
Supplementary  Table 1. Signal peptides and cleavage sites of 270 verified human proteins.

Accession Signal peptide sequences Length 15-aa seq after cleavage
AAF91396.1 MMLPQNSWHIDFGRCCCHQNLFSAVVTCILLLNSCFLISS 40 FNGTDLELRLVNGDG
AAG24923.1 MLQGPGSLLLLFLASHCCLGSARG 24 LFLFGQPDFSYKRSN
AAH11006 MAPHGPGSLTTLVPWAAALLLALGVERALA 30 LPEICTQCPGSVQNL
AAH33819 MGAPAASLLLLLLLFACCWAPGGA 24 NLSQDDSQPWTSDET
AAH41453.1 MRGPAVLLTVALATLLAPGAG 21 APVQSQGSQNKLLLV
AAH47013 MEPGPALAWLLLLSLLADCLKA 22 AQSRDFTVKDIIYLH
AAM20925 MALRRPPRLRLCARLPDFFLLLLFRGCLIGA 31 VNLKSSNRTPVVQEF
AAN52117 MFCPLKLILLPVLLDYSLG 19 LNDLNVSPPELTVHV
AAP03084 MGVPTALEAGSWRWGSLLFALFLAASLGPVAA 32 FKVATPYSLYVCPEG
AAQ88874 MGLPGLFCLAVLAASSFSKA 20 REEEITPVVSIAYKV
AAQ88892 MRSTILLFCLLGSTRS 16 LPQLKPALGLPPTKL
AAQ88906 MTAEFLSLLCLGLCLG 16 YEDEKKNEKPPKPSL
AAQ89078 MKLSGMFLLLSLALFCFLTGVFS 23 QGGQVDCGEFQDPKV
AAQ89081 MAMGVPRVILLCLFGAALCLTGSQA 25 LQCYSFEHTYFGPFD
AAQ89091 MKPVWVATLLWMLLLVPRLGA 21 ARKGSPEEASFYYGT
AAQ89135 MWGARRSSVSSSWNAASLLQLLLAALLAAGARA 33 SGEYCHGWLDAQGVW
AAQ89182 MAAALALVAGVLSGAVLPLWS 21 ALPQYKKKITDRCFH
AAQ89294 MDSLRKMLISVAMLGAGAGVGYA 23 LLVIVTPGERRKQEM
AAQ89372 MAPRGCIVAVFAIFCISRLLCSHG 24 APVAPMTPYLMLCQP
AAQ89411 MRLSVCLLMVSLALCCYQAHA 21 LVCPAVASEITVFLF
AAQ89416 MGSGLPLVLLLTLLGSSHG 19 TGPGMTLQLKLKESF
AAQ89429 MLGAKPHWLPGPLHSPGLPLVLVLLALGAGWA 32 QEGSEPVLLEGECLV
ANL3_HUMAN MFTIKLLLFIVPLVIS 16 SRIDQDNSSFDSLSP
APM1_HUMAN MLLLGAVLLLLALPGHDQ 18 ETTTQGPGVLLPLPK
AXO1_HUMAN MGTATRRKPHLLLVAAVALVSSSAWSSALG 30 SQTTFGPVFEDQPLS
BAC03564.1 MASSPWGCVCGLLLLLLPLLGTGPALG 27 RGFPRPLENSEIPMI
BPIL_HUMAN MAWASRLGLLLALLLPVVGA 20 STPGTVVRLNKAALS
C17_HUMAN MRTPGPLPVLLLLLAGAPAARP 22 TPPTCYSRMRALSQE
C180_HUMAN MAFDVSCFFWVVLFSAGCKVITS 23 WDQMCIEKEANKTYN
CAC17635 MRPGLSFLLALLFFLGQAAG 20 DLGDVGPPIPSPGFS
CAC38526.1 MRPRCCILALVCWITVFLLQCSKG 24 TTDAPVGSGLWLCQP
CAC39828.1 MAGPAIHTAPMLFLVLLLPLELSLA 25 GALAPGTPARNFPEN
CAD23758 MVPEVRVLSSLLGLALLWFPLDSHA 25 RARPDMFCLFHGKRY
CAD59976 MARAAPLLAALTALLAAAAAGG 22 DAPPGKIAVVGAGIG
CAH9_HUMAN MAPLCPSPWLPLLIPAPAPGLTVQLLLSLLLLMPVHP 37 QRLPRMQEDSPLGGG
CALR_HUMAN MRFTFTSRCLALFLLLNHPTPILP 24 AFSNQTYPTIEPKPF
CART_HUMAN MESSRVRLLPLLGAALLLMLPLLGTRA 27 QEDAELQPRALDIYS
CATW_HUMAN MALTAHPSCLLALLVAGLAQG 21 IRGPLRAQDLGPQPL
CD4_HUMAN MNRGVPFRHLLLVLQLALLPAATQG 25 KKVVLGKKGDTVELT
CD5L_HUMAN MALLFSLILAICTRPGFLA 19 SPSGVRLVGGLHRCE
CD83_HUMAN MSRGLQLLLLSCAYSLAPA 19 TPEVKVACSEDVDLP
CDBA_HUMAN MAVRELCFPRQRQVLFLFLFWGVSLA 26 GSGFGRYSVTEETEK
CEA6_HUMAN MGPPSAPPCRLHVPWKEVLLTASLLTFWNPPTTA 34 KLTIESTPFNVAEGK
CEA7_HUMAN MGSPSACPYRVCIPWQGLLLTASLLTFWNLPNSAQ 35 TNIDVVPFNVAEGKE
CERL_HUMAN MGSGRRALSAVPAVLLVLTLPGLPVWA 27 QNDTEPIVLEGKCLV
CGRR_HUMAN MEKKCTLYFLVLLPFFMILVTA 22 ELEESPEDSIQLGVT
CK15_HUMAN MATLWGGLLRLGSLLSLSCLALSVLLLAQLSDA 33 AKNFEDVRCKCICPP
CN27_HUMAN MRPAFALCLLWQALWPGPGGG 21 EHPTADRAGCSASGA
COLI_HUMAN MPRSCCSRSGALLLALLLQASMEVRG 26 WCLESSQCQDLTTES
CQT5_HUMAN MRPLLVLLLLGLAAG 15 SPPLDDNKIPSLCPG
CQT6_HUMAN MQWLRVRESPGEATGHRVTMGTAALGPVWAALLLFLLMCEIPMVEL 46 TFDRAVASGCQRCCD
CRI1_HUMAN MDCRKMARFSYSVIWIMAISKVFELGLVAG 30 LGHQEFARPSRGYLA
CST9_HUMAN MLGLPWKGGLSWALLLLLLGSQILLIYA 28 WHFHEQRDCDEHNVM
CYTC_HUMAN MAGPLRAPLLLLAILAVALAVSPAAG 26 SSPGKPPRLVGGPMD
CYTN_HUMAN MAQHLSTLLLLLATLAVALA 20 WSPKEEDRIIPGGIY
CYTT_HUMAN MAWPLCTLLLLLATQAVALA 20 WSPQEEDRIIEGGIY
D127_HUMAN MGLFMIIAILLFQKPTVTEQ 20 LKKCWNNYVQGHCRK
DCD_HUMAN MRFMTLLFLTALAGALVCA 19 YDPEAASAPGSGNPC
DEF1_HUMAN MRTLAILAAILLVALQAQA 19 EPLQARADEVAAAPE
DKK1_HUMAN MMALGAAGATRVFVAMVAAALGGHPLLGVSA 31 TLNSVLNSNAIKNLP
DKK3_HUMAN MQRLGATLLCLLLAAAVPTAP 21 APAPTATSAPVKPGP
DKK4_HUMAN MVAAVLLGLSWLCSPLGA 18 LVLDFNNIRSSADLH
DLK_HUMAN MTATEALLRVLLLLLAFGHSTYG 23 AECFPACNPQNGFCE
DLL4_HUMAN MAAASRSASGWALLLLVALWQQRAAG 26 SGVFQLQLQEFINER
EDAR_HUMAN MAHVGDCTQTPWLPVLVVSLMCSARA 26 EYSNCGENEYYNQTT
EFA1_HUMAN MEFLWAPLLGLCCSLAAA 18 DRHTVFWNSSNPKFR
EFA4_HUMAN MRLLPLLRTVLWAAFLGSPLRGGSS 25 LRHVVYWNSSNPRLL



EFB1_HUMAN MARPGQRWLGKWLVAMVVWALCRLATP 27 LAKNLEPVSWSSLNP
EFB3_HUMAN MGPPHSGPGGVRVGALLLLGVLGLVSG 27 LSLEPVYWNSANKRF
EGFR_HUMAN MRPSGTAGAALLALLAALCPASRA 24 LEEKKVCQGTSNKLT
EPB1_HUMAN MALDYLLLLLLASAVAA 17 MEETLMDTRTATAEL
EPB6_HUMAN MVCSLWVLLLVSSVLA 16 LEEVLLDTTGETSEI
FCG1_HUMAN MWFLTTLLLWVPVDG 15 QVDTTKAVISLQPPW
FCGN_HUMAN MGVPRPQPWALGLLLFLLPGSLG 23 AESHLSLLYHLTAVS
FCN1_HUMAN MELSGATMARGLAVLLVLFLHIKNLPAQA 29 ADTCPEVKVVGLEGS
FCN3_HUMAN MDLLWILPSLWLLLLGGPACLKT 23 QEHPSCPGPRELEAS
FGFJ_HUMAN MRSGCVVVHVWILAGLWLAVAGRP 24 LAFSDAGPHVHYGWG
FGFL_HUMAN MDSDETGFEHSGLWVSVLAGLLLGACQA 28 HPIPDSSPLLQFGGQ
FGFN_HUMAN MLGARLRLWVCALCSVCSMSVLRA 24 YPNASPLLGSSWGGL
FGR4_HUMAN MRLLLALLGVLLSVPGPPVLS 21 LEASEEVELEPCLAP
FIG1_HUMAN MAPLALHLLVLVPILLSLVAS 21 QDWKAERSQDPFEKC
FK14_HUMAN MRLFLWNAVLTLFVTSLIG 19 ALIPEPEVKIEVLQK
FLR2_HUMAN MGLQTTKWPSHGAFFLKSWLIISLGLYSQVSKLLA 35 CPSVCRCDRNFVYCN
FRZB_HUMAN MVCGSPGGMLLLRAGLLALAALCLLRVPGARA 32 AACEPVRIPLCKSLP
FSA_HUMAN MVRARHQPGGLCLLLLLLCQFMEDRSAQA 29 GNCWLRQAKNGRCQV
FSL1_HUMAN MWKRWLALALALVAVAWVRA 20 EEELRSKSKICANVF
FSL3_HUMAN MRPGAPGPLWPLPWGALAWAVGFVSS 26 MGSGNPAPGGVCWLQ
FZD3_HUMAN MAMTWIVFSLWPLTVFMGHIGG 22 HSLFSCEPITLRMCQ
GDN_HUMAN MNWHLPLFLLASVTLPSIC 19 SHFNPLSLEELGSNT
GFR3_HUMAN MVRPLNPRPLPPVVLMLLLLLPPSPLPLAAG 31 DPLPTESRLMNSCLQ
GHRL_HUMAN MPSPGTVCSLLLLGMLWLDLAMA 23 GSSFLSPEHQRVQQR
GRAB_HUMAN MQPILLLLAFLLLPRADA 18 GEIIGGHEAKPHSRP
GRO_HUMAN MARAALSAAPSNPRLLRVALLLLLLVAAGRRAAG 34 ASVATELRCQCLQTL
HGFA_HUMAN MGRWAWVPSPWPPPGLGPFLLLLLLLLLLPRGFQP 35 QPGGNRTESPEPNAT
I10R_HUMAN MLPCLVVLLAALLSLRLGSDA 21 HGTELPSPPSVWFEA
I10S_HUMAN MAWSLGSWLGGCLLVSALG 19 MVPPPENVRMNSVNF
I17E_HUMAN MRERPRLGEDSSLISLFLQVVAFLAMVMGTHT 32 YSHWPSCCPSKGQDT
I17F_HUMAN MVKYLLLSILGLAFLSEAAA 20 RKIPKVGHTFFQKPE
I17R_HUMAN MGAARSPPSAVPGPLLGLLLLLLGVLAPGGAS 32 LRLLDHRALVCSQPG
I17S_HUMAN MSLVLLSLAALCRSAVP 17 REPTVQCGSETGPSP
I18B_HUMAN MRHNWTPDLSPLWVLLLCAHVVTLLVRA 28 TPVSQTTTAATASVR
I21R_HUMAN MPRGWAAPLLLLLLQGGWG 19 CPDLVCYTDYLQTVI
IBP3_HUMAN MQRARPTLWAAALTLLVLLRGPPVARA 27 GASSGGLGPVVRCEP
IBP7_HUMAN MERPSLRALLLGAAGLLLLLLPLSSS 26 SSSDTCGPCEPASCP
IL10_HUMAN MHSSALLCCLVLLTGVRA 18 SPGQGTQSENSCTHF
IL17_HUMAN MTPGKTSLVSLLLLLSLEAIVKA 23 GITIPRNPGCPNSED
IL19_HUMAN MKLQCVSLWLLGTILILCSVDNHG 24 LRRCLISTDMHHIEE
IL20_HUMAN MKASSLAFSLLSAAFYLLWTPSTG 24 LKTLNLGSCVIATNL
IL22_HUMAN MAALQKSVSSFLMGTLATSCLLLLALLVQGGAA 33 APISSHCRLDKSNFQ
IL24_HUMAN MNFQQRLQSLWTLARPFCPPLLATASQMQMVVLPCLGFTLLLWSQVSGAQG 51 QEFHFGPCQVKGVVP
INA5_HUMAN MALPFVLLMALVVLNCKSICS 21 LGCDLPQTHSLSNRR
INA6_HUMAN MALPFALLMALVVLSCKSSC 20 SLDCDLPQTHSLGHR
INL3_HUMAN MDPRLPAWALVLLGPALVFA 20 LGPAPTPEMREKLCG
INL4_HUMAN MASLFRSYLPAIWLLLSQLLRESLA 25 AELRGCGPRFGKHLL
INL5_HUMAN MKGSIFTLFLFSVLFAISEVRS 22 KESVRLCGLEYIRTV
INO1_HUMAN MALLFPLLAALVMTSYSPVGS 21 LGCDLPQNHGLLSRN
IRL1_HUMAN MGFWILAILTILMYSTAA 18 KFSKQSWGLENEALI
ITA7_HUMAN MAGARSRDPWGASGICYLFGSLLVELLFSRAVA 33 FNLDVMGALRKEGEP
JAM1_HUMAN MGTKAQVERKLLCLFILAILLCSLALG 27 SVTVHSSEPEVRIPE
JAM2_HUMAN MARRSRHRLLLLLLRYLVVALGYHKAYG 28 FSAPKDQQVVTAVEY
KLK3_HUMAN MWVPVVFLTLSVTWIGA 17 APLILSRIVGGWECE
LIA3_HUMAN MTSILTVLICLGLSLDPRTHVQA 23 GPLPKPTLWAEPGSV
LITA_HUMAN MAQTSSYFMLISCLMFLSQSQG 22 QEAQTELPQARISCP
LMP2_HUMAN MVCFRLFPVPGSGLVLVCLVLGAVRSYA 28 LELNLTDSENATCLY
LY6D_HUMAN MRTALLLLAALAVATGPALT 20 LRCHVCTSSSNCKHS
LY86_HUMAN MKGFTATLFLWTLIFPSCSG 20 GGGGKAWPTHVVCSD
MDP1_HUMAN MWSGWWLWSLVAVCTA 16 DFFRDEAERIMRDSP
MFA4_HUMAN MKALLALPLLLLLSTPPCAPQ 21 VSGIRGDALERFCLQ
MI2B_HUMAN MAHATLSAAPSNPRLLRVALLLLLLVAASRRAAG 34 ASVVTELRCQCLQTL
MIA_HUMAN MARSLVCLGVIILLSAFSGPGVRG 24 GPMPKLADRKLCADQ
MIME_HUMAN MKTLQSTLLLLLLVPLIKPA 20 PPTQQDSRIIYDYGT
MK_HUMAN MQHRGFLLLTLLALLALTSA 20 VAKKKDKVKKGGPGS
MOTI_HUMAN MVSRKAVAALLVVHVAAMLASQTEA 25 FVPIFTYGELQRMQE
MOXR_HUMAN MLCPWRTANLGLLLILTIFLVAEAEG 26 AAQPNNSLMLQTSKE
NEL2_HUMAN MESRVLLRTFCLIFGLGAVWG 21 LGVDPSLQIDVLTEL
NLG4_HUMAN MSRPQGLLWLPLLFTPVCVMLNSNVLLWLTALAIKFTLIDS 41 QAQYPVVNTNYGKIR
NMA_HUMAN MDRHSSYIFIWLQLELCAMA 20 VLLTKGEIRCYCDAA
NOV_HUMAN MQSVQSTSFCLRKQCLCLTFLLLHLLGQVAA 31 TQRCPPQCPGRCPAT



NP_003842.1 MAGLSRGSARALLAALLASTLLALLVSPARG 31 RGGRDHGDWDEASRL
NP_004741.1 MPAGRRGPAAQSARRPPPLLPLLLLLCVLGAPRAGSG 37 AHTAVISPQDPTLLI
NP_005445.1 MHLLLFQLLVLLPLGKT 17 TRHQDGRQNQSSLSP
NP_005673.2 MTPQSLLQTTLFLLSLLFLVQGAHG 25 RGHREDFRFCSQRNQ
NP_006399.1 MEKIPVSAFLLLVALSYTLA 20 RDTTVKPGAKKDTKD
NP_008925.1 MKMASSLAFLLLNFHVSLFLVQLLTPCSA 29 QFSVLGPSGPILAMV
NP_009199.1 MGILLGLLLLGHLTVDTYG 19 RPILEVPESVTGPWK
NP_036451.2 MARKLSVILILTFALSVTNPLHELKAAA 28 FPQTTEKISPNWESG
NP_036452.1 MGLHLRPYRVGLLPDGLLFLLLLLMLLADPALP 33 AGRHPPVVLVPGDLG
NP_037495.1 MRGANAWAPLCLLLAAATQLSRQ 23 QSPERPVFTCGGILT
NP_037504.1 MSRTAYTVGALLLLLGTLLPAAEG 24 KKKGSQGAIPPPDKA
NP_055127.2 MAELPGPFLCGALLGFLCLSGLA 23 VEVKVPTEPLSTPLG
NP_055247.1 MRAPGRPALRPLPLPPLLLLLLAAPWGRA 29 VPCVSGGLPKPANIT
NP_056208.1 MVYKTLFALCILTAGWRVQS 20 LPTSAPLSVSLPTNI
NP_056279.1 MLPPAIHFYLLPLACILMKSCLA 23 FKNDATEILYSHVVK
NP_057080.1 MFALGLPFLVLLVASVES 18 HLGVLGPKNVSQKDA
NP_057211.3 MAAACGPGAAGYCLLLGLHLFLLTAGPALG 30 WNDPDRMLLRDVKAL
NP_057276.2 MVLWESPRQCSSWTLCEGFCWLLLLPVMLLIVARPVKLAA 40 FPTSLSDCQTPTGWN
NP_057445.2 MITGVFSMRLWTPVGVLTSLAYCLHQRRVALA 32 ELQEADGQCPVDRSL
NP_057466.1 MLGQVVTLILLLLLKVYQGKG 21 CQGSADHVVSISGVP
NP_057525.1 MYLVAGDRGLAGCGHLLVSLLGLLLLLARSGTRA 34 LVCLPCDESKCEEPR
NP_057663.1 MSGGWMAQVGAWRTGALGLALLLLLGLGLGLEAAA 35 SPLSTPTSAQAAGPS
NP_059429 MSGSSLPSALALSLLLVSGSLLPGPGAA 28 QNEPRIVTSEEVIIR
NP_060479.1 MGTQEGWCLLLCLALSGA 18 AETKPHPAEGQWRAV
NP_060562.3 MALERLCSVLKVLLITVLVVEG 22 IAVAQKTQDGQNIGI
NP_064509.1 MSTKPDMIQKCLWLEILMGIFIAGTLS 27 LDCNLLNVHLRRVTW
NP_064510.1 MVMRPLWSLLLWEALLPITVTG 22 AQVLSKVGGSVLLVA
NP_064616.2 MEWWASSPLRLWLLLFLLPSAQG 23 RQKESGSKWKVFIDQ
NP_065139.1 MSAVLLLALLGFILPLPGVQA 21 LLCQFGTVQHVWKVS
NP_066969.1 MLKKPLSAVTWLCIFIVAFVSHPAWL 26 QKLSKHKTPAQPQLK
NP_067004.3 MAGSPTCLTLIYILWQLTGSAA 22 SGPVKELVGSVGGAV
NP_068742.1 MTPSPLLLLLLPPLLLGAFPPAAA 24 ARGPPKMADKVVPRQ
NP_071447.1 MWRCPLGLLLLLPLAGHLALG 21 AQQGRGRRELAPGLH
NP_077300.1 MRLPRRAALGLLPLLLLLPPAPEA 24 AKKPTPCHRCRGLVD
NP_079126.1 MALMLSLVLSLLKLGSG 17 QWQVFGPDKPVQALV
NP_079515.1 MIFLLLMLSLELQLHQIAA 19 LFTVTVPKELYIIEH
NP_079516.1 MLRRRGSPGMGVHVGAALGALWFCLTGA 28 LEVQVPEDPVVALVG
NP_085155.1 MGSRAELCTLLGGFSFLLLLIPGEG 25 AKGGSLRESQGVCSK
NP_110391.2 MLLWSLLVIFDAVTEQADS 19 LTLVAPSSVFEGDSI
NP_112191.2 MLPPPRPAAALALPVLLLLLVVLTPPPTGA 30 RPSPGPDYLRRGWMR
NP_114433.1 MASRSMRLLLLLSCLAKTGVLG 22 DIIMRPSCAPGWFYH
NP_115499.1 MLRMRVPALLVLLFCFRGRA 20 GPSPHFLQQPEDLVV
NP_116127.1 MKLGCVLMAWALYLSLGVLWVAQMLLA 27 ASFETLQCEGPVCTE
NP_116169.1 MALPPGPAALRHTLLLLPALLSSGWG 26 ELEPQIDGQTWAERA
NP_150279.1 MLRGTMTAWRGMRPEVTLACLLLATAGCFA 30 DLNEVPQVTVQPAST
NP_443112.1 MLLAWVQAFLVSNMLLAEAYG 21 SGGCFWDNGHLYRED
NP_443122.2 MAQGVLWILLGLLLWSDPGTA 21 SLPLLMDSVIQALAE
NP_443163.1 MLWLFQSLLFVFCFGPGNVVS 21 QSSLTPLMVNGILGE
NP_443164.1 MGLGARGAWAALLLGTLQVLALLGAA 26 HESAAMAETLQHVPS
NP_443194.1 MMPKHCFLGFLISFFLTGVAG 21 TQSTHESLKPQRVQF
NP_477521.1 MKFLAVLVLLGVSIFLVSAQ 20 NPTTAAPADTYPATG
NP_612464.1 MRPQGPAASPQRLRGLLLLLLLQLPAPSSA 30 SEIPKGKQKAQLRQR
NP_620411.1 MISLPGPLVTNLLRFLFLGLSALAPPSRA 29 QLQLHLPANRLQAVE
NP_620586.2 MMWTWALWMLPSLCKFSLA 19 ALPAKPENISCVYYY
NP_620587.1 MPLLTLYLLLFWLSGYSIA 19 TQITGPTTVNGLERG
NP_653216.1 MGSPGMVLGLLVQIWALQEASS 22 LSVQQGPNLLQVRQG
NP_659399.1 MGWTMRLVTAALLLGLMMVVTG 22 DEDENSPCAHEALLD
NP_659441.1 MFRLWLLLAGLCGLLA 16 SRPGFQNSLLQIVIP
NP_660316.1 MRLLVLLWGCLLLPGYEA 18 LEGPEEISGFEGDTV
NP_689551.1 MLTVALLALLCASASG 16 NAIQARSSSYSGEYG
NP_689992.1 MALKNKFSCLWILGLCLVATTS 22 SKIPSITDPHFIDNC
NP_703191.1 MPVPWFLLSLALGRSPVVLS 20 LERLVGPQDATHCSP
NP_740746.1 MATPRGLWALLLLLLLPTSG 20 QEKPTEGPRNTCLGS
NTG1_HUMAN MYLSRFLSIHALWVTVSSVMQPYPLVWG 28 HYDLCKTQIYTEEGK
NTRI_HUMAN MGVCGYLFLPWKCLVVVSLRLLFLVPTGVPVRS 33 GDATFPKAMDNVTVR
NXP3_HUMAN MQLTRCCFVFLVQGSLYLVICG 22 QDDGPPGSEDPERDD
OTOR_HUMAN MARILLLFLPGLVAVCA 17 VHGIFMDRLASKKLC
PA2Z_HUMAN MKLASGFLVLWLSLGGGLA 19 QSDTSPDTEESYSDW
PGDR_HUMAN MRLPGAMPALALKGELLLLSLLLLLEPQISQG 32 LVVTPPGPELVLNVS
PRK1_HUMAN MRGATRVSIMLLLVTVSDC 19 AVITGACERDVQCGA
PRK2_HUMAN MRSLCCAPLLLLLLLPPLLLTPRAGDA 27 AVITGACDKDSQCGG



PSCA_HUMAN MKAVLLALLMAGLALQPGTA 20 LLCYSCKAQVSNEDC
PTHY_HUMAN MIPAKDMAKVMIVMLAICFLTKSDG 25 KSVKKRSVSEIQLMH
Q6UXL0 MQTFTMVLEEIWTSLFMWFFYALIPCLLT 29 DEVAILPAPQNLSVL
Q8IZL7 MAAALFVLLGFALLGTHGASG 21 AAGFVQAPLSQQRWV
RISC_HUMAN MELALRRSPVPRWLLLLPLLLGLNAG 26 AVIDWPTEEGKEVWD
RT4R_HUMAN MKRASAGGSRLLAWVLWLQAWQVAAP 26 CPGACVCYNEPKVTT
SM4B_HUMAN MGLRSWLAAPWGALPPRPPLLLLLLLLLLLQPPPPTWA 38 LSPRISLPLGSEERP
SM6B_HUMAN MQTPRASPPRPALLLLLLLLGGAHG 25 LFPEDPPPLSVAPRD
SOST_HUMAN MQLPLALCLVCLLVHTAFRVVEG 23 QGWQAFKNDATEIIP
SPT1_HUMAN MAPARTMARARLAPAGIPAVALWLLCTLGLQGTQA 35 GPPPAPPGLPAGADC
SPT2_HUMAN MAQLCGLRRSRAFLALLGSLLLSGVLA 27 ADRERSIHDFCLVSK
SRG1_HUMAN MKLMVLVFTIGLTLLLGVQA 20 MPANRLSCYRKILKD
STC1_HUMAN MLQNSAVLLVLVISASA 17 THEAEQNDSVSPRKS
SY01_HUMAN MQIITTALVCLLLAGMWPEDVDS 23 KSMQVPFSRCCFSFA
SY07_HUMAN MKASAALLCLLLTAAAFSPQGLA 23 QPVGINTSTTCCYRF
SY15_HUMAN MKVSVAALSCLMLVAVLGSQA 21 QFINDAETELMMSKL
SY24_HUMAN MAGLMTIVTSLLFLGVCAHHIIPTGS 26 VVIPSPCCMFFVSKR
SY3L_HUMAN MQVSTAALAVLLCTMALCNQVLS 23 APLAADTPTACCFSY
SYC2_HUMAN MRLLILALLGICSLTAYIVEG 21 VGSEVSHRRTCVSLT
SZ07_HUMAN MSLRLDTTPSCNSARPLHALQVLLLLSLLLTALA 34 SSTKGQTKRNLAKGK
T10C_HUMAN MARIPKTLKFVVVIVAVLLPVLAYS 25 ATTARQEEVPQQTVA
T10D_HUMAN MGLWGQSVPTASSARAGRYPGARTASGTRPWLLDPKILKFVVFIVAVLLPVRVDS 55 ATIPRQDEVPQQTVA
T11B_HUMAN MNKLLCCALVFLDISIKWTTQ 21 ETFPPKYLHYDEETS
TFF1_HUMAN MATMENKVICALVLVSMLALGTLA 24 EAQTETCTVAPRERQ
TFF3_HUMAN MAARALCMLGLVLALLSSSSA 21 EEYVGLSANQCAVPA
TFPI_HUMAN MIYTMKKVHALWASVCLLLNLAPAPLNA 28 DSEEDEEHTIITDTE
TGR2_HUMAN MGRGLLRGLWPLHIVLWTRIAS 22 TIPPHVQKSVNNDMI
TIC2_HUMAN MRAPGCGRLVLPLLLLAAAALA 22 EGDAKGLKEGETPGN
TIE1_HUMAN MVWRVPPFLLPILFLASHVGA 21 AVDLTLLANLRLTDP
TIE2_HUMAN MDSLASLVLCGVSLLLSGTVEG 22 AMDLILINSLPLVSD
TIM1_HUMAN MAPFEPLASGILLLLWLIAPSRA 23 CTCVPPHPQTAFCNS
TL19_HUMAN METRPRLGATCLLGFSFLLLVISSDG 26 HNGLGKGFGDHIHWR
TLR1_HUMAN MTSIFHFAIIFMLILQIRIQLSEE 24 SEFLVDRSKNGLIHV
TLR3_HUMAN MRQTLPCIYFWGGLLPFGMLCAS 23 STTKCTVSHEVADCS
TLR4_HUMAN MMSASRLAGTLIPAMAFLSCVRP 23 ESWEPCVEVVPNITY
TLR5_HUMAN MGDHLDLLLGVVLMAGPVFG 20 IPSCSFDGRIAFYRF
TNR5_HUMAN MVRLPLQCVLWGCLLTAVHP 20 EPPTACREKQYLINS
TNR7_HUMAN MARPHPWWLCVLGTLVGLS 19 ATPAPKSCPERHYWA
TNR9_HUMAN MGNSCYNIVATLLLVLNFERTRS 23 LQDPCSNCPAGTFCD
TR14_HUMAN MEPPGDWGPPPWRSTPKTDVLRLVLYLTFLGAPCYAPA 38 LPSCKEDEYPVGSEC
TR18_HUMAN MAQHGAMGAFRALCGLALLCALSLG 25 QRPTGGPGCGPGRLL
TR19_HUMAN MALKVLLEQEKTFFTLLVLLGYLSCKVTC 29 ESGDCRQQEFRDRSG
TRLT_HUMAN MKPSLLCRPLSCFLMLLPWPLATLT 25 STTLWQCPPGEEPDL
UGR2_HUMAN MKLAALLGLCVALSCSSARA 20 FLVGSAKPVAQPVAA
UR2_HUMAN MYKLASCCLLFIGFLNPLLS 20 LPLLDSREISFQLSA
VCA1_HUMAN MPGKMVVILGASNILWIMFAASQA 24 FKIETTPESRYLAQI
VEGA_HUMAN MNFLLSWVHWSLALLLYLHHAKWSQA 26 APMAEGGGQNHHEVV
VEGC_HUMAN MHLLGFFSVACSLLAAALLPGPREAPAAAAA 31 FESGLDLSDAEPDAG
VGR3_HUMAN MQRGAALCLRLWLCLGLLDGLVSG 24 YSMTPPTLNITEESH
WSP2_HUMAN MRGTPKTHLLAFSLLCLLSKVRT 23 QLCPTPCTCPWPPPR
XP_059401 MLPPMALPSVSWMLLSCLILLCQVQG 26 EETQKELPSPRISCP
XP_086156 MEAPGPRALRTALCGGCCCLLLCAQLAVA 29 GKGARGFGRGALIRL
XP_113683 MQQRGAAGSRGCALFPLLGVLFFQGVYIVFS 31 LEIRADAHVRGYVGE
XP_166510 MMLHSALGLCLLLVTVSSNLA 21 IAIKKEKRPPQTLSR
XP_166856 MLLISLLLAAGLMHSDA 17 GTSCPVLCTCRNQVV
XP_171078 MALGVPISVYLLFNAMTALTEE 22 AAVTVTPPITAQQGN
XP_208606 MMVALRGASALLVLFLAAFLPPPQCTQD 28 PAMVHYIYQRFRVLE
XP_208962 MERGAGAKLLPLLLLLRATGFTCA 24 QTDGRNGYTAVIEVT
XP_209141 MKVLISSLLLLLPLMLMSMVSS 22 SLNPGVARGHRDRGQ
XP_291069 MARMSFVIAACQLVLGLLMTSLTES 25 SIQNSECPQLCVCEI
ZA2G_HUMAN MVPVLLSLLLLLGPAVP 17 QENQDGRYSLTYIYT

The SwissProt accessions are preferentially used when multiple accessions from different data sources are available.


