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



>Scer_ATG8 gi|5864411sp|P38182_11ATGS_YEAST RecName: Full=Autophagy-related protein 8; AltName: Full-Autophagy-related ubiquitin-like modifier ATGS; AltName: Full=Cytoplasm to vacuole targeting protein 5; Flags: Precursor [Saccharomyces cerevisiae 5288c]

EKSDIPEIDKRKYLVPADL PPTAALMSATYQEHKDKDGFLYVTYSGENTFGR

>Spom_ATG8 gi 119113323 ref INP_596531_11 autophagy associated protein Atg8 (predicted) [Schizosaccharomyces porbe 972h-]
PSDL TLPPTAALMST LyIT

>Hso_GABA_A_RAP gi 16005764 ref INP_009209_11 ic acid receptor protein [Homo sapiens]
0 DKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALFFFVNNVIPPTSATMGOLYQEHHEEDFFLYIAYSDESVYGL

o GABAARAPL g1 113375571101 MKZBS00.LIAFORTBAT_ 1 GABA-A receptor-assoctated pratein Like 1 [Hoo sapiens]
DKRKYLVPSDLTVGQF YF LIRKRTHLRPEDALFFFVNNTIPPTSATMGOLYEDNHEEDYFLYVAYSDESVYGK

>Hsa_GABA_A_RAPZ 113375573 gb| AAK20400_11AF087848_1 GABA-A receptor-associated protein like 2 [Homo sapiens]
MKWMPKEDHSLEHRCVESAKTRAKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKATFLFVDKTVPQSSLTMGQL YEKEKDEDGFLYVAYSGENTFGF

>Hsa_MAPIALE3 gi 120086431 _11AFO87871_1 roteins 1A and 18 light chain 3 subunit [Homo sapiens]
K LERYKGEKQLPVLDKTKFLVPDAWISELTKTTRRRLQLANGAFFLL sV

>Hsa_MAPIALB3A gi INP_115003 _11 roteins 14/18 light chain 3A isoform a [Homo sapiens]
MPSDRPFKQRRSFADREKEVQQIRDQHPSK[WIIERYKGEKQLWLDKTKHVPDHVWSELVKIIRRRLQlNPTQAFFLLWQHSMVSVSTP[ADIVEQEKDEBGFLVMWASQETFGF

>Hsa_MAP1A1B38 g INP_852610_11 proteins 1A/18 light chain 3A isoform b [Homo sapiens]
MKMRFF5SPCGKAAVDPADRCKEVQQIRDQHPSK]PVIIERVKGEquPVLDKTKFLVPDNVNMSElVKIIRRRLQLMPTQAFFllVNQHSMVSVSTPIADIYEQEKBEDGFLVMVYASQETFGF

>Hso_MAP1A1B382 gi | _001078950_11 micre iated proteins 14/18 light chain 3 beta 2 precursor [Homo sapiens]
EK TERYKGEKQLPVLDKTKFLVPDHVNMSEL KT IRRRLQLNANQAF FLLVNGHSMVSVSTPTSEVYE SEKDEDGFLYMVCASQETFGMKLSY.

>Hsa MAPIL(3Z gi1136257731gb|AAK35152_11AF276659_1 MAPL light chain 3-like protein 2 [Homo sapiens]
PPOK! PPLDKYKFLVPQELTMYQFLSIXRSRM‘/LRAYEAFYLLVNNKSLVSMSAYMAEIYRDVKDEDGFWMWASQETFGCLESAAPRDGSSLEDRPLNPL

>Mu_GABA_RAP guevseasmeﬂw 062723_11 gama-aninobutyric acid receptor-associated protein [Mus musculus]
DKKKYLVPSDLTVGQF YFLIRKRTHLRAEDAL FFFVNNVIPPTSATMGQLYQEHHEEDFFLYTAYSDESVYGL

>Mnu_GABA_RAP1 gi 101812061 ref INP_065615_11 acid receptor- d like 1 [Mus musculus]
0 DKRKYLVPSDLTVGQF YF LIRKRTHLRPEDALFFFVNNTIPPTSATMGOLYEDNHEEDYFLYVAYSDESVYGK

>Mnu_GABA_RAP gi 1407261587 | ref IXP_003946310_1| PREDICTED cid recepto protein-like [Mus musculus]
MKFQCKEEHPFEKCCSEGEK! DKKEYLVPSOLIGOHFLTRKGTHLPAFDSLFLFCNVIPSTSATHCOLYGNTERCLR

>Mnu_GABA_RAP? gi c acid recept 2 [Mus musculus]
MKWMFKEDHSLENRCVESAKIRAKYPDRVPVIVEKVSGSQIVDIDKRKVLVPSDITVAQFMW[IRKRIQLPSEKAIFlFVDKTVPQSSLTMGQLVEKEKDEDGFlVVAVSGENTFGF

>Mnu_MAP1A1B38 gi 113385664 | ref INP_080436_11 microtubule-associated proteins 1A/18 light chain 38 [Mus musculus]
PSEK TERYKGEKQLPVLDKTKFLVPDHVNMSEL IKIIRRRLQLNANQAFFLL

>Mnu_MAP1AIB3A gi | INP_080011_11 proteins 1A/18 light chain 3A [Mus musculus]
TERYKGEKQLPVLDKTKFLVPDHVNMSELVKIIRRRLQLNPTQAFFLLVNGHSMVSVSTPIADIYEQEKDEDGFLYMVYASQETFGF

>Btau_GABA_RAP gi | INP_001029220_11 o cid recep n [Bos taurus]
0F DKKKVLVPSDLWGQFVFLIRKRIHLRAEDALFFFVNNVIPPTSATMGQLVQEHHEEDFF[VIAYSDESVVG[

>Btau_GABA_RAPL g\\75512928\reF\NP 001028788_11 cid recep rotein-like 1 [Bos taurus]
DKRKVLVPSDLTVGQFVFLIRKRIHLRPEBALFFFVNNTIPPTSATMGQLVEDMHEEDYF[WAYSDESVVGK

>Btau_GABA_RAPZ gi 1278072191 ref INP_777100_11 ic acid receptor protein-like 2 [Bos taurus]
MKWMFKEDHSLEHRCVE SAKTRAKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDTTVAQFMWTTRKRTQLPSEKATFLFVDKTVPQSSLTMGQL YEKEKDEDGFLYVAYSGENTF GF

>Btau_MAPIAIB3C gi 155371847 | ref INP_001094528_11 microtubule-associated proteins 1A/18 light chain 3C [Bos taurus]
WYPQK5PSI.RPFKQRKSLAYRREEVAGIRVKFPGKIPVIVERYPREKFLPRLDKYKFI.VPQELTMYQFLSVIRSRMVLGAYEAFVLLVNMKSLGSMMWMAE1YRDVKDEDcFVVMWASQEMFECLGSAAPEDASSLGEDRP[HPL

>Btau_MAPIALB3B gi147564106| ref INP_001001169_11 microtubule-associated proteins 1A/18 Llight chain 38 [Bos taurus]
TERYKGEKQLPVLDKTKFLVPDHVNMSEL TKTIRRRLQLNANQAFFLL sv

>Btau_MAPIALB3A gi 1114051389 ref INP_001039640_11 microtubule-associated proteins 1A/18 light chain 3A [Bos taurus]
MPSDRPFKQRRSFADRCKEVOQIREQHPSKIPVITERYKGEKQLPVLOKTKFLVPDHVNMSELVKITRRRLQLNPTOAF FLLVNQHSMVSVSTPTADI YEQEKDEDGF L YMVYASQETFGF

>Sko_predprot1 gi|291240965| ref |XP_002740384_11 PREDICTED: predicted protein-like [Saccoglossus kowalevskii]
VPADITVAQFMNTIRKRIQLPPERATFLFIERVLPTTSSTMGQTYEEHQDEDQFLYVAYSGENTFGR

>Sko_GABA_RAPa gnzwmsmmfwv 001164700_11 GABACA) recepto protein [ ]
DKKKYL PSDLTVGQFVFLIRKRIQLRPEDALFFFVNNVIPPTSATMGQLVQEHHEEDFF[VIAVSDESWGA

>Sko_predprot2 gi1291231880| ref IXP_002735884_11 PREDICTED: predicted protein-like [Saccoglossus kowalevskii]
STLDKTKFLVPQEL TMSQFVTLIRNRMSL SATOAFYLMVNNKSLASMSTTLAEVYRDEKDEDGF L YMVYASQEMFG

>Sko_MAPLC3a gi1291237033|ref IXP_002738438_11 PREDICTED: microtubule-associated protein 1 light chain 3 alpha-like [Saccoglossus kowalevskii]
TERYESEKHLPMLOKTKFLVPDHVNMSELVKITRRRLQLNPNQAFFLL

>Lgig_105301 ]g\ILotg\l\105351\:@\\Lotg\lllBS%lle gv1.4.401.1:1.348 [Lottia gigantea]
DKKKYLVPSDLTVGQFYFLIRKRIHLRPEDAL FFFVNNVIPPTSATMGQLYQEHHEEDFFLYIAYSDESVYGA*

>Lgig_122374 jgillotgill1223741jgiILotgi111223741e_gw1.40.241.1:1 348 [Lottia gigantea]

MKFKFKEEHTL TRKRICIPSEKATFLFVGKVLI Y
>Lgig 122409 jgilLotgill122409]jgilLotgill1224091e_gwl.4.166.1:43_357 [Lottia gigantea]
TRKRICTPSEKATFLFVGKVLI Y
>Lgig_209102 jgi|Lotgill20910213giILotgil 1PLus.C_sca_20907:118_459 [Lottia gigante
MK TPVIIER thKNLPM[BKTKFlVPDNVMMSELVK]IRRR[QLHPSQAFVLLVMMNSM\/SMTAPISQWEQEKDQDGF[YIWASQHFG'

>Lgig_194601 jgi lLotgi111946011jgi ILotgill 1946011 estExt_Genewisel.C_sca_610004:141377 [Lottia gigantea]
MKSELQESLGKTFKQRKSFATRKEEVGGIRSKFPTKIPVIVERYHKEKQLPTLDKTKFLVPQEL SMSQFVTTIRNRMSLNANQAF YL IVNNKS TS SMSSHMAE LYRDERDDDGFLYMTYASQEMFGC*

>Ctel 21814 jgilCapcall \]g\\(apml\Z]&lMestEx! fgeneshl_kg.C_230006:99_446 [Capitella teletal
DKKKYLVPSDLTVGQFYFLIRKRTHLRPEDALFFFVNNVIPPTSATMGALYQEHHEEDFFLYTAYSDESVYGA*

>Ctel_4205 jgi|Capcallljgi|Capcall4205 fgeneshl_pn.C_scaffold_5000008:1 348 [Capitella teleta]
TRKR KLPSEKALFI.FVGKVI.PQSSASMGQlVEEHQDED(.FLVXAYSGENYFGSS'

>Ctel 2981 jgi|Capcalll jgi|Capcall2981 | fgeneshl_pn.C_scaffold_870000001:34_375 [Capitella teleta]
THLPTLDKTKFLVPQELTMSQFVTTIRNRMSLSANQAF YL TLAETYKDEKDEDGFLYMT

>Ctel 128947 jgi|Capcall ljgi|Capcall128947]e_gn1.476.11.1:40_354 [Capitella teleta]
MLITFFIILSTGTRKKDVDQIVEKHPDKIPVITERYHAEKNLPVLDKTKFLVPENVNVSELVKIVRRRLQLHPTQAFYLLVNSRCMVSNTCPLKEVYAREKDEDGYLYVVYASQETFG*

>Del_ATG8a g\\ZJEAl@BS\reﬂNP 727447_11 Autophagy-specific gene 8a [Drosophila melanogaster]
DKKKYLVPSDLTVGQFYFLIRKRTHLRPEDALL YQEHHEEDYFLY

>Dnel_ATG8b gi 1213585451 ref INP_650649_11 Autophagy-specific gene 8b [Drosophila melanogaster]
RYAELDKKKYLVPADLTVGQFYFLIRKRINLRPDDAL FFFVNNVIPPTSATMGAL YQEHFOKDYFLYISYTDENVYGRQ

>Anel_GABARAP g\\llNGZKlO\reHXP 001120069_11 PREDICTED: acid receptor- rotein [Apis mellifera]
I uLDKQKVLVPSDLTVGQFVFLIRKRIHLRPEBALFFFVNNIIPPTSATMGSLVAEHHEEDFF[VIAVSDENVVGH

>Anel_MAP1A1B3A gi 48102349 ref IXP_395337_11 PREDICTED: microtubule-associated proteins 1A/18 light chain 3A-like [Apis mellifera]
MNLTPKSFKERRSFAQRVADVEL TRQHHPNKTPTTVERYYGEKQLPVLDRSKFLVPDYLTVAEF TKTTRRRLOLHPTOAFFLLVNQRSMASGSMTMAQLYQREQDADGFL YTVFASQEVFGH

>Spu XP_782118_2 glmsewemreﬂxp 782118 21 PREDICTED: similar to Chain A, Solution Structure OF Human Gaba Receptor Associated Protein Gabarap [Strongylocentrotus purpuratus]
DKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALFFFVNNVIPPTSATMGOLYQUGN

>Spu.) XP 786800_2 gi 11159482841 ref 1 XP_786800_2| PREDICTED: hypothetical protein [Strongylocentrotus purpuratus]
TPADITVAQFMWTTRKRTQLPAEKATFLFVGKVLPQSSATMGHTYQEHRDADGFLYVAYSGENTFGATPL

>Spu_MAPILC38 XP_783653_1 gil72168709ref |XP_783653_11 PREDICTED: similar to Microtubule-associated protein 1 light chain 3 beta [Strongylocentrotus purpuratus]
MKSFKERRSFEQRRKOVEE TRCKHPHKTPVITERYERERSLPLLOKSKFLVPDHVTMGELVKIVRRRLQLNPHOAFFLLVNGKSLVSVSTCVSEVYQCEKDEDGFLYLVYAAQETFG

>Spu_GABA_RAP_Like gi1390340513 | ref IXP_786745_31 PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Strongylocentrotus purpuratus]
MNCRLKELRFGLLATIVLLNVRVQDQGVVL QPAKTTVAQFEYTIRKRIQLPPEKPLFLFVNEVTPAASSTLAEVDAEHRDVDGFLYISYSGENTYGN

>Spu_GABA_RAP_Like2 gi1390340511|ref IXP_786800_3| PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Strongylocentrotus purpuratus]
TPADITVAQFMWTIRKRIQLPAEKATFLFVGKVLPQSSATMGHLYQEHRDADGFLYVAYSGENTFGATPL

>Spu_MAPIALB3C gi 1390341498 | ref |XP_003725466_11 PREDICTED: microtubule-associated proteins 1A/18 light chain 3C-like [Strongylocentrotus purpuratus]
MGTOKKT PLLDKTKFLVPQEL TMSQFVTITRNRMQLTATOAYL IVNNKSLASMSTTLAE TYRDEKDEDGF L YMVYASQEMFGC

>Dre_GABA_A_RAP g\\ZSSmm?BBIreF\MP 001013278_11 GABACA) receptor-associated protein [Danio rerio]
DKKKYLVPSDLTVGQFYFLIRKRTHLRAEDALI LYQEHHEEDFFLY KoV

>Dre_GABA_A_RAPL 2707_ ceptor n-like [Danio rerio]
MSSQVQRSVPLEVRRAEGERVRAKHPDKIP[IVERAARSRAPELDKKKVLVPSDLTVGQ[CFLIRQRVSMRPEEALFFFVKNSlPPSSSPlSAWEEHNEEDLF[VMWSNESWG

Dre GABAARAPL ol gi 149522109 ref X 00132000_21 PREDICTED: acid receptor protein-like isoforn 1 [Danio rerio]
wmvvsuLwcqrvrummmmFrrvmmvwsmnqqumrrumsussvvc

>Dre_GABA_A_RAPZ gi 453878511 ref INP_991286_11 acid receptor- protein-like 2 [Danio rerio]
MKWMPKEDHSLEHRCVESAKTRNKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWI IRKRILLPSEKATFLFVDKTVPQSSLTMGQLYEKEQDEDGFLYVAYSGENTFGY

>Dre_MAP1A183a gi INP_999904 11 's 1A/18 light chain 3A [Danio rerio]
TER! KbtKQLWlDKTKF[VPDHVWSELVKIIRRRLQ[NPTQAFFLLWQHSM\ISVSTP[SEIVEQERDEBGFLVMWASQETFG(

>Dre_MAP1A1B3b gi INP_955898_11 proteins 1A/18 light chain 38 [Danio rerio]
MPSEK TERYKGEKQLPTLDKTKFLVPDHVNMSEL KT TRRRLQLNSNQAF FLLVNGHSMVSVSTATSEVYERERDEDGFLYMYYASQETFGFQ

>Dre mmmc 911410535351 ref INP-956592.11 microtubule-associated proteins 1A/16 Light chain 3C [Duro rerio]
TERYQREKFLPPLOKTKFLVPQELTMTQFVTL KDHKDEDGFL

>Dre_MAP1A1B3C_like gi|292621005| ref |XP_002664518_11 PREDICTED: microtubule-associated proteins 1A/18 light chain 3C-like [Danio rerio]
MPPYEKSMEVMPFKQRKCLATRKDEVCTIRSKFPNKLPVIVERYLREKKLPLLDKSKFLVPNEL TLGQFVSLLRSKIALEASQALYLLVSGKNMSCLSASMGEVYSQFRDPDGF LYMTYASQDMFG

>Cin_XP_002128871_1 gi1198431405| ref IXP_002128871_11 PREDICTED: similar to predicted protein [Ciona intestinalis]
KIT QDIDKRK) TRKRIDLSPEKATFLFVDKVVPNSC:




>Cin_XP_002129578_1 g\l193417572\ref\XP 002129578_11 PREDICTED: similar to predicted protein [Ciona intestinalis]
DKKKYLVPSDLTVGQFYFLIRKRTHLRPEEAL FFFVNNVIPPTSTTMGOLYQEHHEEDFFLYTAYSDESVYGA

>Cin_XP_002129622_1 gil1984354081ref IXP_002129622_11 PREDICTED: similar to microtubule-associated protein 1 light chain 3 alpha [Ciona intestinalis]
MPGDRTFKQRRSFEDRVKDVSE TRKEHPNKTPVITERYQGEKQLPVLDKTKFLVPDHVSMCDLVRTTRRRLQLSPSQAF FLLVNGHSMVSVSDAVSE TYSEQUDEDGFLYMTYASQETFGT

>Nve_165338 ]g\INemvelI]BSBZBI]g\\Nemvel\lﬁs!imestExl gwp_C_590022:1-116 [Nematostella vectensis]
DKKKYLVPSDLTVGQFYFLIRKRTHLRPEDALI YQEHHEEDFFL (<]

>Nve_181063 jgi INemvel| 1810631 jgi |Nenvel 181063 | estExt_GenewiseH_1_C_250015:1-116 [Nematostella vectensis]
MKWAFKEEHSLDSRCQESSKIRL "TQDIDKRKFLVPSDLTVAQFMYIIRKRTQLPPEKAMFLFVNKVLPTTSSTMGSTYEEHKDEDGFLYTAYSGENTFGH

>Nve_241851 jgi INemvell 2418511 jgi INenvel | 241851 estExt_fgeneshl_pg_C_520094:14-127 [Nematostella vectensis]
MADL( PLLDKTKFLVPQELTMSQFVTITRNRMSL SSTOAFYL IVNNKSLASMSMTMAEL YREEKDEDGF L YMVYASQEMF GSESGRLHLESRPS

>Nve_121733 jgi INemvel|1217331jgi INenvel|1217331e_gw_182_87_1:1-109 [Nematostella vectensis]
PTASRRRDSETITKQYPDKIPVIVERLKTEKNLPTLOKIKYLVPGDLTMSSLASTIRKRLQLGPTOAF FLLVNEKNMVSTSTTVGEVYRDERDEDGF L YMVFASQESFG

>Hnag_XP_002170100_1 gi 1221000727 | ref 1XP_002170100_11 PREDICTED: similar to predicted protein [Hydra magnipapillata]
TRKRTHLRAEDAL YQEHHEEDFFL

>Hnag_XP_002163079_1 gi 12211211901 ref IXP_002163079_11 PREDICTED: sinilar to predicted protein [Hydra magnipapillata]
MSRAELS “TQDIDKRKFLVPSDLTVAQFMYLIRKRIQLAPEKAMFLFVNKVLPATSATMGATYEEHKDEDGFLYIAYSGENTFGST

>Hnag_XP_002163175_1 gi 1221121766 ref IXP_002163175_11 PREDICTED: similar to predicted protein [Hydra magnipapillata]
PMLDKTKFLVPQELTMSQFVTIIRNRMSLAPTQSFYLIVNNKSLASMS TTLQEVYKDEKDEDGFLYMTYASQEMFGF

>Awi_APG8 (GABARAPL2) [Astrosclera willeyana]
VIVEKVPKSST VPADLSVAQFMYTTRRRINLPSEKAMFLFVNKVLPTTSASMGTTYAENKDEDGFLYVAYSGENTFGL

>Aqu_XP_003384394_1 gi1340371723Iref IXP_003384394_11 PREDICTED: < acid receptor. protein-like 2-like [Amphimedon queenslandica]
ADL PSEKAMFLFVNKVLPTTSASMGSTYAEHKDEDGFLYVAYSGENTFGTD

>Aqu_MAPLABLC3C gi 13403740921 ref 1XP_003385572_11 PREDICTED: microtubule-associated proteins 1A/18 light chain 3C-like [Amphimedon queenslandica]
PILOKTKFLVPEELTLSQFVTTIRNRMGLTSTOAFYLLVNNKSMASMATTMSDTYDTEKDEDGF L YMVYASQEFFG

>Aqu_MAP1AB3B g\l3%373992\reF\XP 003385523_11 PREDICTED: microtubule-associated proteins 14/18 light chain 38-like [Anphimedon queenslandica]
TVRKHPQKTPLVIERARTEKHLPPLDKTKFLVPEEL TMSQLTATTRKRMQL SE TQAF YL IVNRKAMVSTSMTLMEVYRSQKDDDGFL YMTYASQEVFG

>Aqu_GABA_RAP2 i 13403717211 ref IXP_003384393_11 PREDICTED: gamma-aminobutyric acid receptor-associated protein-like 2-like [Anphimedon queenslandical
DRKKYLVPGOLTVAQFMHVLRQRIQLGATESTYVMVDGITPT

>Aqu_GABA_RAP 11340376326 | ref XP_003386684_11 PREDICTED: ¢ acid recept protein-like [Amphimedon queenslandical
MAFQVTVKYKVQKPDFEQRRI.EGQRTI.KNNPSKVPV[I(.KVHKSGLPD[DNFKLLLPSSSKVSDVIQVMNKI.RRPSHAPLVLWDNDVLA(JDSTI.ARLVQEYRESDYFLYI(W[GTASSSDRES

>Tad_37901 jgi Triad1|37901 1 estExt_GenewiselPlus_C_61165 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
VPADLTVGQFHFLIRKRVALRPEDALFFTVNNVIPPTSMTMGSLYEDHHEEDF FLYVAYSDESVYGL

>Tad_35852 jgi Triadl|35852| estExt_Genewisel_C_40805 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
MKIQF KEEHTLEQRRQESAKIRAKYPDRTPVVVEKAAKSS TPDTDKRKFLVPSDLTVAQFMY LTRKRTQLPPEKAMFLFVNKILPTTSSTMGATYEEHKDEDGFLYTAYSGENTFGTD

>Tad_19802 jgi Triad1|19802e_gwl_1.2269_1 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
MSKDYVSFKQRRSFVCRKRDAQE TREKYPDKIPVVVERL HTEKHLPLLDKNKF LVPEDLTMSQF INTTRKRLVLNPTQAF FLLINQKNMASTSTPLIELYHHERDEDGFLYMVYASQETFGTD

>Tud 57027 jgi|Triad1157027|fgeneshTA2_pg_C_scaffold_6000007 (Hsa_GABA_A_RAP hit) [Tricoplax adharens]
PILDKTKFLVPQELTMSQFVSLIRNRMSLTPSQAFYLIVNNKSLVSMTTTLTEVYRDEKDDDGFLYMVYASQEMFG




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



CLUSTAL W (1.7) multiple sequence alignment

Scer_ATGS K

Spom_ATGS

Hsa_GABA_A_RAP

Hsa_GABA_A_RAP1 YRKKEG
Hsa_GABA_A_RAP2 EHRCVES
Hsa_MAP1A183 MPSEKTFK---Q-RRTFEQRVEDV
Hsa_MAP1A1B3A MPSDRPFK---Q-RRSFADRCKEV
Hsa_MAP1A1B38

Hsa_MAP1A1B382 MPSEKTFK---Q-RRTFEQRVEDV
Hsa_MAP1LC32 -

Mru_GABA_RAP

Mru_GABA_RAPL YRKKE
Mru_GABA_RAP CSEG
Mnu_GABA_RAP2 EHRCVES

Mru_MAP1A1838
Mru_MAP1A1B3A
Btau_GABA_RAP
Btau_GABA_RAPL

Btau_GABA_RAPZ MKW--MFK -~ -DHSLEHRCVES
Btau_MAP1ALB3C RPF RKSLATRREEV
Btau_MAP1A1B3B (TFK---Q-RRTFEQRVEDV
Btau_MAP1A1B3A KEV/
Sko_predprot1 TDQRRAE
Sko_GABA_RAPa

Sko_predprot2 ATRKEEV
Sko_MAPLC3a MPT-KTFK---D-RRSFAQRTKDV
Lgig_105301 MKH--QYK---E

Lgig 122374 MKF--KFK--~E-EHTLDHRKAES
Lgig 122409 MNIYNQFQ---SIVFFIDHRKAES
Lgig_209102 MSHSMKTFK---E-RRTFSQREKDV
Lgig_194601 QESLGK

Ctel 21814

Ctel_4205 FEQRKNES
Ctel_2981 -

Ctel 128947 MLT--TFF---T-ILSTGTRKKDV
Dmel_ATG8a MKF--QYK---E
Dmel_ATG8b MOMNY-~QYK--—K.
Amel_GABARAP MKF--HYK---E
Amel_MAP1A1B3A MNLTPKSFK---E
Spu_XP_782118_2 KW £
Spu_XP_786800_2 Y- IMVMNHRTSES
Spu_MAP1L(3B

Spu_GABA_RAP_like  MNCRLWKELRFGLLATIVLLI

Spu_GABA_RAP_Like2 MKH--EFK---E
Spu_MAP1A183C MGTOKKTT ---Q-RKTFSQRKEEV
Dre_GABA_A_RAP MKF--MYK---E
Dre_GABA_/ M R-SVPLEVRRAEG
Dre_GABA_A | MKF--QYK---E
Dre_GABA_A_| K- -MFK- - -E-DHSLEHRCVES
Dre_MAP1A1B3a "ADRCKEV'
Dre_MAP1A1B3b TFEQRVEDV
Dre_MAP1A1B3c ATRKQEV
Dre_MAP1A1B3C_like LATRKDEV
Cin_XP_002128871_1 MKWH--QFK---V-DHTYEHRCNES
Cin_XP_002129578_1 MKWH--QYK--~E-EHTFDKRRTEG
Cin_XP_002129622_1 MPGDRTFK

Nve_165338 MKH--EYK---E

Nve_181063 MKW--AFK---E-EHSLDSRCQES
Nve_241851 MADLDSRSGTFKPF!

Nve_121733 TASRRRDS
Hmag_XP_002170100_1

Hiag_XP_002163079_1 QE:
Hiag_XP_002163175_1 MNDDSKSTKPFK

Awi_APG8 MKH-~EFK-
Aqu_XP_003384394_1 MKH--EFK-
Aqu_MAP1ABLC3C TSEVEPMTSKQKSF!

Aqu_MAP1AB3B TVESRPQSTYFEANKTFK- --E-RRTFEDRRKDV
Aqu_GABA_RAP2 KW D-EKPYEVRLAEA
Aqu_GABA_RAP QVTYKYKVQ-KPDFEQRRLEG
Tad_37901

Tad_35852 LEQRRQES
Tad_19802 RKRDA
Tad_57027 MSPL

Scer_ATG8 ERTADRFKNRIPVICEKAEKSD- IPEIDKRKYLVPADLTVGQFVYVIRKRIMLPPEKATF
Spom_ATG8 QRIREKYPDRIPVICEKVDKSD-IAAIDKKKYLVPSDLTVGQFVYVIRKRIKLSPEKATF
Hsa_GABA_A_RAP EKIRKKYPDRVPVIVEKAPKAR- LGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Hsa_GABA_A_RAP1 EKIRKKYPDRVPVIVEKAPKAR-VPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Hsa_GABA_A_RAP2 AKIRAKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMNIIRKRIQLPSEKAIF
Hsa_MAP1A1B3 RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSEL IKITRRRLQLNANQAFF
Hsa_MAPA1B3A QQIRDQHPSKTPVITERYKGEKQLPVLDKTKFLVPDHVNMSELVKTIRRRLQLNPTQAFF
Hsa_MAP1A1B3B QQIRDQHPSKIPVITERYKGEKQLPVLDKTKFLVPDHVNMSELVKTIRRRLQLNPTQAFF
Hsa_MAP1A18382 RLIREQHPTKIPVITERYKGEKQLPVLDKTKFLVPDHVNMSEL TKTTRRRLQLNANQAFF
Hsa_MAP1LC32 AGIRAKFPNKIPVVVERYPRETFLPPLDKTKFLVPQEL TMTQFLSTIRSRMVLRATEAFY
Mnu_GABA_RAP EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRAEDALF
Mnu_GABA_RAPL EKIRKKYPDRVPVIVEKAPKAR-VPDLDKRKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Mmu_GABA_RAP EKIQKKSPDWVPVIVEKVPKAQ-IGVLDKKEYLVPSDLMVGQFYFLIRKGIHLPAEDSLF
Mmu_GABA_RAP2 AKIRAKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMNIIRKRIQLPSEKATF
Mmu_MAP1A1B3B RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKITRRRLQLNANQAFF
Mnu_MAP1A1B3A QQIRDQHPSKIPVITERYKGEKQLPVLDKTKFLVPDHVNMSELVKTIRRRLQLNPTQAFF
Btau_GABA_RAP EKIRKKYPDRVPVIVEKAPKAR-TGDLDKKKYLVPSDLTVGQFYFLTRKRTHLRAEDALF
Btau_GABA_RAP1 EKIRKKYPDRVPVIVEKAPKAR-VPDLDKRKYLVPSDLTVGQFYFLIRKRTHLRPEDALF
Btau_GABA_RAP2 AKIRAKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMATIRKRIQLPSEKATF
Btau_MAP1A1B3C AGIRVKFPGKIPVIVERYPREKFLPRLDKTKFLVPQEL TMTQFLSVIRSRMVLGATEAFY
Btau_MAP1A1B38 RLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSEL IKITRRRLQLNANQAFF
Btau_MAP1A1B3A IPVITERYKGEKQLPVLDKTKFL) VKLIRRRLQLNPTQAFF
Sko_predprotl SKIRAKYPERIPVVVEKVPKSQ-IPDIDKRKFLVPADITVAQFMWIIRKRIQLPPERAIF
Sko_GABA_RAPa EKIRKKYPDRVPVIVEKAAKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALF
Sko_predprot2 AGIRAKFPTKVPVIVERYYKERNLSILDKTKFLVPQELTMSQFVTIIRNRMSLSATQAFY
Sko_MAPLC3a QETRDQHPNKTPVITERYESEKHLPMLDKTKFLVPDHVNMSELVKTTRRRLQLNPNQAFF
Lgig_105301 EKIRKKYPDRVPVIVEKAPKAR-VGDLDKKKYLVPSDLTVGQFYFLTRKRTHLRPEDALF
Lgig 122374 SKIKTKYPERTPVIVEKDPKSQ-TQQIDKRKFLVPNDISVAQFMNTTRKRICTPSEKATF
Lgig 122409 SKIKTKYPERIPVIVEKDPKSQ-IQQIDKRKFLVPNDISVAQFMNIIRKRICIPSEKATF
Lgig_209102 ESIRNQHPEKIPVIIERYDNEKNLPMLDKTKFLVPDNVNMSELVKITRRRLQLHPSQAFY
Lgig 194601 GGIRSKFPTKIPVIVERYHKEKQLPILDKTKFLVPQELSMSQFVTIIRNRMSLNANQAFY
Ctel_21814 EKIRKKYPDRVPVIVEKAPKAR-VGDLDKKKYLVPSDLTVGQFYFLIRKRIHLRPEDALF
Ctel_4205 AKIRGKYPERIPVIVEKAPNSQ-VPDIDKRKFLVPNDISVAQFMNIIRKRVKLPSEKALF
Ctel_2981 AGIRTKFPTKVPVIVERYHKETHLPILDKTKFLVPQELTMSQFVTIIRNRMSLSANQAFY
Ctel_128947 DQIVEKHPDKTPVITERYHAEKNLPVLDKTKFLVPENVNVSELVKTVRRRLQLHPTQAFY
Dmel_ATG8a DKIRRKYPDRVPVIVEKAPKAR-TGDLDKKKYLVPSDLTVGQFYFLTRKRTHLRPEDALF
Dmel_ATG8b DKIRRKYPDRVPVIVEKAPKTR-YAELDKKKYLVPADLTVGQFYFLTRKRINLRPDDALF
Amel_GABARAP EKIRRKYPERVPVIVEKAPKAK-TSDLDKQKYLVPSDLTVGQFYFLIRKRTHLRPEDALF
Amel_MAP1A1B3A ELIRQHHPNKIPTIVERYYGEKQLPVLDRSKFLVPDYLTVAEFIKITRRRLQLHPTQAFF
Spu_XP_782118_2 EKIRKKYPDRVPVIVEKAAKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDALF
Spu_XP_786800_2 SKIRVKYPERIPVIVQKAPKSQ-VPDIDKRKFLIPADITVAQFMNIIRKRIQLPAEKATF
Spu_MAP1L(3B EEIRCKHPHKIPVITERYERERSLPLLDKSKFLVPDHVTMGELVKIVRRRLQLNPHQAFF

Spu_GABA_RAP_like AEFRSKYPDNIPVVVEKEMKSS - IQDIDKRKFLQPAKTTVAQFEYTIRKRIQLPPEKPLF
Spu_GABA_RAP_like2  SKIRVKYPERIPVIVQKAPKSQ-VPDIDKRKFLIPADITVAQFMWIIRKRIQLPAEKATF

Spu_MAP1A1B3C AGIRAKFPNKVPVIVERYYKEVQLPLLDKTKFLVPQELTMSQFVTTIRNRMQLTATQAFY
Dre_GABA_A_RAP EKIRKKYPDRVPVIVEKAPKAR-TGDLDKKKYLVPSDLTVGQFYFLIRKRTHLRAEDALF
Dre_GABA_A_RAP1 ERVRAKHPDKIPIIVERAARSR-APELDKKKYLVPSDLTVGQLCFLIRQRVSMRPEEALF
Dre_GABA_A_RAP1_isol ~EKIRKKYPDRVPVIVEKAPKAR-IGDLDKKKYLVPSDLTVGQFYFLIRKRTHLRAEDALF
Dre_GABA_A_RAPZ AKIRNKYPDRVPVIVEKVSGSQ-IVDIDKRKYLVPSDITVAQFMNIIRKRILLPSEKAIF
Dre_MAP1A1B3a IPVITERYKGEKQLPVLDKTKFL) VKIIRRRLQLNPTQAFF
Dre_MAP1A1B3b RLIREQHPNKIPVITERYKGEKQLPILDKTKFLVPDHVNMSELIKIIRRRLQLNSNQAFF
Dre_MAP1A1B3c AGIRTKFPTKIPVITERYQREKFLPPLDKTKFLVPQELTMTQFVTIIRNRMTLMPNQAFY

Dre_MAP1A1B3C_like  CTIRSKFPNKLPVIVERYLREKKLPLLDKSKFLVPNELTLGQFVSLLRSKIALEASQALY
Cin_XP_002128871_1  SKIITKYPSRIPVIVEKAEGST-IQDIDKRKYLVPADISVAQFMWTIIRKRIDLSPEKATF
Cin_XP_002129578_1  EKIRKKYPDRVPVIVEKAMKAR-TIGDLDKKKYLVPSDLTVGQFYFLIRKRTHLRPEEALF
Cin_XP_002129622_1  SEIRKEHPNKIPVITERYQGEKQLPVLDKTKFLVPDHVSMCDLVRIIRRRLQLSPSQAFF

Nve_165338 EKIRKKYPDRVPVIVEKAPKAR-TIGDLDKKKYLVPSDLTVGQFYFLIRKRTHLRPEDALF
Nve_181063 SKIRLKYPDRIPVVVEKAPKST-TIQDIDKRKFLVPSDLTVAQFMYIIRKRIQLPPEKAME
Nve_241851 AGIRAKFPSKIPVIVERYHKEKDLPLLDKTKFLVPQELTMSQFVTIIRNRMSLSSTQAFY
Nve_121733 ETITKQYPDKIPVIVERLKTEKNLPILDKIKYLVPGDLTMSSLASIIRKRLQLGPTQAFF
Hag_XP_002170100_1  EK: T YFLIRKRIHLRAEDALF

Hmag_XP_002163079_1  TKIRSKYPDRIPVVVEKAPRST-TIQDIDKRKFLVPSDLTVAQFMYIIRKRIQLAPEKAMF
Hmag_XP_002163175_1  AGIRAKFPSKIPVIVERYHKEKALPMLDKTKFLVPQELTMSQFVTTIRNRMSLAPTQSFY



Awi_APGS
Aqu_XP_003384394_1
Aqu_MAP1ABLC3C
Aqu_MAP1AB3B
Aqu_GABA_RAP2
Aqu_GABA_RAP
Tad_37901
Tad_35852
Tad_19802
Tad_57027

Scer_ATG8
Spom_ATG8
Hsa_GABA_A_RAP
Hsa_GABA_A_RAP1
Hso_GABA_A_RAP2
Hso_MAP1A1B3
Hsa_MAPA1B3A
Hsa_MAP1A1838
Hsa_MAP1A1B382
Hsa_MAP1LC32
Mmu_GABA_RAP
Mmu_GABA_RAP1

Mnu_MAP1A1B38
Mnu_MAP1A1B3A
Btau_GABA_RAP
Btau_GABA_RAP1
Btau_GABA_RAPZ
Btau_MAP1A1B3C
Btau_MAP1A1B38
Btau_MAP1A1B3A
Sko_predprotl
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_MAP1L(3B
Spu_GABA_RAP_like
Spu_GABA_RAP_Like2
Spu_MAP1A1B3C
Dre_GABA_A_RAP
Dre_GABA_A_RAP1
Dre_GABA_A_RAP1_isol
Dre_GABA_A_RAP2
Dre_MAP1A183a
Dre_MAP1A1B3b
Dre_MAP1A1B3c
Dre_MAP1A1B3C_like
Cin_XP_002128871_1
Cin_XP_002129578_1
Cin_XP_002120622_1
Nve_165338
Nve_181063
Nve_241851
Nve_121733
Hmag_XP_002170100_1
Hmag_XP_002163079_1
Hiag_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

Scer_ATG8
Spom_ATG8
Hsa_GABA_A_RAP

Hsa_MAP1A183
Hsa_MAP1A1B3A
Hsa_MAP1A1B38
Hsa_MAP1A1B382
Hsa_MAP1LC32
Mru_GABA_RAP
Mru_GABA_RAPL

Btau_GABA_RAP
Btau_GABA_RAP1
Btau_GABA_RAP2
Btau_MAP1A1B3C
Btau_MAP1A1B38
Btau_MAP1ALB3A
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_MAP1LC38
Spu_GABA_RAP_like
Spu_GABA_RAP_like2
Spu_MAP1A1B3C
Dre_GABA_A_RAP
Dre_GABA_A_RAP1
Dre_GABA_A_RAP1_isol
Dre_GABA_A_RAP2
Dre_MAP1A183a
Dre_MAP1A183b
Dre_MAP1A1B3c
Dre_MAP1A1B3C_like
Cin_XP_002128871_1

AKIRGKYQDRIPVIVEKVPKSS-TPDIDKKKFLVPADLSVAQFMYTIRRRINLPSEKAMF
AKIRGKYQDRIPVIVEKVPKSA-IPDIDKKKFLVPADLSVAQFMYIVRRRISLPSEKAMF
ASIRSKFPNKVPVIVERYQKEKDLPTLDKTKFLVPEELTLSQFVTIIRNRMGLTSTQAFY
DEIVRKHPQKIPLVIERARTEKHLPPLDKTKFLVPEELTMSQLTALIRKRMQLSETQAFY
SKIREKHPERVPVIVEKVSGAR-TADLDRKKYLVPGDLTVAQFMHVLRQRIQLGATESTY
QRTLKNHPSKVPVITGKVHKSG-LPDIDNFKLLLPSSSKVSDVIQYMNNKLRRPSHAPLY
QMIRKKYPDRIPVIVEKAPKAR-VVDIDKKKYLVPADLTVGQFHFLIRKRVALRPEDALF
AKTRAKYPDRIPVVVEKAAKSS - TPDIDKRKFLVPSDLTVAQFMYTIRKRIQLPPEKAMF
QETREKYPDKIPVVVERLHTEKHLPLLDKNKFLVPEDLTMSQF INTTRKRLVLNPTQAFF
ENTHYRFPNKIPVIVERYKNEKVLPILDKTKFLVPQELTMSQFVSTIRNRMSLTPSQAFY

IFVND-TLPPTAALMSAT YVTYSGENTFGR- -
IFIDE-ILPPTAALMSTIYEEHKSEDGFLYITYSGENTFGTVFPF -~
FFVNN-VIPPTSATMGQL YIAYSDESVYGL
FFVNN-TIPPTSATMGQL YVAYSDE
LFVDK-TVPQSSLTMGQLY YVAY

LLVNGHSMVSVSTPTSEVYESEKDEDGFLYMVYASQETFGMKLSV-
LLVNQHSMVSVSTPTADIYEQEKDEDGFLYMVYASQETFGF-
LLVNQHSMVSVSTPTADIYEQEKDEDGFLYMVYASQETFGF
LLVNGHSMVSVSTPISEVYESEKDEDGFLYMVCASQETFGMKLSV-
LLVNNKSLVSMSATMAEIYRDYKDEDGFVYMTYASQE TFGCLESAAPRDGSSL-EDRPCN

FFVNN-VIPPTSATMGQL YIAYSDESVYGL
FFVNN-TIPPTSATMGQL YVAYSDE
LFGNN-VIPSTSATMGQL TEHCLI
LFVDK-TVPQSSLTMGQL YVAY

L STPISEVY YMVYASQETFGT)
L ADIY YMVYASQETFGF:
FFVNN-VIPPTSATMGQL YTAYSDESVYGL
FFVNN-TIPPTSATMGQLY YVAYSDE!

LFVDK-TVPQSSLTMGQLY
LLVNNKSLGSMNVTMAE TYRDYKDEDGFVYMTYASQEMF GCLGSAAPEDASSLGEDRPCH
LLVNGHSMVSVSTPICEVYESEKDEDGFLYMVYASQETFGMKLSV-~

L ADT YMVYASQE
LFTER-VLPTTSSTMGQT YVAY
FFVNN-VIPPTSATMGQL YTAYSDE!

LMVNNKSLASMSTTLAE! 0 El
L YMVYASQETFGANN

FFVNN-VIPPTSATMGQL YIAYSDESVYG/
LFVGK-VLPQTSASMGQVY Y

LFVGK-VLPQT Y1)

LL it VYASQETFG*
LIVNNKSTSSMSSMMAE IYRDERDDDGFLYMTYASQEMFGC* -~ -
FFVNN-VIPPTSATMGAL YIAYSDESVY
LFVGK-VL YIAY
LIVNNKSTASMSTTLAET YMT

LLVNSRCMVSNTCPLKEVYAREKDEDGYLYVVYASQETFGH- -
FFVNN-VIPPTSATMGSLYQEHHEEDYFLYTAYSDENVYGMAKIN
FFVNN-VIPPTSATMGAL
FFVNN-IIPPTSATMGSL

L
FFVNN-VIPPTSATMGQL
LFVGK-VLPQSSATMGHTYQEHRDADGF LYVAYSGENTFGATPL -
LLVNQKSLVSVSTCVSEVYQCEKDEDGFLYLVYAAQETFG-
LFVNE-VTPAASSTL/ YISYSGENTYGN--
LFVGK-VLPQSSATMGHTYQEHRDADGF LYVAYSGENTFGATPL -
LIVNNKSLASMSTTLAET Y™ EMF G
FFVNN-VIPPTSATMGLLYQEHHEEDFFLYIAYSDESVYGDVLKDV-
FFVKN-SLPPSSSPLSAVYEEHHEEDLFLYMTYSNESVYGA-

FFVNN-VIPPTSATMGQL TAYSDE
LFVDK-TVPQSSLTMGQL ENTFGY
L TSET YMVYASQETFGC
L AT YMVYASQE
LLINNSGT. YMT

LLVSGKNMSCLSASMGEVYSQFRDPDGFLYMTYASQDMFG-- -

LFVDK TMGAT: YTAYSGENTFGSC.
FFVNN-VIPPTSTTMGQL YIAYSDES)

LL Iy YMTYASQETFGT:
FFVNN-VIPPTSATMGQL YIAYSDESVYGCCI
LFVNK-VLPTTSSTMGST Y1

LIVNNKSL, Ym WLESRP!
LLVNEKNMVSISTT

FFVNN-VIPPTSATMGQL YFAYSDE
LFVNK-VLPATSATMGAT YIAYSGENTF
LIVNNKSLASMSTTLQE! YMTY/
LFVNK-VLPTTSASMGTT Y
LFVNK-VLPTTSASMGST Y

LL TMSDT! YMVYASQEFF!
LIVNRKAMVSTSMTLI YMTYASQEVF
VMVDG-ITPTTSSTMAT YMAYSGENSM(
LYVDNDVLAGTDSTLARLYQEYRESDYFLYICYYEGTASSSDRES -~
FTVNN-VIPPTSMTMGSL YVAYSDESVYGL.
LFVNK-ILPTTSSTMGAT YIAYSGENTFGTI
LLINQKNMASTSTPLIEL YMVYASQETFGTI
LIVNNKSLVSMTTTLTE! Y, El




Cin_XP_002129578.1 -~
Cin_XP_002120622 1  --
Nve_165338
Nve_181063
Nve_241851 e
Nve_121733
Hmag_XP_002170100_1
Hiag_XP_002163079_1
Hiag_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
Spom_ATG8.
Hsa_GABA_A_RAP
Hsa_GABA_A_RAP1
Hsa_GABA_A_RAPZ
Hsa_MAP1A183
Hsa_MAPIA1B3A
Hsa_MAP1A1838
Hsa_MAP1A1B382

Btau_GABA_RAP1
Btau_GABA_RAPZ
Btau_MAP1A1B3C
Btau_MAP1A1838
Btau_MAP1A1B3A

Sko_predprot2
Sko MAPLC3a
Lgig_105301
Lgig_122374
Lgig_122409
lg\g zmmz

uel,mu
Ctel_4205

Ctel 2981

Ctel 128947
Driel_ATG8a
Driel_ATG8b
Anel_GABARAP
Amel_MAPIALB3A
Spu_XP_782118_2
Spu_XP_786800_2
Spu_MAP1LC38
Spu_GABA_RAP_Like

Dre_MAPIALB3C
Dre_MAPIALB3C_like
Cin_XP_002128871_1
Cin_XP_002129578_1
Cin_XP_002129622_1
Nve_165338
Nve_181063
Nve_241851
Nve_121733
Hnag_XP_002170100_1
Hnag_XP_002163079_1
Hnag_XP_002163175_1
Awi_APGE
Aqu_XP_003384394_1
Aqu_MAP1ABLC3C
Aqu_MAP1AB38
Adu_GABA_RAP?
Aqu_GABA_RAP.
Tad_37901

Tad_35852
Tad_19802
Tad_s7027

end;

EKAEKPEIDKRKYLVPADL MSATYQEHKDKDGFLYVTYSGENTFG
VPSDL MSTIYEEHKSEDGFLYITYSGENTFG
FEKRRSE GEKTRKKYPDRVPVIVEKAPKGOLDKKKYLVPSDLTVGQF YFLIRKRTHLRAEDAL FPPTSATMGOLYQEHHEEDF FLYIAYSDESVYG
FEYRKKEGEKTRKKYPDRVPVIVEKAPKPDLDKRKYLVPSDLTVGQF YFLIRKRTHLRPEDALFPPTSATMGOLYEDNHEEDYFLYVAYSDESVYG
LEHRCVESAK PSDITVAQFMATIRKRIQL TMGOLYEKEKDEDGFL
FEQRVEDVRLIREQHPTKIPVITERYKGPVLDKTKFLVPDHVNMSEL TKITRRRLQLNANQAF FVSVSTPTSEVYESEKDEDGFLYMVYASQETFG
FADRCKEVQQTRDQHPSKTPVITERYKGPVLDKTKFLVPDHVNMSELVKITRRRLQLNPTQAF FVSVSTPTADIYEQEKDEDGFLYMVYASQETFG
PADRCKEVQQIRDQHPSKIPVITERYKGPVLDKTKFLVPDHVNMSELVKIIRRRLLNPTOAFFVSVSTPIADIYEQEKDEDGFL YMVYASQETFG
FEQRVEDVRLTREQHPTKTPVITERYKGPVLDKTKFLVPDHVNMSEL TKITRRRLQLNANQAF FVSVSTPTSEVYESEKDEDGFLYMVCASQETFG
LATRQEEVAGTRAKFPNKTPVVVERYPRPPLDKTKFLVPQEL TMTQFLSTIRSRMVLRATEAF YVSMSATMAETYRDYKDEDGFVYMTYASQETFG
FEKRRSEGEKTRKKYPDRVPVIVEKAPKGOLDKKKYLVPSDLTVGQFYFLIRKRTHLRAEDAL FPPTSATMGOLYQEHHEEDFFLYTAYSDESVYG
FEYRKKEGEKTRKKYPDRVPVIVEKAPKPDLDKRKYLVPSDLTVGQF YFLIRKRTHLRPEDAL FPPTSATMGOLYEDNHEEDYFLYVAYSDESVYG
FEKCCSEGEK DKKEYLY TRKGIHLPAEDSLFPSTSATMGQLYGN- ~TEHCLR
LEHRCVESAK PSDITVAQFMATIRKRIQL TMGQLYEKEKDEDGFL
FEQRVEDVRLIREQHPTKTPVITERYKGPVLDKTKFLVPDHVNMSEL KT TRRRLQLNANQAF FVSVSTPTSEVYESERDEDGFLYMVYASQETFG
FADRCKEVQQTRDQHPSKTPVITERYKGPVLDKTKFLVPDHVNMSELVKITRRRLQLNPTQAF FVSVSTPTADIYEQEKDEDGF LYMVYASQETFG
FEKRRSE GEKTRKKYPDRVPVIVEKAPKGOLDKKKYLVPSDLTVGQF YFLIRKRTHLRAEDAL FPPTSATMGOLYQEHHEEDF FLYTAYSDESVYG
FEYRKKEGEKTRKKYPDRVPVIVEKAPKPDLDKRKYLVPSDLTVGQF YFLIRKRTHLRPEDALFPPTSATMGOLYEDNHEEDYFLYVAYSDESVYG
LEHRCVESAK PSDITVAQFMATIRKRIQL TMGOLYEKEKDEDGFL
LATRREEVAGIRVKFPGKTPVIVERYPRPRLDKTKFLVPQELTMTQFLSVIRSRMVLGATEAFYGSMNVTMAE IYRDYKDEDGFVYMTYASQEMFG
FEQRVEDVRLIREQHPTKTPVITERYKGPVLDKTKFLVPDHVNMSEL TKITRRRLQOLNANQAF FVSVSTPTCEVYESEKDEDGFLYMVYASQETFG
FADRCKEVQQTREQHPSKTPVITERYKGPVLDKTKFLVPDHVNMSELVKTTRRRLQLNPTQAF FVSVSTPTADIYEQEKDEDGFLYMVYASQETFG
TDQRRAEASKIRAKYPERTPVVVEKVPKPDIDKRKFLVPAD TVAQFMNT IRKRTQLPPERATFPTTSSTMGQTYEEHQDEDQFLYVAYSGENTFG
FEKRRQEGEKTRKKYPDRVPVIVEKAAKGDLDKKKYLVPSDLTVGQFYFLIRKRIQLRPEDAL FPPTSATMGQLYQEHHEEDFFLYIAYSDESVYG
FATRKEEVAGTRAKFPTKVPVIVERYYKSTLDKTKFLVPQELTMSQFVTTIRNRMSL SATQAFYASMSTTLAEVYRDEKDEDGFLYMVYASQEMFG
FAQRTKDVQE TROQHPNKTPVITERYESPMLDKTKFLVPDHVNMSEL VKT TRRRLQLNPNQAF FVSNSTPTSEVYQREKDEDGFLYMVYASQETFG
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