Mcl-1

Homo sapiens:

>007820 MCL1_HUMAN Induced myeloid leukemia cell differentiation protein Mcl-1 OS=Homo sapiens OX=9606 GN=MCL1 PE=1 SV=3
MFGLKRNAVIGLNLYCGGAGL! TRPGGRLLATEKEASARREIGGGEAGAVIGGS
AGASPPSTLTPDSRRVARBBPEGARVPDVTATPARLLFFAPTRRAAPLEEMEAPAADATM
SPEEELDGYEPEPLGKRPAVLPLLELVGESGNNTSTDGSLPSTPPPAEEEEDELYRQSLE
IISRYLREQATGAKDTKPMGRSGATSRKALETLRRVGDGVQRNHETAFQGMLRKLDIKNE
DDVKSLSRVMIHVFSDGVINWGRIVTLISFGAFVAKHLKTINQESCIEPLAESITDVLVR

TKRDWLVKORGWDGFVEFFHVEDLEGGIRNVLLAFAGVAGVGAGLAYLIR

Pongo abelii:

>XP_002810320.1 induced myeloid leukemia cell differentiation protein Mcl-1 isoform X1 [Pongo abelii]
MFGLKRNAVIGLNLYCGGAGL TPPGGRLLATEKEASARREIGGGEAGAVIGGSAGASPPSTLT
PDSRRVARBBPEGAE Y PDVTATPARLFFFAPTRRAAPLEEMEAPAADAIMS PEEELDGYEPEPLGKRPAV
LPLLELVGESGNNTSTDGSLPSTPPPAEEEEDELYRQSLEI ISRYLREQATGAKDTKPLGRSGATCRKAL
ETLRRVGDGVQRNHETAFQGMLRKLDIKNEDDVKSLSRVMVHVFSDGVTNWGRIVTLISFGAFVAKHLKT
INQESCIEPLAESITDVLVRTKRDWLVKQRGWDGFVEFFHVEDLEGGIRNVLLAFAGVAGVGAGLAYLIR

Mus musculus:

>NP_032588.1 induced myeloid leukemia cell differentiation protein Mcl-1 homolog [Mus musculus]
MFGLRRNAVIGLNLYCGGASLI PAGARLVAEEAKARREGGGEAALLPGARVVARBBBVGAEDPDY
TASAERRLHKSPGLLAVPPEEMAASAAAATVSPEEELDGCEPEAIGKRPAVLPLLERVSEAAKSSGADGS
LPSTPPPPEEEEDDLYRQSLEIISRYLREQATGSKDSKPLGEAGAAGRRALETLRRVGDGVORNHETAFQ
GMLRKLDIKNEGDVKSFSRVMVHVEKDGVTNWGRIVTLISFGAFVAKHLKSVNQESFIEPLAETITDVLY
RTKRDWLVKQRGWDGFVEFFHVQODLEGGIRNVLLAFAGVAGVGAGLAYLIR

Gallus gallus:

>NP_001244212.2 induced myeloid leukemia cell differentiation protein Mcl-1 isoform 1 [Gallus gallus]
MFAVKRNAVIGFNLYCGGGSPGLVPASPAGEQTPPPAAAAPAARAAATVAEVPRPLIGSAGLWAAAGRAEA
PRAPIGSGAAPHAPIGSAAARRAPPDSTSRPVALWS PEEELDGCEPESERGPGGDSLPGTPPELPDLIPD
ELRQESLELILRYLREAAGEAEPGVKKLFPGLLGGPGRPCRASSAVMEKALETLRRVGDGVMQOKHELAFQ
GMLRKLEIKKEDDLQAVCEVAAHVENDGVTNWGRVVTLISFGAFVAKHLKSINQEKCITSLAGIITDALV
SSKREWLMSQGGWEGFVDFFRVEDLESSIRNVLMAFAGVAGLGASLAYMIRKWRS

Xenopus laevis:

>NP_001131055.1 MCL1, BCL2 family apoptosis regulator L homeolog [Xenopus laevis]
MMHQSVIAKQRPSTSFLIPCQFYCSGGGSSEKTLSARGAS PWDPDMDTHRPQLNGLGFNNGGSLPCSQED
ELDEDMDNGSQGSTSPPDSPVCPKDGLYMDTQQLILAFYRVYSGEESGELEASCLLQHGVHHKALETLLR
VGGEIIEKHHMAFTGMLORLSIHSREDLQKLSEVPALVFNDGVTNWGRIVTVISFGAFVAKHLKSLNLED
CIGVLAEHFTQFLMMSKKDWIIQEKGWDGFVDFFHIEDYESGLKTVLMAFSSVAVLGAGLAYMIR

Salmo salar:

>NP_001117034.1 myeloid leukemia differentiation protein homologue [Salmo salar
MSLSNSITRATTTMLHFONGGSSYLADDARPLYYFQGAGAICAGASPKSKVDLGNGTGDTPPRPTTLGVN
VVKSNGLDNHLSDRSNNDDSLPCTPQMASECGPELSNCPSGDEVLEHDTRQLIENFLGDYTGLSQPRWTQ
SKPLTTMKRVVEDVIAKHRYAYNGMVAKLDLDDRCDDMGVINSVAKTMFSDGITNWGRIASLVAFGAVVS
QHLKERGRGHCVELVGQEIAKYLLSDQSDWLIKNNAWNGFVEFFHVQDPESSVRNTLLAFAGVAGIGATL

AMFIR

Petromyzon marinus:

>XP_032829936.1 anti-apoptotic protein NR13-like [Petromyzon marinus]
MVADGTHAGIFAADRLQOQGAGSPPNSPSPRDNDTATAPAIGEACGAPPPTTPATSADSVSHSAADIQAT
RSGGSRPYNDDALTVETANFITGYMAHLTPTEQPPHQQQL ELLKSMGDSLLEQHRAAISGMVSRVE
AQTDPEELRGSALGVAREMFSDGHMNWGRVVALVVFCALLVKRLKASGRLSDAEARAVADEVAAFLVSSR
KAWFVQQGGWNGFVREFERETPDSALKNTLMAVAGFGAMTALAALGVRKILSGFC

Branchiostoma belcheri:

>XP_019634801.1 PREDICTED: bcl-2-related ovarian killer protein homolog B-like [Branchiostoma belcheri]
MDLTRRESAVEQPLPSLDEEHEHDSDGEGPESVDSRREEETGGVPARVWTFLREFSVRDWLRNAKDAALD
LRQYVLDVPETIKGSLWSQAAPTEKSVIDESRQLIRDY INGRLKKSNLTRGRLPDAKRRPTEVSSQLQKM
GGELERMYPHLYRDVSRQINITLSSESILETSFETVANELFSTGITWARIVAMFAVAGAFAVDCVHQGHP
MFTRRLVDVVVDFTDRKLSAWLVQEGGWYGLVKHFRGDGRTHMFWATISGIGAAIGLAATFFVIDP

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

>XP_001626412.1 apoptosis regulator Bcl-2 [Nematostella vectensis]
MPPIEGYDNANAVAARKMKTPEEKTAHELAKDFIGYKLGKGTRLNTKSALILRKLSNQIENKHELFLRNM
CDRLDIRQHNAPETFKQVADEIFGDGINWGRIVVLYTFAGKVAKYCQENQLDNAENVATWVGNYVASKSD
WVKKAGGWEAFNEQFKDVQEEHEKFWWNSLLCTTLGLGSLAAVLYMKS

Nematostella vectensis:

>XP_047134887.1 apoptosis regulator BAX [Hydra vulgaris]
MGPPAQPKPTIENNQPLNEEAPSLDTVDGRPORFNNGGTRLRNQPRNVVVNVNNSSNQVIESTPELFTQF
LVNRMENDNIEVPEELRNRSRNGTVNKEVAHCLKRIGDDLVNNHQLNHLISSIQVTRETAYKTFFDVASH
VFADGTINWGRVVTLFYFAYKLAIQVVNQLPLVEIVIGWVQKFVTDRLAQWIAERGGWNAVQEYFGSTTV
QFVGVFAAGFLFAYILTKVFRR

Amphimedon queenslandica:

>XP_003386733.1 PREDICTED: bcl-2-like protein 1 [Amphimedon queenslandica



MALVVNPAPVQHQYHHKNSPKRRGSPVQDDKFYEETRNLITACIESASGKEPLSVKLSEEALRIVGMVOQQ
TLKADEIFFRKLCEELELTATNLFSKLMDVWGGMFSDGQVNIGRLLALLAFCQCVTVYCRSVGLPSIESS
VPHWASIFISTTHLKDWITNRGGWDAISKELMLRTSATNSSTSSRTASNGGWLOWGVSGIALAISVEDAL
HNSS
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