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Total number of non-redundant full sequences 321

(A-conotoxin superfamily 63; M-conotoxin superfamily 48;O-conotoxin superfamily 95; T-conotoxin superfamily 55; Negative dataset 60)

----------------------------------------------------------------------------------------

A-conotoxin superfamily

Non-redundant full sequences (63)

>A6M938 | CA110_CONLE 

VVLGPASDGRNAAANVKAPDLIALTVRNDCCHNAPCRNNHPGICG

>P0CAQ4 | CA11A_CONAH 

MGMRMMFTLFLLVVLTTTVVSYPSDSASDGRDDEAKDERSDMYELKRNGRCCHPACGKHFNCGR

>Q6PTD7 | CA11A_CONQU 

MGMRMMFTMFLLVVLAITVVSFTSDHASDGRNTAANDKASNLMALRDECCPDPPCKASNPDLCDWRS

>P0CAQ8 | CA14A_CONQU 

SDGRNTAANDKASDLMALRDGCCSNPSCSVNNPDICGGGR

>P0CAQ6 | CA16A_CONLE 

MGMRMMFIIFLFVVLATTVVSFTSGRASDGRNAPANNKVSDLIRQFCCGHYDCDFIPNVC
G

>P0CAQ7 | CA16B_CONLE 

VVLGPASDGRNAAANNKASDLIRQICCGYGDCGFVPNVCV

>P0CAQ2 | CA43A_CONAH 

SDFRNAAVHERQKELVVTATTTCCGYNPMTSCPRCMCDSSCNKKKKPGRRND

>P0C8U6 | CSG11_CONPL 

MRCLAFLVVTLLLFTATATTGASNGMNAAASGEAPDSISLAVRDDCCPDPACRQNHPELC
STR

>P86261 | CXA01_CONTE 

GCCSRPPCIANNPDIC

>P0CB07 | CXA11_CONAJ 

MFTVFLLVVLATTVVSFTSDRAFRGRNAAAKASGLVGLTDKRQECCSYPACNLDHPELCG

>Q6PTD5 | CXA11_CONLE 

MGMRMMFIMFMLVVLATTVVTFTSDRALDAMNAAASNKASRLIALAVRGCCARAACAGIHQELCGGGR

>A0SE60 | CXA11_CONPL 

MGMRMMFTVFLLVVLATTVVSFTSDRTSDGRNAAFNAFDLIALTARQNCCNVPGCWAKYKHLCGRKR

>P0C1W4 | CXA11_CONST 

MGMRMMFTVFLLVVLAITVVSFPLDRESDGANAEARTHDHEKHALDRNGCCRNPACESHR

CG

>P0C1W0 | CXA12_CONCB 

MGMRMMFTVFLLVVLATTVVSFTSDRASEGRNAAAKDKASDLVALTVRGCCAIRECRLQNAAYCGGIY

>Q6PTD4 | CXA12_CONLE 

MGMRMMFTVFLLVVLATTVVSFTSDRAFDGRNAAASDKASDLISLAVRGCCSHPACSVNN
PYFCGGKR

>A6M934 | CXA12_CONMR 

MGMRMMFTVFLLVVLATTVVSFTSDRGSDGRNAAAKDKASDLVALTVKGCCSNPPCYANNQAYCNGRR

>A1X8D8 | CXA12_CONPL 

LDGRNAAADFETSDLLAMTIRGGCCSYPPCIANNPLCGGKR

>Q6PTD6 | CXA12_CONQU 

MGMRMMFTVFLLVALATTVASFTLDRASNGRNAAADDKPSDWIALAIKQCCANPPCKHVNCR

>P0C1Y2 | CXA13_CONBN 

MGMRMMFTVFLLVVLATAVLPVTLDRASDGRNAAANAKTPRLIAPFIRDYCCHRGPCMVWCG

>Q2I2R6 | CXA13_CONLT 

MGMRMMFTMFLLVVLTTTVVSFNLDRESNHENRRTSNQITRGMWDECCDDPPCRQNNMEHCPAS

>A0SE59 | CXA13_CONMR 

MGMRMMFTMCLLVVLATTVISFTSDRASNGRNAAAKDKASDLNALNVRGCCSHPACRVHYPHVCYGRR

>A1X8D9 | CXA13_CONPL 

SDGRNAGADRKGFGLISQMFKLSCCADPACKHTPGC

>P0C8U3 | CXA14_CONBR 

ITCCTRGTCAQHC

>P0C8U8 | CXA14_CONPL 

MFTVFLLVVLATTVVSFPSDRDPASNHENSKGSNRNAWFTPEECCAAPACRGMILEFCLA
GEAFAAALDGFRRLPYRLSSE

>A1X8D0 | CXA15_CONQU 

SDGRNAAADDKASDLIGLAVRGCCSNPACSVNHPELCGRRR

>P0C8V0 | CXA16_CONPL 

MFTVFLLVVLVTTVVFSTSDHRPASNHENRRASKRISEMTWEECCTNPVCRQHYMHYC

>A1X8D1 | CXA16_CONQU 

FDGRNAAASDKASELMALAVRGCCSNPTCAGNNGNICG

>P69658 | CXA1A_CONPU 

SDGRDAAANDKATDLIALTARRDPCCSNPVCTVHNPQICG

>P0C1D0 | CXA1A_CONRE 

SNKRKNAAMLDMIAQHAIRGCCSDPRCRYRCR

>P0C1V7 | CXA1B_CONAN 

GGCCSHPACAANNQDYC

>P0C1W2 | CXA1B_CONMA 

NGRCCHPACARKYNC

>P0C351 | CXA1B_CONPU 

QSPGCCWNPACVKNRC

>P85009 | CXA1B_CONRE 

GCCSDPRCKHQC

>P85012 | CXA1F_CONRE 

DYCCRRPPCTLIC

>P69657 | CXA1_CONBU 

MFTVFLLVVLTTTVVSFPSDRASDGRNAAANDKASDVVTLVLKGCCSTPPCAVLYCGRRR

>P56973 | CXA1_CONCN 

GRCCHPACGKYYSC

>P56638 | CXA1_CONEP 

GCCSDPRCNMNNPDYC

>P50982 | CXA1_CONER 

RDPCCYHPTCNMSNPQIC

>P50983 | CXA1_CONIM 

IVRRGCCSDPRCAWRCG

>P0C901 | CXA1_CONLE 

LTLDRASDDTDVAAEIMSGLIALAIDSCCSDSDCNANHPDMCS

>P85886 | CXA1_CONSP 

MGMRMMFTVFLLVVLATTVVSFTSDSAFDSRNVAANDKVSDMIALTARRTCCSRPTCRMEYPELCGGRR

>Q9XZK6 | CXA1_CONTE 

MGMRMMFVVFLLVVLASTVVSSTSGRRAFHGRNAAAKASGLVSLTDRRPECCSDPRCNSSHPELCGGRR

>P56640 | CXA2_CONAL 

MFTVFLLVVLATTVVSFTSDRASDGRKDAASGLIALTMKGCCSYPPCFATNPDCGRRR

>Q8I6R5 | CXA2_CONIM 

IVRRACCSDRRCRWRCG

>P56636 | CXA2_CONMA 

MGMRMMFTVFLLVVLATTVVSFPSDRASDGRNAAANDKASDVITLALKGCCSNPVCHLEHSNLCGRRR

>P56641 | CXA3_CONAL 

GCCSYPPCFATNSGYC

>P58782 | CXA4A_CONER 

GCCGPYPNAACHPCGCKVGRPPYCDRPSGG

>P0C1W9 | CXA4A_CONPR 

CCGVPNAACHPCVCTGKC

>P55963 | CXA4A_CONPU 

GCCGSYPNAACHPCSCKDRPSYCGQ

>P0C1W8 | CXA4B_CONOB

CCGVPNAACPPCVCNKTCG

>P01519 | CXAA_CONGE 

ECCNPACGRHYSCGK

>P50984 | CXAA_CONPE 

GCCSLPPCAANNPDYC

>Q86RB2 | CXAC_CONGE 

SDGRNDAAKAFDLISSTVKKGCCSHPACAGNNQHICGRRR

>P0C8R2 | CXAI_CONAE 

SDGRNVAAKAFHRIGRTIRDECCSNPACRVNNPHVCRRR

>A1X8B8 | CXAP1_CONQU 

MGMRMMFTMFLLVVLATTVVSINLDHAFDGRNAAANNKATDLMARTVRRFCSDPPCRISNPESCGWEP

>P28879 | CXAS2_CONST 

MGMRMMFTVFLLVVLATTVVSFPSDRASDGRDDEAKDERSDMHESDRNGRGCCCNPACGPNYGCGTSCSRTL

>P28878 | CXASA_CONST 

YCCHPACGKNFDC

>P0C8V4 | CXAVN_CONVE 

GGCCSYPPCAVSNPQHC

>A3DT44 | CXK42_CONAH 

FDGRNAAVNERAPWMVVTATTNCCGYTGPACHPCLCTQSCG

>P0C829 | CXK42_CONST 

MGMRMMFTVFLSVVLATTVVSTPSDRASDGRNAAVHERQKELVPSVITTCCGYDPGTMCP
PCRCTNSCPTKPKKPGRRND

>P0C830 | CXK43_CONST 

QKELVPSKTTTCCGYSPGTMCPSCMCTNTCPPQK

>P0C1X1 | CXK4A_CONMA 

MGMRMMFTVFLLVVLATTVVSIPSDRASDGRNAVVHERAPELVVTATTNCCGYNPMTICP
PCMCTYSCPPKRKPGRRND

>P0C2C5 | CXKPE_CONPU 

DCCGVKLEMCHPCLCDNSCKNYGK

-------------------------------------------------------------------------------------------------

M-conotoxin superfamily

Non-redundant full sequences (48)

>P58623 | CX1A_CONBE 

CCKQSCTTCMPCCW

>P58624 | CX1B_CONBE 

CCELPCHGCVPCCWP

>P58841 | CX3A_CONQU 

CCSQDCLVCIPCCPN

>P69769 | CXK3K_CONRA 

MSKLGVLLTICLLLFPLTALPMDGDQPVDRLAERMQDNISSEQHTFFEKRLPSCCSLNLR
LCPVPACKRNPCCTG

>Q9BPJ1 | CXM01_CONTE

MMSKLGVLLITCLLLFPLTAVPLDGDQPADQPAERLQDDISSENHPFFDPVKRCCRLLCL
SCNPCCG

>P86260 | CXM1_CONTE 

GCCGAFACRFGCTPCC

>Q9BPI0 | CXM2_CONTE 

MLKMGVVLFIFLVLFPLATLQLDADQPVERYAENKQLLNTDERREIILSALRTRVCCPFG
GCHELCQCCEG

>Q5I2P0 | CXM31_CONLE 

MLKMGVLLFIFLVLFPLTTLELDTDRPVERHAAIKQDLKPQERRGIRLHAPRDECCEPQW
CDGACDCCS

>Q5EHP1 | CXM31_CONQU 

MLKMGVVLFTFLVLFPLATLQLDADQPAARYAENKQDLNPNERKEMMLSALRQRACCDPDWCDAGCYDGCC

>P0C1N6 | CXM31_CONTE 

MLKMGVVLFIFLVLFPLATLQLDADQPVERYAENKQLLNPDERREILLPALRKFCCDSNW
CHISDCECCYG

>Q5EHP4 | CXM32_CONLE 

MLKMGVVLFTFLVLFPLATLQLDADQPVERYAENKQDLNPNERMKMIMSALGQRRCCISP
ACHEECYCCQ

>P0C1N2 | CXM33_CONMR 

MSRLGVLLTICLLLFPLTAVPLDGDQPADRPAERLQDDISSEHHPHFDSGRECCGSFACR
FGCVPCCV

>Q2I2Q2 | CXM34_CONLT 

MLKMGVLLFTFLVLFPLAMFQLDADQPVERYAENKQDLNRDERMKIMLSALRQRQCCDWEWCDELCSCCW

>Q2I2Q1 | CXM35_CONLT 

MMSKLGALLTICLLLFPLTAVPLDGDQPLDRHAERMHDGISPKRHPWFDPVKRCCKVQCE
SCTPCC

>P0C1N4 | CXM35_CONMR 

MSKLGVLLTICLLLFPLTALPLDGDQPADQRAERTQAEKHSLPDPRMGCCPFPCKTSCTT
LCCG

>P0C1N7 | CXM35_CONTE 

MSKLGVLLTICLLLFPLTALPLDGDQPADQAAERMQAEQHPLFDQKRRCCKFPCPDSCRY
LCCG

>Q5EHP2 | CXM38_CONMR 

MLKMGVVLFIFLVLFPLATLQLDADQPVERYAKNKQLFNPHKRRGIILRAPGKRCCHWNW
CDHLCSCCGS

>P0C1T9 | CXM3A_CONCN 

GRCCDVPNACSGRWCRDHAQCC

>P0C1U1 | CXM3A_CONCT 

GRCCEGPNGCSSRWCKDHARCC

>P01523 | CXM3A_CONGE 

MSKLGVLLTICLLLFPLTALPMDGDEPANRPVERMQDNISSEQYPLFEKRRDCCTPPKKC
KDRQCKPQRCCAGR

>P0C195 | CXM3A_CONKI 

CCNCSSKWCRDHSRCCGR

>P58925 | CXM3A_CONPU 

MSKLGVLLTICLLLFPITALPMDGDQPADRLAERMQDNISSEEHPFEKRQRLCCGFPKSC
RSRQCKPHRCCGR

>P60207 | CXM3A_CONSE 

PLFDKRQRCCNGRRGCSSRWCRDHSRCCGRR

>Q86DU6 | CXM3A_CONST 

MMSKLGVLLTVCPLLFPLTALPPDGDQPADRPAERMQDDISSDEHPLFDKRQNCCNGGCS
SKWCRDHARCCGR

>Q9BH73 | CXM3A_CONTE 

MLKMGVVLFIFLVLFPLATLQLDADQPVERYAENKQLLSPDERREIILHALGTRCCSWDV
CDHPSCTCCG

>P0C350 | CXM3A_CONTU 

RHGCCKGPKGCSSRECRPQHCC

>P0C1U0 | CXM3B_CONCN 

QGCCGEPNLCFTRWCRNNARCCRQQ

>P01524 | CXM3B_CONGE 

RDCCTPPRKCKDRRCKPMKCCA

>P0C1N0 | CXM3B_CONMR 

SKQCCHLAACRFGCTPCCW

>P0C8V3 | CXM3B_CONSR 

QKCCTGKKGSCSGRACKNLRCCA

>P0C1N8 | CXM3B_CONTE 

MSKLGALLTICLLLFSLTAVPLDGDQHADQPAQRLQDRIPTEDHPLFDPNKRCCPPVACN
MGCKPCCG

>C1J5M7 | CXM3C_CONBU 

MMSKLGVLLTICLLLFPLFALPQDGDQPADRPAERMQDDLSSEQHPLFEKRIVDRCCNKG
NGKRGCSRWCRDHSRCCGRR

>P0C424 | CXM3C_CONMR 

CCAPSACRLGCRPCCR

>P58846 | CXM3C_CONTE 

MFKLGVLLTICLLLFSLNAVPLDGDQPADQPAERLLDDISFENNPFYDPAKRCCRTCFGC
TPCCG

>P0C1N5 | CXM3G_CONMR 

MSKLGVLLTICLLLFALTAVPLDGDQPADRPAERMQDDISSERHPMFDAVRDCCPLPACP
FGCNPCCG

>Q9BPJ7 | CXM3_CONTE 

MSKLGALLIICLLLFPLTAVPMDGDQPADRPAERMQDDISFEQHPMFDATRRCCNAGFCR
FGCTPCCY

>P58926 | CXM4A_CONPE 

CCKYGWTCLLGCSPCGC

>P86263 | CXM5_CONTE 

GCCHPSTCHVRKGCSRCCS

>P85016 | CXMA_CONRE 

GCCPPQWCGPDCTSPCC

>P85018 | CXMF_CONRE 

GCCPFPACTHTIICRCC

>P85019 | CXMG_CONRE

CCMALCSRYHCLPCC

>P85020 | CXMH_CONRE 

GCCSPWNCIQLRACPCCPN

>P85022 | CXMK_CONRE 

KCCMRPICMCPCCIGAG

>P85023 | CXML_CONRE 

RCCPMPGCFAGPFCPCCPP

>P0C7I1 | CXP3E_CONPI 

MSKLGVLLTICLLLFPITALPVDGDQPADRPVERMQDNISSEQHPFFEKRAARCCTYHGS
CLKEKCRRKYCCGR

>P56529 | CXP3E_CONPU 

MSKLGALLTICLLLFPITALLMDGDQPADRPAERMDYDISSEVHRLLERRHPPCCMYGRC
RRYPGCSSASCCQGG

>P60245 | CXP3F_CONPU 

GPPCCLYGSCRPFPGCYNALCCRK

>Q9BH51 | TXM11_CONTS 

MLKMGVVLFVFLVLFPLATLQLDADQPVERYAENKQLVSPYERRQIILHALGQRQCCDWQWCDGACDCCA

--------------------------------------------------

O-conotoxin superfamily

Non-redundant full sequences (95)

>P0C833 | CX610_CONST 

MKLTCVLIIAVLFLTACQLATAKTYSKGRQKHRALRSTDKNIKLTRRCTPDDGACAEPVQ
CCSTFCNPVTNMCIDWLGIGLSRSVL

>P0C834 | CX611_CONST 

MEKLTILLLVAAVLMSTQALIQGGLDERQKAKSNFFSKRKSNAESWWEGECRTWNAPCSF
TSQCCFGKCAHHRCIAW

>P58843 | CX6A_CONQU 

DQSCPWCGFTCCLPNYCQGLTCTVI

>P69759 | CX6B_CONVC 

MKLTCMMIVAVLFLTANTFVTADDSGNGMENLFPKAGHEMENLEASNRGKPCHEEGQLCDPFLQNCCLGWNCVFVCI

>P69760 | CX6C_CONVC 

MKLTCVMIVAVLFLTANTFATADDPRNGLRDLFSIAHHEMKNPEASKLNEKCYGFGEACL
VLYTDCCGYCVLAVCL

>P69762 | CX6E_CONVC 

MKLTCMVIVAVLFLTANTFVTADDSGNGLENLFSKAHHEIKNPEASNLNKRCIPFLHPCT
FFFPDCCNSICAQFICL

>P69763 | CX6F_CONVC 

MKLTCMVIVAVLFLTANTFVTAVPHSSNALENLYLKAHHEMNNPKDSELNKRCYDGGTGCDSGNQCCSGWCIFVCL

>P24160 | CX7A_CONTE /CGGYSTYCEVDSECCSDNCVRSYCTLF

CGGYSTYCEVDSECCSDNCVRSYCTLF

>P58923 | CX7A_CONTU 

SCSGRDSRCPPVCCMGLMCSRGKCVSIYGE

>P58804 | CXBW_CONRA 

WATIDECEETCNVTFKTCCGPPGDWQCVEACPV

>P58845 | CXCV_CONTE 

NCPYCVVYCCPPAYCEASGCRPP

>P0C8V5 | CXD61_CONAH 

MKLTCVVIVAVLFLTAWTFVMADDSRYGLKDLFPKARHEMKNPEASKLNKRDECFSPGTF
CGIKPGLCCSAWCYSFFCLTLTF

>P0C8V7 | CXD63_CONAH 

MKLTCVMIVAVLFLTAWTFVTADDSRNGLENLSPKARHEMKNPEASKSNKRYECYSTGTF
CGVNGGLCCSNLCLFFVCLFS

>P60179 | CXD66_CONAA 

CKQAGESCDIFSQNCCVGTCAFICIE

>P69748 | CXD6A_CONAI 

DGCSNAGAFCGIHPGLCCSEICIVWCT

>P69749 | CXD6A_CONBU 

DECSAPGAFCLIRPGLCCSEFCFFACF

>P60513 | CXD6A_CONER 

DDCIKPYGFCSLPILKNGLCCSGACVGVCADL

>Q9TWM7 | CXD6A_CONGL 

VKPCRKEGQLCDPIFQNCCRGWNCVLFCV

>P58913 | CXD6A_CONPU 

MKLTCVMIVAVLFLTAWTFVTADDSKNGLENHFWKARDEMKNREASKLDKKEACYAPGTFCGIKPGLCCSEFCLPGVCFGG

>P18511 | CXD6A_CONTE 

MKLTCMMIVAVLFLTAWTFATADDPRNGLGNLFSNAHHEMKNPEASKLNKRWCKQSGEMCNLLDQNCCDGYCIVLVCT

>P69754 | CXD6B_CONMA 

EACYNAGSFCGIHPGLCCSEFCILWCITFVDS

>P69755 | CXD6C_CONMA 

DECYPPGTFCGIKPGLCCSAICLSFVCISFDF

>Q9XZK5 | CXD6E_CONST 

MKLTCVMIVAVLFLTTWTFVTADDSRYGLKNLFPKARHEMKNPEASKLNKRDGCSSGGTFCGIHPGLCCSEFCFLWCITFID

>P56710 | CXD6_CONNI

SKCFSPGTFCGIKPGLCCSVRCFSLFCISFE

>P58922 | CXG6_CONTE 

GMWGECKDGLTTCLAPSECCSEDCEGSCTMW

>P0C1C8 | CXG7A_CONAF 

TCKQKGEGCSLDVECCSSSCKPGGPLFDFDC

>P0C1C9 | CXG7A_CONDE 

ACKPKNNLCAITEMAECCSGFCLIYRCS

>P56711 | CXG7A_CONPE 

DCTSWFGRCTVNSECCSNSCDQTYCELYAFPS

>P15472 | CXGS_CONGE 

ACSGRGSRCPPQCCMGLRCGRGNPQKCIGAHEDV

>P56633 | CXK7A_CONPU 

MKLTCVVIVVVLFLTACQLITADDSRRTQKHRALRSTTKLSLSTRCRIPNQKCFQHLDDC
CSRKCNRFNKCV

>P18512 | CXKK1_CONTE 

MKLTCMMIVAVLFLTAWTFATADDSSNGLENLFSKAHHEMKNPEASKLNKRCIEQFDPCE

MIRHTCCVGVCFLMACI

>Q26443 | CXMB_CONMR 

MKLTCMMIVAVLFLTAWTLVMADDSNNGLANHFLKSRDEMEDPEASKLEKRACSKKWEYCIVPILGFVYCCPGLICGPFVCV

>Q9BPA9 | CXO06_CONTE 

MEKLTILLLVAAVLTSTQALIQGGGDERQKAKINFLSRSDRDCRGYDAPCSSGAPCCDWW
TCSARTNRCF

>Q5K0C4 | CXO10_CONCE 

MKLTCVLIVVVLFLTACQLITTDDSTGKQRYQAWKLRSKMQNSVLSRLSKRCDEEGTGCS
SDSECCSGRCTPEGLFEFCE

>Q5K0C5 | CXO10_CONVR 

MKLTCVLIITVLFLTASQLITADYSRDQRQYRAVRLGDEMRNFKGARDCGGQGEGCYTQP
CCPGLRCRGGGTGGGACQL

>Q5K0D6 | CXO12_CONST 

MKLTCVVIVAVLLLTACQLITADDSRGTQKHRSLRSTTKVSKATDCIEAGNYCGPTVMKI
CCGFCSPYSKICMNYPKN

>Q5K0D5 | CXO15_CONST 

MKLTCVVIVAVLLLTACQLITAEDSRGTQKHRTLRSTARRSKSELTTRCRPSGSPCGVTS
ICCGRCSRGKCT

>Q9XYZ0 | CXO1A_CONPL 

MKLTCVMIVAVLFLTAWTFVTADSIRALEDLFAKAPDEMENSGASPLNERDCRPVGQYCG
IPYEHNWRCCSQLCAIICVS

>Q5K0B8 | CXO1_CONIM 

MKLTCMMFVAVLFLTASVFITADDSRNGIENLPRMRRHEMKNPKASKLNKRQCRVEGEIC
GMLFEAQCCDGWCFFVCM

>P0C902 | CXO1_CONLE 

MKLTCMMLVAVLFLTAWTFVTANVSRNGLENLFPEERHEMMNPEAAKLNNRDCVKAGTACGFPKPEPACCSSWCIFVCT

>Q9XZK8 | CXO1_CONTE 

MKLTCVVIVAVLFLTVWTFATADDSGNGLEKLFSNAHHEMKNPEASKLNERCLDAGEVCD
IFFPTCCGYCILLFCA

>Q9XYZ1 | CXO2A_CONPL 

MKLTCVVIVAVLFLTACQLITAETYSRGEQKHRALSSTDKNSKLTRTCNTPTQYCTLHRH
CCSLYCHKTIHACA

>P0C903 | CXO2_CONLE 

MKLTCVLIIAVLFLTACQLVTADYSGDEQQYRAMRLIDAMRNFGDTRSCGRRGKPCPCCR
GFRCTGSFCRKWQ

>Q3YED5 | CXO32_CONMR 

MKLTCVIVAVLFLTAWTFVTADDSGNGLENLFSKAHHEMKNPKDSKLNKRCLDGGEICGI
LFPSCCSGWCIVLVCA

>Q3YEF1 | CXO34_CONMR 

MKLTCVIVAVLFLTAWTFVMADDPRDGPDTAVRGGKRFWKARNEMNSAASKLNKRECLEADYYCVLPFVGNGMCCSGICVFVCIAQKY

>Q3YED6 | CXO37_CONMR 

MKLTCMMIVAVLFLTAWTFVTAVPHSSDVLENLYLKALHETENHEASKLNVRDDECEPPG
DFCGFFKIGPPCCSGWCFLWCA

>Q5K0C0 | CXO3_CONIM 

MKLTCMMIVAVLFLTASIFITADNSRNGIENLPRMRRHEMKKPKASKLNKRGCLPDEYFC
GFSMIGALLCCSGWCLGICMT

>P0C904 | CXO3_CONLE 

MKLTCVVIVAVLFLTACQLATADISGGMRKHRALRSTTKLSRSPFDCSSPGAFCGLVPCC
DSCNVLGRCGSGLHV

>Q5K0D7 | CXO3_CONST 

MKLTCVVIVAVLLLTACQLITADDSRGTQEHRALRSDTKLSMLTLRCESYGKPCGIYNDC
CNACDPAKKTCT

>Q3YEG4 | CXO41_CONMI 

MKLTCVLIITVLFLTACQLTTAVTYSRGEHKHRALMSTGTNYRLPKTCRSSGRYCRSPYD
CCRRYCRRITDACV

>Q3YEG7 | CXO42_CONBE 

MKLTCVLIIAVLFLTACQLATAKTYSTGRQKHRALRSTDKNIKLSRRCNDPGGSCTRHYH
CCQLYCNKQESVCLENEPAF

>Q3YEG6 | CXO42_CONLI 

MKLTCVLIIAVLFLTASQLITADYSRDKQEYGAERLRDAMGKFKGSRSCGHSGAGCYTRP
CCPGLHCSGGHAGGLCV

>Q3YEG3 | CXO42_CONMI 

MKLTCALIVAMLLLTACQLITTDDFRGRQQYRTARSRTKMQNYKIFRLTKRCDAPNAPCE
KFDNDCCDACMLREKQQPICAV

>Q3YEF4 | CXO51_CONMR 

MQKLTILLLVAAVLLSTQALNQEKRPKEMINVLSKGKTNAERRKRQCEDVWMPCTSNWECCSLDCEMYCTQIG

>Q3YEF8 | CXO53_CONLI 

MEKLTSLLLVAALLMLTQTLIQGGGEDRPNKKFLQKIKSTAKRECTAPSGYCDYPEECCE
VECGRHYCDWWY

>Q3YEF9 | CXO54_CONBE 

MEKLTILLLVAAVLMSTQALIQSDGEKRQQAKINFLSXRKSTAESWWEGECKGWSVYCSWDWECCSGECTRYYCELW

>Q9XZL2 | CXO5_CONTE 

MKLTCMVIVAVLFLTAWTFVTAITSNGLENLFPNAHHEMKNPEASKLNKRCVPYEGPCNW
LTQNCCDATCVVFWCL

>Q2I2R4 | CXO61_CONLT 
MKLTCVLIIAVLFLMDNQLITADYPRDEQVYRAVRLRDAMQKSKGSGSCAYISEPCDILP
CCPGLKCNEDFVPICL

>P0CB10 | CXO62_CONAJ 

MKLTCVMIIAVLFLTAWTFATADDSGNGLENLFSKAHHEMKNPKASKLNKRCTQSGELCD
VIDPDCCNNFCIIFFCI

>Q2I2R3 | CXO62_CONLT 

MKLTRVLIIAVLFLTAYQLTTVETYSRGKWMHRALRSTGKNPKVTRECSSPDESCTYHYN
CCQLYCNKEENVCLENSPEV

>Q2I2R2 | CXO63_CONLT 

MKLTSVVIVAVLFLAACQLTTSDGSRGTWKDRAVRSITKVSMLRWPCKVAGSPCGLVSEC
CGTCNVLRNRCV

>Q2I2R1 | CXO64_CONLT 

MKLTCVPIVAMLFLMACQLITADYSREKHGYSAEKSSDKIQDSFYSKLTKRCTDEGGDCD
PGNHNCCRGSCLVLQHKAVCGILYTMVSR

>P0C832 | CXO67_CONST 

KSTSCMEAGSYCGSTTRICCGYCAYSASKNVCDYPSN

>P58917 | CXO6A_CONCT 

MKLTCVVIVAMLLLTACQLITANDSRGTQKHRALRSDTKLSMSTRCKSTGASCRRTSYDC
CTGSCRSGRCG

>P56712 | CXO6A_CONPE 

GCLEVDYFCGIPFANNGLCCSGNCVFVCTPQ

>P58914 | CXO6A_CONRA 

CKPPGSPCRVSSYNCCSSCKSYNKKCG

>Q86RA3 | CXO6A_CONVX 

MKLTCVLIIAVLFLTAYQLATAASHAKGKQKHRALRPADKHFRFTKRCNNRGGGCSQHPH
CCSGTCNKTFGVCL

>P58918 | CXO6B_CONCT 

CKGKGASCRKTMYDCCRGSCRSGRC

>Q8IS41 | CXO6B_CONVX 

MNLACVLIVAVLFLTASQLATAASYARDKQEYPAVRSSDEMQDSEDLTLTKECTDDSQFC
DPNDHDCCSGECIDEGGRGVCAIVPEHV

>P58919 | CXO6C_CONCT 

CKGKGQSCSKLMYDCCTGSCSRRGKC

>P58920 | CXO6D_CONCT 

MKLTCVVIVAVLLLTACQLITADDSRGTQKHRALRSDTKLSMSTRCKSKGAKCSKLMYDC
CSGSCSGTVGRCG

>P01522 | CXO6_CONGE 

MKLTCVVIVAVLLLTACQLITADDSRGTQKHRALGSTTELSLSTRCKSPGSSCSPTSYNC
CRSCNPYTKRCYG

>Q5K0D3 | CXO6_CONST 

MKLTCVVIIAVLLLTACQLITADDSRGVQKHRSLRSTTKVSKSTSCMEAGSYCGSTTRIC
CGYCAYFGKKCIDYPSN

>Q9XZL3 | CXO6_CONTE 

MKLTCVVIVAVLFLTAWTLVMADDSNNGLANLFSKSRDEMEDPEAAKLEKNYCQEKWDYCPVPFLGSRYCCDGLFCTLFFCA

>Q2I2Q9 | CXO71_CONLT 

MEKLTILLLVAALLMSTQGLIQSGGENRPKEKIKFLSKRKTVAESWWEGECLGWSNYCTS
HSICCSGECILSYCDIW

>Q3YED3 | CXO73_CONLI 

MSGLGTMVLTLLLLVFMVTSHQDGGKKQATQRNAVNIRRRKSITQRTTDEKCNEYCEERD
RNCCGKANGEPRCARMCFG

>Q3YEF0 | CXO79_CONCB

MSGLGIMVLTLLLLVFMEASHQDAGEKQATQRDAINVRRRRSLARRTVTEECEEDCEDEE
KHCCNTNNGPSCARLCFG

>P58916 | CXO7A_CONCN 

CKGKGAPCTRLMYDCCHGSCSSSKGRC

>P0C1M8 | CXO7A_CONRA APAKRWFGHEECTYWLGPCEVDDTCCSASCESKFCGLW

>P0C352 | CXO7A_CONSP 

CLQFGSTCFLGDDDICCSGECFYSGGTFGICS

>P05485 | CXO7B_CONMA 

CKGKGASCHRTSYDCCTGSCNRGKC

>P37300 | CXO7C_CONMA 

TRCKGKGAPCRKTMYDCCSGSCGRRGKCG

>Q26350 | CXO7D_CONMA 

STRCQGRGASCRKTMYNCCSGSCNRGRCG

>P05483 | CXO7_CONGE 

CKSPGTPCSRGMRDCCTSCLLYSNKCRRY

>P56714 | CXO7_CONTE 

CKQADEPCDVFSLDCCTGICLGVCMW

>Q3YEE3 | CXO92_CONMI 

MKLTCVLIVIMLFLTVCPLITADHSRDKQEHPAMRLKDRIRYLRRGKLTRDCKHQNDSCA
EEGEECCSDLRCMTSGAGAICVT

>Q3YED8 | CXO92_CONVR 

MKLTWMMIVAVLFLTAWTFVTADDTRYKLENPFLKARNELQKLEASQLNERGCLDPGYFCGTPFLGAYCCGGICLIVCIET

>Q3YED1 | CXO93_CONMR 

MKLTCMMIVAVLFLTAWTLVTADGTRDGLKNRFPKARLEMKNSEAPRSRGRCRPPGMVCGFPKPGPYCCSGWCFAVCLPV

>Q3YEE1 | CXO94_CONMR 

MKLTCVLIITVLFLTACQLTAAGNSRDKQEDPVVRSSGEVQRSEDIKLAKRCLESGSLCF
AGYGHSSCCSGACLDYGGLGVGACR

>Q3YEE6 | CXO95_CONLI 

MKLTCALIVAMLFLTACQLTTTDDSRGRQKYPTERLRVKMRNPKLSKLTKTCDPPGDSCS
RWYNHCCSKLCTSRNSGPTCSRP

>Q3YEE5 | CXO95_CONMI 

MKLTCALIVTLLFLSITAGDSRGKHRYNALKSMSREANSTERECREKGQGCTNTALCCPG
LECEGQSQGGLCVDN

>O10367 | CXOL1_NPVOP 

MGVKSALFIMAVFAAANVQYVLAACAETGAVCVHSDECCSGACSPVFNYCLPQ

>O10286 | CXOL2_NPVOP 

MKFSTILLLVCPTVALSAQYALACTETGRNCQYSYECCSGACSAAFGFCLHR

>P41416 | CXOL_NPVAC 

MQIKTVLLAFAMFAALNAQHVLAACAETGAVCVHNDECCSGACSPIFNYCLPQ

>P83301 | CXOVN_CONVE 

EDCIAVGQLCVFWNIGRPCCSGLCVFACTVKLP

-----------------------------------------------------------------------------------------------

T-conotoxin superfamily

Non-redundant full sequences (55)

>Q9BH75 | CT011_CONTS 

MHCLPVLVILLLLIASTPSVDARPKTKDDVPLASFHGADNANRILRTLWNLRGCCEDKTC
CFIG

>Q9BPG8 | CT02_CONPE 

MRCLPVFIILLLLIASAPSFDALPKTEDNVPLSSFHDNLKRTRRIHLNIRECCSDGWCCP
AG

>Q9BPF6 | CT03_CONTS 

MRCLPVFIILLLLIPSAASVAQPKTKDDVALASFYDNAKRTLQRHWAKSLCCPEDAWCC

>Q9BPF2 | CT05_CONVE 

MRCLPVFIILLVLSASAPSVDARPKNEDDVSLASFHDNAQRTLQRLLNKRSCCPNNPACC
H

>Q9BPF4 | CT111_CONPE 

MRCLPVFIVLLLLIVSAPGFDARPKTEDDVPLSSFHDDLQRTVRTLLDIRMCCLGTSGCCP
WG

>Q9BPG7 | CT111_CONTE 

MRCLPVFVILLLLIASTPSDTVPLKTKDDMPQASFHGNARRTLQMLSKKQCCWYFDISCC
ITV

>P0C906 | CT11_CONLE 

MRCLPVFIILLLLIPSAPSVDAQPKTEDDVPLASLHDNAKLTLQGLWDKRCCPNLFYCCP
DRRK

>Q9BPF3 | CT121_CONPE 

MCCLPVFVILLLLIASAPSVDALPKTKDDMSLASFHDNAKRTLQILSNKRYCCVYDYSCC
LSWG

>P0C907 | CT12_CONLE 

MRCLPVFIILPLLIPSAPSVDAQPMTEDDVPLASFHEQTLQELWNKRPCCPLIPGCCR

>Q9BPH1 | CT13A_CONTE 

MRCLPVFVILLLLIASVPSVDAELKAKDDMPQASFHDNAERDQQKKTSDCCFYHNCCC

>Q9BH86 | CT14_CONPE 

MRCLPVFVILLLLIASAPSVDARPKTKDDIPLVSFQDHAKRILQTFESRYDCCKTFECCH
WG

>Q9BPG0 | CT151_CONPE 

MRCLPVFVILLLLIASTPSVDALQKTKDDMPLASFHDNVKRILQTLSNKRSCCPTILSCCF
V

>Q3YEE9 | CT151_CONTE 

MRCLPVFVVLLLLIASAPSVDAQPKTKDDVPLAPLHDNIQNTLQTLRKKVCCRPMQDCCS
GK

>Q3YEE8 | CT154_CONTE 

MHCLPVFVILLLLTASGLSVDARPKTEDDVPLSSFRDNTKSTLQRLLKRVNCCPIDESCC
S

>Q3YEH1 | CT192_CONLT 

MRCFPVFIILLLLIASAPCFDARTKTDDDVPLSPLRDNLKRTIRTRLNIRECCEDGWCCT
AAPLTGR

>Q3YEH2 | CT193_CONTE 

MRCLPVFVILLLLIASAPSVDAQPKTKDDIPQASFLDNAKRYLQVLESKRNCCRRQICCG
RTK

>Q9BH21 | CT21_CONTE 

MRCLPVFVILLLLIASTPSVDARAKTRDDMSLASFHDDAKRILQILQDRSGCCVIDSNCC
G

>Q3YEH0 | CT243_CONLT 

MRCLPVFVILLLLIASTPSIDARPKTKDDMPLASFNDNAKRILQILSRKPCCSIHDNSCC
GLG

>P0C2F2 | CT274_CONMO 

GNWCCSARVCC

>Q3YEH4 | CT33_CONLI 

MRCVPVFIILLLLSPSAPSVDAHPKTKDDVPLASFHDDAKRTLQRLWIKALCCYGYRFCC
PIFGKGK

>Q3YEH6 | CT34_CONBE 

MRGLPVFVILLLLIASEPSVDARPKTKADVPLTSLNDNAKRTLQILRNKRACCPYEPSCCI

>P0C642 | CT361_CONVR 

QCCPTMPECCRI

>Q9BPE7 | CT411_CONPE 

MRCFPVFIILLLLMASAPSFDARPKTEDDVPLSSFRDNLKRTLRTLLDPRRCCYETPGCC
VIG

>Q1A3Q1 | CT510_CONLT 

MLCLPVFIILLLLASPAAPKSLETRIQNDLIRAGLTDADLKTEKGFLSGLLNVAGSVCCK
VDTSCCSSQ

>P0C669 | CT51A_CONVR 

MRCVPVFIILLLLIPSAPSADAQPKTKDDVPLASYHDNAERTLQRLWNQRHCCPIDLPCC
PPG

>Q6PN85 | CT51B_CONMR 

MRCVPVFVILLLLIASAPSVDARLKTKDDMPLPSSHANIKRTLQMLRNKRCCPGWELCCE
WDDGW

>P0C670 | CT51B_CONVR 

MLCVPVFIILFIIIPFAPTSESQPKTKEEVAKASVHDNAERTLQRLWNQSHCCPIDLQCC
PPG

>P0C666 | CT51_CONCB 

MRCVPVFIILLLLASPAASDPLEKRIQSDLIRAALEDADTKNDPRILEDIVSTALATCCK
FQFLNFCCNEK

>Q9U6Z9 | CT51_CONGL 

MRYLPVFVILLLLIASIPSDTVQLKTKDDMPLASFHGNGRRILRMLSNKRLCCVTEDWCC

EWW

>Q9U6Z5 | CT51_CONIM 

MYCLPVFIILLLLISSAPSTPPQPRNKDRVHLISLLDNHKQILQRDWNSCCGKNPGCCPW
GK

>Q6PN81 | CT51_CONLE 

MRCVPVFIILLLLIPSAPSVDAQRKTKDDVPLASFHDNAKRTLKRLWNKRSCCPQEFLCC
LYLVK

>P0C636 | CT51_CONPL 

MRCVPVFVILLLLIASTPSVDARPNPKDDVPLASFHEDANGILQMLWKKGRSCCPSPTSC
CPWGKRK

>Q9U700 | CT51_CONTE 

MCCLPVFVILLLLIASAPSVDAQPKTKDDVPLAPLHDNAKSALQHLNQRCCQTFYWCCVQ
GK

>P0C667 | CT52_CONCB 

MRCVPVFLILLGLIASAPSVDARPQTKDDALASFHDSAKRHLQRLVNARKCCPESPPCCH
YFGRRK

>Q6PN84 | CT52_CONMR 

MRCVPVFVILLLLIASAPTVDAQLKTKDDMPLASFHANVKRTLQILRDKRFCCRTQEVCC
EAIKNG

>P0C668 | CT53_CONCB 

MRCVPVFIILLLLIASAPGVDAQPKTKYNAPLTSLHDNAKGILQEHWNKRCCPRRLACCI
IGRK

>Q3YEH3 | CT53_CONLT 

MRFLPVFIILLLLIPSAPSVDAQPMTKDDVPLSSLHDNAKRALQMFWNKRDCCPAKMFCC
QW

>Q68IP5 | CT54B_CONMR 

ILLLLIASAPSVDAQLKTKDDVPLASFHANVKRTLQKLLNKRCCQIVPQCCEWN

>P0C639 | CT54_CONPL 

MRCVPVFVILLLLIASTPSVDATQKTKDDMSLASFHDNAKRFLQTLRNTRSCCPEEITCC
PWG

>P0C640 | CT55_CONPL 

MRCVPVFIILLVLIASAPSVDARPQTKDDALASFRDSIKRHLQTLLDARECCPQSPPCCH
YYYYGSWK

>P0C641 | CT56_CONPL 

MRCVPVFVILLLLIASAASIDAQQKTKDDAPLTSLNDNALQQHWNKRCCPRKIWCCMIPR

>Q1A3Q5 | CT58_CONLT 

MLCLPVFIILLLLVSPAATMPVDLEILKAPTKESRKDFEMRIELLRSKRQCCRPANMSCC
QG

>Q1A3Q7 | CT59_CONLT 

MLCLPVFIILLLLASPAAPKSFETKVQSDLTRTDGNMETEENLGEVRKVYCCLGVRDDWC
CAGQIQI

>P58848 | CT5A_CONAL 

FCCPFIRYCCW

>P69764 | CT5A_CONMR 

MRCLPVFVILLLLIASAPSVDARPKTKDDMPLASFHDNAKRILQILQDRNACCIVRQCC

>Q9U6Z6 | CT5A_CONPU 

MRCLPVFVILLLLIPSAPCVDAHPKTKDDMPLASFHDNAKGTLQRFWKKRGCCPKQMRCC

TLG

>P84845 | CT5A_CONSP 

IINWCCLIFYQCC

>P69765 | CT5A_CONVC 

VILLLITSTPSVDARLKAKDNMPLASFHDNAKRTLQTRLINTRCCPGKPCCRIG

>Q6PTD0 | CTMI_CONMI 

MRCVPVFIILLLLIPSASSVDVQPLTRDDVPLASFLDDARRTLRSPWMTRRCCPGNFACC
GK

>P0C2B0 | CTVA_CONVR 

MRCVPVFIILLLLIPSASSAAVQPKTEKDDVPLASVHDSALRILSRQCCITIPECCRIG

>P58808 | CXCH1_CONMR 

MRCLPVLIILLLLTASAPGVVVLPKTEDDVPMSSVYGNGKSILRGILRNGVCCGYKLCHP
C

>P58809 | CXL3_CONMR 

GICCGVSFCYPC

>Q3YEH7 | CXT13_CONTE 

MRCLPVFVILLLLIASVPSDAVQLKTKDDMPLPSFNGNARRTPRMLSNKRICCYPNVWCC
D

>P86256 | CXT21_CONTE 

DPCCGYRMCVPC

>P86264 | TRXN_CONTE 

NIQIICCKHTPACCT
---------------------------------------------------------------------------------------------
Negative dataset
Non-redundant full sequences (60)
>O15263 | DEFB2_HUMAN MRVLYLLFSFLFIFLMPLPGVFGGIGDPVTCLKSGAICHPVFCPRRYKQIGTCGLPGTKC
CKKP

>O24006 | AMP_IMPBA 

MVQKGVVFGVLLILFICSTLTSADSKPNPTKEEEPAKKPDEVSVKSGGPEVSEDQYRHRC
CAWGPGRKYCKRWCANAEEAAAAIPEASEELAQEEAPVYSEDQWGRRCCGWGPGRRYCVRWCQNAEEAAAAIPEATEKAQEAPVYSEDQWGRRCCGWGPGRRYCVRWCQNAEEAAAAVAI
PEASEKAQEGPVYSEDQWGRRCCGWGPGRRYCVRWCSNAADEVATPEDVEPGQYGRRCCNWGPGRRYCKRWCHNAAEEATLKAFEEEAAREQPVYSEDQWGRRCCGWGPGRRYCRRWCQSAEEAAAFQAGEVTASLMLIMFKACPCMGPVPSV

>P07231 | CXKG_CONGE 

MHLYTYLYLLVPLVTFHLILGTGTLDDGGALTERRSADATALKAEPVLLQKSAARSTDDN
GKDRLTQMKRILKQRGNKARGEEELQENQELIREKSNGKR

>P08878 | PA2A_CRODU 

MRALWIVAVLLVGVEGSLVEFETLMMKIAGRSGISYYSSYGCYCGAGGQGWPQDASDRCCFEHDCCYAKLTGCDPTTDVYTYRQEDGEIVCGEDDPCGTQICECDKAAAICFRNSMDTYD
YKYLQFSPENCQGESQPC

>P12028 | MYX1_CROVC 

YKRCHKKEGHCFPKTVICLPPSSDFGKMDCRWKWKCCKKGSVN

>P17350 | DECO_MACDE 

APRLPQCQGDDQEKCLCNKDECPPGQCRFPRGDADPYCE

>P17684 | CXKT_CONTU 

GEEEYQKMLENLREAEVKKNA

>P21742 | THNB_HORVU 

MGSKGLKGVMVCLLILGLVLEHVQVEGKSCCRSTLGRNCYNLCRVRGAQKLCANACRCKLTSGLKCPSSFPKLALVSNSDEPDTIDYCNLGCRASMCDYMVNAAADDEEMKLYVEHCSDA
CVNFCNGDVGLTSLTA

>P24662 | KAX31_ANDMA 

GVEINVKCSGSPQCLKPCKDAGMRFGKCMNRKCHCTPK

>P25810 | GUR_GYMSY 

QQCVKKDELCIPYYLDCCEPLECKKVNWWDHKCIG

>P27275 | AMP_AMACA MVNMKCVALIVIVMMAFMMVDPSMGVGECVRGRCPSGMCCSQFGYCGKGPKYCGRASTTVDHQADVAATKTAKNPTDAKLAGAGSP

>P28794 | MBP1_MAIZE 

RSGRGECRRQCLRRHEGQPWETQECMRRCRRRG

>P30288 | TOG4A_AGEAP 

KKKCIAKDYGRCKWGGTPCCRGRGCICSIMGTNCECKPRLIMEGLGLA

>P36989 | TXP9_PLETR 

CAKHSETCKNGNCCTCTQYRGKDEPMACRRGTHGQRCQCVMKIMKH

>P49913 | CAMP_HUMAN 

MKTQRDGHSLGRWSLVLLLLGLVMPLAIIAQVLSYKEAVLRAIDGINQRSSDANLYRLLD
LDPRPTMDGDPDTPKPVSFTVKETVCPRTTQQSPEDCDFKKDGLVKRCMGTVTLNQARGS
FDISCDKDNKRFALLGDFFRKSKEKIGKEFKRIVQRIKDFLRNLVPRTES

>P56215 | KAX81_ANDMA 

VSCEDCPEHCSTQKAQAKCDNDKCVCEPI

>P56254 | KAB1_OLDAF 

MAKFTVCLLLCLLLAAFVGAFGSELSDSHKTTLVNEIAEKMLQRKILDGVEATLVTDVAE
KMFLRKMKAEAKTSETADQVFLKQLQLKGLPVCGETCVGGTCNTPGCTCSWPVCTRNGLPSLAA

>P58605 | TX325_SEGFL 

GSCIESGKSCTHSRSMKNGLCCPKSRCNCRQIQHRHDYLGKRKYSCRCS

>P58806 | CXKR_CONRA

MQLYTYLYLLVSLVTFYLILGTGTLGHGGALTERRSTDATALKPEPVLLQKSSARSTDDN
GNDRLTQMKRILKKRGNKARGEEEVAKMAAELARENIAKGCKVNCYP

>P59847 | KAX25_CENLM 

TVIDVKCTSPKQCLPPCKAQFGIRAGAKCMNGKCKCYPH

>P59868 | IPTXA_PANIM 

GDCLPHLKRCKADNDCCGKKCKRRGTNAEKRCR

>P59944 | KAX1D_LEIQH 

QFTNVSCTTSKECWSVCEKLYNTSRGKCMNKKCRCYS

>P60178 | TXMG3_AGEAP 

ADCVGDGQRCADWAGPYCCSGYYCSCRSMPYCRCRSDS

>P60208 | KA153_ANDMA 

QIETNKKCQGGSCASVCRKVIGVAAGKCINGRCVCYP

>P60992 | TX1_HETMC

ECRYLFGGCSSTSDCCKHLSCRSDWKYCAWDGTFS

>P60993 | TX2_HETMC 

ECRYFWGECNDEMVCCEHLVCKEKWPITYKICVWDRTF

>P61095 | SFI1_SEGFL 

KECMTDGTVCYIHNHNDCCGSCLCSNGPIARPWEMMVGNCMCGPKA

>P61233 | TXR1_MACRV 

CGTNRAWCRNAKDHCCCGYSCVKPIWASKPEDDGYCWKKFGGC

>P61507 | LYT1_HOGCA

IWLTALKFLGKHAAKHLAKQQLSKL

>P68424 | TXH10_HAPSC

MNMKILVLVAVLCLVVSTHAERHSKTDMEDMEDSPMIQERKCLPPGKPCYGATQKIPCCG
VCSHNKCT

>P68426 | TXT1_HAPSC 

MKASMFLALAGLVLLFVVCYASESEEKEFPRELLSTIFAVDDFKGEERECLGIFKACTPG
KNECCSNRVCSGKTRWSKWKL

>P80163 | BTX_ATRBI 

CSCADMTDKECLYFCHQDVIW

>P80392 | AMP2_MELGA 

MRILYLLFSLLFLALQVSPGLSSPKRDMLFCKRGTCHFGRCPSHLIKVGSCFGFRSCCKW
PWDA

>P81172 | HEPC_HUMAN 

MALSSQIWAACLLLLLLLASLTSGSVFPQQTGQLAELQPQDRAGARASWMPMFQRRRRRD
THFPICIFCCGCCHRSKCGMCCKT

>P81418 | PAFP_PHYAM 

MAKVSSAYLKFALVMILLLSVISAVMSAGCIKNGGRCNASAGPPYCCSSYCFQIAGQSYG
VCKNR

>P81727 | CX2B_CONBE 

GCGGVCAYGESCPSSCNTCYSAQCTAQ

>P81929 | DEF1_PEA 

KTCEHLADTYRGVCFTNASCDDHCKNKAHLISGTCHNWKCFCTQNC

>P82227 | TJT1A_HADVE 

TICTGADRPCAACCPCCPGTSCQGPESNGVVYCRNF

>P83406 | SCBT2_BUTJU 

VGCEECPAHCKGKNAIPTCDDGVCNCNV

>P83471 | TXHA4_HAPHA 

ECLGFGKGCNPSNDQCCKSSNLVCSRKHRWCKYEI

>P83562 | TXMG6_MACGS 

MRTIVFLIVSILLLSSAVLMLAEGNAASHELQEYPIEESLEEQRKCVDGSCDPYSSDAPR
CCGSQICQCIFFVPCYCKYRGK

>P83580 | TOT1A_ATRRO 

MNTATGFIVLLVLATVLGAIEAEDAVPDFEGGFASHAREDTVGGKIRRSSVCIPSGQPCP
YNEHCCSGSCTYKENENGNTVQRCD

>P83608 | TDM1A_MISBR 

CAKKREWCAKTEDCCCPMKCIYAWYNEQSSCQTTFSGMFKKC

>P83652 | ALO2_ACRLO 

CIANRNGCQPDGSQGNCCSGYCHKEPGWVAGYCR

>P83655 | KKX13_HETSP

GFGCYRSCWKAGHDEETCKKECS

>P83892 | TX27_PHORI 

IACAPRGLLCFRDKECCKGLTCKGRFVNTWPTFCLV

>P83974 | JZTX1_CHIGU 

MKTSILFVIFSLALLFALSAATEIEETDRACGQFWWKCGEGKPPCCANFACKIGLYLCIW
SP

>P84028 | 45C1_ANCSP 

ATCAGQDKPCKVNCDCCGERGECVCGGPCICRQGNVFIAWSKLMTCK

>P84034 | TX43_PHONI 

CGDINAACKEDCDCCGYTTACDCYWSSSCKCREAAIVIYTAPKKKLTC

>P84382 | XT2_XENTR

GVWSTVLGGLKKFAKGGLEAIVNPK

>Q28880 | LAP_BOVIN 

MRLHHLLLALLFLVLSAGSGFTQGVRNSQSCRRNKGICVPIRCPGSMRQIGTCLGAQVKC
CRRK

>Q7Z0F1 | SCKH_MESMA 

MKIFFAVLVILVLFSMLIWTAYGTPYPVNCKTDRDCVMCGLGISCKNGYCQSCTR

>Q86C49 | TXH23_HAPSC MKVTLIAILTCAAVLVLHTTAAEELEESQLMEVGMPDTELAAVDEERLFECSISCEIEKK
GESCKPKKCKGGWKCKFNMCVKV

>Q8I6V7 | CXP9_CONRE 

MHLSLARSAVLILLLLFALGNFVGVQPGQITRDADHGINLRSLRKQMSRSPLVKGAFCGQ
ACSSVKCPKKCFCHPEEKVCYREMRTKERD

>Q8T0W3 | CVP3_PIMHY 

MRKPITLILVVALALVLLATSEVSAYRACGFPGRRCSPTEECCEGLVCQPRKNGPSMCYR
PDP

>Q95JC3 | LEAP2_BOVIN 

MWHLKLFAVLMICLLLLAQVDGSPIPQQSSAKRRPRRMTPFWRAVSLRPIGASCRDDSEC
ITRLCRKRRCSLSVAQE

>Q9BKB7 | KGX21_BUTEU

MKISFVLLLTLFICSIGWSEARPTDIKCSESYQCFPVCKSRFGKTNGRCVNGFCDCF

>Q9BN11 | TMTX2_MESTA

RCHFVICTTDCRRNSPGTYGECVKKEKGKECVCKS

>Q9GU57 | CX9A_CONGL 

MHLSLARSAVLMLLLLFALGNFVVVQSGLITRDVDNGQLTDNRRNLQTEWNPLSLFMSRR
SCNNSCQSHSDCASHCICTFRGCGAVNG

>Q9TWG1 | TXKS_ANESU 

ACKDNFAAATCKHVKENKNCGSQKYATNCAKTCGKC
--------------------------------------------------------------------------------------------------------

