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A FASTA formatted file of all ATG8 protein sequences used in our phylogenetic analysis.



>Scer_ATG8 gi|586441|sp|P38182_1|ATG8_YEAST RecName: Full=Autophagy-related protein 8; AltName: Full=Autophagy-related ubiquitin-like modifier ATG8; AltName: Full=Cytoplasm to vacuole targeting protein 5; Flags: Precursor [Saccharomyces cerevisiae S288c]
MKSTFKSEYPFEKRKAESERIADRFKNRIPVICEKAEKSDIPEIDKRKYLVPADLTVGQFVYVIRKRIMLPPEKAIFIFVNDTLPPTAALMSAIYQEHKDKDGFLYVTYSGENTFGR

>Spom_ATG8 gi|19113323|ref|NP_596531_1| autophagy associated protein Atg8 (predicted) [Schizosaccharomyces pombe 972h-]
MRSQFKDDFSFEKRKTESQRIREKYPDRIPVICEKVDKSDIAAIDKKKYLVPSDLTVGQFVYVIRKRIKLSPEKAIFIFIDEILPPTAALMSTIYEEHKSEDGFLYITYSGENTFGTVFPF

>Hsa_GABA_A_RAP gi|6005764|ref|NP_009209_1| gamma-aminobutyric acid receptor-associated protein [Homo sapiens]
MKFVYKEEHPFEKRRSEGEKIRKKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGL

>Hsa_GABA_A_RAP1 gi|13375571|gb|AAK20399_1|AF087847_1 GABA-A receptor-associated protein like 1 [Homo sapiens]
MKFQYKEDHPFEYRKKEGEKIRKKYPDRVPVIVEKAPKARVPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNTIPPTSATMGQLYEDNHEEDYFLYVAYSDESVYGK

>Hsa_GABA_A_RAP2 i|13375573|gb|AAK20400_1|AF087848_1 GABA-A receptor-associated protein like 2 [Homo sapiens]
MKWMFKEDHSLEHRCVESAKIRAKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIFLFVDKTVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFGF

>Hsa_MAP1A1B3 gi|20086431|gb|AAM10499_1|AF087871_1 microtubule-associated proteins 1A and 1B light chain 3 subunit [Homo sapiens]
MPSEKTFKQRRTFEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFLLVNGHSMVSVSTPISEVYESEKDEDGFLYMVYASQETFGMKLSV

>Hsa_MAP1A1B3A gi|14210522|ref|NP_115903_1| microtubule-associated proteins 1A/1B light chain 3A isoform a [Homo sapiens]
MPSDRPFKQRRSFADRCKEVQQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFLLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF

>Hsa_MAP1A1B3B gi|31563518|ref|NP_852610_1| microtubule-associated proteins 1A/1B light chain 3A isoform b [Homo sapiens]
MKMRFFSSPCGKAAVDPADRCKEVQQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFLLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF

>Hsa_MAP1A1B3B2 gi|148277548|ref|NP_001078950_1| microtubule-associated proteins 1A/1B light chain 3 beta 2 precursor [Homo sapiens]
MPSEKTFKQRRTFEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFLLVNGHSMVSVSTPISEVYESEKDEDGFLYMVCASQETFGMKLSV

>Hsa_MAP1LC32 gi|13625773|gb|AAK35152_1|AF276659_1 MAP1 light chain 3-like protein 2 [Homo sapiens]
MPPPQKIPSVRPFKQRKSLAIRQEEVAGIRAKFPNKIPVVVERYPRETFLPPLDKTKFLVPQELTMTQFLSIIRSRMVLRATEAFYLLVNNKSLVSMSATMAEIYRDYKDEDGFVYMTYASQETFGCLESAAPRDGSSLEDRPCNPL

>Mmu_GABA_RAP gi|9789961|ref|NP_062723_1| gamma-aminobutyric acid receptor-associated protein [Mus musculus]
MKFVYKEEHPFEKRRSEGEKIRKKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGL

>Mmu_GABA_RAP1 gi|10181206|ref|NP_065615_1| gamma-aminobutyric acid receptor-associated protein-like 1 [Mus musculus]
MKFQYKEDHPFEYRKKEGEKIRKKYPDRVPVIVEKAPKARVPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNTIPPTSATMGQLYEDNHEEDYFLYVAYSDESVYGK

>Mmu_GABA_RAP gi|407261587|ref|XP_003946310_1| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like [Mus musculus]
MKFQCKEEHPFEKCCSEGEKIQKKSPDWVPVIVEKVPKAQIGVLDKKEYLVPSDLMVGQFYFLIRKGIHLPAEDSLFLFGNNVIPSTSATMGQLYGNTEHCLR

>Mmu_GABA_RAP2 gi|31542873|ref|NP_080969_2| gamma-aminobutyric acid receptor-associated protein-like 2 [Mus musculus]
MKWMFKEDHSLEHRCVESAKIRAKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIFLFVDKTVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFGF

>Mmu_MAP1A1B3B gi|13385664|ref|NP_080436_1| microtubule-associated proteins 1A/1B light chain 3B [Mus musculus]
MPSEKTFKQRRSFEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFLLVNGHSMVSVSTPISEVYESERDEDGFLYMVYASQETFGTAMAV

>Mmu_MAP1A1B3A gi|23956148|ref|NP_080011_1| microtubule-associated proteins 1A/1B light chain 3A [Mus musculus]
MPSDRPFKQRRSFADRCKEVQQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFLLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF

>Btau_GABA_RAP gi|77404432|ref|NP_001029220_1| gamma-aminobutyric acid receptor-associated protein [Bos taurus]
MKFVYKEEHPFEKRRSEGEKIRKKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGL

>Btau_GABA_RAP1 gi|75812928|ref|NP_001028788_1| gamma-aminobutyric acid receptor-associated protein-like 1 [Bos taurus]
MKFQYKEDHPFEYRKKEGEKIRKKYPDRVPVIVEKAPKARVPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNTIPPTSATMGQLYEDNHEEDYFLYVAYSDESVYGK

>Btau_GABA_RAP2 gi|27807219|ref|NP_777100_1| gamma-aminobutyric acid receptor-associated protein-like 2 [Bos taurus]
MKWMFKEDHSLEHRCVESAKIRAKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIFLFVDKTVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFGF

>Btau_MAP1A1B3C gi|155371847|ref|NP_001094528_1| microtubule-associated proteins 1A/1B light chain 3C [Bos taurus]
MQTPQKSPSLRPFKQRKSLATRREEVAGIRVKFPGKIPVIVERYPREKFLPRLDKTKFLVPQELTMTQFLSVIRSRMVLGATEAFYLLVNNKSLGSMNVTMAEIYRDYKDEDGFVYMTYASQEMFGCLGSAAPEDASSLGEDRPCHPL

>Btau_MAP1A1B3B gi|47564106|ref|NP_001001169_1| microtubule-associated proteins 1A/1B light chain 3B [Bos taurus]
MPSEKTFKQRRTFEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFLLVNGHSMVSVSTPICEVYESEKDEDGFLYMVYASQETFGMKLSV

>Btau_MAP1A1B3A gi|114051389|ref|NP_001039640_1| microtubule-associated proteins 1A/1B light chain 3A [Bos taurus]
MPSDRPFKQRRSFADRCKEVQQIREQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFLLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF

>Sko_predprot1 gi|291240965|ref|XP_002740384_1| PREDICTED: predicted protein-like [Saccoglossus kowalevskii]
MKWQFKEEHSIDQRRAEASKIRAKYPERIPVVVEKVPKSQIPDIDKRKFLVPADITVAQFMWIIRKRIQLPPERAIFLFIERVLPTTSSTMGQIYEEHQDEDQFLYVAYSGENTFGR

>Sko_GABA_RAPa gi|284005106|ref|NP_001164700_1| GABA(A) receptor-associated protein [Saccoglossus kowalevskii]
MKWEYKEEHPFEKRRQEGEKIRKKYPDRVPVIVEKAAKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGA

>Sko_predprot2 gi|291231880|ref|XP_002735884_1| PREDICTED: predicted protein-like [Saccoglossus kowalevskii]
MPDVDKNQYKPFKQRKSFATRKEEVAGIRAKFPTKVPVIVERYYKERNLSILDKTKFLVPQELTMSQFVTIIRNRMSLSATQAFYLMVNNKSLASMSTTLAEVYRDEKDEDGFLYMVYASQEMFG

>Sko_MAPLC3a gi|291237033|ref|XP_002738438_1| PREDICTED: microtubule-associated protein 1 light chain 3 alpha-like [Saccoglossus kowalevskii]
MPTKTFKDRRSFAQRTKDVQEIRDQHPNKIPVIIERYESEKHLPMLDKTKFLVPDHVNMSELVKIIRRRLQLNPNQAFFLLVNEKSMVSNSTPISEVYQREKDEDGFLYMVYASQETFGANN

>Lgig_105301 jgi|Lotgi1|105301|jgi|Lotgi1|105301|e_gw1.4.401.1:1_348 [Lottia gigantea]
MKWQYKEEHPFEKRRAEGEKIRKKYPDRVPVIVEKAPKARVGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGA*

>Lgig_122374 jgi|Lotgi1|122374|jgi|Lotgi1|122374|e_gw1.40.241.1:1_348 [Lottia gigantea]
MKFKFKEEHTLDHRKAESSKIKTKYPERIPVIVEKDPKSQIQQIDKRKFLVPNDISVAQFMWIIRKRICIPSEKAIFLFVGKVLPQTSASMGQVYEDHKSDDGFLYIAYSGENTFGS*

>Lgig_122409 jgi|Lotgi1|122409|jgi|Lotgi1|122409|e_gw1.40.166.1:43_357 [Lottia gigantea]
MNIYNQFQSIVFFIDHRKAESSKIKTKYPERIPVIVEKDPKSQIQQIDKRKFLVPNDISVAQFMWIIRKRICIPSEKAIFLFVGKVLPQTSASMGQVYEDHKSDDGFLYIAYSGENTFGS*

>Lgig_209102 jgi|Lotgi1|209102|jgi|Lotgi1|209102|estExt_Genewise1Plus.C_sca_20907:118_459 [Lottia gigantea]
MSHSMKTFKERRTFSQREKDVESIRNQHPEKIPVIIERYDNEKNLPMLDKTKFLVPDNVNMSELVKIIRRRLQLHPSQAFYLLVNNHSMVSNTAPISQVYEQEKDQDGFLYIVYASQETFG*

>Lgig_194601 jgi|Lotgi1|194601|jgi|Lotgi1|194601|estExt_Genewise1.C_sca_610004:141_377 [Lottia gigantea]
MKSELQESLGKTFKQRKSFATRKEEVGGIRSKFPTKIPVIVERYHKEKQLPILDKTKFLVPQELSMSQFVTIIRNRMSLNANQAFYLIVNNKSISSMSSMMAEIYRDERDDDGFLYMTYASQEMFGC*

>Ctel_21814 jgi|Capca1||jgi|Capca1|21814|estExt_fgenesh1_kg.C_230006:99_446 [Capitella teleta]
MKWEYKEEHPFEKRRAEGEKIRKKYPDRVPVIVEKAPKARVGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNVIPPTSATMGALYQEHHEEDFFLYIAYSDESVYGA*

>Ctel_4205 jgi|Capca1||jgi|Capca1|4205|fgenesh1_pm.C_scaffold_5000008:1_348 [Capitella teleta]
MKYKFKEENTFEQRKNESAKIRGKYPERIPVIVEKAPNSQVPDIDKRKFLVPNDISVAQFMWIIRKRVKLPSEKALFLFVGKVLPQSSASMGQIYEEHQDEDGFLYIAYSGENTFGSS*

>Ctel_2981 jgi|Capca1||jgi|Capca1|2981|fgenesh1_pm.C_scaffold_870000001:34_375 [Capitella teleta]
MPENIDSVGRTFKQRKTFAQRKDEVAGIRTKFPTKVPVIVERYHKETHLPILDKTKFLVPQELTMSQFVTIIRNRMSLSANQAFYLIVNNKSIASMSTTLAEIYKDEKDEDGFLYMTYASQEMFGAFP*

>Ctel_128947 jgi|Capca1||jgi|Capca1|128947|e_gw1.476.11.1:40_354 [Capitella teleta]
MLITFFIILSTGTRKKDVDQIVEKHPDKIPVIIERYHAEKNLPVLDKTKFLVPENVNVSELVKIVRRRLQLHPTQAFYLLVNSRCMVSNTCPLKEVYAREKDEDGYLYVVYASQETFG*

>Dmel_ATG8a gi|24641085|ref|NP_727447_1| Autophagy-specific gene 8a [Drosophila melanogaster]
MKFQYKEEHAFEKRRAEGDKIRRKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNVIPPTSATMGSLYQEHHEEDYFLYIAYSDENVYGMAKIN

>Dmel_ATG8b gi|21358545|ref|NP_650649_1| Autophagy-specific gene 8b [Drosophila melanogaster]
MDMNYQYKKDHSFDKRRNEGDKIRRKYPDRVPVIVEKAPKTRYAELDKKKYLVPADLTVGQFYFLIRKRINLRPDDALFFFVNNVIPPTSATMGALYQEHFDKDYFLYISYTDENVYGRQ

>Amel_GABARAP  gi|110762810|ref|XP_001120069_1| PREDICTED: gamma-aminobutyric acid receptor-associated protein [Apis mellifera]
MKFHYKEKHSFERRKVEGEKIRRKYPERVPVIVEKAPKAKISDLDKQKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNIIPPTSATMGSLYAEHHEEDFFLYIAYSDENVYGH

>Amel_MAP1A1B3A gi|48102349|ref|XP_395337_1| PREDICTED: microtubule-associated proteins 1A/1B light chain 3A-like [Apis mellifera]
MNLTPKSFKERRSFAQRVADVELIRQHHPNKIPIIVERYYGEKQLPVLDRSKFLVPDYLTVAEFIKIIRRRLQLHPTQAFFLLVNQRSMASGSMTMAQLYQREQDADGFLYIVFASQEVFGH

>Spu_XP_782118_2 gi|115666490|ref|XP_782118_2| PREDICTED: similar to Chain A, Solution Structure Of Human Gaba Receptor Associated Protein Gabarap [Strongylocentrotus purpuratus]
MKWLYKEEHPFEKRRQEGEKIRKKYPDRVPVIVEKAAKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALFFFVNNVIPPTSATMGQLYQVGN

>Spu_XP_786800_2 gi|115948284|ref|XP_786800_2| PREDICTED: hypothetical protein [Strongylocentrotus purpuratus]
MHDVAYIMVMNHRTSESSKIRVKYPERIPVIVQKAPKSQVPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKAIFLFVGKVLPQSSATMGHIYQEHRDADGFLYVAYSGENTFGATPL

>Spu_MAP1LC3B  XP_783653_1 gi|72168709|ref|XP_783653_1| PREDICTED: similar to Microtubule-associated protein 1 light chain 3 beta [Strongylocentrotus purpuratus]
MKSFKERRSFEQRRKDVEEIRCKHPHKIPVIIERYERERSLPLLDKSKFLVPDHVTMGELVKIVRRRLQLNPHQAFFLLVNQKSLVSVSTCVSEVYQCEKDEDGFLYLVYAAQETFG

>Spu_GABA_RAP_like gi|390340513|ref|XP_786745_3| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Strongylocentrotus purpuratus]
MNCRLWKELRFGLLATIVLLNVRVQDQGVVLRIEAKMKWGFKEEHSEEDRKSESAEFRSKYPDNIPVVVEKEMKSSIQDIDKRKFLQPAKTTVAQFEYIIRKRIQLPPEKPLFLFVNEVTPAASSTLAEVDAEHRDVDGFLYISYSGENTYGN

>Spu_GABA_RAP_like2 gi|390340511|ref|XP_786800_3| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Strongylocentrotus purpuratus]
MKWEFKEEHSEDHRTSESSKIRVKYPERIPVIVQKAPKSQVPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKAIFLFVGKVLPQSSATMGHIYQEHRDADGFLYVAYSGENTFGATPL

>Spu_MAP1A1B3C gi|390341498|ref|XP_003725466_1| PREDICTED: microtubule-associated proteins 1A/1B light chain 3C-like [Strongylocentrotus purpuratus]
MGTDKKTIEAEEKDAKVYKSFKQRKTFSQRKEEVAGIRAKFPNKVPVIVERYYKEVQLPLLDKTKFLVPQELTMSQFVTIIRNRMQLTATQAFYLIVNNKSLASMSTTLAEIYRDEKDEDGFLYMVYASQEMFGC

>Dre_GABA_A_RAP gi|255003733|ref|NP_001013278_1| GABA(A) receptor-associated protein [Danio rerio]
MKFMYKEEHPFEKRRSEGEKIRKKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGLLYQEHHEEDFFLYIAYSDESVYGDVLKDV

>Dre_GABA_A_RAP1 gi|50540486|ref|NP_001002707_1| gamma-aminobutyric acid receptor-associated protein-like [Danio rerio]
MSSQYQRSVPLEVRRAEGERVRAKHPDKIPIIVERAARSRAPELDKKKYLVPSDLTVGQLCFLIRQRVSMRPEEALFFFVKNSLPPSSSPLSAVYEEHHEEDLFLYMTYSNESVYGA

>Dre_GABA_A_RAP1_iso1 gi|189522109|ref|XP_001332909_2| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like isoform 1 [Danio rerio]
MKFQYKEEHPFEKRRSEGEKIRKKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGE

>Dre_GABA_A_RAP2 gi|45387851|ref|NP_991286_1| gamma-aminobutyric acid receptor-associated protein-like 2 [Danio rerio]
MKWMFKEDHSLEHRCVESAKIRNKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWIIRKRILLPSEKAIFLFVDKTVPQSSLTMGQLYEKEQDEDGFLYVAYSGENTFGY

>Dre_MAP1A1B3a gi|47550759|ref|NP_999904_1| microtubule-associated proteins 1A/1B light chain 3A [Danio rerio]
MPSDRPFKQRRSFADRCKEVQQIREQHPNKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFLLVNQHSMVSVSTPISEIYEQERDEDGFLYMVYASQETFGC

>Dre_MAP1A1B3b gi|41054555|ref|NP_955898_1| microtubule-associated proteins 1A/1B light chain 3B [Danio rerio]
MPSEKTFKQRRTFEQRVEDVRLIREQHPNKIPVIIERYKGEKQLPILDKTKFLVPDHVNMSELIKIIRRRLQLNSNQAFFLLVNGHSMVSVSTAISEVYERERDEDGFLYMVYASQETFGFQ

>Dre_MAP1A1B3c gi|41053535|ref|NP_956592_1| microtubule-associated proteins 1A/1B light chain 3C [Danio rerio]
MPPFEKTPHPKPFKQRKSLATRKQEVAGIRTKFPTKIPVIIERYQREKFLPPLDKTKFLVPQELTMTQFVTIIRNRMTLMPNQAFYLLINNSGIASMSMTMAQLYKDHKDEDGFLYMTYASQEMFGHR

>Dre_MAP1A1B3C_like gi|292621005|ref|XP_002664518_1| PREDICTED: microtubule-associated proteins 1A/1B light chain 3C-like [Danio rerio]
MPPYEKSMEVMPFKQRKCLATRKDEVCTIRSKFPNKLPVIVERYLREKKLPLLDKSKFLVPNELTLGQFVSLLRSKIALEASQALYLLVSGKNMSCLSASMGEVYSQFRDPDGFLYMTYASQDMFG

>Cin_XP_002128871_1 gi|198431405|ref|XP_002128871_1| PREDICTED: similar to predicted protein [Ciona intestinalis]
MKWQFKVDHTYEHRCNESSKIITKYPSRIPVIVEKAEGSTIQDIDKRKYLVPADISVAQFMWIIRKRIDLSPEKAIFLFVDKVVPNSCSTMGAIYAEHKDEDGFLYIAYSGENTFGSC



>Cin_XP_002129578_1 gi|198417572|ref|XP_002129578_1| PREDICTED: similar to predicted protein [Ciona intestinalis]
MKWQYKEEHTFDKRRTEGEKIRKKYPDRVPVIVEKAMKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEEALFFFVNNVIPPTSTTMGQLYQEHHEEDFFLYIAYSDESVYGA

>Cin_XP_002129622_1 gi|198435408|ref|XP_002129622_1| PREDICTED: similar to microtubule-associated protein 1 light chain 3 alpha [Ciona intestinalis]
MPGDRTFKQRRSFEDRVKDVSEIRKEHPNKIPVIIERYQGEKQLPVLDKTKFLVPDHVSMCDLVRIIRRRLQLSPSQAFFLLVNGHSMVSVSDAVSEIYSEQQDEDGFLYMTYASQETFGT

>Nve_165338 jgi|Nemve1|165338|jgi|Nemve1|165338|estExt_gwp_C_590022:1-116 [Nematostella vectensis]
MKWEYKEEHPFEKRRAEGEKIRKKYPDRVPVIVEKAPKARIGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGCCD

>Nve_181063 jgi|Nemve1|181063|jgi|Nemve1|181063|estExt_GenewiseH_1_C_250015:1-116 [Nematostella vectensis]
MKWAFKEEHSLDSRCQESSKIRLKYPDRIPVVVEKAPKSTIQDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAMFLFVNKVLPTTSSTMGSIYEEHKDEDGFLYIAYSGENTFGH

>Nve_241851 jgi|Nemve1|241851|jgi|Nemve1|241851|estExt_fgenesh1_pg_C_520094:14-127 [Nematostella vectensis]
MADLDSRSGTFKPFKQRKSFVSRRDEVAGIRAKFPSKIPVIVERYHKEKDLPLLDKTKFLVPQELTMSQFVTIIRNRMSLSSTQAFYLIVNNKSLASMSMTMAELYREEKDEDGFLYMVYASQEMFGSESGRLWLESRPS

>Nve_121733 jgi|Nemve1|121733|jgi|Nemve1|121733|e_gw_182_87_1:1-109 [Nematostella vectensis]
PTASRRRDSETITKQYPDKIPVIVERLKTEKNLPILDKIKYLVPGDLTMSSLASIIRKRLQLGPTQAFFLLVNEKNMVSISTTVGEVYRDERDEDGFLYMVFASQESFG

>Hmag_XP_002170100_1 gi|221090727|ref|XP_002170100_1| PREDICTED: similar to predicted protein [Hydra magnipapillata]
MKWEYKEEHPFEKRRSEGEKIRRKYPDRVPVIGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGQLYQEHHEEDFFLYFAYSDESVYGV

>Hmag_XP_002163079_1 gi|221121190|ref|XP_002163079_1| PREDICTED: similar to predicted protein [Hydra magnipapillata]
MSRAELEMTGSRAYGDQVWESRCQESTKIRSKYPDRIPVVVEKAPRSTIQDIDKRKFLVPSDLTVAQFMYIIRKRIQLAPEKAMFLFVNKVLPATSATMGAIYEEHKDEDGFLYIAYSGENTFGSI

>Hmag_XP_002163175_1 gi|221121766|ref|XP_002163175_1| PREDICTED: similar to predicted protein [Hydra magnipapillata]
MNDDSKSTKPFKQRKSFASRRDEVAGIRAKFPSKIPVIVERYHKEKALPMLDKTKFLVPQELTMSQFVTIIRNRMSLAPTQSFYLIVNNKSLASMSTTLQEVYKDEKDEDGFLYMTYASQEMFGF

>Awi_APG8 (GABARAPL2) [Astrosclera willeyana]
MKWEFKENHPFEVRCAESAKIRGKYQDRIPVIVEKVPKSSIPDIDKKKFLVPADLSVAQFMYIIRRRINLPSEKAMFLFVNKVLPTTSASMGTIYAENKDEDGFLYVAYSGENTFGL

>Aqu_XP_003384394_1 gi|340371723|ref|XP_003384394_1| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Amphimedon queenslandica]
MKWEFKENHTFEVRCAESAKIRGKYQDRIPVIVEKVPKSAIPDIDKKKFLVPADLSVAQFMYIVRRRISLPSEKAMFLFVNKVLPTTSASMGSIYAEHKDEDGFLYVAYSGENTFGTD

>Aqu_MAP1ABLC3C gi|340374092|ref|XP_003385572_1| PREDICTED: microtubule-associated proteins 1A/1B light chain 3C-like [Amphimedon queenslandica]
MSTSEVEPMTSKQKSFKQRRSFASRKDEVASIRSKFPNKVPVIVERYQKEKDLPILDKTKFLVPEELTLSQFVTIIRNRMGLTSTQAFYLLVNNKSMASMATTMSDIYDTEKDEDGFLYMVYASQEFFG

>Aqu_MAP1AB3B gi|340373992|ref|XP_003385523_1| PREDICTED: microtubule-associated proteins 1A/1B light chain 3B-like [Amphimedon queenslandica]
MPSSSNSPHKSTVESRPQSTYFEANKTFKERRTFEDRRKDVDEIVRKHPQKIPLVIERARTEKHLPPLDKTKFLVPEELTMSQLTAIIRKRMQLSETQAFYLIVNRKAMVSTSMTLMEVYRSQKDDDGFLYMTYASQEVFG

>Aqu_GABA_RAP2 gi|340371721|ref|XP_003384393_1| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Amphimedon queenslandica]
MSKMKWAYKDEKPYEVRLAEASKIREKHPERVPVIVEKVSGARIADLDRKKYLVPGDLTVAQFMHVLRQRIQLGATESIYVMVDGITPTTSSTMATVYDQHKDDDGFIYMAYSGENSMGCS

>Aqu_GABA_RAP gi|340376326|ref|XP_003386684_1| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like [Amphimedon queenslandica]
MAFQVTYKYKVQKPDFEQRRLEGQRTLKNHPSKVPVIIGKVHKSGLPDIDNFKLLLPSSSKVSDVIQYMNNKLRRPSHAPLYLYVDNDVLAGTDSTLARLYQEYRESDYFLYICYYEGTASSSDRES

>Tad_37901 jgi|Triad1|37901|estExt_Genewise1Plus_C_61165 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
MRWQYKEDFPFEKRRSEGQMIRKKYPDRIPVIVEKAPKARVVDIDKKKYLVPADLTVGQFHFLIRKRVALRPEDALFFTVNNVIPPTSMTMGSLYEDHHEEDFFLYVAYSDESVYGL

>Tad_35852 jgi|Triad1|35852|estExt_Genewise1_C_40805 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
MKWQFKEEHTLEQRRQESAKIRAKYPDRIPVVVEKAAKSSIPDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAMFLFVNKILPTTSSTMGAIYEEHKDEDGFLYIAYSGENTFGTD

>Tad_19802 jgi|Triad1|19802|e_gw1_1_2269_1 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
MSKDYVSFKQRRSFVCRKRDAQEIREKYPDKIPVVVERLHTEKHLPLLDKNKFLVPEDLTMSQFINIIRKRLVLNPTQAFFLLINQKNMASISTPLIELYHHERDEDGFLYMVYASQETFGTD

>Tad_57027 jgi|Triad1|57027|fgeneshTA2_pg_C_scaffold_6000007 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
MSPLNVNPGQKNFKQRKSFEARKAEVENIHYRFPNKIPVIVERYKNEKVLPILDKTKFLVPQELTMSQFVSIIRNRMSLTPSQAFYLIVNNKSLVSMTTTLTEVYRDEKDDDGFLYMVYASQEMFG



A Clustal formatted alignment file of all ATG8 protein sequences used in our phylogenetic analysis.



CLUSTAL W (1.7) multiple sequence alignment

Scer_ATG8             ------------------------------------MKS--TFK---S-EYPFEKRKAES
Spom_ATG8             ------------------------------------MRS--QFK---D-DFSFEKRKTES
Hsa_GABA_A_RAP        ------------------------------------MKF--VYK---E-EHPFEKRRSEG
Hsa_GABA_A_RAP1       ------------------------------------MKF--QYK---E-DHPFEYRKKEG
Hsa_GABA_A_RAP2       ------------------------------------MKW--MFK---E-DHSLEHRCVES
Hsa_MAP1A1B3          ------------------------------------MPSEKTFK---Q-RRTFEQRVEDV
Hsa_MAP1A1B3A         ------------------------------------MPSDRPFK---Q-RRSFADRCKEV
Hsa_MAP1A1B3B         ---------------------------------MKMRFFSSPCG---KAAVDPADRCKEV
Hsa_MAP1A1B3B2        ------------------------------------MPSEKTFK---Q-RRTFEQRVEDV
Hsa_MAP1LC32          ------------------------------MPPPQKIPSVRPFK---Q-RKSLAIRQEEV
Mmu_GABA_RAP          ------------------------------------MKF--VYK---E-EHPFEKRRSEG
Mmu_GABA_RAP1         ------------------------------------MKF--QYK---E-DHPFEYRKKEG
Mmu_GABA_RAP          ------------------------------------MKF--QCK---E-EHPFEKCCSEG
Mmu_GABA_RAP2         ------------------------------------MKW--MFK---E-DHSLEHRCVES
Mmu_MAP1A1B3B         ------------------------------------MPSEKTFK---Q-RRSFEQRVEDV
Mmu_MAP1A1B3A         ------------------------------------MPSDRPFK---Q-RRSFADRCKEV
Btau_GABA_RAP         ------------------------------------MKF--VYK---E-EHPFEKRRSEG
Btau_GABA_RAP1        ------------------------------------MKF--QYK---E-DHPFEYRKKEG
Btau_GABA_RAP2        ------------------------------------MKW--MFK---E-DHSLEHRCVES
Btau_MAP1A1B3C        ------------------------------MQTPQKSPSLRPFK---Q-RKSLATRREEV
Btau_MAP1A1B3B        ------------------------------------MPSEKTFK---Q-RRTFEQRVEDV
Btau_MAP1A1B3A        ------------------------------------MPSDRPFK---Q-RRSFADRCKEV
Sko_predprot1         ------------------------------------MKW--QFK---E-EHSIDQRRAEA
Sko_GABA_RAPa         ------------------------------------MKW--EYK---E-EHPFEKRRQEG
Sko_predprot2         -------------------------------MPDVDKNQYKPFK---Q-RKSFATRKEEV
Sko_MAPLC3a           ------------------------------------MPT-KTFK---D-RRSFAQRTKDV
Lgig_105301           ------------------------------------MKW--QYK---E-EHPFEKRRAEG
Lgig_122374           ------------------------------------MKF--KFK---E-EHTLDHRKAES
Lgig_122409           ------------------------------------MNIYNQFQ---SIVFFIDHRKAES
Lgig_209102           -----------------------------------MSHSMKTFK---E-RRTFSQREKDV
Lgig_194601           ------------------------------MKSELQESLGKTFK---Q-RKSFATRKEEV
Ctel_21814            ------------------------------------MKW--EYK---E-EHPFEKRRAEG
Ctel_4205             ------------------------------------MKY--KFK---E-ENTFEQRKNES
Ctel_2981             -------------------------------MPENIDSVGRTFK---Q-RKTFAQRKDEV
Ctel_128947           ------------------------------------MLI--TFF---I-ILSTGTRKKDV
Dmel_ATG8a            ------------------------------------MKF--QYK---E-EHAFEKRRAEG
Dmel_ATG8b            ----------------------------------MDMNY--QYK---K-DHSFDKRRNEG
Amel_GABARAP          ------------------------------------MKF--HYK---E-KHSFERRKVEG
Amel_MAP1A1B3A        -----------------------------------MNLTPKSFK---E-RRSFAQRVADV
Spu_XP_782118_2       ------------------------------------MKW--LYK---E-EHPFEKRRQEG
Spu_XP_786800_2       -------------------------------------MH--DVA---Y-IMVMNHRTSES
Spu_MAP1LC3B          ------------------------------------MK---SFK---E-RRSFEQRRKDV
Spu_GABA_RAP_like     MNCRLWKELRFGLLATIVLLNVRVQDQGVVLRIEAKMKW--GFK---E-EHSEEDRKSES
Spu_GABA_RAP_like2    ------------------------------------MKW--EFK---E-EHSEDHRTSES
Spu_MAP1A1B3C         ----------------------MGTDKKTIEAEEKDAKVYKSFK---Q-RKTFSQRKEEV
Dre_GABA_A_RAP        ------------------------------------MKF--MYK---E-EHPFEKRRSEG
Dre_GABA_A_RAP1       ------------------------------------MSS--QYQ---R-SVPLEVRRAEG
Dre_GABA_A_RAP1_iso1  ------------------------------------MKF--QYK---E-EHPFEKRRSEG
Dre_GABA_A_RAP2       ------------------------------------MKW--MFK---E-DHSLEHRCVES
Dre_MAP1A1B3a         ------------------------------------MPSDRPFK---Q-RRSFADRCKEV
Dre_MAP1A1B3b         ------------------------------------MPSEKTFK---Q-RRTFEQRVEDV
Dre_MAP1A1B3c         ------------------------------MPPFEKTPHPKPFK---Q-RKSLATRKQEV
Dre_MAP1A1B3C_like    ------------------------------MPPYEKSMEVMPFK---Q-RKCLATRKDEV
Cin_XP_002128871_1    ------------------------------------MKW--QFK---V-DHTYEHRCNES
Cin_XP_002129578_1    ------------------------------------MKW--QYK---E-EHTFDKRRTEG
Cin_XP_002129622_1    ------------------------------------MPGDRTFK---Q-RRSFEDRVKDV
Nve_165338            ------------------------------------MKW--EYK---E-EHPFEKRRAEG
Nve_181063            ------------------------------------MKW--AFK---E-EHSLDSRCQES
Nve_241851            -----------------------------MADLDSRSGTFKPFK---Q-RKSFVSRRDEV
Nve_121733            ---------------------------------------------------PTASRRRDS
Hmag_XP_002170100_1   ------------------------------------MKW--EYK---E-EHPFEKRRSEG
Hmag_XP_002163079_1   -----------------------------MSRAELEMTGSRAYG-----DQVWESRCQES
Hmag_XP_002163175_1   --------------------------------MNDDSKSTKPFK---Q-RKSFASRRDEV
Awi_APG8              ------------------------------------MKW--EFK---E-NHPFEVRCAES
Aqu_XP_003384394_1    ------------------------------------MKW--EFK---E-NHTFEVRCAES
Aqu_MAP1ABLC3C        ---------------------------MSTSEVEPMTSKQKSFK---Q-RRSFASRKDEV
Aqu_MAP1AB3B          ---------------MPSSSNSPHKSTVESRPQSTYFEANKTFK---E-RRTFEDRRKDV
Aqu_GABA_RAP2         ---------------------------------MSKMKW--AYK---D-EKPYEVRLAEA
Aqu_GABA_RAP          ------------------------------------MAFQVTYKYKVQ-KPDFEQRRLEG
Tad_37901             ------------------------------------MRW--QYK---E-DFPFEKRRSEG
Tad_35852             ------------------------------------MKW--QFK---E-EHTLEQRRQES
Tad_19802             -----------------------------------MSKDYVSFK---Q-RRSFVCRKRDA
Tad_57027             ------------------------------MSPLNVNPGQKNFK---Q-RKSFEARKAEV

Scer_ATG8             ERIADRFKNRIPVICEKAEKSD-IPEIDKRKYLVPADLTVGQFVYVIRKRIMLPPEKAIF
Spom_ATG8             QRIREKYPDRIPVICEKVDKSD-IAAIDKKKYLVPSDLTVGQFVYVIRKRIKLSPEKAIF
Hsa_GABA_A_RAP        EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Hsa_GABA_A_RAP1       EKIRKKYPDRVPVIVEKAPKAR-VPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Hsa_GABA_A_RAP2       AKIRAKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIF
Hsa_MAP1A1B3          RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFF
Hsa_MAP1A1B3A         QQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFF
Hsa_MAP1A1B3B         QQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFF
Hsa_MAP1A1B3B2        RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFF
Hsa_MAP1LC32          AGIRAKFPNKIPVVVERYPRETFLPPLDKTKFLVPQELTMTQFLSIIRSRMVLRATEAFY
Mmu_GABA_RAP          EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Mmu_GABA_RAP1         EKIRKKYPDRVPVIVEKAPKAR-VPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Mmu_GABA_RAP          EKIQKKSPDWVPVIVEKVPKAQ-IGVLDKKEYLVPSDLMVGQFYFLIRKGIHLPAEDSLF
Mmu_GABA_RAP2         AKIRAKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIF
Mmu_MAP1A1B3B         RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFF
Mmu_MAP1A1B3A         QQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFF
Btau_GABA_RAP         EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Btau_GABA_RAP1        EKIRKKYPDRVPVIVEKAPKAR-VPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Btau_GABA_RAP2        AKIRAKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIF
Btau_MAP1A1B3C        AGIRVKFPGKIPVIVERYPREKFLPRLDKTKFLVPQELTMTQFLSVIRSRMVLGATEAFY
Btau_MAP1A1B3B        RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFF
Btau_MAP1A1B3A        QQIREQHPSKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFF
Sko_predprot1         SKIRAKYPERIPVVVEKVPKSQ-IPDIDKRKFLVPADITVAQFMWIIRKRIQLPPERAIF
Sko_GABA_RAPa         EKIRKKYPDRVPVIVEKAAKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALF
Sko_predprot2         AGIRAKFPTKVPVIVERYYKERNLSILDKTKFLVPQELTMSQFVTIIRNRMSLSATQAFY
Sko_MAPLC3a           QEIRDQHPNKIPVIIERYESEKHLPMLDKTKFLVPDHVNMSELVKIIRRRLQLNPNQAFF
Lgig_105301           EKIRKKYPDRVPVIVEKAPKAR-VGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Lgig_122374           SKIKTKYPERIPVIVEKDPKSQ-IQQIDKRKFLVPNDISVAQFMWIIRKRICIPSEKAIF
Lgig_122409           SKIKTKYPERIPVIVEKDPKSQ-IQQIDKRKFLVPNDISVAQFMWIIRKRICIPSEKAIF
Lgig_209102           ESIRNQHPEKIPVIIERYDNEKNLPMLDKTKFLVPDNVNMSELVKIIRRRLQLHPSQAFY
Lgig_194601           GGIRSKFPTKIPVIVERYHKEKQLPILDKTKFLVPQELSMSQFVTIIRNRMSLNANQAFY
Ctel_21814            EKIRKKYPDRVPVIVEKAPKAR-VGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Ctel_4205             AKIRGKYPERIPVIVEKAPNSQ-VPDIDKRKFLVPNDISVAQFMWIIRKRVKLPSEKALF
Ctel_2981             AGIRTKFPTKVPVIVERYHKETHLPILDKTKFLVPQELTMSQFVTIIRNRMSLSANQAFY
Ctel_128947           DQIVEKHPDKIPVIIERYHAEKNLPVLDKTKFLVPENVNVSELVKIVRRRLQLHPTQAFY
Dmel_ATG8a            DKIRRKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Dmel_ATG8b            DKIRRKYPDRVPVIVEKAPKTR-YAELDKKKYLVPADLTVGQFYFLIRKRINLRPDDALF
Amel_GABARAP          EKIRRKYPERVPVIVEKAPKAK-ISDLDKQKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Amel_MAP1A1B3A        ELIRQHHPNKIPIIVERYYGEKQLPVLDRSKFLVPDYLTVAEFIKIIRRRLQLHPTQAFF
Spu_XP_782118_2       EKIRKKYPDRVPVIVEKAAKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALF
Spu_XP_786800_2       SKIRVKYPERIPVIVQKAPKSQ-VPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKAIF
Spu_MAP1LC3B          EEIRCKHPHKIPVIIERYERERSLPLLDKSKFLVPDHVTMGELVKIVRRRLQLNPHQAFF
Spu_GABA_RAP_like     AEFRSKYPDNIPVVVEKEMKSS-IQDIDKRKFLQPAKTTVAQFEYIIRKRIQLPPEKPLF
Spu_GABA_RAP_like2    SKIRVKYPERIPVIVQKAPKSQ-VPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKAIF
Spu_MAP1A1B3C         AGIRAKFPNKVPVIVERYYKEVQLPLLDKTKFLVPQELTMSQFVTIIRNRMQLTATQAFY
Dre_GABA_A_RAP        EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Dre_GABA_A_RAP1       ERVRAKHPDKIPIIVERAARSR-APELDKKKYLVPSDLTVGQLCFLIRQRVSMRPEEALF
Dre_GABA_A_RAP1_iso1  EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Dre_GABA_A_RAP2       AKIRNKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMWIIRKRILLPSEKAIF
Dre_MAP1A1B3a         QQIREQHPNKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFF
Dre_MAP1A1B3b         RLIREQHPNKIPVIIERYKGEKQLPILDKTKFLVPDHVNMSELIKIIRRRLQLNSNQAFF
Dre_MAP1A1B3c         AGIRTKFPTKIPVIIERYQREKFLPPLDKTKFLVPQELTMTQFVTIIRNRMTLMPNQAFY
Dre_MAP1A1B3C_like    CTIRSKFPNKLPVIVERYLREKKLPLLDKSKFLVPNELTLGQFVSLLRSKIALEASQALY
Cin_XP_002128871_1    SKIITKYPSRIPVIVEKAEGST-IQDIDKRKYLVPADISVAQFMWIIRKRIDLSPEKAIF
Cin_XP_002129578_1    EKIRKKYPDRVPVIVEKAMKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEEALF
Cin_XP_002129622_1    SEIRKEHPNKIPVIIERYQGEKQLPVLDKTKFLVPDHVSMCDLVRIIRRRLQLSPSQAFF
Nve_165338            EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Nve_181063            SKIRLKYPDRIPVVVEKAPKST-IQDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAMF
Nve_241851            AGIRAKFPSKIPVIVERYHKEKDLPLLDKTKFLVPQELTMSQFVTIIRNRMSLSSTQAFY
Nve_121733            ETITKQYPDKIPVIVERLKTEKNLPILDKIKYLVPGDLTMSSLASIIRKRLQLGPTQAFF
Hmag_XP_002170100_1   EKIRRKYPDRVPVI--------------------------GQFYFLIRKRIHLRAEDALF
Hmag_XP_002163079_1   TKIRSKYPDRIPVVVEKAPRST-IQDIDKRKFLVPSDLTVAQFMYIIRKRIQLAPEKAMF
Hmag_XP_002163175_1   AGIRAKFPSKIPVIVERYHKEKALPMLDKTKFLVPQELTMSQFVTIIRNRMSLAPTQSFY



Awi_APG8              AKIRGKYQDRIPVIVEKVPKSS-IPDIDKKKFLVPADLSVAQFMYIIRRRINLPSEKAMF
Aqu_XP_003384394_1    AKIRGKYQDRIPVIVEKVPKSA-IPDIDKKKFLVPADLSVAQFMYIVRRRISLPSEKAMF
Aqu_MAP1ABLC3C        ASIRSKFPNKVPVIVERYQKEKDLPILDKTKFLVPEELTLSQFVTIIRNRMGLTSTQAFY
Aqu_MAP1AB3B          DEIVRKHPQKIPLVIERARTEKHLPPLDKTKFLVPEELTMSQLTAIIRKRMQLSETQAFY
Aqu_GABA_RAP2         SKIREKHPERVPVIVEKVSGAR-IADLDRKKYLVPGDLTVAQFMHVLRQRIQLGATESIY
Aqu_GABA_RAP          QRTLKNHPSKVPVIIGKVHKSG-LPDIDNFKLLLPSSSKVSDVIQYMNNKLRRPSHAPLY
Tad_37901             QMIRKKYPDRIPVIVEKAPKAR-VVDIDKKKYLVPADLTVGQFHFLIRKRVALRPEDALF
Tad_35852             AKIRAKYPDRIPVVVEKAAKSS-IPDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAMF
Tad_19802             QEIREKYPDKIPVVVERLHTEKHLPLLDKNKFLVPEDLTMSQFINIIRKRLVLNPTQAFF
Tad_57027             ENIHYRFPNKIPVIVERYKNEKVLPILDKTKFLVPQELTMSQFVSIIRNRMSLTPSQAFY

Scer_ATG8             IFVND-TLPPTAALMSAIYQEHKDKDGFLYVTYSGENTFGR-------------------
Spom_ATG8             IFIDE-ILPPTAALMSTIYEEHKSEDGFLYITYSGENTFGTVFPF---------------
Hsa_GABA_A_RAP        FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGL-------------------
Hsa_GABA_A_RAP1       FFVNN-TIPPTSATMGQLYEDNHEEDYFLYVAYSDESVYGK-------------------
Hsa_GABA_A_RAP2       LFVDK-TVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFGF-------------------
Hsa_MAP1A1B3          LLVNGHSMVSVSTPISEVYESEKDEDGFLYMVYASQETFGMKLSV---------------
Hsa_MAP1A1B3A         LLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF-------------------
Hsa_MAP1A1B3B         LLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF-------------------
Hsa_MAP1A1B3B2        LLVNGHSMVSVSTPISEVYESEKDEDGFLYMVCASQETFGMKLSV---------------
Hsa_MAP1LC32          LLVNNKSLVSMSATMAEIYRDYKDEDGFVYMTYASQETFGCLESAAPRDGSSL-EDRPCN
Mmu_GABA_RAP          FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGL-------------------
Mmu_GABA_RAP1         FFVNN-TIPPTSATMGQLYEDNHEEDYFLYVAYSDESVYGK-------------------
Mmu_GABA_RAP          LFGNN-VIPSTSATMGQLYGN-------------TEHCLR--------------------
Mmu_GABA_RAP2         LFVDK-TVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFGF-------------------
Mmu_MAP1A1B3B         LLVNGHSMVSVSTPISEVYESERDEDGFLYMVYASQETFGTAMAV---------------
Mmu_MAP1A1B3A         LLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF-------------------
Btau_GABA_RAP         FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGL-------------------
Btau_GABA_RAP1        FFVNN-TIPPTSATMGQLYEDNHEEDYFLYVAYSDESVYGK-------------------
Btau_GABA_RAP2        LFVDK-TVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFGF-------------------
Btau_MAP1A1B3C        LLVNNKSLGSMNVTMAEIYRDYKDEDGFVYMTYASQEMFGCLGSAAPEDASSLGEDRPCH
Btau_MAP1A1B3B        LLVNGHSMVSVSTPICEVYESEKDEDGFLYMVYASQETFGMKLSV---------------
Btau_MAP1A1B3A        LLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF-------------------
Sko_predprot1         LFIER-VLPTTSSTMGQIYEEHQDEDQFLYVAYSGENTFGR-------------------
Sko_GABA_RAPa         FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGA-------------------
Sko_predprot2         LMVNNKSLASMSTTLAEVYRDEKDEDGFLYMVYASQEMFG--------------------
Sko_MAPLC3a           LLVNEKSMVSNSTPISEVYQREKDEDGFLYMVYASQETFGANN-----------------
Lgig_105301           FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGA*------------------
Lgig_122374           LFVGK-VLPQTSASMGQVYEDHKSDDGFLYIAYSGENTFGS*------------------
Lgig_122409           LFVGK-VLPQTSASMGQVYEDHKSDDGFLYIAYSGENTFGS*------------------
Lgig_209102           LLVNNHSMVSNTAPISQVYEQEKDQDGFLYIVYASQETFG*-------------------
Lgig_194601           LIVNNKSISSMSSMMAEIYRDERDDDGFLYMTYASQEMFGC*------------------
Ctel_21814            FFVNN-VIPPTSATMGALYQEHHEEDFFLYIAYSDESVYGA*------------------
Ctel_4205             LFVGK-VLPQSSASMGQIYEEHQDEDGFLYIAYSGENTFGSS*-----------------
Ctel_2981             LIVNNKSIASMSTTLAEIYKDEKDEDGFLYMTYASQEMFGAFP*----------------
Ctel_128947           LLVNSRCMVSNTCPLKEVYAREKDEDGYLYVVYASQETFG*-------------------
Dmel_ATG8a            FFVNN-VIPPTSATMGSLYQEHHEEDYFLYIAYSDENVYGMAKIN---------------
Dmel_ATG8b            FFVNN-VIPPTSATMGALYQEHFDKDYFLYISYTDENVYGRQ------------------
Amel_GABARAP          FFVNN-IIPPTSATMGSLYAEHHEEDFFLYIAYSDENVYGH-------------------
Amel_MAP1A1B3A        LLVNQRSMASGSMTMAQLYQREQDADGFLYIVFASQEVFGH-------------------
Spu_XP_782118_2       FFVNN-VIPPTSATMGQLYQ------------------VGN-------------------
Spu_XP_786800_2       LFVGK-VLPQSSATMGHIYQEHRDADGFLYVAYSGENTFGATPL----------------
Spu_MAP1LC3B          LLVNQKSLVSVSTCVSEVYQCEKDEDGFLYLVYAAQETFG--------------------
Spu_GABA_RAP_like     LFVNE-VTPAASSTLAEVDAEHRDVDGFLYISYSGENTYGN-------------------
Spu_GABA_RAP_like2    LFVGK-VLPQSSATMGHIYQEHRDADGFLYVAYSGENTFGATPL----------------
Spu_MAP1A1B3C         LIVNNKSLASMSTTLAEIYRDEKDEDGFLYMVYASQEMFGC-------------------
Dre_GABA_A_RAP        FFVNN-VIPPTSATMGLLYQEHHEEDFFLYIAYSDESVYGDVLKDV--------------
Dre_GABA_A_RAP1       FFVKN-SLPPSSSPLSAVYEEHHEEDLFLYMTYSNESVYGA-------------------
Dre_GABA_A_RAP1_iso1  FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGE-------------------
Dre_GABA_A_RAP2       LFVDK-TVPQSSLTMGQLYEKEQDEDGFLYVAYSGENTFGY-------------------
Dre_MAP1A1B3a         LLVNQHSMVSVSTPISEIYEQERDEDGFLYMVYASQETFGC-------------------
Dre_MAP1A1B3b         LLVNGHSMVSVSTAISEVYERERDEDGFLYMVYASQETFGFQ------------------
Dre_MAP1A1B3c         LLINNSGIASMSMTMAQLYKDHKDEDGFLYMTYASQEMFGHR------------------
Dre_MAP1A1B3C_like    LLVSGKNMSCLSASMGEVYSQFRDPDGFLYMTYASQDMFG--------------------
Cin_XP_002128871_1    LFVDK-VVPNSCSTMGAIYAEHKDEDGFLYIAYSGENTFGSC------------------
Cin_XP_002129578_1    FFVNN-VIPPTSTTMGQLYQEHHEEDFFLYIAYSDESVYGA-------------------
Cin_XP_002129622_1    LLVNGHSMVSVSDAVSEIYSEQQDEDGFLYMTYASQETFGT-------------------
Nve_165338            FFVNN-VIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGCCD-----------------
Nve_181063            LFVNK-VLPTTSSTMGSIYEEHKDEDGFLYIAYSGENTFGH-------------------
Nve_241851            LIVNNKSLASMSMTMAELYREEKDEDGFLYMVYASQEMFGSESGRLWLESRPS-------
Nve_121733            LLVNEKNMVSISTTVGEVYRDERDEDGFLYMVFASQESFG--------------------
Hmag_XP_002170100_1   FFVNN-VIPPTSATMGQLYQEHHEEDFFLYFAYSDESVYGV-------------------
Hmag_XP_002163079_1   LFVNK-VLPATSATMGAIYEEHKDEDGFLYIAYSGENTFGSI------------------
Hmag_XP_002163175_1   LIVNNKSLASMSTTLQEVYKDEKDEDGFLYMTYASQEMFGF-------------------
Awi_APG8              LFVNK-VLPTTSASMGTIYAENKDEDGFLYVAYSGENTFGL-------------------
Aqu_XP_003384394_1    LFVNK-VLPTTSASMGSIYAEHKDEDGFLYVAYSGENTFGTD------------------
Aqu_MAP1ABLC3C        LLVNNKSMASMATTMSDIYDTEKDEDGFLYMVYASQEFFG--------------------
Aqu_MAP1AB3B          LIVNRKAMVSTSMTLMEVYRSQKDDDGFLYMTYASQEVFG--------------------
Aqu_GABA_RAP2         VMVDG-ITPTTSSTMATVYDQHKDDDGFIYMAYSGENSMGCS------------------
Aqu_GABA_RAP          LYVDNDVLAGTDSTLARLYQEYRESDYFLYICYYEGTASSSDRES---------------
Tad_37901             FTVNN-VIPPTSMTMGSLYEDHHEEDFFLYVAYSDESVYGL-------------------
Tad_35852             LFVNK-ILPTTSSTMGAIYEEHKDEDGFLYIAYSGENTFGTD------------------
Tad_19802             LLINQKNMASISTPLIELYHHERDEDGFLYMVYASQETFGTD------------------
Tad_57027             LIVNNKSLVSMTTTLTEVYRDEKDDDGFLYMVYASQEMFG--------------------

Scer_ATG8             --
Spom_ATG8             --
Hsa_GABA_A_RAP        --
Hsa_GABA_A_RAP1       --
Hsa_GABA_A_RAP2       --
Hsa_MAP1A1B3          --
Hsa_MAP1A1B3A         --
Hsa_MAP1A1B3B         --
Hsa_MAP1A1B3B2        --
Hsa_MAP1LC32          PL
Mmu_GABA_RAP          --
Mmu_GABA_RAP1         --
Mmu_GABA_RAP          --
Mmu_GABA_RAP2         --
Mmu_MAP1A1B3B         --
Mmu_MAP1A1B3A         --
Btau_GABA_RAP         --
Btau_GABA_RAP1        --
Btau_GABA_RAP2        --
Btau_MAP1A1B3C        PL
Btau_MAP1A1B3B        --
Btau_MAP1A1B3A        --
Sko_predprot1         --
Sko_GABA_RAPa         --
Sko_predprot2         --
Sko_MAPLC3a           --
Lgig_105301           --
Lgig_122374           --
Lgig_122409           --
Lgig_209102           --
Lgig_194601           --
Ctel_21814            --
Ctel_4205             --
Ctel_2981             --
Ctel_128947           --
Dmel_ATG8a            --
Dmel_ATG8b            --
Amel_GABARAP          --
Amel_MAP1A1B3A        --
Spu_XP_782118_2       --
Spu_XP_786800_2       --
Spu_MAP1LC3B          --
Spu_GABA_RAP_like     --
Spu_GABA_RAP_like2    --
Spu_MAP1A1B3C         --
Dre_GABA_A_RAP        --
Dre_GABA_A_RAP1       --
Dre_GABA_A_RAP1_iso1  --
Dre_GABA_A_RAP2       --
Dre_MAP1A1B3a         --
Dre_MAP1A1B3b         --
Dre_MAP1A1B3c         --
Dre_MAP1A1B3C_like    --
Cin_XP_002128871_1    --



Cin_XP_002129578_1    --
Cin_XP_002129622_1    --
Nve_165338            --
Nve_181063            --
Nve_241851            --
Nve_121733            --
Hmag_XP_002170100_1   --
Hmag_XP_002163079_1   --
Hmag_XP_002163175_1   --
Awi_APG8              --
Aqu_XP_003384394_1    --
Aqu_MAP1ABLC3C        --
Aqu_MAP1AB3B          --
Aqu_GABA_RAP2         --
Aqu_GABA_RAP          --
Tad_37901             --
Tad_35852             --
Tad_19802             --
Tad_57027             --



A Nexus formatted alignment file of all ATG8 protein sequences used in our phylogenetic analysis consisting of only highly conserved domains as selected by G-Blocks.



#NEXUS
begin data;

dimensions ntax=73 nchar=96;
format datatype=protein missing=? gap=-;

matrix
Scer_ATG8            FEKRKAESERIADRFKNRIPVICEKAEKPEIDKRKYLVPADLTVGQFVYVIRKRIMLPPEKAIFPPTAALMSAIYQEHKDKDGFLYVTYSGENTFG
Spom_ATG8            FEKRKTESQRIREKYPDRIPVICEKVDKAAIDKKKYLVPSDLTVGQFVYVIRKRIKLSPEKAIFPPTAALMSTIYEEHKSEDGFLYITYSGENTFG
Hsa_GABA_A_RAP       FEKRRSEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Hsa_GABA_A_RAP1      FEYRKKEGEKIRKKYPDRVPVIVEKAPKPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGQLYEDNHEEDYFLYVAYSDESVYG
Hsa_GABA_A_RAP2      LEHRCVESAKIRAKYPDRVPVIVEKVSGVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIFPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFG
Hsa_MAP1A1B3         FEQRVEDVRLIREQHPTKIPVIIERYKGPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFVSVSTPISEVYESEKDEDGFLYMVYASQETFG
Hsa_MAP1A1B3A        FADRCKEVQQIRDQHPSKIPVIIERYKGPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFVSVSTPIADIYEQEKDEDGFLYMVYASQETFG
Hsa_MAP1A1B3B        PADRCKEVQQIRDQHPSKIPVIIERYKGPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFVSVSTPIADIYEQEKDEDGFLYMVYASQETFG
Hsa_MAP1A1B3B2       FEQRVEDVRLIREQHPTKIPVIIERYKGPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFVSVSTPISEVYESEKDEDGFLYMVCASQETFG
Hsa_MAP1LC32         LAIRQEEVAGIRAKFPNKIPVVVERYPRPPLDKTKFLVPQELTMTQFLSIIRSRMVLRATEAFYVSMSATMAEIYRDYKDEDGFVYMTYASQETFG
Mmu_GABA_RAP         FEKRRSEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Mmu_GABA_RAP1        FEYRKKEGEKIRKKYPDRVPVIVEKAPKPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGQLYEDNHEEDYFLYVAYSDESVYG
Mmu_GABA_RAP.copy    FEKCCSEGEKIQKKSPDWVPVIVEKVPKGVLDKKEYLVPSDLMVGQFYFLIRKGIHLPAEDSLFPSTSATMGQLYGN-------------TEHCLR
Mmu_GABA_RAP2        LEHRCVESAKIRAKYPDRVPVIVEKVSGVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIFPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFG
Mmu_MAP1A1B3B        FEQRVEDVRLIREQHPTKIPVIIERYKGPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFVSVSTPISEVYESERDEDGFLYMVYASQETFG
Mmu_MAP1A1B3A        FADRCKEVQQIRDQHPSKIPVIIERYKGPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFVSVSTPIADIYEQEKDEDGFLYMVYASQETFG
Btau_GABA_RAP        FEKRRSEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Btau_GABA_RAP1       FEYRKKEGEKIRKKYPDRVPVIVEKAPKPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGQLYEDNHEEDYFLYVAYSDESVYG
Btau_GABA_RAP2       LEHRCVESAKIRAKYPDRVPVIVEKVSGVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKAIFPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFG
Btau_MAP1A1B3C       LATRREEVAGIRVKFPGKIPVIVERYPRPRLDKTKFLVPQELTMTQFLSVIRSRMVLGATEAFYGSMNVTMAEIYRDYKDEDGFVYMTYASQEMFG
Btau_MAP1A1B3B       FEQRVEDVRLIREQHPTKIPVIIERYKGPVLDKTKFLVPDHVNMSELIKIIRRRLQLNANQAFFVSVSTPICEVYESEKDEDGFLYMVYASQETFG
Btau_MAP1A1B3A       FADRCKEVQQIREQHPSKIPVIIERYKGPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFVSVSTPIADIYEQEKDEDGFLYMVYASQETFG
Sko_predprot1        IDQRRAEASKIRAKYPERIPVVVEKVPKPDIDKRKFLVPADITVAQFMWIIRKRIQLPPERAIFPTTSSTMGQIYEEHQDEDQFLYVAYSGENTFG
Sko_GABA_RAPa        FEKRRQEGEKIRKKYPDRVPVIVEKAAKGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Sko_predprot2        FATRKEEVAGIRAKFPTKVPVIVERYYKSILDKTKFLVPQELTMSQFVTIIRNRMSLSATQAFYASMSTTLAEVYRDEKDEDGFLYMVYASQEMFG
Sko_MAPLC3a          FAQRTKDVQEIRDQHPNKIPVIIERYESPMLDKTKFLVPDHVNMSELVKIIRRRLQLNPNQAFFVSNSTPISEVYQREKDEDGFLYMVYASQETFG
Lgig_105301          FEKRRAEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Lgig_122374          LDHRKAESSKIKTKYPERIPVIVEKDPKQQIDKRKFLVPNDISVAQFMWIIRKRICIPSEKAIFPQTSASMGQVYEDHKSDDGFLYIAYSGENTFG
Lgig_122409          IDHRKAESSKIKTKYPERIPVIVEKDPKQQIDKRKFLVPNDISVAQFMWIIRKRICIPSEKAIFPQTSASMGQVYEDHKSDDGFLYIAYSGENTFG
Lgig_209102          FSQREKDVESIRNQHPEKIPVIIERYDNPMLDKTKFLVPDNVNMSELVKIIRRRLQLHPSQAFYVSNTAPISQVYEQEKDQDGFLYIVYASQETFG
Lgig_194601          FATRKEEVGGIRSKFPTKIPVIVERYHKPILDKTKFLVPQELSMSQFVTIIRNRMSLNANQAFYSSMSSMMAEIYRDERDDDGFLYMTYASQEMFG
Ctel_21814           FEKRRAEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGALYQEHHEEDFFLYIAYSDESVYG
Ctel_4205            FEQRKNESAKIRGKYPERIPVIVEKAPNPDIDKRKFLVPNDISVAQFMWIIRKRVKLPSEKALFPQSSASMGQIYEEHQDEDGFLYIAYSGENTFG
Ctel_2981            FAQRKDEVAGIRTKFPTKVPVIVERYHKPILDKTKFLVPQELTMSQFVTIIRNRMSLSANQAFYASMSTTLAEIYKDEKDEDGFLYMTYASQEMFG
Ctel_128947          TGTRKKDVDQIVEKHPDKIPVIIERYHAPVLDKTKFLVPENVNVSELVKIVRRRLQLHPTQAFYVSNTCPLKEVYAREKDEDGYLYVVYASQETFG
Dmel_ATG8a           FEKRRAEGDKIRRKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGSLYQEHHEEDYFLYIAYSDENVYG
Dmel_ATG8b           FDKRRNEGDKIRRKYPDRVPVIVEKAPKAELDKKKYLVPADLTVGQFYFLIRKRINLRPDDALFPPTSATMGALYQEHFDKDYFLYISYTDENVYG
Amel_GABARAP         FERRKVEGEKIRRKYPERVPVIVEKAPKSDLDKQKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGSLYAEHHEEDFFLYIAYSDENVYG
Amel_MAP1A1B3A       FAQRVADVELIRQHHPNKIPIIVERYYGPVLDRSKFLVPDYLTVAEFIKIIRRRLQLHPTQAFFASGSMTMAQLYQREQDADGFLYIVFASQEVFG
Spu_XP_782118_2      FEKRRQEGEKIRKKYPDRVPVIVEKAAKGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALFPPTSATMGQLYQ------------------VG
Spu_XP_786800_2      MNHRTSESSKIRVKYPERIPVIVQKAPKPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKAIFPQSSATMGHIYQEHRDADGFLYVAYSGENTFG
Spu_MAP1LC3B         FEQRRKDVEEIRCKHPHKIPVIIERYERPLLDKSKFLVPDHVTMGELVKIVRRRLQLNPHQAFFVSVSTCVSEVYQCEKDEDGFLYLVYAAQETFG
Spu_GABA_RAP_like    EEDRKSESAEFRSKYPDNIPVVVEKEMKQDIDKRKFLQPAKTTVAQFEYIIRKRIQLPPEKPLFPAASSTLAEVDAEHRDVDGFLYISYSGENTYG
Spu_GABA_RAP_like2   EDHRTSESSKIRVKYPERIPVIVQKAPKPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKAIFPQSSATMGHIYQEHRDADGFLYVAYSGENTFG
Spu_MAP1A1B3C        FSQRKEEVAGIRAKFPNKVPVIVERYYKPLLDKTKFLVPQELTMSQFVTIIRNRMQLTATQAFYASMSTTLAEIYRDEKDEDGFLYMVYASQEMFG
Dre_GABA_A_RAP       FEKRRSEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFPPTSATMGLLYQEHHEEDFFLYIAYSDESVYG
Dre_GABA_A_RAP1      LEVRRAEGERVRAKHPDKIPIIVERAARPELDKKKYLVPSDLTVGQLCFLIRQRVSMRPEEALFPPSSSPLSAVYEEHHEEDLFLYMTYSNESVYG
Dre_GABA_A_RAP1_iso1 FEKRRSEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Dre_GABA_A_RAP2      LEHRCVESAKIRNKYPDRVPVIVEKVSGVDIDKRKYLVPSDITVAQFMWIIRKRILLPSEKAIFPQSSLTMGQLYEKEQDEDGFLYVAYSGENTFG
Dre_MAP1A1B3a        FADRCKEVQQIREQHPNKIPVIIERYKGPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFVSVSTPISEIYEQERDEDGFLYMVYASQETFG
Dre_MAP1A1B3b        FEQRVEDVRLIREQHPNKIPVIIERYKGPILDKTKFLVPDHVNMSELIKIIRRRLQLNSNQAFFVSVSTAISEVYERERDEDGFLYMVYASQETFG
Dre_MAP1A1B3c        LATRKQEVAGIRTKFPTKIPVIIERYQRPPLDKTKFLVPQELTMTQFVTIIRNRMTLMPNQAFYASMSMTMAQLYKDHKDEDGFLYMTYASQEMFG
Dre_MAP1A1B3C_like   LATRKDEVCTIRSKFPNKLPVIVERYLRPLLDKSKFLVPNELTLGQFVSLLRSKIALEASQALYSCLSASMGEVYSQFRDPDGFLYMTYASQDMFG
Cin_XP_002128871_1   YEHRCNESSKIITKYPSRIPVIVEKAEGQDIDKRKYLVPADISVAQFMWIIRKRIDLSPEKAIFPNSCSTMGAIYAEHKDEDGFLYIAYSGENTFG
Cin_XP_002129578_1   FDKRRTEGEKIRKKYPDRVPVIVEKAMKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEEALFPPTSTTMGQLYQEHHEEDFFLYIAYSDESVYG
Cin_XP_002129622_1   FEDRVKDVSEIRKEHPNKIPVIIERYQGPVLDKTKFLVPDHVSMCDLVRIIRRRLQLSPSQAFFVSVSDAVSEIYSEQQDEDGFLYMTYASQETFG
Nve_165338           FEKRRAEGEKIRKKYPDRVPVIVEKAPKGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALFPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
Nve_181063           LDSRCQESSKIRLKYPDRIPVVVEKAPKQDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAMFPTTSSTMGSIYEEHKDEDGFLYIAYSGENTFG
Nve_241851           FVSRRDEVAGIRAKFPSKIPVIVERYHKPLLDKTKFLVPQELTMSQFVTIIRNRMSLSSTQAFYASMSMTMAELYREEKDEDGFLYMVYASQEMFG
Nve_121733           TASRRRDSETITKQYPDKIPVIVERLKTPILDKIKYLVPGDLTMSSLASIIRKRLQLGPTQAFFVSISTTVGEVYRDERDEDGFLYMVFASQESFG
Hmag_XP_002170100_1  FEKRRSEGEKIRRKYPDRVPVI----------------------GQFYFLIRKRIHLRAEDALFPPTSATMGQLYQEHHEEDFFLYFAYSDESVYG
Hmag_XP_002163079_1  WESRCQESTKIRSKYPDRIPVVVEKAPRQDIDKRKFLVPSDLTVAQFMYIIRKRIQLAPEKAMFPATSATMGAIYEEHKDEDGFLYIAYSGENTFG
Hmag_XP_002163175_1  FASRRDEVAGIRAKFPSKIPVIVERYHKPMLDKTKFLVPQELTMSQFVTIIRNRMSLAPTQSFYASMSTTLQEVYKDEKDEDGFLYMTYASQEMFG
Awi_APG8             FEVRCAESAKIRGKYQDRIPVIVEKVPKPDIDKKKFLVPADLSVAQFMYIIRRRINLPSEKAMFPTTSASMGTIYAENKDEDGFLYVAYSGENTFG
Aqu_XP_003384394_1   FEVRCAESAKIRGKYQDRIPVIVEKVPKPDIDKKKFLVPADLSVAQFMYIVRRRISLPSEKAMFPTTSASMGSIYAEHKDEDGFLYVAYSGENTFG
Aqu_MAP1ABLC3C       FASRKDEVASIRSKFPNKVPVIVERYQKPILDKTKFLVPEELTLSQFVTIIRNRMGLTSTQAFYASMATTMSDIYDTEKDEDGFLYMVYASQEFFG
Aqu_MAP1AB3B         FEDRRKDVDEIVRKHPQKIPLVIERARTPPLDKTKFLVPEELTMSQLTAIIRKRMQLSETQAFYVSTSMTLMEVYRSQKDDDGFLYMTYASQEVFG
Aqu_GABA_RAP2        YEVRLAEASKIREKHPERVPVIVEKVSGADLDRKKYLVPGDLTVAQFMHVLRQRIQLGATESIYPTTSSTMATVYDQHKDDDGFIYMAYSGENSMG
Aqu_GABA_RAP         FEQRRLEGQRTLKNHPSKVPVIIGKVHKPDIDNFKLLLPSSSKVSDVIQYMNNKLRRPSHAPLYAGTDSTLARLYQEYRESDYFLYICYYEGTASS
Tad_37901            FEKRRSEGQMIRKKYPDRIPVIVEKAPKVDIDKKKYLVPADLTVGQFHFLIRKRVALRPEDALFPPTSMTMGSLYEDHHEEDFFLYVAYSDESVYG
Tad_35852            LEQRRQESAKIRAKYPDRIPVVVEKAAKPDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAMFPTTSSTMGAIYEEHKDEDGFLYIAYSGENTFG
Tad_19802            FVCRKRDAQEIREKYPDKIPVVVERLHTPLLDKNKFLVPEDLTMSQFINIIRKRLVLNPTQAFFASISTPLIELYHHERDEDGFLYMVYASQETFG
Tad_57027            FEARKAEVENIHYRFPNKIPVIVERYKNPILDKTKFLVPQELTMSQFVSIIRNRMSLTPSQAFYVSMTTTLTEVYRDEKDDDGFLYMVYASQEMFG
;
end;
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