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H.sapiens (1) MPTTQQSPODEQEKLLDEAIQAVKVQSFQMKRCLDKNKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFAK.GRKVADLYEL
G.gallus (1) MPTTQOSPODEQEKLLDEAIQAVKVQSFOMKRCLDKNKLMDALKHASNKLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFAK.GRKVADLYEL
D.rerio (36) MPTTQOSPODEQEKLLDEAVQAVKVQSFQMKRCLDKNKLMDALKHASNMLGELRTSMLSPKSYYELYMAISDELHYLEVYLTDEFAK.GRKVADLYEL
D.melanogaster 1) ....MTMPNGLDDQEKLLAEAIGLAQAFQMNHFLDKERMLDSLKCASTMLGELRTSVLSPKSYYELYMAVINELCHLELYLSEKID. .. .KKTDLYEL
C.elegans (1) .MYENSGNTTDQEKFLDQSIRVVKAESFEMKRCLDKGKTMDALKHALQMLNEMRTAELSPKFYYRLYMDSMHELQCLEVNLVQEYAQEPAKLGNLYEC
S.cerevisiae (1)MA.........YADSPENAIAVIKQRTALMNRCLSQHKLMESLQHTSIMLTELRNPNLSPKKYYELYVIIFDSLTNLSTYLIENHPQ.NHHLADLYEL
] °
3 [}
oS nl a6 n2 ol
H.sapiens —aQ ), o]
100 110 120 130 140 150 160 170
H.sapiens (98) VOYAGNIIPRLYLLITVGVVYVKSFPQSRKDILKDLVEMCRGVOHPLRGLFLRNYLLOCTRNILPDEGEPTD......c+2c+2:+....EETTGDISDS
G.gallus (98) VOYAGNIIPRLYLLITVGVVYVKSFPOSRKDILKDLVEMCRGVOHPLRGLFLRNYLLOCTRNILPDEGEQAD................EETTGDISDS
D.rerio (133) VOYAGNIIPRLYLLITVGVVYVRSFPQSRKDILKDLVEMCRGVOHPLRGLFLRNYLLOCTRNILPDDGEQAE. ... ...:c:c++...EEMTGDINDS
D.melanogaster (93) VOYSHTIVPRLYLLITVGIVYIKNDPTLKRSILKDLVEMCRGVOHPLRGLFLRNYLLOCTRNILPDVMV.EE................NEHEGNVYDA
C.elegans (98) VOYASAIIPRLYLLVIIGGVFIKCGLGSRKEILKDLVEMCRGVOHPLRGLFLRNYLMOCTRSVLPDFPETEEMLVAEHNDNLSKGTPKLKPRDGTVDDT
S.cerevisiae (89) VOY TGNVVPRLYLMITVGTSYLTFNEAPKKEILKDMIEMCRGVONPIRGLFLRYYLSORTIKELLPEDDPSF. ..o vvvuennnnnn N
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H.sapiens (180) MDFVLLNFAEMNKLWVRMOHOGHS RDREKRERERQELRILVGTNLVRLSOLEGVNVERYKQIVLTGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQ
G.gallus (180) MDFVLLNFAEMNKLWVRMOHOGHSRDREKRERERQELRILVGTNLVRLSOLEGVNVERYKQIVLPGILEQVVNCRDALAQEYLMECIIQVFPDEFHLQ
D.rerio (215) IDFVLLNFAEMNKLWVRMOHOGHSRDREKREKERQELRILVGTNLVRLSQLEGVNVEKYKQIVLSGVLEQVVNCRDSLAQEYLMECIIQVFPDEFHLQ
D.melanogaster (174) IDFVLTNFAEMNKLWVRMOHQOGHSSEKTRREKEREELKILVGTNLVRLSOLESATLEIYQRLILPGILEQVVSCRDAIAQEYLMECIIQVFPDEFHLK
C.elegans (196) IDFVLINFAEMNKLWVRMOHOGPSKEKEKREKDRMELRILVGTNLVRLAQLEALTEEMYVKDVLPSILEQIVSCRDPISQOEYLMECVIQVFADDFHLA
S.cerevisiae (161) SQFIMNNFIEMNKLWVRLOHQGPLRERETRTRERKELQILVGSOLVRLSQIIDDNFQMYKQDILPTILEQVIQCRDLVSQEYLLDVICOQVFADEFHLK
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H.sapiens (278) TLNPFLRACAELHONVNVKNIIIALIDRLALFAHREDG. PGIPADIKLFDIFSQQVATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDY
G.gallus (278) TLNPFLRACAELHONVNVKNIIIALIDRLALLAHREDG. PGIPADIKLFDIFSQQVATVIQSRODMPSEDVVSLOVSLINLAMKCYPDRVDY
D.rerio (313) TLNPFLRSCAELHONVNVKNIIIALIDRLALFAHREDG. PGIPAEIKLFDIFSQQVATVIQSRQDMPSEDVVSLQVSLINLAMKCYPDRVDY
D.melanogaster (272) TLDPFLKSCAQLETGVNVKNIIISLIERLAAYNQRSGKTSGNAIDAIIPAEVELFEVFSVQVANIVQTRMDMPLEDTISLOVALLSLAQKVYPDRVDY
C.elegans (294) TLTEFLNACGQLQODVNIKILLIALVDRLALYTTSYNE......GQPAPTKMQLFEIFSEQATTLIKNRPDMPLDDIVALHVSLVSLAVKCY¥PDRQDY
S.cerevisiae (259) TLDTLLQTTLHLNPDVSINKIVLTLVDRLNDYVTRQLEDDPNATSTNAYLDMDVFGTFWDYLTVLNHERPDLSLQQFIPLVESVIVLSLKWYPNNFDN
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H.sapiens (369) VDKVLETTVEIFNKLNLEHIATSSAVSKELTRLLKIPVDTYNNILTVLKLKHF.. .HPLFE....YFDYESRKS.....00uu .. .MSCYVLSN
G.gallus (369) VDKVLETTVEIFNKLNLEHIATSSAVSKELTRLLKIPVDTYNNILTVLRLKHF .. .HPLFE....YFDYESRKS............ .MSCYVLSN
D.rerio (404) VDKVLESTVEIFNKLNLEHIATSSAVSKELTRLLKIPVDTYNNILTVLQLKHF...PPLFE....YFDYESRKS....000uu..n .MSCYVLSN
D.melanogaster (370) VDKVLGTTAQILQRMNMNNISHLLSVNQELSRLLRICIDFYNNALTIIQLONF...CPLLE....KFDYTSRKS....00cuu... . LALYLVMN
C.elegans (386) ANMTFQGLRQVIEEKGVTDIEAFGKVGRELTKLLNIPIDEYKNVLRLSQLPEY.. .IKVMN....YFDYRGQOCN..... . .IASYMIQN
S.cerevisiae (357) LNKLFELVLQKTKDYGQKNISLESE...... HLFLVLLSFQNSKLQLTSSTTAPPNSPVTSKKHFIPQLISQCQAYKNILALQSISLQKKVVNEIIDI
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H.sapiens (444) VLDYN. .. ... e e e e cececeses. . TEIVSQDQVDSIMNLVSTLIQDQPDQ.......PVEDPDPEDFA............DEQSLVGRFIHLLRS
G.gallus (444) VLDYN.......vu.vueeuu.....TEIVSQEQVDAIMNLVSTLIQDQPDO.......PAEDPDPEDFA............DEQSLVGRFIHLLHS
D.rerio (479) ILDYN. . ... :ceeseecesesess . TIIVAQDQVDAILNLVSTLIQDQPDQ.......PAEDPDPEDFA............EEQSLVGRFIHLLHS
D.melanogaster (445) ILDNE... e «..TLVPTADQADSLLTIITPLIKDDDTNKENGAAAGNTTPDAEEFA. .. ««....EEQGVVARFIHLMRS
C.elegans (461)MLEEE.......+¢c2ecese+0...TVFRNQDDVDSAFSLISSLLKDQEKQ.......SSDSHETEEFA............DEONLVARLLHLIRA
S.cerevisiae  (449) LMDREVEEMADNDSESKLHPPGHSAYLVIEDKLQVQRLLSICEPLIISRSGPPANV..ASSDTNVDEVFFNREDEEESWILDPIQEKLAHLIHWIMN
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H.sapiens (1) MSFLGGFFGPICEIDIVLNDGETRKMAEMKTEDGK. VEKHYLFYDGESVSGKVNLAFKQPGKRLEHQGIRIEFVGQI..EL .
G.gallus (1) MSFLGGFFGPVCEIDVILNDAETRKTAEMKTEDGK. VEKHFLFYDGESVSGKVNVS .KQQOGKRLEHQGIRIEFVGQI. .EL .
D.rerio (1) MSFLGGLFGPACEIDVILNDAESRKTAELKTEEGK. LEKHYLFYDGESVSGKVNINVKQTSKRLEHQGIRIEFVGQI..EL .
D.melanogaster (1) MNFLG. .FGQSADIEIVF.DGAEHKTAEVKGEDGK. VEKMLLFYDGETVSGKVNVTLKKPGSKLEHQGIKIEFIGQI..EL .
C.elegans (1) MAMLFG.FGQSAEIQIRLSNEDTRKIVKARGDDGN. MHDHFLYYDGESVTGTVHVNLKKANHKFEHQGIRIEFIGQIVSEV
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(79) . .FNDKSNTHEFVNLVKEEALPGELTQSRSYDFEFMQVEKPYESYIGANVRLRYFLKVTIVRRLTPLVKEYDLIVH. . ... ... QLATYPDV
(78) . .FNDKSNTHEFVNLVKELALPGELTQSRSYDFEFMQVEKPYESYIGANVRLRYFLKVTIVRRLSDIVKEYDLIVH........QLATYPDV
(79) . .FSDKSNTHEFVNLVKELALPGELTQNRSYDFEFMQVEKPYESYVGANVRLRYFLKVTIVRRLSDLVKEYDLIVH........QLATYPDV
(76) . . YYDRGNHHEFKCLAKALARPGDLIQNNSYPFDFPKVEKQFEVYAGSNVRLRYFLRATIVRRISDITKEVDIAVH........TLCSYPEM
(80) . . YYDRGNQODFISLTRELARPGDLTQNAQFPFEFNNVEKPFETYMGTNVKLRYFLRVIVIRRLTDLTKELDLVVH........ALSSYPDN
(106) SVDVRKNSVDQFLCQSYDLCPAGELOQHSQSFPFLFRDLSKRYESYKGKNVDVAYYVKVIVMRKSTDISKIKRFWVYLY (50) VLPISRSNNE
p10 p11 p12 p13 R p14 R p15 R p16
V V v
170 180 190 200 210 220 230 240 250

(161) NNSIKMEVGIEDCLHIEFEYNKSKYHLKDVIVGKIYFLLVRIKIQHMELQLIKKEITGIGPSTTTETETIAKYEIMDGAPVKGESIPIRLFL
(160) NNSIKMEVGIEDCLHIEFEYNKSKYHLKDVIVGKIYFLLVRIKIQHMELQLIKKEITGIGPSTTTETETIAKYEIMDGAPVKGESIPIRLFL
(161) NNSIKMEVGIEDCLHIEFEYNKSKYHLKDVIVGKIYFLLVRIKIQHMELQLIKKEMTGIGPSTTTETETVAKYEIMEGAPVKGESIPIRLFL
(158) NNPIKMEVGIEDCLHIEFEYNKSKYHLRDTIIGKIYFLLVRIKIKHMEIAIIKKESTGTGPTMFNENETIAKYEIMDGAPVKGESIPIRVFL
(162) DKSIKMEVGIEDCLHIEFEYNKNKYHLODVIVEGKIYFLLVRIKIKYMEIAILKTEVVGSGPNTFKESETVAKFEIMDGAPVRGESIPIRLFL
(244) PKPVRLDIGIENCLHIEFEYAKSQYSLKEVIVGRIYFLLTRLRIKHMELSLITRESSGLOQTSNVMTDSTAIRYEIMDGSSVKGETIPIRLFL
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