AMOT

Homo sapiens:

>04VCS5 [Homo sapiens
MRNSEEQPSGGTTVLORLLOEQLRYGNPSENRSLLATHQQATGNGPPFPSGSGNPGPQSD
VLSPQDHHQQLVAH. TQSENLIMEKQLSPRMONNEELPTYEEAKVQSQYFR
GQOHASVGAAFYVTGVTNQKMRTEGRPSVORLNPGKMHODEGLRDLKQGHVRSLSERLMQ
MSLATSGVKAHPPVTSAPLSPPQPNDLYKNPTSSSEFYKAQGPLPNQHSLKGMEHRGPPP
EYPFKGMPPQSVVCKPQEPGHFYSEHRLNQPGRTEGQLMRYQHPPEYGAARPAQDISLPL
SARNSQPHSPTSSLTSGGSLPLLOSPPSTRLS PARHPLVPNQGDHSAHLPRPQOHFLPNQ
AHQGDHYRLSQPGLSQQ0Q0000Q0HHHHHHHQOO000QPOOQPGEAY SAMPRAQPSSASY
QPVPADPFAIVSRAQOMVEILSDENRNLRQELEGCYEKVARLQKVETEIQRVSEAYENLY
KSSSKREALEKAMRNKLEGEIRRMHDFNRDLRERLETANKQLAEKEYEGSEDTRKTISQL
FAKNKESQREKEKLEAELATARSTNEDQRRHIEIRDQALSNAQAKVVKLEEELKKKQVYV
DKVEKMQOALVQLQAACEKREQLEHRLRTRLERELESLRIQQROGNCQPTNVSEYNAAAL
MELLREKEERILALEADMTKWEQKYLEENVMRHFALDAAATVAAQRDTTVISHSPNTSYD
TALEARIQKEEEEILMANKRCLDMEGRIKTLHAQI IEKDAMIKVLQORSRKEPSKTEQLS
CMRPAKSLMSISNAGSGLLSHSSTLTGSPIMEEKRDDKSWKGSLGILLGGDYRAEYVPST
PSPVPPSTPLLSAHSKTGSRDCSTQTERGTESNKTAAVAPISVPAPV TARATITATA
ATITTTMVAAAPVAVAAAAAPAAAAAPSPATAAATAAARVSPAAAGQT PAAASVASARAVA
PSAAAAAAVQVAPAAPAPVPAPALVPVPAPAAAQASAPAQTQAPTSAPAVAPTPAPTPTP
AVAQAEVPASPATGPGPHRLSIPSLTCNPDKTDGPVFHSNTLERKTPIQILGOEPDAEMY
EYLI

Pongo abelii:

>XP_009233461.1 angiomotin isoform X1 [Pongo abelii]
MRNSEEQPSGGTTVLQRLLQEQLRYGNPSENRSLLAIHQQATGNGPPFPSGSGNPGPQSDVLSPQDHHQQ
IQSENLIMEKQLSPRMONNEELPTYEEAKVQSQYFRGOQHASVGAAFYVTGVTNQK
MRTEGRPSVQRLNPGKMHQDEGLRDLKQGHVRSLSERLMQMSLATSGVKAHPPVTSAPLSPPQPNDLYKN
PTSSSEFYKAQGPLPNQHSLKGMEHRGPPPEYPFKGMPPQSVVCKPQEPGHFYSEHRLNQPGRTEGOLMR
YQHPPEYGAARPAQDISLPLSARNSQPHSPTSSLTSGGSLPLLQSPPSTRLSPARHPLVPNQGDHSAHLP
RPQOHFLPNQAHQGDHYRLSQPGLSQQQQQQQQOHHHHHHHOOQQQOPQQOPGEAY SAMPRAQPSSASYQ
PVPADPFAIVSRAQOMVEILSDENRNLRQELEGCYEKVARLQKVETEIQRVSEAYENLVKSSSKREALEK
AMRNKLEGEIRRMHDFNRDLRERLETANKQLAEKEYEGSEDTRKTISQLFAKNKESQREKEKLEAELATA
RSTNEDQRRHIEIRDQALSNAQAKVVKLEEELKKKQVYVDKVEKMQOALVQLQAACEKREQLEHRLRTRL
ERELESLRIQQRQGNCQPTNVSEYN; LMELLREKEERILALEADMTKWEQKYLEENVMRHFALDAAAT
VAAQRDTTVISHSPNTSYDTALEARIQKEEEEILMANKRCLDMEGRIKTLHAQIIEKDAMIKVLQQRSRK
EPSKTEQLSCMRPAKSLMSISNAGSGLLSHSSTLTGSPIMEEKRDDKSWKGSLGILLGGDYRAEYVPSTP
SPVPPSTPLLSAHSKTGSRDCSTQTERGTESNKTAAVAPISVPAPV T, ITATAATITTTMVAAA
PVAVAAAAAPAAAAAAAAAPSPATAAATAAAVSPAAAGQIPAAASVASVAAVAPPPAAAAAAVQVAPAAP
APVPAPALVPVPAPAAAQASAPAQTQTPTSAPAVAPTPAPTPTPAVAQAEVPASPATGPGPHRLSVPSLT
CNPDKTDGPVFHSNTLERKTPIQILGQEPDAEMVEYLI

Mus musculus:

>NP_695231.3 angiomotin isoform 1 [Mus musculus]
MRSSDDQPSGGTTVLORLLQEQLRYGNPSENRSLLATHOQATGNSS PFSTGSGNQGPONDVLSSQDHHQQ
oLVAHP2AROBBOGOR I OSENGVMEKQLS PRMONNEELPTYEEAKVQSQYFRGOQHASVGAAFYVTGVTNQ
KMRTEGRPSVQRLTPGKMHODEGLRDLKOGHVRS LSERLMOMS LATSGVKAHPPVTSAPLSPPOPNDLYK
NATSSSEFYKAQGPPPSQHSLKGMEHRGPPPEYPFKGVPSQSVVCKSQEPGHFYSEHRLNQPGRTEGQLM
RYQOHPPEYGAARATQDISSLSLSARNSQPHSPTSSLTAGASSLPLLOSPPSTRLPPGOHLVSNQGDHSAH
LSRHQQHLLSSQSHQGDHYRH LTSAQQQOPGEAYSAMPRAQOSASYQPMPADPFAMVSRAQOMVEIL
SDENRNLROELDGCYEKVARLOKVETEIQRVSEAYENLVKSS SKREALEKAMRNKLEGETRRMEDFNRDL
RDRLETANKQLAEKEYEGSEDTRKTISQLFAKHKENQREKEKLEAELATARSTNEDQRRHIETRDOALSN
AQAKVVKLEEELKKKQVYVDKVEKMQQALVQLQAACEKREQLEHRLRTRLERELESLRIQQRQGNSQPTN
ASEYNAAALMELLREKEERILALEADMTKWEQKYLEENVMRHFALDAAATVAAQRDTTVISHSPNTSYDT
ALEARIQKEEEEILMANKRCLDMEGRIKTLHAQI TEKDAMIKVLOQRSRKEPSKTEQLSSMRPAKSLMST
SNAGSGLLAHSSTLTGAPIMEEKRDDKSWKGSLGVLLGGDYRVEPVPSTPSPVPPSTPLLSAHSKTGSRD
CSTQTERGPESTKTAAVTPISAPMAGPVAAAAPAAAINATAATNTATAATNTTIMVAAAPVAVAAVAAPA
ARAATPSPANAAALAAAAAPATSVSAATSVSAANSISPAAPVAPAAVVPPAAPVSPAAAVOI PAAASLTP
ATVSPTAATATAAVAAATTAAIT TTAIQVAPATSAPVPSPASIPAPATAQASAPTPTQASTPAP
TEPPSPVPTPTPALVQTEGPANPGASSGPRRLSTPNLMCNPDKPDAPAFHSSTLERKTPIQILGQEPDAE
MVEYLI

Gallus gallus:

>XP_004940856.2 angiomotin [Gallus gallus]
MRNSEEQAATTVLQRLLQEQLRYGNPNDNRNLLALHQQATGNAPPFNSTGNPASQNEGLSSQDHQLVTHA
IQVDNSIMEKQLSPRLONSEDLPTYEEAKVQSQYFRGQPHASVGAAFYVTGVTNQKMRTEG
RPTVQRVSPGKVHQDEGLKDLKQGHVRSLSERLMQLSLATSGVKAHAPVTSAPLSPLSPLSPQOSSDPYK
NSGSSEFYKNSVQPPSQPSMKGMEQRGPPPEYPYKNVSTPSMNCKPQDSGHFYSDHRVSQQGRSDGPMMR
YQHPPEYGSVRQONPDVQLQOLQQRPPHHHSPTSSLTSLGSLTLLQSPPPSRLSPSQHQQPLTPSQGDPGIL
PRTQQPFLSNQVHQGDLYRLCQPFLGPQQOQOQGDSYSVMSRAQQT PSPYQOMOVDPFATVSRAQOMVETLS
EENRSLRQELDGCYEKVARLOKLETEIQQVSEAYKNLEKSSSKRDALEKAMRNKLEGEIRRLHDFNRDLR
ERMETANKQLAEKEFEGSEDNRKTISQLFAQNKETQREKEKLEIELAAARSTNEDQRRHIETIRDQALNNA
QAKVVKLEEELKKKQVYVEKVEKMOQALVQLOAACEKREQLEHRLRTRLERELESLRMOQRQGTSQAANY
SEYNATALMELLREKEERILALEADMTKWEQKYLEESVMRQFALDAAATVAAQRDTTVISHSPNPSYDTS
LEARIQKEEEEILLANRRCLDMEGRIKTLHAQIIEKDAMIKVLQORSRKEPGKTDQLSSMRPAKSLMSIS
NAGSGLLSHSSTLSSTPILEEKREDKSWKGSLGVLLGTEYRSESIPSTPSPVLPSTPLLSAHSKTGSRDC
STQTDRGNEQSKAAPSPAAPTPGRLPTASLPYSADKTDGPLFHSSTLERKAPVQTMGQDLPDGEMVEYLT

Xenopus laevis:

>XP_018085358.1 PREDICTED: angiomotin-like isoform X1 [Xenopus laevis]
MRTSEEQAATTVLORLLOEQLRYGNPNENRNLLALHQQATGNVPSYGGGQOGSONEGLTLODPQLVPHARR
[PEBGEGE 1 0VENLMEKQT PLRSQNSEDLPTYEEAKVQSQYFRGQPHT SVGAAFYVTGVTNQKMRTEGRPT
VORVSPGKVHODDGLKDLKHGHVRSLSERLMQLSLATSGVKAHAPITSAPLSPQPGDFYKNSDSNDMFKN
PPQCGGQKVTEHRGPPPDYPFKNISTLPLQGKSKEVGFHYGEHRGSLONRSDGPMVRYQPPPEYGASRON
QDVOQQIQHRPSHYHSPTSSLTSLGSMSLLQSPTIMSPSQQHPPSPSHGDFYTVPSRAHHI PVYNPVFQQ
GDVYRSPQSQFGOQQOMDPVLLRPPPVPSPYSQMONDPETIVSRAQNMVSLLSEENRSLRKELEDCY DKV
ARFOKMEMEIQRISEAYENLVKSSSKRETLEKAMRTKLEEEIRRIHDFNRDLRERMDTANKQLAAKEFEG
SEDNRKTISQLLAQNKEIQREKEKLETEISSLRSTNQDQRRHIETRDQALNNAQAKVVKLEEELKKKQOVY
VDKVEKMQQALVQLOAACEKREQLEHRLRTRLERELESLRIQORQGNSQSSNVSEYSAATLMELLREKEE
RVLALEADMTKWEQKYLEESVMRQFALDAAATVATQRDTAS I SHSPSGSFDTSLEARIQKEEEEILLANR
RCVDMEGRIKTLHAQI IEKDAMIKVLQOQRSRKDPSKTDQSSTMRPSKSLMSISNAGSGLLSHSSALSSTP
ILEDKREDKSWKGSLGVLLATEYRSE TPSPIRPSTPLLCGHSKTGSKDCCTQTDRGAEQNKPPSVS
ASPGPGRLATPSPMYNSERTAETVFQSSTLDRKNPLPPLGODLTDGELVEYLT




Salmo salar:

>XP_014052684.1 PREDICTED: angiomotin-like isoform X1 [Salmo salar]

MFRKKASSSLRMRRISESNRWNIDRGRSSSFHEVRGLRETEMRPVADETSSSSNSSNNTVLORLLQEQMR
YGEGRNYQLAMOOHQOOQO0OROQQEGGVSGGYPGHVGPNDERHDSMVPHI ARGEBOGOBLOADSGVEKL
GSRGGGSSGGGGMSGGGGGSSQGPNPEDLPTYEEAKVOSQY FRGHPHHOQHOQHOQQOQLPPSVGAAFYV
TAATNNGKVRTEGRPTVQRLSTGGKVHQDDGLKDLKQGHVRSLSERLMOLSLATSGVKAHAPTTSAPLSP
OLPPPGPPGDYYKPSGOHRGPPPDY PFKNMGS PSKOQPOHQEQGGHY YOEHRPRDOGRNEVPHVRYQPPP
EYGSFRSNKESSVHSQRSVHHHSPTSSVTSVGSLSRAQSSTLNSLLSASHPSHTPPHPQGDPYASTGPRS
PQGPGSHQGDLYCPGATHPPLORGHGFPHDPYGSTSRMHHOQOQOHHOFQOOQ00HO00000000000000
QQ0OLOHQQYHSQSSQGHPPQHY PNPQGDPFAMMARAQOMVDMLSEENRLLKQEMAVCS DKVNKLQKLET
EITLVSEAYENLAKSSTKREALEKTMRNKLELEVRRLHDFNRDLRERMETANKQLAAKECEGSEDNRKT I
SQLLTONKETVREKEKLEIELNALRSTTDDQRRHIEIRDQALNNAQAKVVKLEEELKKKQVYVEKVERMO
OALAQLOAACEKREQLEHRLRTRLERELESLRMQORQGVSQSSSSGQEYSATALMEHLREKEERTLALEA
DMTKWEQKYLEESVMRQFALDAAASVATQRDTLSSVISHSPSSSYEQQLSVEARIQKEEEEI LMANRRCL
DMESRIKNLHAQIIEKDAMIKVLHORSRKDPNKDRDAQAIMRPSKSLMSIANTGGSGLLSHSLGLSSSPI
TEERKDSSWKGSLGVLLGPEYRTDSLRTESISSSPSPVLPLTGGHSKTGSRDSCTQTDKGOSQGOEASSK
PSTPALQSMTLPSRLSSPSPVYIPDRIADVPVFHSSTLERRAPVQSHPQPPSASQOELDNDMVEVLI

Petromyzon marinus:

>XP_032827792.1 angiomotin-like protein 1 [Petromyzon marinus]
MGDPYARERALEMRAAEDNSGKVLORLIQEQLRYGGVTDNRGLLAIQQQATTAGSPTPANAATGAGASHG
ALSLAPTSLGAVSLGGAPAAAAGSSISSTESLVODLROSAROEBOGOBHOSSET PEKOAORLALLQOQAL
0000Y00000C0000YOQ0Q0YQQHHTATEELPS YEEAKVHSQY Y SSLOSQGQGQTVHOARMSNTGPAA
FYVTATVGAQKGRTEGRPAVORTSPLPIMODDGLKELKQGHVRSLSERLMOLTLEKNGAKAQLPLGSSPP
SSVPQOSSADFCRLONQS PPORPYDPRGPPPEYPFKHKAAFAPOGS PLOLNQF TALOHOHHHVPGAAEQH
LLRYQPPPEYNMARQTQOGMOPMOMQYHSPSASQGSAGSLSIOM LPGPMONLGSMTLTTAVAQQT
PMYTGLGGOLSMAHTAGPGEELHFMLLRSQOTVELLTEENQLLRSELESYCEKDIKLQKMEREVLRISEA
YENLEKSTSKRETLEKAMRTKMESEIRRLHDFNRDLRDRLETSNKQLASREYENSEDNKLT IAKLIAQNK
ETLLTKEKLEVELAGLRSANGDQRRHIELLNQAFSSSEAKARKLQEELKKKQFYVDKVEKLQQALSQLOY
ACEKREQLERRLRTRLERELETLRAQQRQGAPPPGATSEHAAPALMELLREKEERVLALEADMMRWEQKY
LEESAMRQFAMDAAATAATERDTTI IANSPNASFSEEEEFMLASRRCHDMEGRIKNLHAQI TEKDAMIKV
LOORSRKEQQGKTESSATSLRPAKSVPSIARAASGS PGGGLASGLAARKPPMAASPSLEERLGARTGSFS
GLVSTELAEEGSTASVGLSPMRALSPLPPPSPHFTHVKSSSKDSSTOTERGAQEGS SSSPHMDPAAAERK
KSNTLPRGSKMLPSLHVLRVDARDRADMKMAAGEKLLDGRPPLHMSGLPQEDQVDNEMVEILT

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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EIRRLHDENRDLRDRLETSNKQLASREYENSEDNKLTIAKLIAQNKETLLTKEKLEVELA
EVRRLHDFNRDLRERMETANKQLAAKECEGSEDNRKTISQLLTQNKETVREKEKLEIELN
EIRRMHDENRDLRDRLETANKQLAEKEYEGSEDTRKTISQLFAKHKENQREKEKLEAELA
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EIRRIHDENRDLRERMDTANKQLAAKEFEGSEDNRKTISQLLAQNKEIQREKEKLEIET

Koikk Ak kAkRAK ik AkRKAK ok K Kkk o KkiikipiikR KkkEE K

GLRSANGDQRRHIELLNQAFSSSEAKAAKLQEELKKKQFYVDKVEKLQQALSQLQVACEK

202
199
125
124
124
119
116

261
259
181
180
180
175
172

305
297
235
234
234
234
221

365
357
293
292
292
292
279

413
415
350
348
348
350
334

423
472
377
389
388
376
362

454
532
418
439
438
417
400

514
592
478
499
498
477
460

574
652
538
559
558
537
520



XP_014052684.1[S.salar]
NP_695231.3 [M.musculus]
Q4VCS5 [H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCS5 [H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]
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XP_018085358.1[X.laevis]
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XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCSS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3 [M.musculus]
Q4VCSS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3 [M.musculus]
Q4VCSS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCs5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCSS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

XP_032827792.1[P.marinus]
XP_014052684.1[S.salar]
NP_695231.3[M.musculus]
Q4VCS5[H.sapiens]
XP_009233461.1[P.abelii]
XP_004940856.2[G.gallus]
XP_018085358.1[X.laevis]

ALRSTTDDQRRHIEIRDQALNNAQAKVVKLEEELKKKQVYVEKVERMQQALAQLQAACEK
TARSTNEDQRRHIEIRDQALSNAQAKVVKLEEELKKKQVYVDKVEKMQQALVQLQAACEK
TARSTNEDQRRHIEIRDQALSNAQAKVVKLEEELKKKQVYVDKVEKMQQALVQLOAACEK
TARSTNEDQRRHIEIRDQALSNAQAKVVKLEEELKKKQVYVDKVEKMQQALVQLOAACEK
AARSTNEDQRRHIEIRDQALNNAQAKVVKLEEELKKKQVYVEKVEKMQQALVQLQAACEK
SLRSTNODQRRHIEIRDQALNNAQAKVVKLEEELKKKQVYVDKVEKMQOALVQLOAACEK

Kok kkkkkkky skky  sakk | Rk AAKRARA kkykAkk kA KAk KkKA

REQLERRLRTRLERELETLRAQQRQGAPPPGA-TSEHAAPALMELLREKEERVLALEADM
REQLEHRLRTRLERELESLRMQQRQGVSQ QEYSATALMEHLREKEERILALEADM
REQLEHRLRTRLERELESLRIQQRQGNSQPTN-ASEYNAAALMELLREKEERILALEADM
REQLEHRLRTRLERELESLRIQQRQGNCQPTN-VSEYNAAALMELLREKEERILALEADM
REQLEHRLRTRLERELESLRIQQRQGNCQPTN-VSEYNAAALMELLREKEERILALEADM
REQLEHRLRTRLERELESLRMQQORQGTSQAAN-VSEYNATALMELLREKEERILALEADM
REQLEHRLRTRLERELESLRIQQRQGNSQSSN-VSEYSAATLMELLREKEERVLALEADM

KKk KKK KKAKKEKK 3 Kk KKKk Ky ok sRKK REKKKKKK KKK

MRWEQKYLEESAMRQFAMDAAATAATERDT--TIIANSPNASFS——————————- EEEEF
TKWEQKYLEESVMRQFALDAAASVATQRDTLSSVISHSPSSSYEQQLSVEARIQKEEEET
TKWEQKYLEENVMRHFALDAAATVAAQRDT--TVISHSPNTSYDT--ALEARIQKEEEETL
TKWEQKYLEENVMRHFALDAAATVAAQRDT--TVISHSPNTSYDT--ALEARIQKEEEET
TKWEQKYLEENVMRHFALDAAATVAAQRDT--TVISHSPNTSYDT--ALEARIQKEEEETL
TKWEQKYLEESVMRQFALDAAATVAAQRDT--TVISHSPNPSYDT--SLEARIQKEEEET
TKWEQKYLEESVMRQFALDAAATVATQRDT--ASISHSPSGSFDT--SLEARIQKEEEET

SRRk Kk gkkykAkAky kpakkk o kyiAk | kg ok
MLASRRCHDMEGRIKNLHAQITEKDAMIKVLQQRSRKEQQGKTESSATSLRPAKSVPSIA
LMANRRCLDMESRIKNLHAQIIEKDAMIKVLHQORSRKDP-NKDRDAQAIMRPSKSLMSIA
LMANKRCLDMEGRIKTLHAQIIEKDAMIKVLOQRSRKEP-SKTE-QLSSMRPAKSLMSIS
LMANKRCLDMEGRIKTLHAQITEKDAMIKVLQQRSRKEP-SKTE-QLSCMRPAKSLMSIS
LMANKRCLDMEGRIKTLHAQIIEKDAMIKVLOQRSRKEP-SKTE-QLSCMRPAKSLMSIS
LLANRRCLDMEGRIKTLHAQITEKDAMIKVLQQRSRKEP-GKTD-QLSSMRPAKSLMSIS
LLANRRCVDMEGRIKTLHAQIIEKDAMIKVLQQRSRKDP-SKTD-QSSTMRPSKSLMSIS

Lak L RE KKK KkK KAKKKAAKKKKAAAKK  RAAKKL K Lk kEy kR
AAASGSPGGGLASGLAARKPPMAASPSLEERLGA--RTGSFSGLVSTELAEEGSTASVGL
SGLLSHSLGLSSSPITEE-RKDSSWKGSLGVLLGPEYRTDS—
SGLLAHSSTLTGAPIMEEKRDDKSWKGSLGVLLGGDYRVEP—
SGLLSHSSTLTGSPIMEEKRDDKSWKGSLGILLGGDYRAEY -
SGLLSHSSTLTGSPIMEEKRDDKSWKGSLGILLGGDYRAEY -
SGLLSHSSTLSSTPILEEKREDKSWKGSLGVLLGTEYRSES—
SGLLSHSSALSSTPILEDKREDKSWKGSLGVLLATEYRSES----A--

* xkx s [ ks ks s .

SPMRALSPLPPPSPH-FTHVKSSSKDSSTQTERGAQEGSSSSPHMDPAAAERKKSNTLPR
RTESISSSPSPVLPLTGGHSKTGSRDSCTQTDKGQSQGQEASSKPSTPAL---QSMTLPS
PST--PSPVPPSTPLLSAHSKTGSRDCSTQTERGPESTKTAAVTPISAP-
PST--PSPVPPSTPLLSAHSKTGSRDCSTQTERGTESNKTAAVAPISVP-
PST--PSPVPPSTPLLSAHSKTGSRDCSTQTERGTESNKTAAVAPISVP-
PST--PSPVLPSTPLLSAHSKTGSRDCSTQTDRGNEQSKAAPSPAA--P—
SST--PSPIRPSTPLLCGHSKTGSKDCCTQTDRGAEQNKPPSVSAS--P-

* x x Kok kek | kkk s

GSKM-LPSLHVLRVDARDRA:
RLS
PVAAAAPAAAINATAATNTATAATNTTIMVAAAPVAVAAVAAPAAAAA---TPSPANAAA
-TATAATITTTMVAAAPVAVAAAAAPAA----AAAPSPATAAA
-TATAATITTTMVAAAPVAVAAAAAPAAAAAAAAAPSPATAAA

MKMAAGE:!

LAAAAAPATSVSAATSVSAANSISPAAPVAPAAVVPPAAPVSPAAAVQIPAAASLTPATV
T. AAVSPAAAGQIPAAASVAS---
I ARVSPAAAGQIPAAASVAS---

SPTAATATAAVAAATTAAITAARAAAATTAIQVAPATSAPVPSPASIPA--PATAQASAPT
—~AAAVAPS-AAAAAAVQVAPAAPAPVPAPALVPVPAPAAAQASAPA
-VAAVAPPPAAAAAAVQVAPAAPAPVPAPALVPVPAPAAAQASAPA

PSPVYIPDRIADVPVFH
PTQASTPAPTEPPSPVPTPTPALVQTEGPANPGASSGPRRLSTPNLMCNPD-KPDAPAFH
QTQAPTSAPAVAPTPAPTPTPAVAQAEVPASPATGPGPHRLSIPSLTCNPD-KTDGPVFH
QTQTPTSAPAVAPTPAPTPTPAVAQAEVPASPATGPGPHRLSVPSLTCNPD-KTDGPVFH
ASLPYSAD-KTDGPLFH
PSPMYNSE-RTAETVFQ

~KLLDGRPPLHMSGLPQ---EDQVDNEMVEILI 973
SSTLERRAPVQSHPQPPSASQQELDNDMVEVLI 1047
SSTLERKTPIQILGQ- 1126
SNTLERKTPIQILGQ- 1084
SNTLERKTPIQILGQ- 1088
SSTLERKAPVQTMGQ- 910

SSTLDRKNPLPPLGQ------ DLTDGELVEYLT 893

P K s akk ok

712
598
619
618
597
580

693
772
657
678
677
656
639

740
832
713
734
733
712
695

800
891
771
792
791
770
753

858
936
816
837
836
815
798

917
993
866
886
885
863
846

944
997
923
934
937
867
850

944
997
983
955
958
867
850

944
997
1041
999
1003
867
850

944
1014
1100
1058
1062
883
866



