ATGOA

Homo sapiens:

>NP_001070666.1 autophagy-related protein 9A [Homo sapiens]
MAQFDTEYQRLEASYSDSPPGEEDLLVHVAEGSKS PWHHIENLDLFFSRVYNLHQKNGFTCMLIGEIFEL
MOFLEVVAFTTFLVSCVDYDILFANKMVNHSLHPTEPVKVTLPDAFLPAQVCSARIQENGSLITILVIAG
VEWIHRLIKFIYNICCYWEIHSFYLHALRIPMSALPYCTWQEVQARIVQTQKEHQICIHKRELTELDIYH
RILRFONYMVALVNKSLLPLRFREPGHGEAVFFTRGLKYNFELI LFWGPGSLFLNEWSLKAEYKRGGORL
ELAQRLSNRILWIGIANFLLCPLILIWQILYAFFSYAEVLKREPGALGARCWSLYGRCYLRHFNELEHEL
QSRLNRGYKPASKYMNCFLSPLLTLLAKNGAFFAGSILAVLIALTIYDEDVLAVERVLTTVTLLGVTVTV
CRSFIPDQHMVFCPEQLLRVILAHIHYMPDHWQGNAHRSQTRDEFAQLFQYKAVFILEELLSPIVTPLIL
IFCLRPRALEIIDFFRNFTVEVVGVGDTCSFAQMDVROHGHPQWLSAGQTEASVYQQAEDGKTELSLMHE
AITNPGWQPPRESTAFLGFLKEQVQRDGAAASLAQGGLLPENALFTSIQSLOSESEPLSLIANVVAGSSC
RGPPLPRDLQGSRHRAEVASALRSFSPLQPGQAPTGRAHSTMTGSGVDARTASSGSSVWEGQLQSLVLSE
YASTEMSLHALYMHQLHKQQAQAEPERHVWHRRESDESGESAPDEGGEGARAPQSIPRSASYPCAAPRPG
APETTALHGGFQRRYGGITDPGTVPRVPSHFSRLPLGGWAEDGQSASRHPEPVPEEGSEDELPPQVHKV

Pongo abelii:

>NP_001127287.1 autophagy-related protein 9A [Pongo abelii]
MAQFDTEYQRLEASYSDSPPGEEDLLVHVAEGSKSPWHHIENLDLFFSRVYNLHQKNGFTCMLIGEIFEL
MQFLFVVAFTTFLVSCVDYDILFANKMVNHSLHPTEPVKVTLPDAFLPAQVCSARIQENGSLITILVIAG
VEWIHRLIKFIYNICCYWEIHSFYLHALRIPMSALPYCTWQEVOARIVQTQKEHQICIHKRELTELDIYH
RILRFONYMVALVNKSLLPLRFREPGHGEAVFFTRGLKYNFELI LFWGPGSLFLNEWSLKAEYKRGGORL
ELAQRLSNRILWIGIANFLLCPLILIWQILYAFFSYAEVLKREPGALGARCWSLYGRCYLRHFNELEHEL
QSRLNRGYKPASKYMNCFLSPLLTLLAKNGAFFAGSILAVLIALTIYDEDVLAVERVLTTVTLLGVTVTV
CRSFIPDQHMVFCPEQLLRVILAHIHYMPDHWQGNAHRSQTRDEFAQLFQYKAVFILEELLSPIVTPLIL
IFCLRPRALEIIDFFRNFTVEVVGVGDTCSFAQMDVROHGHPOWLSAGQTEASVYQQAEDGKTELSLMHF
AITNPGWQPPRESTAFLGFLKEQVQRDGAAASLAQGGLLPENALFTSIQSLOSESEPLSLIANVVAGSSC
RGPPLPRDLQGSRHRAEVASALRSFSPLQPGQAPTGRAHSTMTGSGVDARTASSGSSVWEGQLQSLVLSE
YASTEMSLHALYMHQLHKQQAQAEPERHLWHRRESDESGESAPDEGGEGARAPQSIPRSASYPCAAPRPG
APETTALHGGFQRRYGGITDPGTVPRAPSHFSRLPLGGWAEDGQSASRHPEPVPEEGSEDELPPQVHKV

Mus musculus:

>NP_001003917.2 autophagy-related protein 9A isoform a [Mus musculus]

MAQFDTEYQRLEASYSDSPPGEEDLLVHVAEGSKSPWHHIENLDLFFSRVYNLHQKNGFTCMLIGEMFEL
MQFLFVVAFTTFLVSCVDYDILFANKMVNHSLHPTEPVKVTLPDAFLPAQVCSARIQENGSLITILVIAG
VEWIHRLIKFIYNICCYWEIHSFYLHALRIPMSALPYCTWQEVOARIVQTQKEHQICIHKRELTELDIYH
RILRFONYMVALVNKSLLPLRFREPGHGEVVEFFTRGLKYNFELI LFWGPGSLFLNEWSLKAEYKRGGORL
ELAQRLSNRILWIGIANFLLCPLILIWQILYAFFSYAEVLKREPGALGARCWSLYGRCYLRHFNELEHEL
QSRLNRGYKPASKYMNCFLSPLLTLLAKNGAFFAGSILAVLIALTIYDEDVLAVEHVLTTVTLLGVTVTV
CRSFIPDQHMVFCPEQLLRVILAHIHYMPDHWQGNAHRSQTRDEFAQLFQYKAVFILEELLSPIVTPLIL
IFCLRPRALEIIDFFRNFTVEVVGVGDTCSFAQMDVROHGHPQWLSGGQTEASVYQQAEDGKTELSLMHF
AITNPGWQPPRESTAFLGFLKEQVORDGAAAGLAQGGLLPENALFTSIQSLOSESEPLSLIANVVAGSSC
RGPSLSRDLQGSRHRADVASALRSFSPLQPGAAPQGRVPSTMTGSGVDARTASSGSSVWEGQLQSLVLSE
YASTEMSLHALYMHQLHKQQTQAEPERHVWHRRESDESGESAPEEGGEGARAPQPIPRSASYPCATPRPG
APETTALHGGFQRRYGGITDPGTVPRGPSHFSRLPLGGWAEDGQPASRHPEPVPEEGSEDELPPQVHKV

Gallus gallus:

>NP_001029993.2 autophagy-related protein 9A [Gallus gallus]
MAHLETQYQRLESSSTESPPGGGDLLVHVPEGAKSPWHHIENLDLFFSRVYNLHQKNGFTCMLIGEIFEL
MQFIFVVAFTTFLISCVDYDILFANKAVNHSQHPSEPIKVTLPDAFLPPNVCSARIQANSFLICILVIAG
VEWIHRLVKFIYNICCYWEIHSFYINALRIPMSNLPYYTWQEVQARIVQIQKEHQICIHKKELTELDIYH
RILRFKNYMVAMVNKSLLPIRFRLPLLGDTVEYTRGLKYNFELIFFWGPGSLFENEWSLKAEYKRAGNRL
ELAEKLSTRILWIGIANFLLCPLILIWQILYAFFSYTEILKREPGSLGARCWSLYGRCYLRHFNELDHEL
QSRLSKGYKPASKYMNCFISPLLTIVAKNVAFFAGSILAVLIALTIYDEDVLAVEHVLTTVTLLGVGITV
CRSFIPDQHLVFCPEQLLRVILAHIHYMPDHWQGNAHRYETRDEFAQLFQYKAVFILEELLSPIITPLIL
IICLRPKSLDIVDFEFRNFTVEVVGVGDTCSFAQMDVROHGHPAWMSAGKTEASIYQQAEDGKTELSLMHFE
AITNPKWQPPRESTAFIGFLKERVHRDSSVALAQQAVLPENALFSSIQSLOSESEPHSLIANVIAGSSVL
GFHMGRDGQASRHLSEVASALRSFSPLOSAQQPSGGFQTAGRDGEGTQPRGSSAMTASGADARTMSSGSS
AWEGQLQOSMILSEYASTEMSLHALYMHELHKQHAQLEPERHTWHRRESDESGESTHEELDAQRGAPVPLP
RSASYPFSSRQPAEETATLOQTGFQRRYGGITDPGTVHRAPSHFSRLPLGGWAEDGQSARHPEPVPEESSE
DELPPQIHKV

Xenopus laevis:

>XP_018094208.1 autophagy-related protein 9A [Xenopus laevis]

MAMYDTPYQRLEASYTDSPLGEDDLLVHVPEGSKSPWHHIENLDLFFSHVYNLHQKNGFTCMLIGEIFEL
LQFIFIVSFTTLLVSCVDYDILFANKMVNHSQSDHVKVTLPDAFLPPGVCRDRMQENGFLVCLLAIAGVE
WIHRLIKFIYNICCYWEIHNFYMOQALRIPMSDLPYYTWEEVQSRIVQIQKEHQICIHKKELSELDVSHRI
LRFKNYMVAMVNKNLLPLQHRLPLLGNTVFYTRGLKYNFQLIFFWGPGCLFQNEWSLKPEYKRSGARLEL
SEKLAQRILWIGLANLVLCPLVLVWQILYAFFSYTEVLRREPGSLGARCWSLYGRCYLRHENELDHQLQA
RLSRAYKPASKYMNCFLSPLLAVVAKHFGFLAGSILAVLIALTVYDEDVLAVEHVLSAVTLLGIVVTICR
SFIPDQHLVFCPEQLLRVILAHIHYMPDHWORSAHRAETRGEFSQLFQYKAVFILEELLSPLLTPLVLIF



CLRPKSLEIIDFFRNFTVEVVGVGDTCSFAQMDVRQHGNPAWMSAGKTEASIYQQAEDGKTELSLMHFAT
TNPRWQPPRECSAFLSQLRERVQRDSTMGNQKHPTGLMQPLQCSGLSIQSDPEPHSLMANMESGVSTAGE
PANTEALGSPHVSAVSEVASALHSLSPQQOSCHPVQSQSGISADFRNGSFGSNVWEGPMNSGTLSEYASTE
MSLHALYMHELHQQHTRMAPGRHIWHRQESDESGESSQGEGLINTTSNVPSSLSCPSPAAAVWEERLPPL
STHRLSASTDLGSVQRTSLARQPMGGWSEDVQPSRLPEPVPEEGSEDELPPQVQKV

Salmo salar:

>XP_014005943.1 autophagy-related protein 9A [Salmo salar]
MAAHFDTEYQRLEASYSDSPPGEENLLVHIPDGNKSPWHHIENLDLFFQRVYNLHOQKNGFTCMLLGEVFE
LVQLLFVVGFTVFLANCVDYDILFANKFVNHTDSSKVTLPDAFLPVDVCSASIRDNVAVMEFVLMISGVEW
LHRLIKFIYNVCCYWEIRSFYTNALKMSMAELPYFTWQEVQARIVEIQKEHQICIHKKELTELDIYHRIL
RFKNYMVAMINKSLLPVRFRPPLLGESVEFYTRGLKYNFELIFFWGPGSLFESEWSLKPQYKRGGNRLELA
DKLASRILWIGIANLVLCPVVLVWQILYAFFSYTEVIKREPGSLGARCWSLYGRCYLRHFNELDHELMSR
LSKGYKASSRYMNCFLSPLLTVVAKNVAFFAGSLLAVLIALTIYDEDVLAVEHVLSSITLLGVCITVCRS
FIPDKHLVYCPEQLLRVILAHIHYMPDHWQGNAHRYETRDQFSQLFQYKAVFILEELISPLVTPFILIFS
LRRKSLEIIDFFRNFSVEVVGVGDTCSFAQMDIRQHGHPAWMSEGKTEASIYQQAEDGKTELSLMHFAIT
NPQWOQPPTETTHFISQLKERVQREATGDRHTLTSLSGSEPRSLIANFLAGPPSLASLHLGRDGSLTNHGP
VGVSDGASALRSLSISSMRGSCSSAHRSAGHASSASRAMPGSSTDARTASSGSSVWEGQLTSLVLSEYAS
TEMSVHALYIHELHKQQSGGELSRHTWHRQDSDDSSDSVTEEGGSGGGNPNPRNPIPRSHTFPISTPITT
PGPIPSSNSGPNPDRGTTPGQDVTPLOSNSQRRYGGNTDSVGPEGRVVRSARVPMGGWAEEGRGGRHPDT
VPEEGSEDDMPPNIHKVT

Petromyzon marinus:

>XP_032801920.1 autophagy-related protein 9A-like isoform X1 [Petromyzon marinus]
MAEAETGYRRLDSYDDEESPNHEREVLVHVPEGSKARWNHIENLDYFFTRIYHFHQKHGFACMMLAEFFE
LVQFLFVVTFTTFLINCVDYDILFANKQVHPQPSRKVTLYDALLSSEKCTERIRGNSWIIFLIVMAGTEW
LYRLIKVIYNFSSYLEIRAFYINALKIPMAELQONFSWQEVQERVLAVOQKEQOMCIHKRELTELDMHHRIL
RFKNYLVAMVNKSLLPVRVRVPFAGESALLTQGLKYNLEMLLFWGPGAPFQSAWSLRPEYKRAGCRLELA
ERLGRTILLVGLANLVLCPLVVVWQVLHAFFRYAEVLKREPGSLGARRWSLYGQLYLRHLNELDHELRAR
LGRGYRHAARYMDSFTAPMMAVLAKNVTFFAGSLLAVLLALTVYDEDVLSVEHVLTAITALGVLLTVCRA
FIPDEHLVWNPEHLLQAVLAHTIHYMPEHWKGIAHKTETRDEFSQLFQYKAAFIMEELLSPIITPFILIFG
VRPKALEIVDFFRNFTVEVVGVGDVCSFAQMDIRRHGNPTWMSAGQTEASYYQQAEDGKTELSLVHFATIS
NPRWRPPRGSNVYLNQLREQVQORDSTANPQPLLFSSLOTIESQSGPYGLLGSMLGGPSSLTAYRSTRDAT
CSLPEMSAATAAATALMSLSMPSASLTPGPREELAEMPDSTPGNTTVTARPGSSTGAVGGMSMSTGGRGK
VSFGGTDFRSSSVGSSFREGPSQSSILSEFASAEMSLHATYMHEARRNYATSDAQARYHWQQPENNGDDD
TMDEVNALSGFRESSLQLHNTGSNSGSHSSSVLGSGQRETYVSPSASIGHSGDYMPPNIGSLQDTHGDSL
GLMVTRENTELGAFPFRHYGGTSASENMLQPEQGSPRFGLMPMGGWQEDMAGLGTIDPHGGVPSCMSPNP
QQINEVAYTFHSLFLNT

Branchiostoma belcheri:

>XP_019613418.1 PREDICTED: autophagy-related protein 9A-like isoform X1 [Branchiostoma belcheri]
MAQLETSYRRLDSFYDEEMDSPPNERELLVHAVDSNKAHRWNHIENLDDFFTRVYQYHQRHGFLCMMLAE
VLELLQFIFVLLFTTFLLOQCVHYEVLFGDKNPHPDRKVTLPEALVPLDQCASSLDSRIVVCLVLASEFFWE
LRFIKVVYNFFRYWEIRTFYTQALKISHNDLPNMTWHEVQRCLRQVQVEQOMCIHKQELTELDIYHRILR
FKNYTVAMVNKSLLPLKFQLPGMGELVFLTNGLKYNLEMILFWGPWSPFANNWHLKEDYKKSSKRLELAN
KLSRHILWVGVANLLLCPFILMWQILYSFFTYAEVLKROQPGSLGARKWSLYGRLYLRHFNELDHELNARL
TRAYKPAEKYMSSFISHVMTLIARHVAFLAGAIFAVLVVLTIYDEDVLTIEHVLTITTLMGVLVAGCRAL
IPDENMVEFCPEQLMVCILAQIHYMPDRWKGQAHTYRVRDEFSQLFQYKAVFLLEELLSPIITPLILIFSL
RSKALDIVDFFRNFTVDVVGVGDVCSFAQMDIKRHGNPQWTGEKQQTDVSQYHQAEDGKTELSLMHETLT
NPTWQPPRHCNKFINHLKEQAHKDVNMLNSAVMVDNPFFQSLOSLSSAGYPSMMTSLMVGRLGPDATLVP
PRDPGTGTEPSQPGVALPGTTAPGRYGLVRGDISSVEGPIQAPNTGLLGSSTMAPRGTASISHTLPPTPE
PVSLQETMAPTELMAAEMSFSALYMHQLHQTQTHHDHQODQEAQRAWRQPLPPAFYGTTMPANQQRPSPGS
VEDSRTSEPGQWHSVGSTTMPGIDEAPSEETDTLSYSPPNV

Drosophila melanogaster:

>NP_611114.1 Autophagy-related 9, isoform A [Drosophila melanogaster]
MSSPHINYRSLAEEAASPFLEHHPSTGQGPSKTQDAKANAAAAHLDPLGEHGLEQPLDEHDTEHEGEDTP
RNSGVMIHMVPETGRARWNHIEDLDSFFSRMYQYQQOKHGFTVIVVDEMLOQVLEFGFVVWLLAFVMHCVRE
DVLFGDTPPGGLNPNKTTLSDVMYPTGECLANFTWVTYLVVFIAAIYLGIRLLKMVYHITQYADIKREYN
SALHIEDSDLDNFTWHEVQQRIRRVQAEQHMCIDKESLTELDIYHRVLRFKNYLVALMNKQLLPVRFHIP
LYGEVVSLSRGMLEFNIDFILFRGPGSPFONNWQLRDEFAVRSNQTELAQRLSKLILGVALLNLVLAPVIF
VWQLIYFSFSYANILRKEPGALGLRTWSNYGRLYLRHFNELDHELDARLNRAYDYADRYLNSFSSPLAAV
IAKNLLFISGGLLLLILALGIYEEHVFQVEHLLAILAGLGAIGVVCRTLIPDENLVWCPEQLMTAILAHV
HYLPSEWRQQAHTTKVRQEFSNFFQFKAGYLLSEIFSPFVTPFVLIFVFRPKAIELVRFFRTFTVSVRGV
GNVCSFAQMDVRKHGNPDWQLTSELEEMTRATAQQPQQEPQQQSLAGGKTEMSLLRFTLNNPEWQMPKEA
KQFLRGVREHAVGELVQAKTSMVQENPLTNSLISFGTMGADYCSIANSVLTAQVTPQQLEISQSLRPGLG
PVSGGFPVAASDFROMLQONLSASVGPLDSMRRLRLSRAEGRLEGPTDTLLYGLCGVDPRVGSTPLNVGV
ADMCLSALYLHELNQQKRQARQSRIDEAEDERPGTSHWPPRPPAAPSADTGFGSRHTVITSKAAESTPLL
GSIRS

Hydra wvulgaris:

>XP_012564588.1 PREDICTED: autophagy-related protein 9A-like [Hydra vulgaris]
MMTSEFNSIPYVRVAPEEDDEFSELPPTVVTTKGVDKNGCWTHIENLDEFFTEVYTYHQLQGFVCLLLRDV
FELTQYIFIVLEGTFLLVCVDYKKLFSDPNPVEVEVIHWNNFKQMPSSVILCLVVALLFWLVRLCRVIEFR
VYRRWHIRKFFYQVLHITDADLRNMOQWNEVQHKLILMQQVHQLCIHVKELTELDIHNRILRQKNYMISFQ
NKGIIPCIYHFPFIGKRTFLTEGLKENLNLILFNGPGAPFKNSWKLKEEYKDYSCRMVLAASLSHRIFML
GVLNFLLCPFIMIYQVLYSFFMYAELIKRSPDVFGARRWSPFGRLYLRHFNELDHEFQSRLNKAYMPATR



YMNVFTSPIITIFAKNIAFFSGAILAVLLGLSFYDKDVLTAEHVLSFMATLGIIIKICSGFIPDEHMVEC
PETLMKQILSNTHYIPEEWKGRAHTMEVREEFSKMFQYKFICLLEELMSPLLTPFILCFGLRYKALQIVD
FYRNFTVEVAGLGDVCSFAQMDIRKHGAKNWSDEGCSKEDQMLSAESQAENAKTELSLLNFSTKNPDWKP
SSHGKQFIDTIKEQAFQESLSHSLSSNQTPFNAGTSFDFTNFIGLQSTIAYPALDPAIMVSRNDDVLRNST
MYLHEVQNRRPISVTSLKSSYGDNAFENSDLRRTWPSATSGQTSFGVNKENLLPRYSAMKNPADDRL

Nematostella vectensis:

>XP_032240258.1 autophagy-related protein 9A [Nematostella vectensis]
MSEFKTQYQRLNSVDDSEEDLPPQGFHVGTRGLEEIEKGRWNHIENLDEFFIRVYEYHRHDGFACILLTQ
CFELVQFAFVVLFTSFLLLCVDYDKLFKNPDPTFSEVVHFHKIEHMEPAIVVCLVIALLFWFIRLARVETI
YFFKLLEIRMEYKNALKIPESEIVNLOQWQDVQKRLIEIQKIHQMCVHKEELTELDIHHRILRWKNYFVAM
QONKGVIPCTYRFPFLGQRTFLTEGMKYNLKMILFWGPGSPFQDNWKLRDDFKNLSKRSALADRLSRRIFW
IGVANFLLCPFILLWVVLYSFFSYAELVKRAPDALGARRWSPYGRLFFRHFNELDHEFQARLNKAYEPAQ
KYLNIFSSPFLAIIAKNVAFLAGAVFAVLTTFTLVDRDVLMAEHMLAVIAGLGILIRGCYVEFIPNENLVW
NPEQLMRQILSYTHYIPETWKGKAHTTEVRDQFAQIFQYKLVNVLEELVSPVVTPFLLCFSLRYKALDIV
DFYRNFTVDVVGVGDVCSFAQLDVKKHGNPEWLSEGLSEATQYEQAENGKTELSLLHFSIRNPAWKPSDR
GAHFISTIKENAIHEGLNIAGSVTLSEPCSLQDFRSFDCLPGLPYEPAMATSDPTAGLQGGVKAADTRRS
REQHTEALMNTSMLYMHELHSRQADHSMHEVSYPSGPSTQSPRRPETSGLFEETGLTYQAREQTFEQEMT
YMARSHGPEVAFHPGLSGQLGRVEEGSQALHSTSPTAGNSSSQTNEQRDRDQETMVNE

Amphimedon queenslandica:

>XP_003384679.1 PREDICTED: autophagy-related protein 9A-like [Amphimedon queenslandica]
MSKKTRYMRLETDPESSQSSDDDAPPTHIPLHSSQYVKESKWNHIENLDEFFDWVYQYLINHGLFAIVLN
DILELGQFAFLCIFSAFLITCINFKNLFADDVYTNETGVKDVAFGDVIEIDRLEHINPLLVLILFFAFIF
WEFHRLCKTIWRFFKFLGIRRFYIEALDIPPSDLRNYNWRDVLERLKSAQNTHKMNIRKQELTEIDVYHRI
LRFKNYMVAMINKDVLSYKIWIPFYGEKVFFTMGLKYNYELLLFWGPGAPFKNNYHLHEEYKTAAKKYEL
IQKLRFRITVLALVNLVEFSPFIFLYQILYSFFTYAELLKRQPGVFGRRRWSLFGKIFLRHFNELDHELIV
RLNRAYLPAGKYMDLEFVLPVATILARNVAFVAGSLLAVLFTLTVIQEDLLTAHNILTAITGLGVIVTLCR
IFIPNEHQTRDPKELMTEILEEIHYMPDLWKEKPHTVQVSSQFSQVFQLTIAYLIDELLSPLVTPFILYF
SLRNKSQDIIDFLRNFTIDVSGVGDVCSFAEMNLRKHGHSEWQONSQLARSTDYERSELGKTEISLLNET
QKNPNWEAGEDADTFLTQLKESVEELHSSQQQQQQQSLTLSREDSPPPLSLSSHQFGVSRLOQGSMDTSIW
ASFTSANDEASSLTPLKLHQVHDVMKTSHGQGSSSSAAPPPPPIGSIVPSYHPPPPQPQEVALTVYDHCL
PSDSSLSSADIRLESTIGHTPSSTAGGLTEPFLPRDSEPPPQT
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