
sp|P26447|510A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5 | SIATA HUMAN
sp|Q55Y68|S1ATB_HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
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splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1l HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 |S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z_ HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7A HUMAN
splQ5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6 | S10AG_HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
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sp|P31151|S10A7_ HUMAN
sp|Q86SG5|S1A7A HUMAN
splQ5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7TA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3 |HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN
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sp|P23297|S10A1l HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 |S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B_HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034 |S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp Q99584 | S1I0AD HUMAN
sp|Q9HCY8 | S1I0AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3 |HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|510A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q55Y68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
sp Q99584 |S10AD HUMAN
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sp|Q9HCY8 | SIOAE HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763[S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1A7A HUMAN
splQ5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P042711S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7_ HUMAN
sp|0Q86SG5|S1IA7TA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
spl1Q99584 [ S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377(S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
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sp|Q86SG5|S1IATA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA_ HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp Q99584 | S1I0AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
spQ96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3 |HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN
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sp|P23297|S10A1_ HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
sp|Q86SG5|S1A7TA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC_HUMAN
sp Q99584 | S1I0AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763[S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
splQ86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC_HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
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sp|Q96FQ6 | S10AG_HUMAN
sp|P04271|S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1_ HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7_ HUMAN
sp|Q86SG5|S1A7TA HUMAN
sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
spl1Q99584 | S10AD HUMAN
sp|Q9HCY8|S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271|S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7_ HUMAN
sp|Q86SG5|S1A7A HUMAN
sp|Q5SY68 |S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
splQ96FQ6 | S10AG HUMAN
sp|P04271]S100B HUMAN
sp|P293771S100G_HUMAN
sp|P25815[S100P_ HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6_HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5 | S1ATA_HUMAN
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sp|Q5SY68|S1A7B HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903|S10AA HUMAN
sp|P31949|S10AB_HUMAN
sp|P80511|S10AC HUMAN
splQ99584 | S10AD HUMAN
sp|Q9HCY8 | S10AE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271|S100B_HUMAN
sp|P29377/S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q50J38 | TCHL1 HUMAN
sp|Q86YZ3 | HORN HUMAN

sp|P23297|S10A1 HUMAN
sp|P29034 |S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1ATA HUMAN
sp|Q5SY68 | S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 |S10AA HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp1Q99584 | S10AD HUMAN
sp|Q9HCY8 | SIOAE HUMAN
sp|Q96FQ6|S10AG HUMAN
sp|P04271|S100B_HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
Sp|Q8WXG8|S100Z_ HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3|HORN HUMAN

sp|P23297|S10A1l HUMAN
sp|P29034|S10A2 HUMAN
sp|P33764|S10A3 HUMAN
sp|P26447|S10A4 HUMAN
sp|P33763|S10A5 HUMAN
sp|P06703|S10A6 HUMAN
sp|P31151|S10A7 HUMAN
sp|Q86SG5|S1IATA HUMAN
sp|Q5SY68|S1ATB HUMAN
sp|P05109|S10A8 HUMAN
sp|P06702|S10A9 HUMAN
sp|P60903 | S10AA_ HUMAN
sp|P31949|S10AB HUMAN
sp|P80511|S10AC HUMAN
sp Q99584 | S1I0AD HUMAN
sp|Q9HCY8 | S10AE_HUMAN
sp|Q96FQ6 | STOAG HUMAN
sp|P04271|S100B HUMAN
sp|P29377|S100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|1Q5QJ38 | TCHL1_HUMAN
sp|Q86YZ3 |HORN HUMAN
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SPIP23297|S10AL HUMAN == mmmmm m oo oo m oo oo 54

SPIP29034 [ S10A2 HUMAN ~  —mmmmmm m oo oo oo oo oo o8
SPIP33764|S10A3 HUMAN == mmmmm m oo e o1
SPIP26447|S10A4 HUMAN ~  —mmmmmm m oo oo oo m oo Lol
SPIP33763|S10A5 HUMAN ~  ——mmmmm m oo oo oo mm oo 95
SPIP06703|S10A6 HUMAN ~  —mmmmmm mmm e e oo 50
SPIP31151S10A7 HUMAN == mmmmm m oo o oo m oo oo Lo
SP10Q86SG5 | SIATA HUMAN ~  —mmmmmm m oo oo oo oo o Lol
SPIQ5SY68|SIATB HUMAN ~  —mmmmmmmmm o oo oo oo Lol
SPIP05109|S10A8 HUMAN == mmmmm m oo oo o oo oo o 93
SPIP06702 S10A9 HUMAN === o= m o e oo o 14
SPIP60903[S10AA HUMAN = mmmmm o mmm oo o oo oo 57
SPIP31949|S10AB HUMAN ~  —mmmmmm m oo oo m oo oo o8
SPIPBO511[S10AC HUMAN ~  =mmmmmm mmm o oo oo 55
Sp1Q99584 | S10AD HUMAN === mmmm m oo oo o oo oo o
SPIQOHCYS | S10AE HUMAN ~  ——mm o m m oo oo mm oo e o4
SPIQI6FQ6 | S10AG HUMAN ~  —mmm o mmm o oo 03
SPIP04271[S100B HUMAN ~  —mmmmmm m oo oo oo 9
SPIP29377(S100G HUMAN === mmmm mmm o e o e =5
SP|P25815[S100P HUMAN == mmmmm oo o oo oo oe
SPIQBWXGS | S100Z HUMAN === m o m m oo oo oo 59
Sp 050038 |TCHLL HUMAN ~ —mmmmmm m oo o oo oo e e 504
sp|1Q86YZ3 | HORN_HUMAN STSGQSSTFDQEGSSTGQSSSYGHRGSGSSQSSGYGRHGAGSGQSLSHGRHGSGSGQSSS 2784
SPIP23297 [S10AL HUMAN ~ —mmmmm e oo o oo 54
SPP29034 [S10A2 HUMAN = mmmmmmm oo oo oo o8
SPIP33764|S10A3 HUMAN ~  ——mmmmm m oo o oo mm oo o1
SPIP26447 |S10A4 HUMAN == mmmm = mmm e oo o Lol
SPIP33763|S10A5 HUMAN == mmmmm m oo oo mm oo oo 55
SPIP06703|S10A6 HUMAN === m o m m oo oo oo m oo 50
SPIP31151[S10A7 HUMAN = o m oo mm oo oo o oo o1
SP10Q86SG5 | SIATA HUMAN ~ —mmmmmm m oo oo oo oo o Lol
SPIQ5SY68 [SIATB HUMAN ~  —mmmmmmm oo o oo oo oo Lol
SPIPO5109S10A8 HUMAN = mmmmmmm oo oo oo o oo 53
SPIP06702 S10A9 HUMAN ~  ——mmmmm m oo oo oo mm o oo s
SPIP60903|S10AR HUMAN === mmmm m oo e oo oo 57
SPIP31949[S10AB HUMAN = mmmmmmm oo oo oo oo oo o5
SPIP8O511|S10AC HUMAN == mmmmm m oo oo mm oo oo 55
SP1Q99584 | SLOAD HUMAN === mmmm m o oo o8
SPIQOHCY8|SI0AE HUMAN  ———mmm oo oo oo oo 104
SPIQ96FQ6 | S10AG_HUMAN =~ =mmmmmm e e e e e e e e e e 103
SP|P04271[S100B_HUMAN = mmmmm o mm oo o oo oo 55
SsplP29377|S100G_HUMAN === —m— oo oo oo 79
Sp|P25815[S100P HUMAN == == m e e e e 95
SPIQ8WXGS [ S100Z HUMAN = mmmmm o m oo oo oo o
Sp|Q50J38 | TCHLL HUMAN ~ =mmmm e e e e e e e e e e e e 504
sp|1Q86YZ3 | HORN HUMAN YGQHGSGSGQSSGYSQHGSGSGQDGYSYCKGGSNHDGGSSGSYFLSFPSSTSPYEYVQEQ 2844
sp|P23297|S10A1 HUMAN --—-—- 94

sp|P29034|S10A2 HUMAN ------ 98

sp|P33764|S10A3 HUMAN -----—- 101

sp|P26447|S10A4 HUMAN -----—- 101

sp|P33763|S10A5 HUMAN --—--—- 92

sp|P06703|S10A6 _HUMAN ----—- 90

sp|P31151|S10A7 HUMAN = —------ 101

sp|Q86SG5|SIATA HUMAN —=----= 101

splQ5SY68|S1IA7TB HUMAN ———---— 101

sp|P05109|S10A8 HUMAN --—-—- 93

sp|P06702|S10A9 HUMAN -—---—- 114

sp|P60903|S10AA HUMAN ------— 97

sp|P31949|S10AB HUMAN --—---—- 105

sp|P80511|S10AC_HUMAN —-----—- 92

splQ99584 |S10AD_HUMAN ------ 98

sp|Q9HCY8|S10AE HUMAN —-=-=---- 104

splQ96FQ6|S10AG_HUMAN ------ 103



sp|P04271S100B_HUMAN
sp|P29377|5100G_HUMAN
sp|P25815|S100P HUMAN
sp|Q8WXG8|S100Z HUMAN
sp|Q5QJ38 | TCHL1 HUMAN
sp|Q86YZ3|HORN HUMAN

RCYEYQ

92
79
95
99
904
2850



# Percent Identity Matrix - created by Clustal2.1l
#
#

sp|P23297|S10A1_HUMAN 100.00 50.00 40.43 48.94 46.15 43.33 20.88 23.08 20.88 37.78 36.17 47.25 40.43 36.96 34.07 24.42 32.98 57.61 40.51 52.69 57.45 23.91 32.26
sp|P29034|S10A2_HUMAN 50.00 100.00 43.30 60.82 52.17 47.78 21.05 22.11 22.11 27.96 30.61 32.98 28.57 34.78 29.47 23.86 29.59 43.48 35.44 40.00 40.21 18.95 25.00
sp|P33764|S10A3_HUMAN 40.43 43.30 100.00 44.55 40.22 45.56 16.33 18.37 19.39 21.51 29.70 25.77 27.00 30.43 26.60 18.68 23.23 36.96 25.32 31.58 34.34 22.22 25.00
sp|P26447|S10A4_HUMAN 48.94 60.82 44.55 100.00 52.17 51.11 22.45 24.49 22.45 29.03 27.72 34.02 28.00 32.61 29.79 25.27 31.31 45.65 36.71 41.05 43.43 20.20 25.00
sp|P33763|S10A5_ HUMAN 46.15 52.17 40.22 52.17 100.00 51.69 24.72 25.84 19.10 30.68 32.61 33.71 32.61 34.83 36.67 21.43 29.35 42.70 35.06 38.46 42.39 22.22 28.57
sp|P06703|S10A6_HUMAN 43.33 47.78 45.56 51.11 51.69 100.00 22.99 25.29 22.99 27.91 30.00 26.44 28.89 34.83 29.89 25.00 27.78 39.33 35.06 34.83 38.89 22.73 25.84
sp|P31151|S10A7_HUMAN 20.88 21.05 16.33 22.45 24.72 22.99 100.00 94.06 52.48 24.44 24.00 22.68 32.65 25.84 19.57 19.10 25.77 25.84 28.95 27.17 25.00 16.67 19.59
sp|Q86SG5|S1IATA_HUMAN 23.08 22.11 18.37 24.49 25.84 25.29 94.06 100.00 54.46 25.56 25.00 24.74 34.69 26.97 19.57 20.22 25.77 26.97 27.63 29.35 25.00 17.71 20.62
sp|Q5SY68|S1ATB_HUMAN 20.88 22.11 19.39 22.45 19.10 22.99 52.48 54.46 100.00 23.33 24.00 24.74 23.47 24.72 16.30 16.85 18.56 22.47 25.00 30.43 20.83 12.50 22.68
sp|P05109|S10A8_HUMAN 37.78 27.96 21.51 29.03 30.68 27.91 24.44 25.56 23.33 100.00 25.81 27.78 26.88 39.77 22.83 18.82 24.73 34.09 32.47 36.26 30.11 18.48 25.00
sp|P06702|S10A9_HUMAN 36.17 30.61 29.70 27.72 32.61 30.00 24.00 25.00 24.00 25.81 100.00 29.90 32.04 46.74 30.93 30.85 23.53 36.96 29.11 35.79 34.34 22.33 25.69
sp|P60903|S10AA_HUMAN 47.25 32.98 25.77 34.02 33.71 26.44 22.68 24.74 24.74 27.78 29.90 100.00 36.08 31.46 25.27 26.44 22.92 37.08 30.26 43.48 46.88 24.21 29.17
sp|P31949|S10AB_HUMAN 40.43 28.57 27.00 28.00 32.61 28.89 32.65 34.69 23.47 26.88 32.04 36.08 100.00 35.87 31.63 25.26 24.51 34.78 34.18 38.95 31.31 23.47 26.26
sp|P80511|S10AC_HUMAN 36.96 34.78 30.43 32.61 34.83 34.83 25.84 26.97 24.72 39.77 46.74 31.46 35.87 100.00 31.46 28.24 25.00 38.04 35.44 44.57 39.13 19.78 33.70
sp|Q99584 | S10AD_HUMAN 34.07 29.47 26.60 29.79 36.67 29.89 19.57 19.57 16.30 22.83 30.93 25.27 31.63 31.46 100.00 37.36 28.87 25.84 32.91 26.09 26.60 15.05 26.88
sp|Q9HCY8 | S10AE_HUMAN 24.42 23.86 18.68 25.27 21.43 25.00 19.10 20.22 16.85 18.82 30.85 26.44 25.26 28.24 37.36 100.00 21.74 27.06 21.79 23.53 19.10 21.11 16.67
sp|Q96FQ6|S10AG_HUMAN 32.98 29.59 23.23 31.31 29.35 27.78 25.77 25.77 18.56 24.73 23.53 22.92 24.51 25.00 28.87 21.74 100.00 28.26 30.38 27.37 29.29 21.65 24.49
sp|P04271|S100B_HUMAN 57.61 43.48 36.96 45.65 42.70 39.33 25.84 26.97 22.47 34.09 36.96 37.08 34.78 38.04 25.84 27.06 28.26 100.00 34.18 50.00 44.57 25.27 30.43
sp|P29377|5100G_HUMAN 40.51 35.44 25.32 36.71 35.06 35.06 28.95 27.63 25.00 32.47 29.11 30.26 34.18 35.44 32.91 21.79 30.38 34.18 100.00 34.18 37.97 24.05 32.91
sp|P25815|S100P_HUMAN 52.69 40.00 31.58 41.05 38.46 34.83 27.17 29.35 30.43 36.26 35.79 43.48 38.95 44.57 26.09 23.53 27.37 50.00 34.18 100.00 50.53 24.47 33.68
sp|Q8WXG8|5100Z_HUMAN 57.45 40.21 34.34 43.43 42.39 38.89 25.00 25.00 20.83 30.11 34.34 46.88 31.31 39.13 26.60 19.10 29.29 44.57 37.97 50.53 100.00 24.74 28.57
sp|Q5QJ38 | TCHL1_HUMAN 23.91 18.95 22.22 20.20 22.22 22.73 16.67 17.71 12.50 18.48 22.33 24.21 23.47 19.78 15.05 21.11 21.65 25.27 24.05 24.47 24.74 100.00 20.92
sp|Q86YZ3 | HORN_HUMAN 32.26 25.00 25.00 25.00 28.57 25.84 19.59 20.62 22.68 25.00 25.69 29.17 26.26 33.70 26.88 16.67 24.49 30.43 32.91 33.68 28.57 20.92 100.00



