Figure S1.

A. Multiple alignment of P2X7 sequences from representative vertebrate species. Exon limits in
human P2X7 are boxed and highlighted in red, the TM regions are highlighted in yellow and underlined.
Sequences: Mammals: Human, Homo sapiens (hosa) ; Mouse, Mus musculus (mumu) ; Rat, Rattus
norvegicus (rano). Reptiles and birds : Carolina anole, Anolis caroninensis (anca) ; Chicken, Gallus
gallus (gaga). Amphibians: Clawed frog, Xenopus laevis (xela); Xenopus tropicalis (xetr] :
ENSXETG00000001030, xetr2 : ENSXETG00000001030) Crossopterygians : Coelacanth, Latimeria
chalumnae (lach). Bony fishes : Spotted gar, Lepisosteus ocelatus (leoc); Rainbow trout Oncorhynchus
mykiss (Onmy ; XP_021461359); Zebrafish, Danio rerio (dare) ; Barramundi perch, Lates calcarifer (laca);
Makobe Island cichlid, Pundamilia nyererei, (puny); Sunfish, Mola mola (Momo).

B. Multiple alignment of human P2X sequences.

The P2X conserved motif (IPR001429 https://www.ebi.ac.uk/interpro/beta/entry/InterPro/IPR001429/) is
underlined, and the exon limits highlighted in green. In the p2X7 sequence, the 2nd transmembrane region
is highlighted in yellow.

A.

| exonl | exon2
hosa MPACCSCSDVFQYETNKVTRIQSMNYGTIKWEEHMIIESXM'EALMSDKLYQRKEPVISS 60
mumu MPACCSWNDVLQYETNKVTRIQSTNYGTVKWVLHMIVEFSYISFALVSDKLYQRKEPVISS 60
rano —-——MLPVRHLCSYNSAKVLHIHSTRLGALKNFFLLAICIYICFALMSDKLYQRKEPLISS 57
anca MAACSSLKNICEYETNKVVRFQSIFYGSLKWAIHTVVETYVSVVLIADKRYQKKDNVISS 60
gaga MVAWGWMKDVENYESPKLIRFPSVGLVCVKWFIYGVIAVYICYTLIVHKRYQEKEELTSS 60
xela ~-MTLTLADCFDYSTKKEVRIQSVPLGILKQCITFGVIVFVCFSLITQKRYQKKDSIISS 58
xetrl --MAPTFADCFDYSTKKEVRIQSVPLGVLKCCITFGVIVEFVCFSLITQKSYQKKDSVISS 58
xetr2 --MAPTFADCFDYSTKKEIRIQSVPLGVLKFLITFGVILFVCFSLITQKSYQKKVSVISS 58
lach MASVCNWKDCCGYETPRVVHIKSVQLGCLKWTLNGVIFIVIALMLFWNKYYQEYDSIISS 60
leoc --MPCSLLNFCEYETNKLVRIKSIPIGSLKWSINGLILGFICIMLEFWNKEYQEYDQVVSS 58
onmy —--MPCKLLNLCEYETHKLVRIQSARLGSLKWTENGVILMFICIVMEWNKEYQEHDYVVSS 58
dare --MPCVLLNLCEYDTQKLVKIKSVKLGSLKWTLNGVILMFICIMMLWNKEYQEYDEFVVSS 58
laca -MARCGLLGLCRYETNKLVRIQSVRLGSLKWILNATILLFICIMMLWNREYQEFDLVVSS 59
puny -MPCCRLRALCQYETNKLVRIQSVRLGSLKWSLNGAILLFICIMMLWNRKYQEFDLVVSS 59
momo -MACSWFRSLCQYETNKLVRIQSVRLGSMKWGLNGFILLFICIMMLWNREYQEFDLVVSS 59
| exon3
hosa VHTKVKGIAEVKEEIVENGVKKLVHSVFDTADYTFPLI—G—NSFFVMTNFLKTEGQEQRL 118
mumu VHTKVKGIAEVTENVTEGGVTKLGHSIFDTADYTFPLQO-G-NSFFVMTNYVKSEGQVQTL 118
rano VHTKVKGVAEVTENVTEGGVTKLVHGIFDTADYTLPLQ-G-NSFFVMTNYLKSEGQEQKL 115
anca VHTKVKGVSQT —-=====—=—=——— DMRIWDTAEYTIPMQ-GINSFFVVINIIMTESQTQGV 107
gaga VRVTLKGVAHV-=-=-=-—==-=—————— DRIWDAAEYTIPTQ-TRDSFEVMTNIIRTENQIQKT 106
xela VHTKVKGFADA-————=——=———— HSRIWDTAEYTVPSP-GGDSFFVITNIVKTEGQMQSN 105
xetrl VHTKVKGFANA-————==—————— YSRIWDTAEYTVPSP-GGDSFFVVTNIVKTENQRQDN 105
xetr2 VHTKVKGIADA--=——=—=—=———=——— YSRIWDTAEYTVPSP-GGDSFEVVTNIVKTEDQRQSN 105
lach VITTKVKGVALTN-—-————— NNELDERIWDVADYIFPAQ-GKNTFFVMTNMIITKNQQQRH 112
leoc VTAKVKGVAVTN---—-——~— ITDVGEILWDAADYSGLSQ-GKNSFFVMTNAIVTNKQRQGK 110
onmy VTAKVKGVAMTS——————— LPDVGDIVWDVVDYSGPSQ-GKNSFFVVTNVIVTKNQRQGK 110
dare VTTKVKGVAKIT--—=---- LPEVGDVVWDVVDYSGPSQ-GKNSFFVATNAIVTKNQKQGN 110
laca VTAKVKGVAQTH----—-—- LTGIGDLVWDVVDYSGPSQVGKNSFFVVTNVIVTKNQKQGK 112
puny VTTKVKGVAQAP-—————— LHEVGNMVWDEVDYSGPWK-GKNTFFVVTNAIVTQONQKQGK 111
momo VTTKVKGVAQTH--—-=---- LPGIGDTVWDVVDYSGASQT-RNSFFVVTNVIVTKNQRQGK 111
| exonid | exonb |
hosa CPEIPTRRTLCSSDRGCKKGWMDPQSKIIQTGRCVVYEGNQKTCEVSAWCPIEAVEEAPI 178
mumu CPEYPRRGAQCSSDRRCKKGWMDPQSKGIQTGRCVPYDKTRKTCEVSAWCPTEEEKEAPR 178
rano CPEYPSRGKQCHSDQGCIKGWMDPQSKGIQTGRCIPYDQKRKTCEIFAWCPAEEGKEAPR 175
anca CPEFPIAKAICSTDRSCMKGGVDPLSNGIQTGKCVQYNATLKTCEVKAWCPVESMKSAPE 167

gaga CPEYPTAKAICSSDKSCAKGIVDVHSNGVQTGKCVHYNITHKTCEIKAWCPVQGEERPPV 166
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CSELPSQKTICSRDDICKKGLADPQSNGIQTGRCINEFNNTLKTCEVSAWCPVESQ-TTPV
CSELPSQKTICSRDDVCKKGLADPQSNGIQTGRCINEFNSTLKTCEVSAWCPVESQ-TTPV
CPELPRQKTICSRDDVCKKGLADPQSNGIQTGRCINFNSTLKTCEVSAWCPVESQ-TTPV
CPEYPSPLTKCSSQRKCEKGRTALHSNGVQTGRCVNYDAFNKSCEVFAWCPVEAIRAAPV
CAEVPGSGKICYRDQODCTKGYSDQHSHGVQTGSCVKYDTTRKTCQVVAWCPIESKNKPPK
CPEVPPYGKVCWTDKDCVKGEWEQNSHGVQTGACVKEFDVKQKTCEVSTWCPIETKKTPPK
CAEILPNGKLCRTDKDCEKGFSDOQHSHGVQTGACVKLEILKKTCEVTAWCPIENKKN-PR
CPEAPRNGRLCRTDKDCEKGAWGQONHGIQTGSCVKFDVLKKTCEIFAWCPVETKTNPPR
CAQVPLKGRFCHTDKDCEKGAWDQQKHGIQTGSCVKEFDLSKKTCEVSAWCPIETRSTPPR
CPEVPQKGRWCRTDKDCEKGAWDQQSHGIQTGSCVKEFDVLKKTCEVSAWCPVESKTNPPR

exon 6 |  exon’

PALLNSAENFTVLIKNNIDFPGHNYTIRNILPGLNI————TCTFHKTQNPQCPIFRLGDI
PALLRSAENFTVLIKNNIHFPGHNYTTRNILPTMNG----SCTFHKTWDPQCSIFRLGDI
PALLRSAENFTVLIKNNIDFPGHNYTTRNILPGMNI----SCTFHKTWNPQCPIFRLGDI
PAILRSAENFTVLIKNNIHFPKENYTTRNISPEFNT----SCTYNERTASSCPIFRLGDI
PAVLRSSEDFTVFIKNNIHFPTENYTVQONISPKLNT----SCKFNKVTAPLCPIFRLGDI
PAVLESAENFTVLIKNNIHFAAFNFTKKNILPNYNV----SCIYDRVKAPLCPIFRLGDI
PAVLESAENFTVLIKNNIHFAAFNFTKKNILPKYNV----SCIYDRVKAPLCPIFRLGDI
PAVLESAENFTVLIKNNIHFAAFENFTKKNILPKYNV----SCIYDRVKAPLCPIFRLGDI

PALLRGAEKFSVLIKNNIRFPEFNYTKRNILPHVNETYLKTCTENRTRDPHCPVFILGNI
PALLESAENFTVLIKNNIRFPAFNYIKRNILPHMNDTYLKSCMFSRRMDPLCPILRLGDI
PALLASAENFTVLIKNNIREFPNENFIRRNILPEMTDSYLKHCQFNRRTDPWCPIFRLGDI
PALLAAAENFTVMIKNNIREFPAFNYIRRNILSEMKDTDFKGCIYHRYKNPYCPIFRLGDI
PALLAAAENFTVLIKNNIRFPAFNYFRRNILPEMNDAY LKSCN--RANDSLCPIFRLGDM
PALLAAAENFTVLIKNNIRFPAFNYIRRNILPEMNDAYLRNCH--RGNDSLCPIFRLGDI
PALLAAAENFTVLIKNNIRFPAFNFIRRNILPEMTDAYLKSCH--RRNDSLCPIFRLGDI

| exon8

FRETGDNFSDVAI ———=—=———————————————————— lGGIMGIEIYWDCNLDRWFHHCR
FQEAGENFTEVAV-——-—-—-——————————————————— QGGIMGIEIYWDCNLDSWSHHCR
FOQEIGENFTEVAVQLLKLFLRELRQKAEKALDAVPWIRGGIMGIEIYWDCNLDSWSHRCQ
LOAIGENFSEVAV-———————————————————— ——— QOGGIMGIEINWDCNLDKWRHRCG
LOQEAKENFSEMAV-——————————————————————— KGGIIAIEIKWDCDLDSWSYYCS
LREAGENFSQVAV-———-—-——————————————————— LGGVIGIEINWDCDLDPLRYKCE
LREAGENFSQVAV-———————————————————— ——— LGGVIGIEINWDCDLDSLRYKCE
LREAGENFSQVAV-——————————————————————— LGGVIGIEINWDCDLDSLRYKCE
FQEAGENFSEVAI - ——————————————————————— QGGVMGIQINWDCNLDNWNHKCV
VQEARENFSQMAV-———————————————————————— EGGVIGIQINWHCNLDRFFHKCL
VOEARENFSEMAV-————————————————— —————— EGGVIGIQIKWDCNLDGFLRNCL
VAEAKEKFSEMAV-——————————————————————— EGGVIGIQINWDCDLNRFFHSCL
VRDAGEKFSEMAI - ——————————————————————— EGGVIGILIKWDCNLDRLMQRCL
VREAGERFSEMSV—-=———————————————— — —— ——— EGGVIGILIKWDCNLDRLMQRCL
VQEAGDKFPEIAI ———=—=———————————————————— EGGVISIQIKWDCNLDPLMWRCL

| exon 9 | exon

PKYSFRRLDDKTTNVSLYPGYNFIYAKYYKEN—NVEKRTLIKVFGIRFDIL

PRYSFRRLDDKNTDESFVPGYNFRYAKYYKEN-NVEKRTLIKAFGIRFDILVEFGTGGKED
PKYSFRRLDDKYTNESLEFPGYNFRYAKYYKEN-GMEKRTLIKAFGVREDILVEFGTGGKED
PKYGFRRLDDKKTSEALYPGYNFRYARYYKQASGREERTLIKAYGIRFDILVFGMAGQFED
PEYSFRRLDDKTR--TQYPGFSIRFARHYKLPDGTEQRTLFKAYGIRFDVLVFGMGGQFK
PHYGFRRLDDTVVDESLYPGLNFRFARYYKNAHGTETRTLIKAYGIRFDIQVYGTGGQFN
PHYSFRRLNNKVVDERLYPGLNFRFARHYKTSDGKDTRTLIKAYGIRFDIQVYGTGGKES
PHYSFRRLDDKVVDERLYPGLNFRFARYYKTSDGKETRTLIKAYGIRFDIQVYGMGGKFEN
PEYTFRRLDNKNANETLSPGYNFRFAQFYKFPNGTEERTLIKAYGIRFDVMVEGTAGRES
PEYSFRRLDEKESNKTLYPGLNFRFARY-NMNNGIEERMLFKAFGIREFDVMVEGKAGRES
PKYSFRRLDEKESNRTLSPGLNLRFARY-QTEKGVGERTLFKAFGIRFDVMVEGKAGKES
PKYSFRRLDEKESNRTLYPGLNFRFARY-STVNGVEQRTLFKMYGIRFDVMVEFGKAGKE'S
PRYSFRRLDEKESNRTLYPGINFRYAKY-NTVSGVEERTLYKVFGIRFDVMVEGQAGKE'S
PRYSFKRLDEKESNKTLYPGLNEFRFAKY-NTVNGVEERTLYKAFGIRFDVMVEGQAGKES
PKYSFRRLDEKESNKTLYPGLNFRYAKY-NTVNGVEERTLYKVFGIRFDVMVEFGQAGKE'S

| exonll < C-Cyst anchor >
LIDTYSSNCCRSHTYPWCKCCQPCVVNEYYYRKKCE
IIQLVVYIGSTLSYFGLATVCIDLLINTYSSAFCRSGVYPYCKCCEPCTVNEYYYRKKCE
IIQLVVYIGSTLSYFGLATVCIDLIINTYASTCCRSRVYPSCKCCEPCAVNEYYYRKKCE
FFELLVYIGSALSYFGLAQLTVDFLITSYSYSCCK-—-=-=-——-————— YDPVKEYYYKKKCE
LIELFTFIGSTIAYFGLAVTIIEMCFHLYNCSSC-——==————— C-KIQVCENVIRKKYE
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LLELALFIGSCLSYFGCASFAIDFIIGRYNSCCCN--=———==——-—— AKSVLKYYDDRKYE
LFELAIFIGSCLSYFGCASLAIDFIIGLYKPCCCN--—-———————— AKSVLKYYNDRKYE
LFELAIFIGSCLSYFGCASLAIDFIIGLYKPCCCN-——=——=—————— AKSVLKYYDDRKYE
FVALILYIGSTLSYYGLTALLIDLLITTYFCPSCP--—-———=—-—-—- SKEIKDYYLKKIYK
ITQLVIYIGSTLSYYALTTVFIDWEFITTYLYPRCC-—--——-————— ARATKNNYSEKKYE
IIQLIIYIGSTLSYYALTTLFIDWLIGTS-——--CF-—-————————— SKEARQNYSEKKVE
IIQLIIYIGSTLSYYAITTIFLDWLIGTG----CY---——-—-—-———— SKEAKQONYTERKFE
FIQLVIYIGSTLSYYALTSIVLDWLIGTS----CY--—-————-——-—— SAEVGQONYSEKKVE
FIQLIIYIGSTLSYYALTTILIDWLIVTS----CY--—-———————— SAEVGQONYSERKVE
FIHLIIYIGSTLSYYALTTILIDWLIGTS-——---CY-—————————— SAEVGQONYSDRKVE

|  exon 12 |  exonl3
SIVEPKI ——————— TLKYVSFVDESHIRMVNQQLLGRSLQDVKGQIVPRPAMDFTDLS—R
SIMEPKP--—-——--— TLKYVSFVDEPHIRMVDQQLLGKSLQVVKGQEVPRPQMDFEFSDLS -R
PIVEPKP-—-———-—- TLKYVSFVDEPHIWMVDQQLLGKSLODVKGQEVPRPQTDFLELS-R
SVPGPRW--———-—— TVLYVTYVDEPHIFMIDK-LLKTSLONIKGKIVHRQTGNFKLGP-K
TVLMPEQ—-——————— VILVSYVDKPHITLIKM-PLRTSLONAEGSIFEDHPVKSYDP--R
TIPGPSVSLAHLKAHLKFVSFVDKEDILMVDQ-KLKGSLQLASGPYIQRERFADTKA---
MVPGPA-S——-——---— QLKFVSFADEEDILMVDN-NLKDSLQFASGRYIQRERFAYTEA---
KVPGPTVS—————— QLKFVSFVDKEDILMVDI-NSRGSLQFASGQHIQRERFEYTEA-—--
SVDRPTS—-==———-— TLLYVSFVDEQNIFVVKG-PLKVRLODAKSDIVLEHKVKL-=-—--— 0]
TVEELNQ-—-—-——--— IPLCISFVDEDQIIVVKR-PLKKSLOQETKPSSSQHRKPEHSEFGRTR
SVQDRQQ-—————— CILCVSFVDENHIRVVKR-SHRKSLQQVKPMSVHPFKDDIRH--LS
AVQDREE-—-—-———-— CFLCVSFVDEDNLRVVKK-SRKKRLOQETKPLSLHQRKNELAS--MK
SVQODKQK-=-=-=—--— CVLCVSYVDENNIRLLKK-SLKKSLQDVKPMSVQPRKEDTGH--LR
SIQODQVK-—————— CILCVSYIDENNLRLIKR-SQKKSLOVIKPMSVQPRKEDPGH--LR
SVQDKEK--—-———- CILCVSYVDVEDIHLVKR-SHKKSLQDIKPMSVQPRKDDTGH--LR

LPLALH--DTPPI-PGQPEE--—————-——-——————— IQLLRKE-ATPRSRDSPVWCQCGS
LSLSLH--DSPLT-PGQSEE-—-==———————————— IQLLHEE-VAPKSGDSPSWCQCGN
LSLSLH--HSPPI-PGQPEE--—-—-—-—-=—-—-—-—--———- MQOLLQIE-AVPRSRDSPDWCQCGN
LLLKPP--KEARS-PGAPHE------—-————————— LOPLONERVASPSRERPPWCSCRE
TC-CSH--KSNEKHGAAQSE-—-—————————————— LRPLT---QSSSSTNCPKWCCCGR
KC-=——————- KDSHKQDENE-—-—=———=———-——-———-— MRLIKG----RSAMLPPAWCKCNK
NC-——=——-- KDSHKQNESE--—-=-——=—-——-—=—-———-— MRLIKG----SSTTLPPAWCKCNK
KC-——————- KDSHKKNQTE--—-————————————— MRLIKG----SSTTLPPAWCKCNK
EHIALLOPNIEMVCV-===—-=——————————————————— RRTCQSSSEHIIPPWCQCGN
VLVNLLQSPSRNA--=-—————————-—————————— DTEIQEMQPPKGRGRSAPAWCQCGR
AMAGVLQKGHSI-—-—-—-—-—--- D-——-m——————- K== QPQALPRPSCPAWCLCGC
TLLSVLQCGQSRSEPVONGQSGGLIVDENLSSRHNGRONPDTPLLETIQSSSPTWCQCGS
AALSLLQPGVDVDHDAQPLLN--=-—=————-—-— H----———- KPEPKPKVERPSWCKCDC
ATILCLLQPSDDTNDDVQPSLG-———-—=—————— K== KTDPNAKPHRPAWCMCDS
AVLSLLPPCAGSE----RPLI---————————— H-——-———- KPSPNPKPHLPAWCKCNC

---- Ballast domain -----—----—---—--—
CLPSQLPESHRCLEELCCRKKPGACITTSELFRKLVLSRHVLQFLLLYQEPLLALDVD-S
CLPSRLPEQRRALEELCCRRKPGRCITTSKLFHKLVLSRDTLQLLLLYQDPLLVLGEE -A
CLPSQLPENRRALEELCCRRKPGQCITTSELFSKIVLSREALQLLLLYQEPLLALEGE-A

CRPT-—---- ERYWEQLCCRRKDGDCIAGSALFDQLVLSRPRLEFILLYADPLLDLKAD-D
CQVA-———- QOKHHEQLCCRKKEGQCITTTYWFAQLVLSRDTLNKALLYEDPFLDLTGH-S
CINT-——--- THLEEQLCCRLEEGECITDTKMENSLVLNRESLEYAFQYDNPLSKTP—-—--1I
CIDV-—---- TOPEEQLCCRLGEGQCITDTKIFNYLVLNKEALEYAFQYDNPLSKTP---E
CIDV-——-—-- TOQPEEQLCCRLGQGQCITDTEMFKYLVLNKEALEYAFQYDNPLSKTP---E
CHES-———--- SGFQEMLCCRKNSGPCITTSTMFSQFALSQTTLEFILLYNDPLLDLHAN-R
CQPM———--- PTPQEQLCCRRSKGQCITTSPAFPRLVLDRHTLESALLYREPLLELPQA-R
CLPS-——---- THPQEQLCCRMSRGRCITTSSLFEQLVLSRPLLEAVLLYREPLCELTEGEQ
CRPA-———- ETLQEQLCCRLKKGRCITSSPIFSSLIVSRSVLENALFFVDPLAELHEE -—
CAPS———--- SLLOQEELCCRQSDGACITSSPLFERLVLHRPLLEAVLLYHDPLSAPADR-G
CAPS———--- SLPEEELCCRRTEGTCITSSPLFGOLVLRRSLLEAVLLYQDPLSPSVKK-L
CAPS————- SVPHEEVCCRQSDGACITSSPLFEQLVLCRPLLEAVLLYRDPLSSPPDR-G

TNSRLRHCAYRCYATWRFGSQ-DMADFAILPSCCRWRIRKEFPKSEGQYSGFKSPY-—---
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hP2RX1
hP2RX2
hP2RX3
hP2RX4
hP2RX5
hP2RX6
hP2RX7

hP2RX1
hP2RX2
hP2RX3
hP2RX4
hP2RX5
hP2RX6
hP2RX7
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hP2RX5
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hP2RX7

hP2RX1
hP2RX2
hP2RX3
hP2RX4
hP2RX5
hP2RX6

TNSRLRHRAYRCYATWREFGSQ-DMADFAILPSCCRWRIRKEFPKTEGQYSGFKYPY -—--—
INSKLRHCAYRSYATWREFVSQ-DMADFAILPSCCRWKIRKEFPKTQGQYSGFKYPY ———-
LNKRLRHCAYEQYTHWRFGE--ELEERAVLPSCCRWKIRDAFPSEKGEYTGFRSQR-———
SNSQLRRIAYKQYTHWRFGSF-ELEDRAITPSCCRRLIRSTYPKENGNYTGEFNLE - ————
SKEHLRYYAKQKYVEWRFGCRKYMLNFAVIPNCCKTAIETCNLQTEGP-—-—---—-=-—————
S—-EDLKCYAKQKYIEWRFRCRRYMLDFAVIPSCCKNAIETCNLQTQHPSGALYLPPTHGM
S-EDLKCYAKQKYIEWRFGCRRYMLDFAVIPSCCKNAIETCNLQTQHPSGALYLPPTHGM
DKDMLRHCAYQQYTIHWREFGG-LEKENCAVIPSCCIWKIRETYPSLDGQYTGFRGC—————
CHGHLRHCAYSLYIEWRFGR-IQTGTFAAVPSCSVWRIRDEYPSEDGRYSGLCYENMVITI
WTTAMRHCAYNQYITWRFGA-PPRESLPVIPSCSVWRIREEYSSQDGEYTGMRPRRTTSP
-—-SQLRHGAYAQFIRWRFGDSTPRDALPVIPSCCIWRIRAEYPSPDGTYRGLRSFQVITS
RTAALRHCAYRQYMSWREFGD-PPVDTQPAIPSCCVWRVREEYPSPDGQYSGFKPTRMVSM
QTAALRHCAYREYISWREFGV-PPNDTHPAIPSCCVWRIRREYPSPDGQYSGFRPVKMTSM
QTAALRHCAYGQYISWREFGV-TPKDSQPVIPSCCTRRVREEYPSPDGQYSGLRPARLASM

SSNG---- 581
QOSSPNT-- 572
QTEVNR-- 596
QACANGEV 581
QACENGEL 580
QACKNGEL 576
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____________ MARRFQEELAAFLFEYDTPRMVLVRNKKVGVIFRLIQLVVLVYVIG--46
MAAAQPKYPAGATARRLARGCWSALWDYETPKVIVVRNRRLGVLYRAVQLLILLYFVH--58
__________________ MNCISDFFTYETTKSVVVKSWTIGIINRVVQLLIISYFVG--40
_____________ MAGCCAALAAFLFEYDTPRIVLIRSRKVGLMNRAVQLLILAYVIGCY47
____________ MGQAGCKGLCLSLFDYKTEKYVIAKNKKVGLLYRLLQASILAYLVN--46
—-—-MCPQLAGAGSMGSPGATTGWGLLDYKTEKYVMTRNWRVGALQRLLOQFGIVVYVVG--55

—————————————— WVFLYEKGYQTSSGLI-SSVSVKLKGLAVT-------QLPGLGPQV 84
—————————————— YVFIVQKSYQESETGPESSIITKVKGITTS-—-----—--——-EHKV 92
—————————————— WVFLHEKAYQVRDTAIESSVVTKVKGSGL---—-—-—-—-—-—-—-—--YANRV 74
HPHLAEVEMESPRIWVFVWEKGYQETDSVV—SSVTTKVKGVAVT ——————— NTSKLGFRIO9S
—————————————— WVFLIKKGYQDVDTSLQSAVITKVKGVAFT-------NTSDLGQRI85
—————————————— WALLAKKGYQERDLEPQFSIITKLKGVSVT-------QIKELGNRL 94

WDVADYVFPAQGDNSEFVVMTNFIVTPKQTQGYCAEHPEG--GICKEDSGCTPGKAKRKAQ142
WDVEEYVKPPEGGSVEFSIITRVEATHSQTQGTCPESIRVHNATCLSDADCVAGELDMLGN 152
MDVSDYVTPPOQGTSVEVIITKMIVTENQMOGFCPESEEK--YRCVSDSQCGPER--LPGG130
WDVADYVIPAQEENSLEFVMTNVILTMNQTQGLCPEIPDAT-TVCKSDASCTAGSAGTHSN158
WDVADYVIPAQGENVFFEFVVTNLIVTPNQRONVCAENEGIPDGACSKDSDCHAGEAVTAGN 145

GENVEFFLVTNFLVTPAQVQGRCPEHPSVPLANCWVDEDCPEGEGGTHSH

LRTGRCVPYYQGPSKTCEVEFGWCPVEDGASYV]
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