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B Acvrib-a
MLRDGNVAVMPPRRTAVALLALCGLLAVGDALKCNCTACESTGYVCETDGACMASTSYINGQEEQQVRICIPRVSLVPPGQPIYCL
SAKGLLNTHCCYTDFCNSINLQIPNGIADGKGGSWGPVELVAVIAGPVFLFCLLLIVGVLLFQHHQRNYNHRQRLDVEDPSCDHLYLA
KDKTLQDLIFDLSTSGSGSGLPLFVQRTVARTIVLQEIIGKGRFGEVWRGRWRGGDVAVKIFSSREERSWFREAEIYQTIMLRHENIL
GFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNHYSVTIEGMIKLSLSAASGLAHLHMEILGTQGKPGIAHRDLKSKNILVKKNGTC
AIADLGLAVRHESITDTIDIAPNQRVGTKRYMAPEVLDETINMKHFDSFKCADIYALGLVYWEIARRCNAGGIHEDYQLPYYDLVPSDP
SIEEMRKVVCDQRLRPNVPNWWQSYEALRVMGKIMRECWYANGAARLTALRIKKTLSQLSVQEDIKI

C Acvrib-b
MDPRQILRILIVLSGLNGVCDALLCNCTAPHCERDGFKCETNGACVASTSVIEGQEQHVRLCIHKEKLVPPGQPFYCLSAEGLMNTH
CCYTDYCNSIDLRLPIVTNGPGAGQDWGPVELTAVVAGPVFEVLCVLVLLGLFLFQHHQRAYGHRQRLEVEDPSTEHMFLAKDKTLQ
DLIYDLSTSGSGSGLPLFVQRTVARTIVLQEIIGKGRFGEVWRGKWRGGDVAVKIFSSREERSWFREAEIYQTIMLRHENILGFIAAD
NKDNGTWTQLWLVSDYHENGSLFDYLNRYSVTIEGMIKLALSAASGLAHLHMEILGTQGKPGIAHRDLKSKNILVKKNCTCAIADLGL
AVRHESITDTIDIAPNQRVGTKRYMAPEVLEESINMRHFDSFKCADIYALGLVYWEIARRCNAGGIHEEYQLPYYDLVPSDPSIEEMR
KVVCDQRLRPNIPNWWQSYEALRVMGKIMRECWYANGAARLTALRIKKTLSQLSVDEDLKI

D Acvric
MSHPRCSDAALFIFTFVQLTAALKCVCHLCVNHTCETEAEGACWNSVMLINGKEETVKSCVSPSELKGQVFCYSSRNVSKRNCCF
TDFCNNETLHLNPEQPPEDSGWSQLEVAAVILVPSCLVCVGVMLGVCAIQNLRCTHIKSLKQDPEEPLDDPTLVSPDKCLKELIYDM
STSGSGSGLPLLVQRTIARTIVLQETIGKGRFGEVWRGKWRGEDVAVKIFSSRDERSWFREAEIYQTIMLRHDNILGFIAADNKDNGS
WTQLWLVSEYHEHGSLFDYLNRFTVSVEGMIVLALSIASGIAHLHMEIIGTQGKPAIAHRDIKSKNILVKKNGAAVIADLGLAVKHDSNT
NTIDIPINHRVGTKRYMAPEILDDSINMSSFESFKRADIYSLSLVFWELARRCSIQGIHEDFQLPYYDQVQSDPSLDDMRRVVCEQKL
RPNIPNQWQSCEALRVMGKIMRECWHANPAARLTALRVKKTISQVTWKDVKE

E Acvr2a-a
MGPATKLAFGVFLISCSSGAILGRSETQECVFYNYNPSLENRGNRSGIEPCVGDKDKRLHCFATWRNVSGTVEIVKQGCWLDDVN
CYDSTECVEKKEDPDVFFCCCEGNMCNEKFFYNPNTAPVQTTSNPLTQKPPLFSTLLYSIVPIMGIAAIVLLSFWMYRHHKLAYPPVL
VPTQDPGPMPPSPTLVQKPLQLLEIKARGRFGCVWKAQLLNDYVAVKIFPIQDKLSWQNEYDIYNIPGMRHENILQFIGAEKRGSNL
DIELWLITAYHEKSSLTDYLKANVVTWNELCHIAQTMARGLAYLHSDFPGHRDGHKPAIAHRDFKSKNVLLKTNLTACIADFGLALKFE
AGKSAGDTHGQVGTRRYMAPEVLEGAINFQRDAFLRIDMYAVGLVLWELAARCTASDGPVDEYMLPFEEEVGQHPTLEDMQEVVV
HKKLRPTLRECWQKHPGLAMLCETIEECWDHEAEARLSAGCVEERVVQMQRQTSVSAPEEIVTVVTMVTNVDYPPKESSL

F Acvr2a-b
MRTDTKLALAIFLVSCSSGAILGRSETQECVYYNVSWEKDGTNRSGTESCYGEKDKRRHCFSTWKNRSGTIEMVKQGCWLDDVN
CYDSSECVERKENIDVFFCCCEGNLCNQKFHYNPETVEPTLNPVPPKPDLFPTLLYSLLPIMAVAVILFISFWMYRHLKLTYPPLLVPS
QDPGLTPPSPLLGQKPLQLLELKARGRFGCVWKAQLLSEAVAVKIFPVQNKQSWQNEYEIYNASGMKHENLLHFIGAEKRGNGVDI
ELWLITTYHEKGSLTDFLKANVLSWNELCLIAQTFVRGLAYLHEDIPNLKDGHKPAIAHRDIKSKNVLLKSDLTACIADFGLALKFEAGK
STGDTHGQVGTRRYMAPEVLEGAISFQRDAFLRIDMYAAGLVLWELATRCTAADGPVDEFCLPFEEEAGLHPSLEDMQDVVVHKKL
RPIFREHWLKHTGLSLLCETMEECWDHEAEARLSAGCVEERIISMQRSTSIISPDDILSVVTMVTNLDFPPKESSL

G Acvr2b-a
MFASLLTLALLLATFAADPSHGEVETRECLYYNVNWEVEKTNRSGVERCEGEKDKRSHCYASWRNNSGSIQLVKKGCWLDDFNC
YDRQECVATEENPQVFFCCCEGNFCNERFTHLPDISGPVISPPPVSPSLLNVLVYSLLPLSMLSMAVLLAFWMYRHRKPPYGHVDV
NEDPGPSPPSPLVGLKPLQLLEVKARGRFGCVWKAQMINEYVAVKIFPIQDKLSWQNEREMFSTPGMKHDNLLRFIAAEKRGSNLE
MEFWLITEFHERGSLTDYLKGNAVSWADLCVIAESMACGLAYLHEDVPRSKGEGPKPAIAHRDFKSKNVMLKMDLTAVIGDFGLAVR
FEPGKPPGDTHGQVGTRRYMAPEVLEGAINFQRDSFLRIDMYAMGLVILWELVSRCKAADGPVDEYMLPFEEEIGQHPSLEDLQDA
VVHKKLRPAFKDCWLKHSGLCQMCETMEECWDHDAEARLSAGCVQERISQIRRVSSSTSDCLFSMVTSLTNVDLPPKESSI

H Acvr2b-b
MFVPWLAFALVWCTGVSHAEVATRECVYYNDNWRTEKTNQSGFERCEGEKDKRLHCYASWLNSTGTIRLVKKGCWLDDFNCYD
RQECVATEESPQVFFCCCEGNYCNEKFTHLPEAIAPAVKIQPPQPGPSLEGILVYSLLPLAILSLALVLACWTYHQRKPPYRHVDIGQ
DAGLPPPSPLVGLKPLQLLELKARGRFGCVWKAQLLSEYVAVKIFPIQDKQSWQNERDIYLTEGFKHENILHYISAEKRGTNLQMEL
WLVTEFHERGSLTDYLKGNVVSWPQLCHISASMSRGLAYLHEDLPYRAEGPKPAIAHRDFKSKNVLLKMDLTAVIADFGLAVRFEPG
KPPGDTHGQVGTRRYMAPEVLEGAINFQRDSFLRIDMYALGLVLWELVSRCTASDGPVGEYQLPFEEEVGQHPSLEDLQDAVVHK
KMRPVFKDCWVKHQGLSQLCETIEECWDHDAEARLSAGCVEERISTISKSNNTLNTSTSECLLSMLTSHSDTDLPPKDSST

Bold: Signal peptide; Red: Activin receptor domain; Underlined: Transmembrane domain; Blue: GS domain; /talics: Protein kinase
domain

Figure 1 — figure supplement 1



