CASC3

Homo sapiens:

>NP_031385.2 protein CASC3 [Homo sapiens]
MADRRRORASQDTEDEESGASGSDSGGSPLRGGGSCSGSAGGGGSGSLPSORGGRTGALHLRRVESGGAK
SAEESECESEDGIEGDAVLSDYESAEDSEGEEGEYSEEENSKVELKSEANDAVNS STKEEKGEEKPDTKS
TvTGERGSEDEORS TEPVENKVGKKGPKHLDDDEDRKNPAY I PRKGLFFEHDLRGQTQEEEVRPKGRORK
LWKDEGRWEHDKFREDEQAPKSRQELIALYGYDIRSAHNPDDIKPRRIRKPRY GSPPQRDPNWNGERLNK
SHRHQGLGGTLPPRTFINRNAAGTGRMSAPRNYSRSGGFKEGRAGFRPVEAGGQOHGGRSGETVKHEISYR
SRRLEQTSVRDPSPEADAPVLGSPEKEEAASEPPAAAPDAAPPPPDRPIEKKSYSRARRTRTKVGDAVKL
AEEVPPPPEGLIPAPPVPETTPTPPTKTGTWEAPVDSSTSGLEQDVAQLNIAEQNWSPGQPSFLOPRELR
GMPNHIHMGAGPPPQFNRMEEMGVQGGRAKRY SSQRQRPVPEPPAPPVHISIMEGHYYDPLOFQGPIYTH
GDSPAPLPPQGMLVQPGMNLPHPGLHPHQTPAPLPNPGLY PPPVSMSPGQPPPQOLLAPTYFSAPGVMNFE
GNPSYPYAPGALPPPPPPHLYPNTQAPSQVYGGVTYYNPAQQQVQPKPSPPRRTPQPVTIKPPPPEVVSR
GSS

Pongo abelii:

>XP_024090145.1 protein CASC3 [Pongo abelii]
MADRRRORASQDTEDEESGASGSDSGGSPLRGGGSCSGSAGGGGSGSLPSORGGRIGALHLRRVESGGAK
SAEESECESEDGIEGDAVLSDYESAEDSEGEEGEYSEEENSKVELKSEANDAVNS STKEEKGEEKPDTKS
TvTGERGSEDEORS TE PVENKVGKKGPKHLDDDEDRKNPAY I PRKGLFFEHDLRGQTQEEEVRPKGRORK
LWKDEGRWEHDKFREDEQAPKSRQELIALYGYDIRSAHNPDDIKPRRIRKPRYGSPPQRDPNWNGERLNK
SHRHQGLGGTLPPRTFINRNAAGTGRMSAPRNYSRSGGFKEGRAGFRPVEAGGOHGGRSGETVKHEISYR
SRHLEQTPVRDPSPEADAPVLGS PEKEEAASPAAAPDAAPPPPDRPIEKKSYSRARRTRTKVGDAVKLAE
EVPPPPEGLIPAPPVPETTPTPPTKTGNWEAPVDSTTGGLEQDVAQLNIAEQSWSPGOPSFLOPRELRGM
PNHIHMGAGPPPQFNRMEEMGVQGGRAKRYSSQRQRPVPEPPAPPVHINIMEGHY YDPLQFQGPIYTHGD
SPAPLPPQGMLVQPEMHLPHPGLHPHQTPAPLPNPGLYPPPVSMSPGQPPPQOLLAPTYFSAPGVMNFGN
PSYPYAPGALPPPPPPHLYPNTQAPSQVYGGVTYYNPAQOOVOPKPSPPRRTPQPVTIKPPPPEVVSRGS
S

Mus musculus:

>NP_619601.2 protein CASC3 [Mus musculus]
MADRRRORASQDTEDEESGASGSDSGSPARGGGSCSGSVGGGGSGSLPSORGGRGGGLHLRRVESGGAKS
AEESECESEDGMEGDAVLSDYESAEDSEGEEDY SEEENSKVELKSEANDAADS SAKEKGEEKPESKGTVT
GEROSEDEOE S TE PVENKVGKKGPKHLDDDEDRKNPAY I PRKGLFFEHDLRGQTQEEEVRPKGRQRKLWK
DEGRWEHDKFREDEQAPKSRQELIALYGYDIRSAHNPDDIKPRRIRKPRFGSSPORDPNWIGDRSSKSHR
HQGPGGNLPPRTFINRNTAGTGRMSASRNYSRSGGFKDGRTSFRPVEVAGQHGGRSAETLKHEASYRSRR
LEQTPVRDPSPEPDAPLLGSPEKEEVASETPAAVPDITPPAPDRPIEKKSYSRARRTRTKVGDAVKAAEE
VPPPSEGLASTATVPETTPAAKTGNWEAPVDSTTGGLEQDVAQLNIAEQSWSPSQPSFLQPRELRGVPNH
IHMGAGPPPQFNRMEEMGVQSGRAKRY SSQRQRPVPEPPAPPVHISIMEGHY YDPLQFQGPIYTHGDSPA
PLPPQGMIVQPEMHLPHPGLHPHQSPGPLPNPGLYPPPVSMSPGQPPPQQLLAPTYFSAPGVMNEGNPNY
PYAPGALPPPPPPHLYPNTQAPPQVYGGVTYYNPAQQQVOPKPSPPRRTPQPVSIKPPPPEVVSRGSS

Gallus gallus:

>XP_046789397.1 protein CASC3 isoform X6 [Gallus gallus]
MADRRRQRASQDSEDDSDSAASDSGDSAASAARSRSGSAS PRPSHRPPRGAAGALSAGPRGRGADSAAGG
GAAKSAPQSECESEDGIEGDAVLSDYESAEDSEAEEEDY SEEESAKVELKQDSNGSCESAAKAEKGDEKP
DSKGAVTGEROSGDEOES TEPVENKVGKKAPKHLDDDEDRKNPAY I PRKGLFFEHDLRGOTOEEEVRPKG
RQRKLWKDEGRWEHDKFREDEQAPKTRQELIALYGYDIRSAHNPDDIRPRRMRKPRFGSPORDPNWSNER
PNKPPRHQGTDGTSAPPRTFTSRSSAGTGRMPPPRNY PRVGGYKESRPGYRASEVSAQPSRNGEQSKQES
GYRAKRAEQSPPRDKSPEVEAVHIHGS PVKEEGALENQPDAAQPPPDRPIEKKSY SRARRTRVKAGDAGK
LADDVPALEAPATPKPIQAETSPPPAKSSNWESPVESGLDGLEQEMIOMNLTEQNWS PGOSQF IQPRELR
GIPNHMHVGTGPPPQFNRMEEMAVOGGRVKRY SSQRORPPVPEPAPPMHISIMEGHYYDPLOFQGPIYTH
GENPAPLPPQGMIVQPEMHLPHPGLHPHOTPAPMANPGLY PPPVSMPPGQPPPQOLLAPTYFSPPGVMNF
GNPGYPYPPGALPPPPPPHLYSNTQAQSQOVYGGVTYYNTVOQOVQPKPSPPRRTSQPVT IKPPPPEVVSR
APVNLSF

Xenopus laevis:

>AAH47246.1 MGC54001 protein [Xenopus laevis]
MADRRRRRRRASQDSEELGEEEESASDSAGSGGESVGPIRQERAEQSKTEPARAEQETRRAEPAREGKES
ECESEDGIEGDAVLSDYESADESEEEEAHNSEEDPLKTTLKQENNVEEAPATREQKPKSKGAVTGE-
-STEPEENNTSKKSQKQLDDDE DRKNPAYIPRKGLFFEHDLRGHVNDEEVRPKGRHPRKLWKDEGRW
VHDRFREDEQAPKSREELVSIYGYDIRSCRNPEEIHPRRPGKPRFSSPSRREENDEKPSRPSNRYQDSGV
TQPLRPYTNRNAPPSSKVGPSRTYSRQGGYKENRASYQSEEEAAPHTYERRQDYGGHRSRSTDQGPPPPR
EYSPEADPIIKEEAFTEKQTAEPSPPPPDRPVEKKSYSRARRSRIKVGDAGKSMEDTTAAELPPPPPVPP
AVAAEFTPAPLNVKQGNWEPPAEGGMSGIDEELSKMNLSEQSWNQGQPAYISPRGIPNPMHMGAGPPQYS
RMEGMAVQAGRVKRYSSQRQRPVPDPAAMHISLMESHYYDSLQFQGPIYAHGDSSPSMPPQGMIVQPEMH
LSHPGMHPHQSPATISTPNIYPAPVSLTPGOQPPPOQOLLPPPYFTAPSNVMNFGNPTYPYPPGALPPPPAH
LYPNAQAQSQVYGGVTYYNPVQQOQVQQQVLPKPSPPRRTSQPVTIKPPPPEPQSLPVALTE

Salmo salar:

>XP_014047999.1 protein CASC3-like [Salmo salar]

MADRRRRRRRASQDSEEDDESGSGSESGKSLS PTTKPRVRDPEPVEAPAVRVVPKNDAESECESEDGVGE
AVLSDYESADPEENGSHSEGGEEEEEVVPPPAAEPKPSPAADTPAAEGELQEGGGKEEGEKGVSKEVKCE
DKGNLAGERQSEDEOES TEDSENKGAKPGQKLDDDQDRNNPAY I PRKGMFFEHDVRGNAQEEERPKGRNR
KLWKDEGRWEHDRFREEEQAPKSREELVATYGYDIRNGGVSNERSYRQRKPRHSTSPVRDKRWRDGDGER
PIHTSWQQGGNSNSRSAPLAVALQQSGPPPSAAPNTQRNNNPPRPSSHPPPRGFQGNRPPQAQYRNDRNQ
ESQRPGPKAHPAEPLQTRSLPPMDGERGPRGRGNRGAHTERSSSVVVEEIRSEEDDERNTTTVTTSVYHN
RHYSGKGDRERDSAPRRQEQORGGSAPPADNPVTRDASPAPERPVEKKSYSLARRTRTRATELDKQASLE
EPASTASSSALTSEPWQGPGOSQGDAGDSSQATVLTGLDQDLARLS LAGONWAQNPSSFLRAEMRGIPNS
MHMGGAPPQYSNIEELGAGNRAKRYSSQRORPSPEPAPPMHIGVMESHYYEPMSYQGPIYAHGDSPAPLP



PQGMLVQPEMHLPHPGHPGHPGLHPHQSSGPMPNPALYAAPPVSMSPGQPPPQQLLAPPFYPPPGVMTEG
NTNYPYPAGATLPPMYNPPAQSQVYGQSQVYGGVTYYDPMOQQAQPKPSPPRRSSQPVTVKPPPPEVGYG
PE

Petromyzon marinus:

>XP_032831431.1 protein CASC3 isoform X2 [Petromyzon marinus
MADRRRRTGASQDSDEEEEDEEEESDLSPGRGPEKAAATIPARAAESECESEGVPERDGVVLSGYESADDN
YSHYSEDEKEEEEGSCSVTDDEVAEEGSSVPPAITGVVAGEKIASTPADKRPERPHRVRKPSHGSQEAPE
DDAPPTGAGGKNSKRDEEEEDQKNPAFVPRKGLFFEHDIRGGNNKEDARAKVHNRKLWRDAGRWEHDREFR
EDEQAPKSREELVALYGYDIRSGAHADDARPLRRPRYRSPTGRWSRESPPVNRGPYQAPKREPVERPARL
RDEDRDTERRPAPRRPGPTTAGPAALPGRPRAYVEQRAYVEPRARAHTQGDSSRDQPPGTPAARDGARSS
PQRHQQRHQQHNGNGEEEGEKRAEILSAGTEAEVGARGAPAAAAAAATVAPATGDAAFAVDLAQDKAPER
KSYSRVRRLRNKPSELPGQASTTDPVSPAPLAAPAPSTVPLVALPETQAATALPHQHNPQOLQOLOQPQAP
PLKPLGERTRPIAALLPQPLWDVPVLEPSPVGRLEHGMAQISLGQTWNPGAQPHYLPTQREHRGGATHLP
VNSVPPPFNRIEDLGGQAGRAKRYSSQRSRPVPEPHPTPPMHIPLIEGSYYDPNTAYQAPLYGHGGDSPA
ATIPPQGIMVQPDLNLPHPGLHPHQSPTHMYAPPVSMATGQPPPPGQMLGYFPSNIMY PGAALPNPGYTYT
PAPIPPPPPPPAHIFPPPOAQSQVYGGVTYYNTAQQQOAQPKPSPPRRPSQPVSVKPPPEEGQAERKE

Branchiostoma belcheri:

>XP_019629453.1 PREDICTED: protein CASC3-like [Branchiostoma belcheri
MADRRRRRPSESEGEEGEEETLSTSQASLGSTEDPSHSGEDDRDRQSPCESEGEHAEALSEYESAEEDRA
GEADEDSQAEQGDSDTEHEDTRADDDTETEDTQETSEETQETGDTRDLDTSKSTVSTDGSDKGKKLE-

PDSEDQAENLDDDEDRRNPAFIPRKGDFFEHDIRGEEDDKQQGRPPVKGRRKLWQDEGKWQHDL
FNEDEQRPKPVEELIAIYGYDPRRESSPDNIRPRRGRRPPRGGGRGGRPPPRTLRDFVERPPPPRRGFPP
RNRTDVQTRNRAQYTQDVRQWAANTNNYRDNGPLDNVVSDENRNQPEVSRQKPSVEQAVPNVINNVPSNP
MPKNSENGVTVAPMPVKAPTSTESEHQHPAPQEKRSYTRYRRSTQAPRTSPPQQONIRKRMENLSLQPGE
ESVAQDRGHADGSPQHPEERHGPNRSDRPKRYSSLRQRPMPEQVVPPNMVKGVTYYNQGYRGEQFARGST
PPVVDGPIQPHPTGPPAPPHQGMIVSDVNLPPGMAHPAMYNPAMTMAPPVPPQLLPPPFFSAGGMVNYAA
APNPVSSYAPIPQAGPTAPTPNVPPVYTSPHPPSAQVVRGVTYFNNQMPPQVLKRSPARRPNAAIPIEPP
PDVRGDPTASEEGAQPTEA

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

No homolog found.

Amphimedon queenslandica:

No homolog found.
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