TAB182

Homo sapiens:

>NP_203754.2 182 kDa tankyrase-l-binding protein [Homo sapiens]
MKVSTLRESSAMAS PLPREMEEELVPTGSE PGDTRAKPPVKPKPRALPAKPALPAKPSLLVPVGPRPPRG
PLAELPSARKMNMLAGPQPYGGSKRPLPFAPRPAVEASTGGEATQETGKEEAGKEEPPPLTPPARCAAPG
GVRKAPAPFRPASERFAATTVEEILAKMEQPRKEVLASPDRLWGSRLTFNHDGSSRYGPRTYGTTTAPRD
EDGSTLFRGWSQEGPVKSPAECREEHSKTPEERSLPSDLAFNGDLAKAASSELPADISKPWIPSSPAPSS
ENGGPASPGLPAEASGSGPGSPHLHPPDKSSPCHSQLLEAQTPEASQASPCPAVTPSAPSAALPDEGSRH
TPSPGLPAEGAPEAPRPSSPPPEVLEPHSLDQPPATSPRPLIEVGELLDLTRTFPSGGEEEAKGDAHLRP
TSLVQRRFSEGVLOSPSQDQEKLGGSLAALPQGQGSQLALDRPFGAESNWSLSQSFEWTFPTRPSGLGVH
RLDSPPPSPITEASEAAEAAEAGNLAVSSREEGVSQQGOGAGSAPSGSGSSWVQGDDPSMSLTOKGDGES
QPQFPAVPLEPLPTTEGTPGLPLOQAEERYESQEPLAGQESPLPLATREAALPILEPVLGQEQPAAPDQP
CVLFADAPEPGQALPVEEEAVTLARAETTQARTEAQDLCRASPEPPGPESSSRWLDDLLASPPPSGGGAR
RGAGAELKDTQSPSTCSEGLLGWSQKDLOSEFGITGDPQPSSFSPSSWCQGASQDYGLGGASPRGDPGLG
ERDWTSKYGQGAGEGS TREWASRCGIGQEEMEASSSQDQSKVSAPGVLTAQDRVVGKPAQLGTORSQEAD
VODWEFRKRDSQGTYSSRDAELQDQEFGKRDSLGTYSSRDVSLGDWEFGKRDSLGAYASQDANEQGODLG
KRDHHGRYSSQDADEQDWEFQKRDVSLGTYGSRAAEPQEQEFGKSAWIRDY SSGGSSRTLDAQDRSFGTR
PLSSGFSPEEAQOQDEEFEKKIPSVEDSLGEGSRDAGRPGERGSGGLESPSTAHVPDGALGORDQSSWON
SDASQEVGGHQOERQQAGAQGPGSADLEDGEMGKRGWVGEFSLSVGPQREAAFSPGOODWSRDFCIEASER
SYQFGI IGNDRVSGAGFSPSSKMEGGHFVPPGKTTAGSVDWTDOLGLRNLEVSSCVGSGGSSEARESAVG
OMGWSGGLSLRDMNLTGCLESGGSEEPGGIGVGEKDWTSDVNVKSKDLAEVGEGGGHSQARESGVGOTDW
SGVEAGEFLKSRERGVGQADWTPDLGLRNMAPGAVCS PGESKELGVGOMDWGNNLGLRDLEVTCDPDSGG
SOGLRGCGVGOMDWTQDLAPQNVELFGAPSEAREHGVGGVSQCPEPGLRHNGSLSPGLEARDPLEARELG
VGETSGPETQGEDYSSSSLEPHPADPGMETGEALSFGASPGRCPARPPPSGSQOGLLEEMLAASSSKAVAR
RESAASGLGGLLEEEGAGAGAAQEEVLEPGRDS PPSWRBOPDGBASQTEDVDGTWGSSAARWSDQGPAQT
SRRPSQGPPARSPSQDFSFIEDTEILDSAMYRSRANLGRKRGHRAPVIRPGGTLGLSEAADSDAHLFQDS
TEPRASRVPSSDEEVVEEPQSRRTRMSLGTKGLKVNLFPGLS PSALKAKLRPRNRSAEEGELAESKSSQK
ESAVORSKSCKVPGLGKPLTLPPKPEKSSGSEGSSPNWLQALKLKKKKY

Pongo abelii:

>XP_002821835.2 182 kDa tankyrase-l-binding protein [Pongo abelii
MKVSTLRESSAMASPLPREMEEELVPTGSEPGDTRAKPPVKPKPRALPAKPALPAKPSLLVPVGPRPPRG
PLAELPSARKMNMLAGPQPYGGSKRPLPFAPRPAVEASTGGEATQETGKEEAGKEEPPPLTPPARCAAPG
GVRKAPAPFRPASERFAATTVEEI LAKMEQPRKEVPASPDRLWGSRLTFNHDGSSRYGPRTYGTTTAPRD
EDGSTLSRGWSQEGPVKFPAECOEEHRKTPEERSLPSDLAFNGDLAKAASSELPADISKPWIPSSPAPSS
ENGGPASPGLPAEASGSGPGSPHLHSPDKSSPCHSQLLEAQSPEASQASPCSPVTPTAPSAALPDEGSRH
TPSPGLPAEGAPEAPRPSSPPPEVLEPHSLDQPPATSPQPVIEVGELLDLTRTFPSGGEEEAKGDAHLRP
TSLVQRRFSEGVLOSPSQDQEKLGGSLAALPOGQGSQLALDRPFGAESNWSLSESFEWTFPTRPSGLGVI
RLDSPPPSPITEASEAAEAAEAGNLAVSSGEEGVSQQGOGAGSAPSGSGSSWVQGDDPSMSLTOKGDGES
QPQFPAVPLEPLPTTEGTPGLPLQQAEERYESQEPLAGQESPLPLATREAALPILEPVLGQEQPAPPDQP
CVLFADVPEPGQALPVEEEAMTLDRAETTQPRTEAQDLCRASPEPPGPESSSRWLDDLLASPPPSGGSAR
RGAGSELKDAQSPSTCSEGLLGWSQKDLOSEFGITGDPQPSSFSPSSWCQGASQDYGLGGASPRGDPGLG
ERDWTSKYGQGAGEGS TRDWASRCGIGQEEMEASSSQODQSEVSAPGALTAQDRVVGKPAQLGTORSQEAD
VODWEFRKRDSQGTYSSRDAELODQEFGKRDSLGTYSSRDVSLGDWEFGKRDSLGTYASQDVNEQGQDLG
KRDHRGRYSSQDADEQDWKFQKRDVSLGTYGSRGAEPQEQEFGKSAWIRDY SSGGSSRTLDAQDRSFGTR
PLSSGFSPEEAQOODEEFEKKIPSVEDSLGEGSRDAGRPGERESGGLFSPSTAHVPDGALGORDOSSWON
SDASQEVGGHOERQQAGAHGPGSADLEDGEMGKRGWVGEFSLSVGPRREAAFSPGOODWSRDFCVEASER
SYQFGI IGNDRVSGAGFSPSSKMGGGHFVPPGKTTAGSVDWTDOLGLRNLEVSSCVGSGGSSEARENAVG
OMGWSGGLSLRDMNLAGCLESGGSEEPGGIGVGEKDWTSDVNVKSKDLAEVGEGGGHSQARESGVGQTDW
SGVEAGEFLKSRERGVGOADWTPDLGLRNMAPGAVCSPGEHKELGVGOMDWGNNLGLRDLEVTCDPESGD
SQGLRGCGVGOMDWTQDLAPRNVELFGAPSEAREHGVGGVSQCPEPGLRHNGSLSPGLEARDPLEARELG
VGETSGPETQGEDDSSFSLEPHPADPGMETGEALSFGAS PGRRPARPPPSGSQGLLEEMLAASSSKAVAQ
RESAASGLGGLLEFEGAGAGAAQEEVLEPGRDS PPSWRBOPDGEASQTEDVDGTWGSSAARWSDOGPAQT
SRRPSQGPPARSPSQDFSFIEDTEILDSAMYRSRANLGRKRGHRAPAIRPGGTLGLSEAADSDARLFODS
TEPRASRVPSSDEEVVEEPQSRRTRMSLGTKGLKVNLFPGLSPSALKAKLRPRNRSAEEGEPAESKSSQK
ESAVORSKSCKVSGLGKPLTLPPKPEKSSGSEGSSPNWLQALKLKKKKV

Mus musculus:

>NP_001074729.1 182 kDa tankyrase-l-binding protein [Mus musculus]
MKGSTLREGTAMASPLPQDMEEELAPVGSEPGDPRAKPPVKPKPRGLPSKPALPAKPSLLVPVGPRPPRG
PLAELPSARKMNMLAGPQPYGVSKRPLPFAPRPSAEATAGGDVTQESGKEDAGKEDLPPLTPPARCAALG
GVRKAPAPFRPSSERFAACTVEEILAKMEQPRKEILASPDRLWGSRLTFNHDGSSRYGPRTYGAPCPREE
DSKSPAKGRSQEGTAEI PAECOEEHSKTPEERNLTSSPAMNGDLAKLACSEAPTDVSKTWVTSSADPVSE
HGGSTSAVRLANISVPASESPRLSSRPSSPCHSQLSETQSPAASEASSICLPVTPASPSAVLPAEPPGHS
PSSELPAEAAPETLSPNSSPVETVSGHHSPEQPPVLLPQLLTEGAELPDITRTFPCGEEAAARGHTESRP
SSLAQRRFSEGVLQPPSQDQEKLGGSLATLPQGOGSQSALDRPFGSGTESNWSLSQSFEWTFPTRPSGLG
VWRLDSPPPSPITEASEAAEAAEADSWAVSGRGEGVSQVGPGTPPAPESPRKPISGVQGNDPGISLPORD
DGESQPRSPALLPSTVEGPPGAPLLOAKENYEDQEPLVGHESPITLAAREAALPVLEPALGOQQPTPSDQ
PCILFVDVPDPEQALSTEEDVVTLGWAETTLPMTEAQEPCSVSPEPTGPESSSRWLDDLLASPPPNSGSA
RRAAGAELKDRQSPSTCSEGLLGWAQKDLQSEFGVATDSHHSSFGSSSWSQDTSQNYSLGGRSPVGDTGL
GKRDWSSKCGOGSGEGSTREWASRHSLGQEVIGIGGSQDESEVPVRERAVGRPAQLGAQGLEADAQQWEF
GKRESQDPHSIHDKELQDQEFGKRDSLGSFSTRDAS LQDWEFGKRASVSTNQDTDENDQELGMKNLSRGY
SSQDAEEQDREFEKRDSVLDIHGSRATAQONQEFGKSAWFQDYSSGGGGSRVLGSQERGFGIRSLSSGFS
PEEAQQQDEEFEKKTPVGEDRFCEASRDVGHLEEGASGGLLSPSTPHSRDGAARPKDEGSWQDGDSSQET
TRLOGRMQAESQSPTNVDLEDKEREQRGWAGEFSLGVAAQSEAAFSPGRODWSRDVCVEASESSYQFGI I
GNDRVSGAGLSPSRKSGGGHFVPPGETKAGAVDWTDQLGLRNLEVSSCVSSEGPSEARENVVGOMGWSDS
LGLNNGDLARRLGTGESEEPRSLGVGEKDWTSSVEARNRDLPGQAEVGRHSQARESGVGEPDWSGAEAGE
FLKSRERGVGQADWTPDLGLRNMAPGAGCSPGEPRELGVGQVDWGDDLGLRNLEVSCDLESGGSRGCGVG
OMDWAQDLGLRNLRLCGAPSEVRECGVGRVGPDLELDPKSSGSLSPGLETEDPLEARELGVGE ISGPETQ
GEDSSSPSFETPSEDTGMDTGEAPSLGASPSSCLTRSPPSGSQSLLEGIMTASSSKGAPQRESAASGSRY
LLEEEGLAAGAGQGEPQEPSRAPLPSSRBQBDEEASQVEEVDGTWSLTGAARQNEQASAPPPRRPPRGLL
PSCPSEDFSFIEDTEILDSAMYRSRANLGRKRGHRAPAIRPGGTLGLSETADSDTRLFQDSTEPRASRVP
SSDEEVVEEPQSRRTRMSLGTKGLKVNLFPGLSPSALKAKLRSRNRSAEEGEVTESKSSQKESSVQORSKS
CKVPGLGKPLTLPPKPEKSSGSEGSSPNWLQALKLKKKKI



Gallus gallus:

>XP_040557690.1 182 kDa tankyrase-l-binding protein isoform X1 [Gallus gallus
MASQPQSLHPPLPCASGGAGLAAGSPEKGSPRPKPPVRPKPRVLPKPAVPAKPCLPHPPPAPRHSRPELP
SAEKINRLAGPQPYSGGGSGAALRRPSFTIKSPETPNGKGLPSPPVLTPEDSCSTPSDEVPLAPSTPSRK
GPAPFKVTPVPVATKLERFPGTTVEEILAKMDSKEGLGSPDRARLSPFCPDSSSRFGSKTFTAFRRRPSG
EADGDSPGEARQLLQQAEGELGTGGDRCLMVETSSSSPAGPSCAGDPCGLRRPPSPPDLSSLQLGPPGSP
RPPACPPPGAPFQPSASAPGSPDAPPELLAPGSPTMAPESPESPAQRPTEELLATSIQAPGAPSSVAEPW
LGASHSPGSPHTPSEGSPTPASPSTPGTSQLSPKATCPPGSPESATEPSPPPSPPPELPARASCPPGSPG
GPDDSLVSSQTPEGPDFSLPPSNRDSGLRRSSEGVLRPPPSEGQGMGLLGGSLGALPQPGDLPAEHLLSG
ESSWSLSQSFEWTFPTRGVRGLPSPPRSPIQEAADSGLSEEDESDREGAATGSHGDSGDTDGPGLAVTSS
WGAEGAPCPGGPVAQQEAESSEEEEEEGEAELDSTELHIVEPSLDSAEPEPPVKAAPPDPAPTEADASCE
PTGDFPASLQGLGGPGQDEGSSKGPDAHTDPRWLTELLASPRARASGRDPLNTEEQEGLLGWSRKDLCSE
FGIGRSHQAGAFDWSHKAVARQGDWPGEMEQDQKFRTNSSRNNSCGISDMNQQDRAFGAAERDWSSNYKG
TELMGDTRLGSSDWSKSHGAGESCLQDQDFSKPTWGTGYGLDSAGSREEVGSGKAEWSSPYSVGHGQQQD
KELSSRQPGWAGKYGSGDLETHSGDAAPVWSSEYGTGDADIKDREVTPDWASKY SSRDAETKDKDFTLGW
AGRSSTGDAGTLDKEFCSSRSAWDSKYSTRDMESQDREFSPSRPAWSGEYSTQDMESQDREFSPSRLAEA
SEYSSRDMEIQDREFSPSRPACAEEHSTSDMESQDREFSTSRPTWHREYSSRDMESQDREFSPSRPACTN
EYSTSDAETQDREFNPSRPTWHSEYSSRDMETQDREFSPSRPACADEYITKNMESQDREFSPNRPAEASE
YSARDVETQDRELKSNKPAWDDEYITKNMESRDREFGPSRSVWASDYDSMNTEKGEFSSSRLSWAGECST
GQTQLANAFGVRKEDLPGLCAPSRPGQESSWGSTDQQESGTRDWAEELHLGGAEHQNQFGIIGTERVSDP
SSTAASADGLMSWANKMRSEVPQEPRQPLGDWHSDLSFSTSGITGKADEGEPSQMAWDEGLAAVGSSAQP
QOAKVEEPGWSQDLEEAGWSEELREAEARRQEWASAFGARCAARSQDFSAGEQSLGGDGGSADGNPENIH
LSESSPPLGDDAVAEPAAAEPIWGESATPRTDPMEQQDLPELAAAPLPAEAAGETPETESEEAPLDSPDG
KTPVSWEEKRLSVSASQPEGLLDLSGQDFTFLEDTEVLDSTMYRSKANLGRKRRHRAPVLRPGATSEGDS
WIFQDSTEPRPARAAASSDEEAAEEPKSRRVRASPSGKGVKVPLFPGLTTSALKAKLRGRNRSVEEGASP
VDSKATPTKDPHVQRSKSCKIPGLSGKPLALPPKPEKSSGSDASPPHWLQALKLKKKKS

Xenopus laevis:

No homolog found.

Salmo salar:

No homolog found.

Petromyzon marinus:

No homolog found.

Branchiostoma belcheri:

No homolog found.

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

No homolog found.

Amphimedon queenslandica:

No homolog found.
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XP_002821835.2[P.abelii]

XP_040557690.1[G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

XP_040557690.1(G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

XP_040557690.1([G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

XP_040557690.1[G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

XP_040557690.1[G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

CGQGSGEGS----- TREWASRHSLGQ----EVIGIGGSQDESEV--—-—---— P---VRERA

YGQGAGEGS----- TREWASRCGIGQ----EEMEASSSQDQSKVS-APGVLT---AQDRV

YGQOGAGEGS----— TRDWASRCGIGQ----EEMEASSSQDQSEVS-APGALT---AQDRV
* x * . . * . ce Lk *

PGWAGKYGSGDLETHSGDAAPVWSSEYGTGDADIKDREVT-PDWASKYSSRDAETKDKDF

VGRPAQLGA-———————————————— QG-LEADAQQWEFGKRESQDPHSIHDKELQDQEF
VGKPAQLGT-——===—=—===——==—— QRSQEADVQDWEFRKRDSQGTYSSRDAELQDQEF
VGKPAQLGT-———————————————— QRSQEADVQDWEFRKRDSQGTYSSRDAELQDQEF

oo R HE HE A

TLGWAGRSSTGDAGTLDKEFCSSRSAWDSKYSTRDMESQDREFSPSRPAWSGEYSTQDME

GKR----DSL-—---————————————— GSFSTRDASLQDWEFGKR--ASVSTN--QDTD
GKR----DSL--—--———==—————-——— GTYSSRDVSLGDWEFGKR--DSLGAYASQDAN
GKR----DSL-—-—-————————————— GTYSSRDVSLGDWEFGKR--DSLGTYASQDVN

* Sk ok * ok * %

SQDREFSPSRLAEASEYSSRDMEIQDREFSPSRPACAEEHSTSDMESQDREFSTSRPTWH
ENDQELGMK--NLSRGYSSQDAEEQDREFEKRDSV-LDIHGSRATAQQONQEF--GKSAWE
EQGQDLGKR--DHHGRYSSQDADEQDWEFQKRDVS-LGTYGSRAAEPQEQEF--GKSAWI

EQGQDLGKR——DHRGRYSSQDADEQDWKFQKRDVS LGTYGSRGAEPQEQEF--GKSAWI
Kk gk L Kk gk e koakk . ok

REYSSR-----— DMESQDREFSPSRPACTNEYSTSDAETQDREFNPSRPTWHSEYSSRDME
QDYSSGGGGSRVLGSQERGFGIRS--LSSGFSPEEAQQQODEEFEKKTPVGEDRFCEASRD
RDYSSGG-SSRTLDAQDRSFGTRP--LSSGFSPEEAQQQDEEFEKKIPSVEDSLGEGSRD

RDYSSGG- SSRTLDAQDRSFGTRP——LSSGFSPEEAQQQDEEFEKKIPSVEDSLGEGSRD
L] sorkrx ok, Sk ik Kk Kk, K

——————— TQDREFSPSRPACADEYITKNMESQ--DREFSPN--R---PAEASEYSARDVE
VGHLEEGASGGLLSPSTPHSRDGAARPKDEGSWQDGDSSQEITRLOGRMQAESQSPTNVD
AGRPGERGSGGLFSPSTAHVPDGALGQRDQSSWONSDASQEVGGHQERQQAGAQGPGSAD

AGRPGERESGGLFSPSTAHVPDGALGQRDQSSWQNSDASQEVGGHQERQQAGAHGPGSAD
R .. ox

TQDRELKSNKPAWDDEY I TKNMESRDREFGPSRSVWASDYDSMNTEKGEFSSSRLSWAGE
LED--KEREQRGWAGEFSLGVAAQSEAAFSPG
LED--GEMGKRGWVGEFSLSVGPQREAAFSPG

LED——GEMGKRGWVGEFSLSVGPRREAAFSPG
* k. T

CSIGQTQLANAFGVRKEDLPGLCAPSRPGQESSWGSTDQQESGTRDWAEELHLGGAEHON
RODWSRDVCVEASESSY
QODWSRDFCIEASERSY

QQDWSRDFCVEASERSY
I

QFGIIGTERVSDPSSTA.
QFGIIGNDRVSGAGLSPSRKSGGGHFVPPGETKAGAVDWTDQLGLRNLEVSSCVSSEGPS
QFGIIGNDRVSGAGFSPSSKMEGGHFVPPGKTTAGSVDWTDQLGLRNLEVSSCVGSGGSS

QFGIIGNDRVSGAGFSPSSKMGGGHFVPPGKTTAGSVDWTDQLGLRNLEVSSCVGSGGSS
kkkkkk s kkk

——--ASADGLMSWANKMRS-——————=—————— EVPQEPRQPLGDWHSDLSFSTSGITGKA
EARENVVGQMGWSDSLGLNNGDLARRLGTGESEEPRSLGVGEKDWTSSVEARNRDLPGQA
EARESAVGQMGWSGGLSLRDMNLTGCLESGGSEEPGGIGVGEKDWTSDVNVKSKDLAEVG
EARENAVGQMGWSGGLSLRDMNLAGCLESGGSEEPGGIGVGEKDWTSDVNVKSKDLAEVG

* ok * % kx| L
DEGEPSQMAWDEGLAAVGSSAQPQQAKVEEPGWSQD-——————————— LEEAGWSEEL-—
EVG-—————————————— RHSQARESGVGEPDWSGAEAGEFLKSRERGVGQADWTPDLGL
EGG-—————————————— GHSQARESGVGQTDWSGVEAGEFLKSRERGVGQADWTPDLGL
EGG-—————————————— GHSQARESGVGQTDWSGVEAGEFLKSRERGVGQADWTPDLGL
. O HEE R

—————————————— REAEARRQEWASAFGARCAARSQDFSAG-EQSLGGDGGS-----AD

RNMAPGAGCSPGEPRELGVGQVDWGDDLGLRNLEVSCDLESGGS ---RGCGVGQMDWAQD
RNMAPGAVCSPGESKELGVGQMDWGNNLGLRDLEVTCDPDSGGSQGLRGCGVGQMDWTQD
RNMAPGAVCSPGEHKELGVGQMDWGNNLGLRDLEVTCDPESGDSQGLRGCGVGQMDWTQD

KLk P I * *

GNPENIHLSE SSPPL GDDAVAEP
LGLRNLRLCGAPSEVRECGVGRVGPDLELDPKSSGSLSPGLETEDPLEARELGVGEISGP
LAPQNVELFGAPSEAREHGVGGVSQCPEPGLRHNGSLSPGLEARDPLEARELGVGETSGP
LAPRNVELFGAPSEAREHGVGGVSQCPEPGLRHNGSLSPGLEARDPLEARELGVGETSGP

LKLk *x ok * Y

AAEPIWGESA---TPRTDPMEQQDLPE-LAAAP---—
ETQGEDSSSPSFETPSEDTGMDTGEAPSLGASPSSCLTRSPPSGSQSLLEGIMTASSSKG
ETQGEDYSSSSLEPHPADPGMETGEALSFGASPGRCPARPPPSGSQGLLEEMLAASSSKA
ETQGEDDSSFSLEPHPADPGMETGEALSFGASPGRRPARPPPSGSQGLLEEMLAASSSKA

* ok kKKK K o ok

—————————————— LPAEAA--G----E------------TPETESEEAPLDSPDGK---

APQRESAASGSRVLLEEEGLAAGAGQGEPQEPSRAPLPSS SQVEEVDGTWSL

VARRESAASGLGGLLEEEGAGAGAAQEEVLEPGRDSPPS SQTEDVDGTWGS

VAQRESAASGLGGLLEEEGAGAGAAQEEVLEPGRDSPPSW, SQTEDVDGTWGS
* * * oL kR

P

-TPVSWEEKRLSV-SASQPEGL-LDLSGQDFTFLEDTEVLDSTMYRSKANLGRKRRHRAP
TGAARQNEQASAPPPRRPPRGLLPSCPSEDFSFIEDTEILDSAMYRSRANLGRKRGHRAP
SAA-RWSDQGPAQTSRRPSQGPPARSPSQDFSFIEDTEILDSAMYRSRANLGRKRGHRAP
SAA- RWSDQGPAQTSRRPSQGPPARSPSQDFSFIEDTEILDSAMYRSRANLGRKRGHRAP
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1105
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1264
1175
1182
1182

1307
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1242
1242

1353
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1287
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XP_040557690.1[G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

XP_040557690.1[G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

XP_040557690.1([G.gallus]
NP_001074729.1[M.musculus]
NP_203754.2[H.sapiens]
XP_002821835.2[P.abelii]

VLRPGAT------ SEGDSWIFQDSTEPRPARAAASSDEEAAEEPKSRRVRASPSGKGVKV
ATIRPGGTLGLSETADSDTRLFQDSTEPRASRV-PSSDEEVVEEPQSRRTRMSLGTKGLKV
VIRPGGTLGLSEAADSDAHLFQDSTEPRASRV-PSSDEEVVEEPQSRRTRMSLGTKGLKV
ATIRPGGTLGLSEAADSDARLFQDSTEPRASRV-PSSDEEVVEEPQSRRTRMSLGTKGLKV

LAAK K Dok DARKKKAKAK sk KKKKK | KKK KKK K K kKKK

PLFPGLTTSALKAKLRGRNRSVEEGASPVDSKATPTKDPHVQRSKSCKIPGLSGKPLALP
NLFPGLSPSALKAKLRSRNRSAEEGEVTE--SKSSQKESSVQRSKSCKVPGL-GKPLTLP
NLFPGLSPSALKAKLRPRNRSAEEGELAE--SKSSQKESAVQRSKSCKVPGL-GKPLTLP
NLFPGLSPSALKAKLRPRNRSAEEGEPAE**SKSSQKESAVQRSKSCKVSGL GKPLTLP
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PKPEKSSGSDASPPHWLQALKLKKKKS 1669
PKPEKSSGSEGSSPNWLQALKLKKKKI 1720
PKPEKSSGSEGSSPNWLQALKLKKKKV 1729
PKPEKSSGSEGSSPNWLQALKLKKKKV 1729
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