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TaMYC8A               ---------MKMEVEEDGANGGNGGAWT-EEDRD--LSTTVLGRD-AFAYLTKG-------------------------GGTISEGLVAASSPVDLQNKLQELIESEHPG  

TaMYC9A               ------------------------MSWS-DTDAA--LFAAVLGHD-AARHLATT-------------------------PPHLDGPAS---SSPELQTRLYDLVE--R-G  

TaMYC9B               ------------------------MSWS-DTDAA--LFAAVLGHD-AARHLATT-------------------------PPHLDGPAS---SSPELQARLCDLVE--R-G  

TaMYC10A              ---------MKTEIEEE----GTRGSWT-EEDKS--LCASVLGLD-AFTYLTKG-------------------------GGAISENLVAASALVGLQNKLQDLVEADGKS  

TaMYC10B              ---------MKTEIEEE----GTRGSWT-EEDKS--LCASVLGLD-AFTYLTKG-------------------------GGAISENLVAASGLVGLQNKLQDLVEADGKS  

TaMYC10D              ---------MKTEIEEE----GTRGSWT-EEDKS--LCASVLGLD-AFTYLTKG-------------------------GGAISENLVAASGLVGLQNKLQDLVEADGES  

TaMYC9D               ------------------------MSWS-DTDAA--LFAAVLGHD-AARHLATT-------------------------PPHLDGPAS---SSPELQARLYDLVE--R-G  

TaMYC8D               MPSYTGLMVMKMEVEEDGANGGNGGAWT-EEDRD--LSTTVLGRD-AFAYLTKG-------------------------GGTISEGLVAASSPVDLQNKLQELIESEHPG  

TaMYC3D               -----------------------MNLWT-DDNAS--MMEAFMASA-DMPAFPWG-AAATPP------------------PPAAV-PQQPAFNQDTLQQRLQAIIE--GSR  

TaMYC3B               -----------------------MNLWT-DDNAS--MMEAFMASA-DMPAFPWG-AAATPP------------------PPAAV-PQQPAFNQDTLQQRLQAIIE--GSR  

TaMYC12B              -----------------------------------------------------------------------------MAAPSGPGPGQEPPAGRQLSYHLAAAVR----S  

TaMYC5B               -----------------------------MHMKERNSVVMALSVV----------------------------------RPSQEEPTL-PPAGKQFSNQLAAAVR----S  

TaMYC5D               ---------------------------------------MALPVV----------------------------------HPSQEEPTLPPPAGKQLSNQLAAAVR----S  

TaMYC4A               --------------------------------------------------------------------------------------------MGLNTESLRGLCS----D  

TaMYC2B               -----------------------------------------------------------------------------------------MASSGEVHRSLQAVAQ----R  

TaMYC3A               -----------------------MNLWT-DDNAS--MMEAFMA??-????????-??????------------------?????-?????????????RLQAIIE--GSR  

TaMYC4D               --------------------------------------------------------------------------------------------MGFNTESLRGLCS----D  

TaMYC7D               ---------------------------------------MALSAA----------------------------------PAG-----QAPPLGKQLSYQLAAAVR----S  

TaMYC4B               --------------------------------------------------------------------------------------------MGFNTESLRGLCS----D  

TaMYC11D              -------------------------------------------------------------------------------MALSAPPSQEQPSGKQFGYQLAAAVR----S  

TaMYC1                ---------------------------------------MALPVV----------------------------------RPCQEEPTLPPPTGTQFSNQLAAAVR----S  

TaMYC2A               -----------------------------------------------------------------------------------------MASSGEVQRSLQAVAQ----G  

TaMYC8B               MPSYTGLMVMKMEVEEDGANGGNGGAWT-EEDRD--LSTTVLGRD-AFAYLTKG-------------------------GGTISEGLVAASSPVDLQNKLQELIESEHPG  

TaMYC6D               ---------------------------------------MALPIV----------------------------------HPSQGEPTLLPPAGKQFSNQLAAAVR----S  

TaMYC7B               ---------------------------------------MALSAA----------------------------------PGV-----EAPPSGKQLSYQLAAAVR----S  

TaMYC7A               ---------------------------------------MALSVS----------------------------------AAAPGQGQQEPPWGKQLRYQLAAAVR----S  

BdMYC1                -----------------------------------------------------------------------------------------MASCSEVHKSLQAVAQ----G  

BdMYC2                -----------------------------------------------------------------------------------------MASCSEVHKSLQAVAQ----G  

BdMYC3                --------------------------------------------------------------------------------------------MELNTEFLRGFCS----D  

BdMYC4                -------MVMKMEVEEDGANGGTGGTWT-EEDRA--LSTTVLGRD-AFAYLTKG-------------------------GGAISEGLVAASLPADLQNKLQELIESEHPH  

BdMYC5                ------------------------MSWS-DTDAA--LFAAVLGKD-AAHHLATT-------------------------PPQLDGPASASASSAELQARLQDLVE--L-G  

BdMYC6                -----------------------------MGGGEHQLEHHSIVSSAA--------------------------------AAAAAAVHGHGGGGGTVEAALRPLVG----A  

BdMYC7                -----------------------MNLWT-DDNAS--MMEAFMASAADLPTFPWGAAAATPP------------------PPAAVMPQQPAFNQDTLQQRLQAIIE--GSR  

OsMYC1                -------MVMKMEADEDGANGGTGGTWT-DEDRA--LTASVLGTD-AFAYLTKG-------------------------GGAISEGLVAASLPVDLQNRLQELVESDRPG  

OsMYC7                ------------------------MSWS-ETDAA--LFAAVLGHD-AAHHLATT-------------------------PPHLDAPEG-SPSSAELQASLHDLVE--RQG  

OsMYC4                -----------------------------------------------------------------------------------------MAGAAPLRDSLRRLCT----D  

OsMYC5                ----------------------------------MGRGDHLLMKN----------------------------------SNAAAAAAAVNGGGTSLDAALRPLVG----S  

OsMYC6                -----------------------------------------MASA----------------------------------PPVQEEP--LQPGTNHFRSLLAAAVR----S  

OsMYC7                ------------------------------------------------------------------------------------MEETPLPSGKNFRSQLAAAAR----S  

OsMYC72               -----------------------MNLWT-DDNAS--MMEAFMASA-DLPAFPWG-AASTPPPPPPPPHHHHQQQQQQVLPPPAAAPAAAAFNQDTLQQRLQSIIE--GSR  

AtMYC3                ----------------MNGTTSSINFLTSDDDASAAAMEAFIGTNHHSSLF----------------------------PPPPQQPPQPQFNEDTLQQRLQALIE--SAG  

AtMYC5                -------------------------MINTDDNLL--MIEALLTSD----------------------------------PSPPLLPANLSL-ETTLPKRLHAVLN--GTH  

AtMYC4                ---MSPTNVQVTDYHLNQSKTDTTNLWSTDDDAS--VMEAFIGGGSDHSSL----------------------------FPPLPPPPLPQVNEDNLQQRLQALIE--GAN  

AtEGL3                -----------------------------------------------------------------------------------MATGENRTVPDNLKKQLAVSVR----N  

AMS                   ----------------------------------------------------------------------------------------MESNMQNLLEKLRPLVG----A  

AtTT8                 ------------------------------------------MDE----------------------------------SSIIPAEKVAGAEKKELQGLLKTAVQ----S  

AtMYC2                --------------MTDYRLQPTMNLWTTDDNAS--MMEAFMSSS-DISTL-WPPASTTTT----------TATTETTPTPAMEIPAQAGFNQETLQQRLQALIE--GTH  

AtMYC1                ---------------------------------------MSLTMA----------------------------------DGVEAAAGRSKRQNSLLRKQLALAVR----S  

L-Myc Homo sapiens    --------------------------------------------------------------------------------------------------------------  

myc Homo sapiens      --------------------------------------MDFFRVV------------------------------------ENQQPPATMPLNVSFTNR----------N  

L-myc-2 Homo sapiens  --------------------------------------------------------------------------------------------------------------  

N-myc Homo sapiens    ------------------------------------------------------------------------------------------MPSCSTSTMPGMICK----N  

myc Bos taurus        -----------------------------------------------------------------------------------------MPLNVSFANK----------N  

L-Myc Bos taurus      ----------------------------------MCKCAGCFAAP----------------------------------SGRGAGPLQVAGGGSE--------------G  

N-myc Mus musculus    ------------------------------------------------------------------------------------------MPSCTASTMPGMICK----N  

c-myc Mus musculus    -----------------------------------------------------------------------------------------MPLNVNFTNR----------N  

L-myc Mus musculus    --------------------------------------------------------------------------------------------------------------  

s-myc Mus musculus    ------------------------------------------------------------------------------------------MLSCTTSTMPGMICK----N  

L-Myc Sus scrofa      --------------------------------------------------------------------------------------------------------------  

n-Myc Sus scrofa      ----------------------------------------------------------------------------MDFLRIVENPAAAMPLNVSFTNR----------N  

N-Myc Sus scrofa      ------------------------------------------------------------------------------------------MPSCTASTMPGMICK----N  

Figure S1: The JAZ interaction domain (JID), putative transcriptional activation domain (TAD) were identified in the MYC proteins
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TaMYC8A               AGWNYAIFWQLSRTK-------SG---------DLVLGWGDGS-CREPNDAELAAAASA--------------GNDDAKQRMWKRVLQRLHKAF----------------  

TaMYC9A               GAWTYGIYWQESRAG-------AG-----------VLGWGDGH-CRDGPAEQ---------------------AGATDRSLARKRALLRLHALY----------------  

TaMYC9B               GAWTYGIYWQESRAG-------AG--------GRPVLGWGDGH-CRDGPAEE---------------------ARVTDRSLARKRALLRLHALY----------------  

TaMYC10A              LRWNYAIFWQLSHTK-------SG---------ELVLGWGDGS-CREPHDNEMNSTTRGDIHD----------ASSLSQQRMRKRVLERLHTAF----------------  

TaMYC10B              LCWNYAIFWQLSHTK-------SG---------ELVLGWGDGS-CREPHDNEMNSTTRGDIHD----------ASSLSQQRMRKRVLERLHTAF----------------  

TaMYC10D              LCWNYAIFWQLSHTK-------SG---------ELVLGWGDGS-CREPHDNEMNSTTRGDIHD----------ASSLSQQRMRKRVLERLHTAF----------------  

TaMYC9D               GAWTYGIYWQESR---------AG----------AVLGWGDGH-CRDGPAEQ---------------------AGAADRSLARKRALLRLHALY----------------  

TaMYC8D               AGWNYAIFWQLSRTK-------SG---------DLVLGWGDGS-CREPNDAELAAAASA--------------GNDDAKQRMRKRVLQRLHRAF----------------  

TaMYC3D               ETWTYAIFWQSSTDA--------G---------ASLLGWGDGY-YKGCDDADKRRQQPT--------------PASAAEQEHRKRVLRELNSLI----------------  

TaMYC3B               ETWTYAIFWQSSTDA--------G---------ASLLGWGDGY-YKGCDDADKRRQQPT--------------PASAAEQEHRKRVLRELNSLI----------------  

TaMYC12B              INWTYAIFWSISTGP-------AG-----------VLAWKEGF-YNGEIKTRKM-------------------TSSTTTTEPRSQQLRELYESL----------------  

TaMYC5B               TNWSYAIFWSISTSR-------PG-----------VLTWKDGF-YNGEIKTRKVTSSAD--------------LSADQLVLQRSEQLRELYESL----------------  

TaMYC5D               INWSYAIFWSISTSR-------PG-----------VLTWKDGF-YNGEIKTRKVTSSAD--------------LTADQLVLQRSEQLRELYESL----------------  

TaMYC4A               RLWKYAVFWSIKSEK-------HG-----------ILTWEDGY-VD--KMTKNTRDHYGGP------------ADGDNQIITPTSN-DGQYQSY----------------  

TaMYC2B               LRWTYAILWQLCPDQ--------G-----------ALVWAEGH-YNGAIKTRKTVQPAVAQAQAPA-------PAAEAADQARSRQLRELFDSL---AREAAAGGGTGFR  

TaMYC3A               ETWTYAIFWQSSTDA--------G---------ASLLGWGDGY-YKGCDDADKRRQQPT--------------PASAAEQEHRKRVLRELNSLI----------------  

TaMYC4D               GLWKYAVFWSIKSEK-------HG-----------ILTWEDGY-VD--KMTKNTRDHYGDP------------ADSDNQIITLTWSNDGQYQSY----------------  

TaMYC7D               INWTYAIFWSMSTGL-----RPPG-----------VLTWKDGF-YNGEVKTRKIISLTTTE------------VTANDLILQRSEQLRELYESL----------------  

TaMYC4B               GLWKYAVFWSIKSEK-------HG-----------ILTWEDGY-VD--KMTKNTRDHHGDP------------ADSDNQIMTPTWSNDGQYQSY----------------  

TaMYC11D              INWTYAIFWS-------------E-----------VLAWKDGF-YNGEIKTRKIAGSTTTELRATLADPAKFALTADERVMHRSKQLRELHESL----------------  

TaMYC1                INWSYAIFWSISTSR-------PG-----------VLTWKDGF-YNGEIKTRKVTSSAD--------------ITADQLVLQRSEQLRELYESL----------------  

TaMYC2A               LRWTYALLWQLCPDQ--------G-----------ALVWAEGH-YNGAIKTRKTVQPAVAQAQVPA-------PAAEAADQARSRQLRELFDSL---AREAAAGGGTGFR  

TaMYC8B               AGWNYAIFWQLSRTK-------SG---------DLVLGWGDGS-CREPNDAELAAAASA--------------GNDDAKQRMRKRVLQRLHKAF----------------  

TaMYC6D               INWSYAIFWSISASR-------PG-----------VLTWKDGF-YNGEIKTRKVTSSAD--------------LTPDQLVLQRSEQLRELYESL----------------  

TaMYC7B               INWTYAIFWSLSTGL-----RPPG-----------VLTWKGGF-YNGEVKTRKIISSTTTE------------VTANDLILQRSEQLRELYESL----------------  

TaMYC7A               INWTYAIFWSISTGP-----PPAG-----------VLAWKDGF-YNGEIKTRKITSSTTE-------------PTADNLVLQTSEQLRELYESL---------------L  

BdMYC1                LRWTYALLWQLCPDQ--------GYYNFSSSFFKKALVWAEGH-YNGAIKTRKTVQQAHGHGAP---------APADQAARHRSRQLKELFESLAREAAACGGPGGIMMM  

BdMYC2                LRWTYALLWQLCPDQ--------G-----------ALLWAEGH-YNGAIKTRKTVQQAHGAPAPAPA------EAADQAARHRSRQLKELFESLAREAAAAGGMMTGCRV  

BdMYC3                GLWKYAVFWSFKREK-------PG-----------ILTWGDGY-VDKMSKDNQMRDRHSDL------------AESDNQIISPTWPNNGLYQSY----------------  

BdMYC4                GGWNYAIFWQLSRTK-------SG---------DLVLGWGDGS-CREPHDGEVGGAASV--------------GNDDANQRMRKRVLQRLHTAF----------------  

BdMYC5                GAWTYGIYWQESHDG-------AG---------RPVLGWGDGH-CREHDPAAPEDEE----------------AGAANTSLARKRVLLRLHALH----------------  

BdMYC6                DGWDYCIYWRLSPDQ-------------------RFLEM-TGFCCSGEF-----------------------------------EALGDLPSSI----------------  

BdMYC7                ETWTYAIFWQSSTDA------GAG---------ASLLGWGDGY-YKGCDDADKRARQQPT-------------PASAAEQEHRKRVLRELNSLI----------------  

OsMYC1                AGWNYAIFWQLSRTK-------SG---------DLVLGWGDGS-CREPHDGEMGPAASA--------------GSDEAKQRMRKRVLQRLHSAF----------------  

OsMYC7                GAWTYGIFWQESRGA----GAASG------RAARAVLGWGDGH-CRDGAGHGE--------------------VGAAERSVARKRVLLRLHALY----------------  

OsMYC4                VGWSYAVFWRATRAA---------------DSQRLKLVWGDGH-YERAAG-----------------------APSISGFEAMDLLLKEKAAAL--------------RS  

OsMYC5                DGWDYCIYWRLSPDQ-------------------RFLEM-TGFCCS-------------------------------SELEAQVSALLDLPSSI----------------  

OsMYC6                ISWSYAIFWSISTSC-------PG-----------VLTWNDGF-YNGVVKTRKISNSAD--------------LTAGQLVVQRSEQLRELYYSL----------------  

OsMYC7                INWTYAIFWSISTSR-------PG-----------VLTWKDGF-YNGEIKTRKITNSMN--------------LMADELVLQRSEQLRELYDSL----------------  

OsMYC72               ETWTYAIFWQSSIDV------STG---------ASLLGWGDGY-YKGCDDDKRKQRSST--------------PAAAAEQEHRKRVLRELNSLI----------------  

AtMYC3                ENWTYAIFWQISHDF----DSSTG-------DNTVILGWGDGY-YKGEEDKEKKKN-----------------NTNTAEQEHRKRVIRELNSLI----------------  

AtMYC5                EPWSYAIFWKPSYDD------FSG---------EAVLKWGDGV-YTGGNEEKTRGRLRRKKTI----------LSSPEEKERRSNVIRELNLMI----------------  

AtMYC4                ENWTYAVFWQSSHGFAGEDNNNNN---------TVLLGWGDGY-YKGEEEKSRKKKSN---------------PASAAEQEHRKRVIRELNSLI----------------  

AtEGL3                IQWSYGIFWSVSASQ-------PG-----------VLEWGDGY-YNGDIKTRKTIQAAE--------------VKIDQLGLERSEQLRELYESL----------SLAESS  

AMS                   RAWDYCVLWRLNEDQ-------------------RFVKW-MGCCCGGTEL-----------------------IAENGTEEFSYGGCRDVMFHH----------------  

AtTT8                 VDWTYSVFWQFCPQQ-------------------RVLVWGNGY-YNGAIKTRKTTQPAE--------------VTAEEAALERSQQLRELYETL----------------  

AtMYC2                EGWTYAIFWQPSYDF-------SG---------ASVLGWGDGY-YKGEEDKANPRRRSSSPP-----------FSTPADQEYRKKVLRELNSLI----------------  

AtMYC1                VQWSYAIFWSSSLTQ-------PG-----------VLEWGEGC-YNGDMKKRKKSY-----------------ESHYKYGLQKSKELRKLYLSM---------LEGDSGT  

L-Myc Homo sapiens    --MDYDSYQHYFYDY----------------------DCGEDF-YR---------------------------------STAPSEDIWKKFELV----------------  

myc Homo sapiens      YDLDYDSVQPYFYCD-----------------------EEENF-YQQQ-------------------------QQSELQPPAPSEDIWKKFELL----------------  

L-myc-2 Homo sapiens  --MDRDSYHHYFYDY-------DG---------------GEDF-YR---------------------------------STTPSEDIWKKFELV----------------  

N-myc Homo sapiens    PDLEFDSLQPCFYPD------------------------EDDF-YFGGPD-----------------------------STPPGEDIWKKFELL----------------  

myc Bos taurus        YDLDYDSVQPYFYCD-----------------------EEENF-YHQQ-------------------------QQSELQPPAPSEDIWKKFELL----------------  

L-Myc Bos taurus      ADMDFDSYQHYFYDY----------------------DCGEDF-YR---------------------------------STAPSEDIWKKFELV----------------  

N-myc Mus musculus    PDLEFDSLQPCFYPD------------------------EDDF-YFGGPD-----------------------------STPPGEDIWKKFELL----------------  

c-myc Mus musculus    YDLDYDSVQPYFICD-----------------------EEENF-YHQQ-------------------------QQSELQPPAPSEDIWKKFELL----------------  

L-myc Mus musculus    --MDFDSYQHYFYDY----------------------DCGEDF-YR---------------------------------STAPSEDIWKKFELV----------------  

s-myc Mus musculus    SDLEFDLLKPCFYPE------------------------EDDI-YFGGHN-----------------------------STPPGEDIWKKFELL----------------  

L-Myc Sus scrofa      --MDFDSYQHYFYDY----------------------DCGEDF-YR---------------------------------STAPSEDIWKKFELV----------------  

n-Myc Sus scrofa      YDLDYDSVQPYFYCD-----------------------EEENF-YQQQ-------------------------QQSELQPPAPSEDIWKKFELL----------------  

N-Myc Sus scrofa      PDLEFDSLQPCFYPD------------------------EDDF-YFGGPD-----------------------------STPPGEDIWKKFELL----------------  
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TaMYC8A               ----------GGADEE---DYAPTIGQ--VTDTEMFFLASMYFAFPRRAGAPGQVFAAGLPL-WV---------------PNSERNVFP---ANYCYRGYLASTAGFR--  

TaMYC9A               ----GG----GDEDGA---DYALRLDR--VTGVEMYFLASMYFSFREDAGGPGRALTSGHHA-WA---------------AVDPHLPAA---PGWYVRASLAQSAGLR--  

TaMYC9B               ----GG----GDDDGA---DYALRLDR--VTGVEMYFLASMYFSFHEDAGGPGRALTSGHHA-WAT------------VDPHLPGSAAA---PGWYVRASLAQSAGLR--  

TaMYC10A              ----------AGADEE---DDALRIDQ--VTDTELFFLASMYFAFPCHVGGPGQVFATGAPL-WI---------------PNNPHKVSP---SNYCYRGFLASAAGFR--  

TaMYC10B              ----------AGAEEE---DDALRIDQ--VTDTELFFLASMYFAFPRHVGGPGQVFATGAPL-WI---------------PNNPHKVSP---SNYCYRGFLASAAGFR--  

TaMYC10D              ----------AGADEE---DDALRIDQ--VTDTELFFLASMYFAFPRHVGGPGQVFATGAPL-WI---------------PNNPHKVSP---SNYCYRGFLASAAGFR--  

TaMYC9D               ----GG----GDEDGA---DYALRLDR--VTGVEMYFLASMYFSFREDAGGPGRALTSGHHA-WA---------------AVDPHLPGS---PGWYVRASLAQSAGLR--  

TaMYC8D               ----------GAADEE---DYAPTIGQ--VTDTEMFFLASMYFAFPRRAGAPGQVFAAGLPL-WV---------------PNSERNVFP---ANYCYRGYLASTAGFR--  

TaMYC3D               ----AG----GGAAAP---DEAVEEE---VTDTEWFFLVSMTQSFPNGMGLPGQALFAGQAT-WI-------------------ATGLA---SAPCERARQAYTFGLR--  

TaMYC3B               ----AG----GGAAAP---DEAVEEE---VTDTEWFFLVSMTQSFPNGMGLPGQALFAGQPT-WI-------------------ATGLA---SAPCERARQAYTFGLR--  

TaMYC12B              ----LS----GGNSDR---RARLSPED--LGDAEWYYTISMSYTFRPGQGLPGKSFASNQHV-WV-----------------YNAQSAD---TKTFERALLAKTVPIKVS  

TaMYC5B               LSGQCD----HRARRP---AAALSPED--LGDAEWYYTVCMSYAFRPGQGLPGRSFASNEHV-WL-----------------CNAQCAD---TKTFQRALLAKTASIQ--  

TaMYC5D               LSGQCD----HRARRP---AAALSPED--LGDAEWYYTVCMSYAFRLGQGLPGRSFASNEHV-WL-----------------CNAQCAD---TKTFQRALLAKTASIQ--  

TaMYC4A               --------------------------P--FCPIEAALLRMSSHSYSLGEEIIGKVAIMGQHC-WI-----------------SSSDLRSTLVYKYHEDWQFQFAAGIK--  

TaMYC2B               DVHGCA----QEARRP---SAALAPED--LTETEWFYLMSASYSFPPGVGLPGRAFARGGHV-WL-----------------SRANEVD---SKAFSRAILARSAGIK--  

TaMYC3A               ----AG----GGAAAP---DEAVEEE---VTDTEWFFLVSMTQSFPNGMGLPGQALFAGQPT-WI-------------------ATGLA---SAPCERARQAYTFGLR--  

TaMYC4D               --------------------------P--FCPIEAALLRMSSHSYSLGEEIIGKVAIMGRHC-WI-----------------SSSDLRSTLVYKYHEDWQFQFAAGIK--  

TaMYC7D               LSGKAD----HRGRRP---AASLSPED--LGEAEWYYTLSMTYSFRPGQGLPGKSFASNQHV-WL-----------------YNAQYAD---TKAFKRALLAKTAPIQ--  

TaMYC4B               --------------------------P--FCPIEAALLRMSSHSYSLGEEIIGKVAIMGQYC-WI-----------------SSSDLPSTLVYKYHEDWQFQFAAGIK--  

TaMYC11D              LPGNSN----NRARRP---AASLSPED--LGDGEWYYTISMTYTFHPNQGLPGKSFASNQHV-WL-----------------YNAQNAN---TRVFPRALLAK-------  

TaMYC1                LSGQCD----HRARRP---AAALSPED--LGDAEWYYTVCMGYAFRPGQGLPGRSFASNEHV-WL-----------------CNAQCAD---TKTFQRALLAKTASIQ--  

TaMYC2A               DVHGCA----QEARRP---SAALAPED--LTETEWFYLMSASYSFPPGVGLPGRAFARGGHV-WL-----------------SRANEVD---SKAFSRAILARSAGIK--  

TaMYC8B               ----------GGADEE---DYAPTIGQ--VTDTEMFFLASMYFAFPRRAGAPGQVFAAGLPL-WV---------------PNSERNVFP---ANYCYRGYLASTAGFR--  

TaMYC6D               LSGQCD----HRARRP---AAALSPED--LGDAEWYYIVCMGYAFRPGQGLPGRSFASNEHV-WL-----------------CNAPCAD---TKTFQRALLA--------  

TaMYC7B               LSGKAD----HRARRP---AASLSPED--LGEAEWYYTLSMTYSFRPSQGLPGKSFASNEHV-WL-----------------YNAQYAD---TKTFQRALLAKTAPIQ--  

TaMYC7A               SGGNSD----RRARRP---AASLSPED--LGDAEWYYTVSMSYTFRPGQGLPGKSFVSNQHV-WL-----------------CNAQFAD---TKTFQRALLAKAASIK--  

BdMYC1                TGCRAEAVQEASARRP---TAALAPED--LTETEWFYLMCASYSFPPHVGLPGRAFAKGGHV-WL-----------------CRANEVD---SKVFSRAILAKSAGIQ--  

BdMYC2                DAVQAE----SAARRP---TAALAPED--LTETEWFYLMCASYSFPPHVGLPGRAFAKGGHV-WL-----------------CRANEVD---SKVFSRAILAKSAGIQ--  

BdMYC3                --------------------------P--LCPIGSALLSMFSHSYSLGEQIIGKVAVTGQHC-WI-----------------SANDFRSTLMYKYHEDWQFQFAAGIR--  

BdMYC4                ----------GGADEE---DYAPGIDQ--VTDTEMFFLASMYFAFPRRAGGPGQVFAAGMPL-WI---------------PNTDRNVFP---VNYCYRGYLASTAGFR--  

BdMYC5                --GGGE----EDEEGA---DYALRLDR--VTGAEMYFLASMYFSFPEDAGGPGRARASGRHA-WV-----------------AVDDPRR---PGWCVRASLAQSAGLR--  

BdMYC6                ------------------------PLD------------------SSSIGMHAQALLSNQPI-WQ----------------SCSGDMAP---------QVQDTAGGEK--  

BdMYC7                ----AG----GGAAAP---DEAVEEE---VTDTEWFFLVSMTQSFPNGMGLPGQALYTRQPT-WI-------------------ASGLA---SAPCERARQAYTFGLR--  

OsMYC1                ----------GGVDEE---DYAPGIDQ--VTDTEMFFLASMYFAFPRRAGGPGQVFAAGVPL-WI---------------PNTERNVFP---ANYCYRGYLANAAGFR--  

OsMYC7                ----GG----GDEDGA---DYALRLDR--VTGAEMYFLASMYFSFPEGSGGPGRALASGRHA-WA---------------DVDPHPSGSGSAPGWYVRSSLAQSAGLR--  

OsMYC4                GTGRGG----GGGEGH---AADGAAGHSHDRVDALVHKAMAQQVHVVGEGVIGQAALTGLHR-WI-------------VHDIVDECEEE---DEVLLEMKGQFCAGIQ--  

OsMYC5                ------------------------PLD------------------SSSIGMHAQALLSNQPI-WQ---------------SSSEEEEAD-------------GGGGAK--  

OsMYC6                LSGECD----HRARRP---IAALSPED--LADTEWYYVVCMTYSFQPGQGLPGKSYASNASV-WL-----------------RNAQSAD---SKTFLRSLLAKSASIQ--  

OsMYC7                LSGECG----HRARRP---VAALLPED--LGDTEWYYVVCMTYAFGPRQGLPGKSFASNEFV-WL-----------------TNAQSAD---RKLFHRALIAKSASIK--  

OsMYC72               -----A----GAGAAP---DEAVEE-E--VTDTEWFFLVSMTQSFPNGLGLPGQALFAAQPT-WI-------------------ATGLS---SAPCDRARQAYTFGLR--  

AtMYC3                ----------SGGIGV---SDESNDEE--VTDTEWFFLVSMTQSFVNGVGLPGESFLNSRVI-WL-----------------SGSGALT---GSGCERAGQGQIYGLK--  

AtMYC5                ----------SGEAFPVVEDDVSDDDDVEVTDMEWFFLVSMTWSFGNGSGLAGKAFASYNPV-LV-----------------TGSDLIY---GSGCDRAKQGGDVGLQ--  

AtMYC4                ----------SGGVGG---GDEAGDEE--VTDTEWFFLVSMTQSFVKGTGLPGQAFSNSDTI-WL-----------------SGSNALA---GSSCERARQGQIYGLQ--  

AtEGL3                ASGSSQ----VTRRAS---AAALSPED--LTDTEWYYLVCMSFVFNIGEGIPGGALSNGEPI-WL-----------------CNAETAD---SKVFTRSLLAKSASLQ--  

AMS                   -----------------------------PRTKSCEFLSHLPASIPLDSGIYAETLLTNQTG-WL---------------------------SESSEPSFMQETIC----  

AtTT8                 -LAGES----TSEARA---CTALSPED--LTETEWFYLMCVSFSFPPPSGMPGKAYARRKHV-WL-----------------SGANEVD---SKTFSRAILAKSAKIQ--  

AtMYC2                ----------SGGVAP---SDDAVDEE--VTDTEWFFLVSMTQSFACGAGLAGKAFATGNAV-WV-----------------SGSDQLS---GSGCERAKQGGVFGMH--  

AtMYC1                TVSTTHDNLNDDDDNCHSTSMMLSPDD--LSDEEWYYLVSMSYVFSPSQCLPGRASATGETI-WL-----------------CNAQYAE---NKLFSRSLLARSASIQ--  

L-Myc Homo sapiens    ---------PSPPTSP---PWGLGPGA-----GDPAPGIGPPEPWPGGCTG-DEAESRGHSKGWG-----------------RNYASII---RRDCMWSGFSARERLE--  

myc Homo sapiens      ---------------P---TPPLSPSR-RSGLCSPSYVAVTPFSLRGDNDGGGGSFSTADQLEMVTELLGGDMVNQSFICDPDDETFIKNIIIQDCMWSGFSAAAKLV--  

L-myc-2 Homo sapiens  --------------PP---PWDLGPAA-----GNPALSFGLLEPWPVGCAGDETESQDYWKA-WD-----------------ANYASLI---RRDCMWSGFSTQEPLE--  

N-myc Homo sapiens    -----P----TPPLSP---SRGFAEHS--SEPPSWVTEMLLENEL-WGSPAEEDAFGLGGLG-GL-----------------TPNPVI----LQDCMWSGFSAREKLE--  

myc Bos taurus        ---------------P---TPPLSPSR-RSGLCSPSYVAVASFSPRGDDDGGGGSFSSADQLEMVTELLGGDMVNQSFICDPDDETLIKNIIIQDCMWSGFSAAAKLV--  

L-Myc Bos taurus      ---------PSPPTSP---PWSSGPGD-----GDAGPGIGPPEPWPGG-GAGDDAESRGHSKAWG-----------------RNYASII---RRDCMWSGFSARERLE--  

N-myc Mus musculus    -----P----TPPLSP---SRAFPEHS--PEPSNWATEMLLPEADLWGNPAEEDAFGLGGLG-GL-----------------TPNPVI----LQDCMWSGFSAREKLE--  

c-myc Mus musculus    ---------------P---TPPLSPSRRSGLCSPSYVAVATSFSPREDDDGGGGNFSTADQLEMMTELLGGDMVNQSFICDPDDETFIKNIIIQDCMWSGFSAAA-----  

L-myc Mus musculus    ---------PSPPTSP---PWGSGPGA-----VDPASGINPGEPWPGG-GAGDEAESRGHSKAWG-----------------RNYASII---RRDCMWSGFSARERLE--  

s-myc Mus musculus    -----P----TPRLSP---DSALAEHS--LEPVNWATEMLLPEADLWSNPGEEEVFGQGGLR-------------------GCTSNPII---LQDCMWSGFSNPGKPE--  

L-Myc Sus scrofa      ---------PSPPTSP---PWGSGPGA-----GDPAPGIGPLEPWPGG-GAADEAEIRGHSKGWG-----------------RNYASII---RRDCMWSGFSARERLE--  

n-Myc Sus scrofa      ---------------P---TPPLSPSR-RSGLCSPSYVAVASFSPRGDDDGGGGSFSTADQLEMVTELLGGDMVNQSFICDPDDETFIKNIIIQDCMWSGFSAAAKLV--  

N-Myc Sus scrofa      ---------PTPPLSP---SRAFPEHS--PEPPNWATEMLLPEADLWGNPAEEDAFGLGGLG-GL-----------------TPNPVI----LQDCMWSGFSAREKLE--  
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TaMYC8A               ----------------------------------TILLVPF-E-TGVLELGSMQ--QVAESSDTLQTIKSVFAG------TGGNKDIIPSREGNG--------------H  

TaMYC9A               ----------------------------------TVVFLPC-K-GGVLELGSAV--AMRENPEVLRAIQSVFHV-----------------------------------E  

TaMYC9B               ----------------------------------TIVFLPC-K-GGVLELGSAV--AMCENPEVLRAIQSAFHV-----------------------------------E  

TaMYC10A              ----------------------------------TIVLLPF-E-AGVLELGSMQ--NVLESAEALETIRSVFLG------ASSKKAASEKHDENS--------------S  

TaMYC10B              ----------------------------------TIVLLPF-E-AGVLELGSMQ--NVLESAEALETIRSVFLG------ASSKKAASGKHDENG--------------S  

TaMYC10D              ----------------------------------TIVLLPF-E-AGVLELGSMQ--NVLESAEALETIRSVFLG------ASSKKPASGKHDENG--------------S  

TaMYC9D               ----------------------------------TVVFLPC-K-GGVLELGSAV--AMRENPEVLRAIQSVFHV-----------------------------------E  

TaMYC8D               ----------------------------------TILLVPF-E-TGVLELGSMQ--QVAESSDTLQTIKSVFAG------TGGNKDIIPSREGNG--------------H  

TaMYC3D               ----------------------------------TMVCIPL-G-TGVLELGATE--VIFQTNDSLGRIRSLFNL---NGGGGGSGSWPPIAPPPQ--------------E  

TaMYC3B               ----------------------------------TMVCIPL-G-TGVLELGATE--VIFQTNDSLGRIRSLFNL---NGGGGGSGSWPPVAPPPQ--------------E  

TaMYC12B              TLLPSRFHHCICIDLSRTCVPFTSLISSWLAFFQTVVCIPF-M-GGVLELGTSD--PVLEDSNMVHQIGTSFWE---LHLPSFPACSKSEEPCSN--------------P  

TaMYC5B               ----------------------------------TVACIPL-M-GGVLELGTTN--TVLEDRDMVNRINTSFWD------LKFPTSEEPNSS-----------------P  

TaMYC5D               ----------------------------------TVACIPL-M-SGVLELGTTN--TVLEDMDMVNRIGTSFWD------LKFPTCSKSEEPNSS--------------P  

TaMYC4A               ----------------------------------TVLLVPV-IPYGVLHLGSLC--MVLESSALATHMKDLFYK-IYNPSIPHNPSATGFCYSNS--------------L  

TaMYC2B               ----------------------------------TVVCIPI-I-DGVMEIGTTE--KVEEDMGLVQYAMAIFMD------QQETHMIPSICHSNQ--------------T  

TaMYC3A               ----------------------------------TMVCIPL-G-TGVLELGATE--VIFQTNDSLGRIRSLFNL---NGGGGGSGSWPPIAPPPQ--------------E  

TaMYC4D               ----------------------------------TVLLVPV-IPYGVLHLGSLCMPQVLESSALATHMKDLFYK-IYNPSIPHNPSATGFGYSNS--------------L  

TaMYC7D               ----------------------------------TVVCIPF-M-GGVLELGTSD--LVLEDPDMVNAIGTSFWE------LPFQACLESEAPSSS--------------P  

TaMYC4B               ----------------------------------TVLLVPV-IPYGVLHLGSLC--MVLESSALATHMKDLFYK-IYNPSIPHNPSATGFCYSNS--------------L  

TaMYC11D              ----------------------------------TIVCIPL-M-GGVLELGTSD--QVLEDPGMVKRISTSFWE------LHLPSSLESKDASSS--------------T  

TaMYC1                ----------------------------------TVACIPL-M-GGVLELGTTN--TVLEDKGMVNWIGTSFWE------LKFPTCSKSEEPNSI--------------P  

TaMYC2A               ----------------------------------TVVCIPI-V-DGVLEIGTTE--KVEEDMGLVQYAMAIFMD------QQETHMISSICHSNQ--------------T  

TaMYC8B               ----------------------------------TILLVPF-E-TGVLELGSMQ--QVAESSDTLQTIKSVFAG------TGGNKDIIPSREGNG--------------H  

TaMYC6D               --------------------------------------------------------KVLEDRDMLNWINTSFWD------LQFTTCSKSEEPNSN--------------P  

TaMYC7B               ----------------------------------TVVCIPF-M-GGVLELGTSD--LVLEDPDMVNGIGTSFWE------LPFQACLESEAPSSS--------------P  

TaMYC7A               ----------------------------------TVVCIPF-M-GGVLELGTSD--PVLEDSNMVHWISTSFWE---LHLASLPACLESEEPSSN--------------P  

BdMYC1                ----------------------------------TLVCIPV-V-DGVLEIGTTE--NVKEDISLVQYAMSIFMD------QQDIQMIPTISEHSTSDKICHMYQQSFQTP  

BdMYC2                ----------------------------------TVVCIPI-V-DGVLEIGTTE--NVKEDISLVQYAMSIIMD------QQDIQMIPTISEHSTSDKICHMYQQSFQTQ  

BdMYC3                ----------------------------------TVLLVPV-MPHGVLHLGSLC--MVLESSALVTLVRDLFYK-------IYDPSATGFVYSNT--------------S  

BdMYC4                ----------------------------------TIVLVPF-E-TGVLELGSMQ--QVVESPDALQAIKAVFAG---------SGNIVQRREGNG--------------H  

BdMYC5                ----------------------------------TVVFLPC-K-GGVLELGSVA--AVRENPDALRAIQSAFRV---------DPPTP----------------------  

BdMYC6                ----------------------------------TRLLVPV-A-GGLVELFASR--YMAEEQEMAELVMAQCGG------------------------------------  

BdMYC7                ----------------------------------TMVCIPV-G-TGVLELGATE--VIFQTADSLGRIRSLFNLNGGGGGGGAGSSWPPVAPHQQ--------------H  

OsMYC1                ----------------------------------TIVLVPF-E-TGVLELGSMQ--QVAESSDTLQTIRSVFAG------AIGNKAGVQRHEGSG--------------P  

OsMYC7                ----------------------------------TVVFLPC-K-GGVLELGSVV--AIRETPEVLRAIQSAMRA------VPAP--------------------------  

OsMYC4                ----------------------------------TIAVIPV-LPRGVIQLGSTK--MVMEEAAFIDHVRSLFQQ------LGSSTAVVPCGSFVQDSIMRTPFHKSLGVP  

OsMYC5                ----------------------------------TRLLVPV-A-GGLVELFASR--YMAEEQQMAELVMAQCGG-GGAGDDGGGQAWPPPE-------------------  

OsMYC6                ----------------------------------TIICIPF-T-SGVLELGTTD--PVLEDPKLVNRIVAYFQE------LQFPICLEVLMSTSP--------------S  

OsMYC7                ----------------------------------TIVCVPF-IMHGVLELGTTD--PISEDPALVDRIAASFWD------TPPRAAFSSE--------------------  

OsMYC72               ----------------------------------TMVCLPL-A-TGVLELGSTD--VIFQTGDSIPRIRALFNL-----SAAAASSWPPHPDAAS--------------A  

AtMYC3                ----------------------------------TMVCIAT-Q-NGVVELGSSE--VISQSSDLMHKVNNLFNF--NNGGGNNGVEASSWGFNLN--------------P  

AtMYC5                ----------------------------------TILCIPS-H-NGVLELASTE--EIRPNSDLFNRIRFLFGG------------------------------------  

AtMYC4                ----------------------------------TMVCVAT-E-NGVVELGSSE--IIHQSSDLVDKVDTFFNF------NNGGGEFGSWAFNLN--------------P  

AtEGL3                ----------------------------------TVVCFPF-L-GGVLEIGTTE--HIKEDMNVIQSVKTLFLE------APPYTTISTRSDYQE--------------I  

AMS                   ----------------------------------TRVLIPI-P-GGLVELFATR--HVAEDQNVVDFVMGHCNM------LMDDSVTINMMVADE--------------V  

AtTT8                 ----------------------------------TVVCIPM-L-DGVVELGTTK--KVREDVEFVELTKSFFYD------HCKTNPKPALSEHST--------------Y  

AtMYC2                ----------------------------------TIACIPS-A-NGVVEVGSTE--PIRQSSDLINKVRILFNF------DGGDGDLSGLNWNLD--------------P  

AtMYC1                ----------------------------------TVVCFPY-L-GGVIELGVTE--LISEDHNLLRNIKSCLME------------ISAHQDNDD---------------  

L-Myc Homo sapiens    ----------------------------------RAVSDRL-A-PGAPR-GNPP--KASAAPDCTPSLEAGNPA-------PAAPCPLG---------------------  

myc Homo sapiens      ----------------------------------SEKLASY-Q-AARKDSGSPN----PARGHSVCSTSSLYLQ---DLSAAASECIDPSVVFPY--------------P  

L-myc-2 Homo sapiens  ----------------------------------RAVSDLL-A-VGAPS-GYSP--KEFATPDYTPELEAGNLA-------PIFPCLLG---------------------  

N-myc Homo sapiens    ----------------------------------RAVSEKLQHGRGPPTAGSTA--QSPGAGAASPAGRGHGGA---AGAGRAGAALPAELAHPA--------------A  

myc Bos taurus        ----------------------------------SEKLASY-Q-AARKDGGSPS--PARGHGGC--STSSLYLQ---DLSAAASECIDPSVVFPY--------------P  

L-Myc Bos taurus      ----------------------------------RAVSDRL-A-AGAPR-GNPP--KAPAAPDCAPSLEAGNPA-------PAAPCPLG---------------------  

N-myc Mus musculus    ----------------------------------RAVNEKLQHGHGPPGVSSAC--SAPGVGASSPGGRALGGS---SSASHTGATLPTDLSHPA--------------A  

c-myc Mus musculus    ----------------------------------KLVSEKL-ASYQAARKDSTS--LSPARGHSVCSTSSLYLQ---DLTAAASECIDPSVVFPY--------------P  

L-myc Mus musculus    ----------------------------------RVVSDRL-A-PGAPR-GNPP--KAPATPDGTPSLEASNPA-------PATQCQLG---------------------  

s-myc Mus musculus    ----------------------------------SVVSEKL-P-GGYRSLAVGA--GTLAPGAAAAASSAGHERSGTAGVGRGKAAWLTELSHLD--------------L  

L-Myc Sus scrofa      ----------------------------------RAVSDRL-A-AGAPR-GNPP--KAPAAPDCAPSLEAGSPA-------PAAPCPLG---------------------  

n-Myc Sus scrofa      ----------------------------------SEKLASY-Q-AARKDSGS----PIPARGHGGYSTSSLYLQ---DLSAAASECIDPSVVFPY--------------P  

N-Myc Sus scrofa      ----------------------------------RAVSEKL-QHGRPPAAGPAA--PVPGAGATSPGGRGHSAA--AAGPGRAGAALPTELAHPA--------------A  

TAD 



 

                              450       460       470       480       490       500       510       520       530       540       550           

                      ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TaMYC8A               IER-------------------------------------------------------------------------------------------SPGLAKIF------GK  

TaMYC9A               AVA-------------------------------------------------------------------------------------------PDDRMRIF------GK  

TaMYC9B               AVA-------------------------------------------------------------------------------------------PDDRMRIF------GK  

TaMYC10A              AQI-------------------------------------------------------------------------------------------SPGLAKIF------GK  

TaMYC10B              AQI-------------------------------------------------------------------------------------------SPGLAKIF------GK  

TaMYC10D              AQI-------------------------------------------------------------------------------------------SPGLAKIF------GK  

TaMYC9D               AVA-------------------------------------------------------------------------------------------PDDRMRIF------GK  

TaMYC8D               IER-------------------------------------------------------------------------------------------SPGLAKIF------GK  

TaMYC3D               AET-------------------------------------------------------------------------------------------DPSVLWLA------DA  

TaMYC3B               AET-------------------------------------------------------------------------------------------DPSVLWLA------DA  

TaMYC12B              SLAN------------------------------------------------------------------------------------------ETSEAGIM------LE  

TaMYC5B               SAD-------------------------------------------------------------------------------------------DTGDADIV------FE  

TaMYC5D               SAD-------------------------------------------------------------------------------------------DTGDADMV------FE  

TaMYC4A               KRPTADVSLDPADVLAHDLFDVINNSAQLFTIEHLSLPHPFTPSEFPMLEDVITGAY------DIGLTTCSDESDLWTNVHEAPSELTHCKTLVDPEMKNLS------FM  

TaMYC2B               SHI-------DQQSLQTHTGQTKP----------------------------------------------------------------------EPNKFDTE------YE  

TaMYC3A               AET-------------------------------------------------------------------------------------------DPSVLWLA------DA  

TaMYC4D               KKPAADVSVDPADVLAHDLFDVINNSAQLFTIEHLSLPHPFTPSEFPMLEDVITGAYNVGLTTCSDETFDANESDLWTNVNEAPSELTHCKTLVNPDMTNLS------FM  

TaMYC7D               STNEIG----------------------------------------------------------------------------------------NGEVDIVV------FE  

TaMYC4B               KKPTADISVDPADVLADDLFDVINNSAQLFTIEHLSLPHPFTPSEFPMLEDVITGAYDIGLTTCSDETFDANESDLWTNVHEAPSELTHCKTLVDPEMTNLS------FM  

TaMYC11D              SANDT-----------------------------------------------------------------------------------------REATDIIL------FE  

TaMYC1                SVD-------------------------------------------------------------------------------------------DTGDADIV------FD  

TaMYC2A               SHIDQQSFQTQRKTPTGQPKP-------------------------------------------------------------------------EPNKFNPE------YE  

TaMYC8B               IER-------------------------------------------------------------------------------------------SPGLAKIF------GK  

TaMYC6D               SAD-------------------------------------------------------------------------------------------DAGEADIV------FE  

TaMYC7B               STNETR----------------------------------------------------------------------------------------NRDVEIIV------FE  

TaMYC7A               SLAK------------------------------------------------------------------------------------------RTGEADIM------FE  

BdMYC1                RKI-------------------------------------------------------------------------------------------HAGQDNEM------EH  

BdMYC2                RKI-------------------------------------------------------------------------------------------HGGQENEM------EH  

BdMYC3                RKPTANVSVDPSDVLAHDLFDLINSSAQLLTIDHLSIPHPLTMSEFPMLEDVTIGA-------CPDETFDANESDLWTNVHEVPSELTCSKKVYEPDMTNLL------FM  

BdMYC4                IEK-------------------------------------------------------------------------------------------SPGLAKIF------GK  

BdMYC5                ----------------------------------------------------------------------------------------------PNDYMRIF------GK  

BdMYC6                ------------------------------------------------------------------------------------------------GHGWQL------QQ  

BdMYC7                GGDQAET---------------------------------------------------------------------------------------DPSVLWLT------DA  

OsMYC1                TDK-------------------------------------------------------------------------------------------SPGLAKIF------GK  

OsMYC7                ----------------------------------------------------------------------------------------------PEDFMRIF------GK  

OsMYC4                TSSHSEDLAGGGNTYNDDMINHQFRHQKSPASTIQSFNPVQQFYAGPTFCRPVTIASRCDLFQPDHGSTFTLNSQSEDNRSTALLKNSVSHSKTSNDAFSHA------FN  

OsMYC5                ----------------------------------------------------------------------------------------------TPSFQWDG------GA  

OsMYC6                PNE-------------------------------------------------------------------------------------------TEDADIVS------EG  

OsMYC7                ----------------------------------------------------------------------------------------------AGDADIVV------FE  

OsMYC72               ----------------------------------------------------------------------------------------------DPSVLWLA------DA  

AtMYC3                DQG-------------------------------------------------------------------------------------------ENDPALWI------SE  

AtMYC5                --------------------------------------------------------------------------------------------------SKYF--------  

AtMYC4                DQG-------------------------------------------------------------------------------------------ENDPGLWI------SE  

AtEGL3                FDPLS-----------------------------------------------------------------------------------------DDKYTPVF------IT  

AMS                   ----------------------------------------------------------------------------------------------ESKPYGML------SG  

AtTT8                 EVHE------------------------------------------------------------------------------------------EAEDEEEV------EE  

AtMYC2                DQG-------------------------------------------------------------------------------------------ENDPSMWI------ND  

AtMYC1                ----------------------------------------------------------------------------------------------EKKMEIKI------SE  

L-Myc Homo sapiens    ----------------------------------------------------------------------------------------------EPKTQACS------GS  

myc Homo sapiens      LND-------------------------------------------------------------------------------------------SSSPKSCA------SQ  

L-myc-2 Homo sapiens  ----------------------------------------------------------------------------------------------EPKIQACS------RS  

N-myc Homo sapiens    ECV-------------------------------------------------------------------------------------------DPAVVFPFPVNKREPA  

myc Bos taurus        LND-------------------------------------------------------------------------------------------SSSPKPCA------SP  

L-Myc Bos taurus      ----------------------------------------------------------------------------------------------EPKTQACS------GS  

N-myc Mus musculus    ECV-------------------------------------------------------------------------------------------DPAVVFPFPVNKRESA  

c-myc Mus musculus    LND-------------------------------------------------------------------------------------------SSSPKSCTSSDSTAFS  

L-myc Mus musculus    ----------------------------------------------------------------------------------------------EPKTQACS------GS  

s-myc Mus musculus    ECV-------------------------------------------------------------------------------------------DPAVVFFP------AN  

L-Myc Sus scrofa      ----------------------------------------------------------------------------------------------EPKTQACS------GS  

n-Myc Sus scrofa      LND-------------------------------------------------------------------------------------------SSSPKPCA------SP  

N-Myc Sus scrofa      ECV-------------------------------------------------------------------------------------------DPAVVFPFPVNKREPA  
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TaMYC8A               DLNLG-----------------------------------RSSAGPVIGVSKVDERPWE-Q--RTAGGGSSLLPNVQKG---------LQSFT---WSQARGLNSHQQKF  

TaMYC9A               DVSRS--------------------------------------PPLPPVQTTGSDASWALR--LGGQAKQEAAAAKPKP-------------------------------  

TaMYC9B               DVSRS--------------------------------------PPLPPVQTTGSDASWALR--LGGQAMVA---------------------------------------  

TaMYC10A              DLNLS-----------------------------------RPLVNTGAVPLKMNERSWDMQ--KNCGGESLLLPNVRKG---------LQNFT---WSQARGLNSHHQKF  

TaMYC10B              DLNLS-----------------------------------RPLVNTGALPLKMNERSWDMQ--KNCGGESLLLPNVRKG---------LQNFT---WSQARGLNSHHQKF  

TaMYC10D              DLNLS-----------------------------------RPLVNTGALPLKMNERSWDMQ--KNCGGESLLLPNVRKG---------LQNFT---WSQARGLNSHHQKF  

TaMYC9D               DVSRS--------------------------------------PPLPPVQTTGSDASWALR--LGGQAMVARPTKQEAA-------------------------------  

TaMYC8D               DLNLG-----------------------------------RSSAGPVIGVSKVDERSWEQ---RTAGGGSSVLPNVQKG---------LQSFT---WSQARGLNSHQQKF  

TaMYC3D               PAGDMKESPPSVEISV---SKP-----------PPPQPPQIHHFENGSTSTLTENPSLSVHAQQPPPQQAAAAAQRQNQ---HQQQLQHQHQLQLQHQHNQGPFRRELNF  

TaMYC3B               PAGDMKESPPSVEISV---SKP-----------PPPQPPQIHHFENGSTSTLTENPSLSVHAQQPPPQQAAAAAQRQNQ---H--QLQHQHQLQLQHQHNQGPFRRELNF  

TaMYC12B              DLDHN-----------------------------AIEGMISELREVECLSDVNLECVTKE---MDEFQFLLEGLDSCAL-------------------------------  

TaMYC5B               DLNHE--------------------------SIAAIIPGELELGEVECLSDGNLERITKE---INGFYGLCDELDVGAL-------------------------------  

TaMYC5D               DLNHN--------------------------TMATMMPGELELGEVECLSDGSLEQITKE---INGFYGLCDELDVGAL-------------------------------  

TaMYC4A               DKLINSNSKLSCTSVI---NIQDADYNNIDDFILAYMAQEYQEHTCGSTLVLNDDVVTS-D--SSIHSKMHKDLEAIPR-------EDIESFM---W---HGRLKQQEST  

TaMYC2B               DDEMEYDDDDEIDAGC---TS------------GSASHDDHATHNAGSSELMQVEMSERVR--DGCSSNLGDEIQMLMV------------CQ---NGTSDHSNLHGQDE  

TaMYC3A               PAGDMKESPPSVEISV---SKP-----------PQPQPPQIHQFENGSTSTLTENPGLSVHAQQPPPQQAAAAAQRQNQ---H--QLQHQHQLQLQHQHNQGPFRRELNF  

TaMYC4D               DKLINSNSKLSCTSVI---NIQDADYNNIDDFILAYMAQEYQEHTCGSTTVLNDDVVTS-N--SSIHSKMHKDLEAIPK-------EDLESFM---W---HGRLKQQEST  

TaMYC7D               DLDHN-----------------------------VAERFISELGEVESMSDANINCATKE---VDDFYDLIEELDVCAL-------------------------------  

TaMYC4B               DKLINSNSKLSCTSVI---NIQDADYNNIDDFILAYMAQEYQEHTCGSTVVLNDDVVTS-N--SSIHSKMHKDLEAIPR-------EDLESFM---W---HGRLKQQEST  

TaMYC11D              DFDHN----------------------------DTVEGVTSEQREVQCLSNVNLERLTK-Q--MDEFHILLGGLDVHPL-------------------------------  

TaMYC1                VLNHN--------------------------TMAMMIPGELELGEVECLSDDNLERITKE---INRFYGLYDELDVGAL-------------------------------  

TaMYC2A               DDEMEYDDDEIDAECA---S-------------GSASHDDHTTHNAGSSELMQVETSERVR--DGCSSNFGDEIQMLMV---------------CQNSTDDHSNLHGQNE  

TaMYC8B               DLNLG-----------------------------------RSSAGPVIGASKVDERPWEQ---RTAGGGSSLLPNVQKG---------LQSFT---WSQARGLNSHQQKF  

TaMYC6D               DLDRN----------------------------------TMAVVIPGELELGQVEFMSDSTKEINEFYGLCDELDVEAL-------------------------------  

TaMYC7B               DLDDN-----------------------------IAKGFISELGEVESMSDANINCVTEE---VDDFYGLIEELDVCAL-------------------------------  

TaMYC7A               DLNHN-----------------------------TIEGMISELREVECFSDVDLECITKE---IDESHSLLEGLDMRAL-------------------------------  

BdMYC1                DDDDI-----GAECASGSGTNTGRNYSRDAPLNIVGNTDDQATPNAGSSELMQLEIPEKVR--DGCSSNLDDEIKMLMV-------------CQNSNDQSDFQRQDEPYE  

BdMYC2                DDDDI--GAECASGSG---TNAGRNYSQDTPLNIVGNTDDQETPNAGSSELMQLEIPEKVR--DGCSSNLDDEIQMLMV-------------CQNSNDQSDFQRQDEPCD  

BdMYC3                DKLTNSNSKLSCRSVI---NIEDSAYDNIEDF-TAYMAQQYHEHRHGSTIVFNDDVVTS-N--LSIHSKLHKDPEAMPR----------EDLE---NSIWNSRFQQKEST  

BdMYC4                DLNLG-----------------------------------RPSAAPVIGVPKGDERSWEQR-AAGAGVGSSLLPNVQKG---------LQNFT---WSQARGLNSHQQKF  

BdMYC5                DLSRG-------------------------------------------AQQTGCDATWAAP--LRLGGQAMAATRPAPK-------------------------------  

BdMYC6                QQPAM--------------------------------------AAAEEEQFYAATSVASLNLFDGGGGGAGGDDQFLAA-------------------------------  

BdMYC7                PVGDMKESPSVEISVS-----------------KPPPPPQIHHFENGSTSTLTENAGPSLH--AHQQPATLAPAAPPRQNQHPHQLQLQHQQSQQQQQQQQGPFRRELNF  

OsMYC1                DLNLG-----------------------------------RPSAGPGTGVSEADERSWE----QRTGGGSSLLPNVQRG---------LQNFT---WSQARGLNSHQQKF  

OsMYC7                DLSPG-----------------------------------------RPSQPMGCDAPWTPR------------LVVQTT-------------------------------  

OsMYC4                PLNEPNVSISGRRECV---SIEQHGSCRNGEMEITIGRTASSSCTGKTNIINKVDDLLSQDCLVGCQASNATSVNRKFQTMSIVDNTKLQDGS---YAIPHAALVDSTQY  

OsMYC5                DAQRL--------------------------------------MYGGSSLNLFDAAAADDDPFLGGGGGDAVGDEAAAA-------------------------------  

OsMYC6                LITHN------------------------------AIEEGQMVVSDECVSNANRDPITM-E--IDELYSIYEDLDLDMD-------------------------------  

OsMYC7                DLDHGNAAVEATTTTV---PG------------EPHAVAGGEVAECEPNSDNDLEQITMDD--IGELYSLCEELDVVRP-------------------------------  

OsMYC72               PPMDMKDSISAADISV---SKP-----------PPPPPHQIQHFENGSTSTLTENPSPSVH--APTPSQPAAPPQRQQQ----------QQQS---SQAQQGPFRRELNF  

AtMYC3                PTNTG----------------------------IESPARVNNGNNSNSNSKSDSHQISKLE--KNDISSVENQNRQSSC-------------------------------  

AtMYC5                ---------------------------------------------SGAPNSNSELFPFQLE--SSCSSTVTGNPNPSPV-------------------------------  

AtMYC4                PNGVD------------------------------SGLVAAPVMNNGGNDSTSNSDSQPIS--KLCNGSSVENPNPKVL-------------------------------  

AtEGL3                EAFPTTSTSGFEQEPE---DHDSFINDGGASQVQSWQFVGEEISNCIHQSLNSSDCVSQTF--VGTTGRLACDPRKSRI-------------------------------  

AMS                   DIQQK---------------------------------------GSKEEDMMNLPSSYDIS---ADQIRLNFLPQMSDY-------------------------------  

AtTT8                 EMTMS---------------------------------EEMRLGSPDDEDVSNQNLHSDLH--IESTHTLDTHMDMMNL-------------------------------  

AtMYC2                PIGTP--------------------------------GSNEPGNGAPSSSSQLFSKSIQFE--NGSSSTITENPNLDPT-------------------------------  

AtMYC1                EKHQL-----------------------------PLGISDEDLHYKRTISTVLNYSADRSG--KNDKNIRHRQPNIVTS-------------------------------  

L-Myc Homo sapiens    ESPSD--------------------------------------SENEEIDVVTVEKRQSLG--IRKPVTITVRADPLDP-------------------------------  

myc Homo sapiens      DSSAFSPSSDS----------------------LLSSTESSPQGSPEPLVLHEETPPTTSSD-SEEEQEDEEEIDVVSV-------------------------------  

L-myc-2 Homo sapiens  ESPSD---------------------------------------SEGEEIDVTVKKRQSLS--TRKPVIIAVRADLLDP-------------------------------  

N-myc Homo sapiens    PVPAAPASAPAAGPAVASGAGIAAPAGAPGVAPPRPGGRQTSGGDHKALSTSGEDTLSDSDDEDDEEEDEEEEIDVVTV-------------------------------  

myc Bos taurus        DSTAFSPSSDS----------------------LLSSAESSPRASPEPLALHEETPPTTSSD-SEEEQEDEEEIDVVSV-------------------------------  

L-Myc Bos taurus      ESPSD--------------------------------------SEGEEIDVVTVEKRQSLG--VRKPVTITVRADPLDP-------------------------------  

N-myc Mus musculus    SVPAAPTSAPATSAAV---TSVSVPATAPVAAPARAGGRPASSGEAKALSTSGEDTLSDSDDEDDEEEDEEEEIDVVTV-------------------------------  

c-myc Mus musculus    PSSDS-----------------------------LLSSESSPRASPEPLVLHEETPPTTSSD-SEEEQEDEEEIDVVSV-------------------------------  

L-myc Mus musculus    ESPSD--------------------------------------SEGEEIDVVTVEKRRSLD--IRKPVTITVRADPLDP-------------------------------  

s-myc Mus musculus    KREPM-----------------------PVPTIPTSTGSAISLGDHQGLSSSLEDFLSNSGSVEEGGEEIYVVMLEETQ-------------------------------  

L-Myc Sus scrofa      ESPSD--------------------------------------SEGEEIDVVTVEKRQSLG--VRKPVTITVRADPLDP-------------------------------  

n-Myc Sus scrofa      DSTAFSPSSDS----------------------LLSSAESSPRGSPEPLALHEETPPTTSSD-SEEEQEDEEEIDVVSV-------------------------------  

N-Myc Sus scrofa      PAPAAPAVAPAAGTVIVSGASAAAPAGAPVAALPRPGGRPASGSDHKALSTSGEDTLSDSDDEDDEEEDEEEEIDVVTV-------------------------------  
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TaMYC8A               GNGILIVSNEATHGNNRTADSSTTTQFQLQKAPQLQKLPLLQKPPQLVKPLQMVNQQQL----------------------------------QPQAPRQIDFSAGTS--  

TaMYC9A               ---------------------------------------------------------------------------------------------QQEPPKTISFSNAVG--  

TaMYC9B               ---------------------------TPAKQEVAAVKPKP----------------------------------------------------QQEPPKTISFSKAVD--  

TaMYC10A              GNGILVVKNETSQRSNGAAHSPGLSPFQLQNSQQILTQPPP----------------------------------------------------QSQTPRHIDFSVGSS--  

TaMYC10B              GNGILVVKSETSQRSNGAAHSPGLSPFQLQNSQQILTQPPP----------------------------------------------------QSQTPRHIDFSVGSS--  

TaMYC10D              GNGILVVKSETSQRSNGAAHSPGLSPFQIRNSQQILTQPPP----------------------------------------------------QSQTPRHIDFSVGSS--  

TaMYC9D               -----------------------------------AVKPKP----------------------------------------------------QQEPPKSISFSD-----  

TaMYC8D               GNGILIVSNEATHGNNRATDSSTTTQFQLQKAPQLQKLPLLQKPPQLVKPLQMVNQQQL----------------------------------QPQAPRQIDFSAGTS--  

TaMYC3D               SDFASNASVTVTPPFFKPESGEILNFGADSTSRRNPSPAPPAATASLTTAPGSLFSQHTATVTAPSNDAKNNPKRSMEATSRASNTNHHQN--ATANEGMLSFSSAPT--  

TaMYC3B               SDFASNASVTVTPPFFKPESGEILNFGADSTSRRNPSPAPPAATASLTTAPGSLFSQHTATVTAPSNDAKNNPKRSMEATSRASNTNHHQT--ATANEGMLSFSSAPT--  

TaMYC12B              ----------------------EDNWVMDRSFEFISSPQTVSSMDY-----------------------------------------------PCTEDVIVTLSSSVQG-  

TaMYC5B               ----------------------EENWIMGGSLEVMSASEVSMAPAAT----------------------------------------------DGITDGAVTFSFVEP--  

TaMYC5D               ----------------------EENWIMGGSFEVMSSPEALPAPAAT----------------------------------------------DGITDGAVTFSSVEP--  

TaMYC4A               SHSLLQANGNKAYSYSHLETNDYAEFLVDAITNQVGNIPNSCSYHSTDS--------------------------------------------STSSETQIQREDHALRL  

TaMYC2B               AWHFLYEELCSGYPQSSAAGEN---QSMAENAHYAHTVTLILHRNNA----------------------------------------------LRQANGLNTRSYLAV--  

TaMYC3A               SDFASNASVKVTPPFFKPESGEILNFGADSTSRRNPSPAPPAATASLTTAPGSLFSQHTATVTAPSNDAKNNPKRSMEATSRASNTNHHQT--ATANEGMLSFSSAPT--  

TaMYC4D               SHSLLQANGNKAYSYSHLETNDYAEFLVDAITNQVGDIPNSYSYHLTDS--------------------------------------------STSSETQIQREDHALRF  

TaMYC7D               ----------------------EDNLVMERSFEFMSSLEMAPDMDA-----------------------------------------------LRIDDNTITLSSSVNG-  

TaMYC4B               SHSLLQANGNKAYSYSHLEANDYAEFLVDAITNQVGNIPNSCSYHSTDS--------------------------------------------STSSETQIQREDHPLRL  

TaMYC11D              ----------------------EDRWIMDEPFEFTFSPELASAMDM-----------------------------------------------PSTDDVIVTLSRSEG--  

TaMYC1                ----------------------EENWTMGGCFEIMSSPEVPPAPAAT----------------------------------------------NGITNGAVTLSSVEP--  

TaMYC2A               AWHFLYEELCSGYPQSS-----GENQAMAENAHYAQTLSLILHRNNA----------------------------------------------LRQGGGLNTGSYLAV--  

TaMYC8B               GNGILIVSNEATHGNNRAADSSTTTQFQLQKAPQLQKLPLLQKPPQLVKPLQMVNQQQL----------------------------------QPQAPRQIDFSAGTS--  

TaMYC6D               ----------------------EENWIMGGSFELIVLC-------------------------------------------------------GLEEIMGLGRSVAAP--  

TaMYC7B               ----------------------EDNWVIERSFEFMSSLEMAPNMEA-----------------------------------------------PRIDDNTVTLSSSVNG-  

TaMYC7A               ----------------------EDNWILDGSFEFMSSPQMVPAMDA-----------------------------------------------PCTEDVNVTLSSSVEG-  

BdMYC1                SWHFLYEELCSGYPQSSGENQDIV--LQPENAHYAETVMSILQRNDT----------------------------------------------RRQAASTNTRSYVAA--  

BdMYC2                SWHFLYEELCSGYPQSSAGENQDM-VLQPENAHYTETVMSILQRNT-----------------------------------------------RRQAAGTSTRSYVAA--  

BdMYC3                SHSLRQANGSKTYFYSHLENADYTEFLLDALTNQVGNIPNSD---------------------------------------------------SSHSTDYYTSCETPIQR  

BdMYC4                GNGILIVSNEVPH-NNGAADSPTTAQFQLQKATQLQKLPQLQKQPPQLVKPLQMVNQQQL---------------------------------QAQAPRQIDFSAGTS--  

BdMYC5                -------------------------------KEVVKAKPA-----------------------------------------------------EPSPKRSINFTQQPD--  

BdMYC6                --------------------GAGEDDGGAAAWGVAAGTSSE----------------------------------------------------AAHEQQQLYSGGAAAAA  

BdMYC7                SDFATNASVTVTPPFFKPESGEILNFGADSTSRRNPSPAPPAAAASLTTAPGSLFSQHTATVTAPTNEAKNNPKRSMEATSRASNTNHHPS--ATANEGMLSFSSAPT--  

OsMYC1                GNGILIVSNEATPRNNGGVDSSTATQFQLQKAPPLQKLPQLQKSHQLVKPQQLVSQQQL----------------------------------QPQAPRQIDFSAGTS--  

OsMYC7                ---------------------------------------------------------------------------------------------PVRPAKSLDFSKAN---  

OsMYC4                SDCFQSLLGTIQGSSSSNSNAIHVDTSHNAVHGKSNFCPLGDRNAANSSDLAELLASPIP---------------------------------LELTGGNDLFDVLQLQQ  

OsMYC5                -----------------------------GAWPYAGMAVSE----------------------------------------------------PSVAVAQEQMQHAAGGG  

OsMYC6                ------------------LDLDTVRFLEDNGWPVNPSSFQLVPASS-----------------------------------------------TEAVAAAAAANDVDGVA  

OsMYC7                ------------------LDDDSSSWAVADPWSSFQLVPTSSPAPDQAPAAEATDV-------------------------------------DDVVVAALDSSSIDGSC  

OsMYC72               SDFASN-GGAAAPPFFKPETGEILNFGNDSSSGRRNPSPAPPAATASLTTAPGSLFSQHTPTLTAAANDAKSNNQKRSMEATSRASNTNNHPAATANEGMLSFSSAPT--  

AtMYC3                -----LVEKDLTFQGGLLKSNETLSFCGNESSKKRTSVSKG----------------------------------------------------SNNDEGMLSFSTVVR--  

AtMYC5                --------------------------YLQNRYNLNFSTSSST---------------------------------------------------LARAPCGDVLSFGEN--  

AtMYC4                ------------KSCEMVNFKNGIENGQEEDSSNKKRSPV-----------------------------------------------------SNNEEGMLSFTSVLP-C  

AtEGL3                -------------QRLGQIQEQSNHVNMDDDVHYQGVISTIFKTTHQ----------------------------------------------LILGPQFQNF-------  

AMS                   ---------------------ETQHLKMKSDYHHQALGYLPENG-------------------------------------------------NKEMMGMNPFNTVEE--  

AtTT8                 ---------------------------MEEGGNYSQTVTTLLMSHPT----------------------------------------------SLLSDSVSTYSYIQS--  

AtMYC2                ---PSPVHSQTQNPKFNNTFSRELNFSDVKFYFSEPRSGEILNFGDEGKR-------------------------------------------SSGNPDPSSYSGQTQFE  

AtMYC1                --------------------------------------------------------------------------------------------------------------  

L-Myc Homo sapiens    ----------------------CMKHFHISIHQQQHNYA------------------------------------------------------ARFPPESCSQEEASERG  

myc Homo sapiens      -----------------------EKRQAPGKRSESGSPSAGGHSK------------------------------------------------PPHSPLVLKRCHVS---  

L-myc-2 Homo sapiens  ----------------------RMNLFHISIHQQQHNYA------------------------------------------------------APFPPESCFQEGAPKRM  

N-myc Homo sapiens    ------------EKRRSSSNTKAVTTFTITVRPKNAALGPG----------------------------------------------------RAQSSELILKRCLPI--  

myc Bos taurus        -----------------------EKRQPPAKRSESGSPSAGSHSK------------------------------------------------PPHSPLVLKRCHVS---  

L-Myc Bos taurus      ----------------------CMKHFHISIHQQQHNYA------------------------------------------------------ARFPPESCSQGQAPEPG  

N-myc Mus musculus    ------------EKRRSSSNNKAVTTFTITVRPKTSALGLG----------------------------------------------------RAQPGELILKRCVPI--  

c-myc Mus musculus    -----------------------EKRQTPAKRSESGSSPSRGHSK------------------------------------------------PPHSPLVLKRCHVS---  

L-myc Mus musculus    ----------------------CMKHFHISIHQQQHNYA------------------------------------------------------ARFPPESCSQEGDPEPG  

s-myc Mus musculus    -------------------FSKTVSRLPTAAHQENAALSPG----------------------------------------------------CAQSSELILKRYDLI--  

L-Myc Sus scrofa      ----------------------CMKHFHISIHQQQHNYA------------------------------------------------------ARFPPESCSQGEAPEKG  

n-Myc Sus scrofa      -----------------------EKRQPPAKRSESGSPSAGGHSK------------------------------------------------PPHSPLVLKRCHVS---  

N-Myc Sus scrofa      ------------EKRRSSSNSKAVTTFTITVRPKSAALGPG----------------------------------------------------RAPAGELILKRCVPI--  
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TaMYC8A               -SKSGVLV------------TR--AAVLDGDSSEVNGLCKEEGTTPVIE-------------------------------------------------------------  

TaMYC9A               -AQKQAGG------------------------------------------------------------------------------------------------------  

TaMYC9B               -AQKQAGG------------------------------------------------------------------------------------------------------  

TaMYC10A              -SKSGVLT------------SQ--AALLGGENGSVDGLCKEQVAPAM---------------------------------------------------------------  

TaMYC10B              -SKSGVLT------------SQ--AALLGGENGSVDGLCKEQVAPTM---------------------------------------------------------------  

TaMYC10D              -SKSGVLT------------SQ--AAPLGGENGSVDGLCKEQVAPTM---------------------------------------------------------------  

TaMYC9D               -AQKQAGG------------------------------------------------------------------------------------------------------  

TaMYC8D               -SKSGVLV------------TR--AAVLDGDSSEVNGLCKEEGTTPVI--------------------------------------------------------------  

TaMYC3D               -TRPSTGT------------GA--PAKSESDHSDLEASVREVESSRVVP-------------------------------------------------------------  

TaMYC3B               -TRPSTGT------------GA--PAKSESDHSDLEASVREVESSRVVP-------------------------------------------------------------  

TaMYC12B              -TRPSCFI------------AW---RRSLELKDMVVRVTDTEESQKLLKKI-----------------------------------------------------------  

TaMYC5B               -SRSSCFT------------AW----KRSLDSTEDVDTSVAGESQKLLKKV-----------------------------------------------------------  

TaMYC5D               -SRSSCFT------------AW----KRSLDSTKDVAASVAGESQKLLKKV-----------------------------------------------------------  

TaMYC4A               DSSTSCGTQIQREDHALRLEESAIPDPFGGREFSLTSVEEGFMTSKMTVSLP----------------------------------------------------------  

TaMYC2B               -SHQSSFS------------RW--DAGIHGRTVAQGTTRQKMVKSVLLFFS-----------------------------------------------------------  

TaMYC3A               -TRPSTGT------------GA--PAKSESDHSDLEASVREVESSRVVP-------------------------------------------------------------  

TaMYC4D               DSSTSCETQIQREDHALSLEESTIPDPSGGREFSPTSVKEGFMTSKMTVSLP----------------------------------------------------------  

TaMYC7D               -SRPSCFT------------VW-----KRSSDWEDMDVRDLGESQKLLKKV-----------------------------------------------------------  

TaMYC4B               DSSTSCGTQIQREDHALRLEESAIPDPFGGREFSPASVKEGFMTSKMTVSLP----------------------------------------------------------  

TaMYC11D              -SRPSCFT------------AW-----KGSSELKYVPGQVVGESQKLLTKV-----------------------------------------------------------  

TaMYC1                -SRSSCFT------------AW----KRSWDSAEDMATLVARETQKLLKKA-----------------------------------------------------------  

TaMYC2A               -SLQSSFS------------RW--DAGIHGRTVAQGTTRQKMLKSVLLFFS-----------------------------------------------------------  

TaMYC8B               -SKSGVLV------------TR--AAVLDGDSSEVNGLCKEEGTTPVI--------------------------------------------------------------  

TaMYC6D               ---------------------------------------VDGESQKLLKKA-----------------------------------------------------------  

TaMYC7B               -SRPSCFT------------VW-----KRSSDWEDMDVRDPGESQKLLKKV-----------------------------------------------------------  

TaMYC7A               -TRPSCFI------------AW-----RRSTESKEADARVTEESQKLLKKI-----------------------------------------------------------  

BdMYC1                -SHQSSFS------------TW---HPTMLQQGRTATGAGGTTQQRMLGSLLFNNAAAAA--------------------------------------------------  

BdMYC2                -SHQSSFS------------TW---HPTMLQQGRTATGAGGTTPQRMLRSVLFNNAAA----------------------------------------------------  

BdMYC3                EDHSLRLE------------EWSVPDPSGGQEFSPISVNEGFTSPKINLSFP----------------------------------------------------------  

BdMYC4                -SKSGVLV------------AR--TAVLDGESSEVNGLCKEEGAPPII--------------------------------------------------------------  

BdMYC5                -AQKQAGG------------------------------------------------------------------------------------------------------  

BdMYC6                RAESGSEG-----------------SELQGDDDDVDGGVQRK--------------------------------------------------------------------  

BdMYC7                -TRPSTGT------------GA--PAKSESDHSDLEASVREVESSRVVP-------------------------------------------------------------  

OsMYC1                -SKPGVLT------------KK--PAGIDGDGAEVDGLCKDEGPPPAL--------------------------------------------------------------  

OsMYC7                -VQEQAGG------------------------------------------------------------------------------------------------------  

OsMYC4                KPNGSNNSEVNNRQSMPYGSEQAVKSLIGCVDDDFTGLITEADPDQLLDAIVSKIITGHKQNVDTSASCSTTVAGFDRPLHSDCHLYTTGPSSGPIFCNFASVAPVAIKT  

OsMYC5                VAESGSEG----------------RKLHGGDPEDD---------------------------------------------------------------------------  

OsMYC6                NSQVSCFM------------AW----KSAKSNEMAVPVVTGIESQKLLKKV-----------------------------------------------------------  

OsMYC7                RPSPSSFV------------AW--KRTADSDEVQAVPLISGEPPQKLLKKAV----------------------------------------------------------  

OsMYC72               -TRPSTGT------------GA--PAKSESDHSDLEASVREVESSRVVAPP-----------------------------------------------------------  

AtMYC3                ---------------------------SAANDSDHSDLEASVVKEAIVV-------------------------------------------------------------  

AtMYC5                -VKQSFEN--------------------RNPNTYSDQIQNVVPHATVML-------------------------------------------------------------  

AtMYC4                DSNHSDLE---------------------------ASVAKEAESNRVV--------------------------------------------------------------  

AtEGL3                -DKRSSFT------------RW---------KRSSSVKTLGEKSQKMIKKIL----------------------------------------------------------  

AMS                   -DGIPVIG----------------EPSLLVNEQQVVNDKDMNENGRVDSGSD----------------------------------------------------------  

AtTT8                 -----SFA------------TWRVENGKEHQQVKTAPSSQWVLKQMIF--------------------------------------------------------------  

AtMYC2                NKRKRSMV------------LNEDKVLSFGDKTAGESDHSDLEASVVKE-------------------------------------------------------------  

AtMYC1                -EPGSSFL------------RW------KQCEQQVSGFVQKKKSQNVLRKI-----------------------------------------------------------  

L-Myc Homo sapiens    -PQEEVLE-------------------RDAAGEKEDEEDEEIVSPPPVESE-----------------------------------------------------------  

myc Homo sapiens      -THQHNYA-----------------APPSTRKDYPAAKRVKLDSVRVLRQ------------------------------------------------------------  

L-myc-2 Homo sapiens  PPKEALER--------------------EAPGGKDDKEDEEIVSLPPVESE-----------------------------------------------------------  

N-myc Homo sapiens    -HQQHNYA------------AP--SPYVESEDAPPQKKIKSEASPRPLKSVI----------------------------------------------------------  

myc Bos taurus        -THQHNYA-----------------APPSTRKDYPAAKRAKLDSGRVLKQ------------------------------------------------------------  

L-Myc Bos taurus      PREDGLER--------------------EAPEEKEDEADEEIVSLPPVESE-----------------------------------------------------------  

N-myc Mus musculus    -HQQHNYA------------AP--SPYVESEDAPPQKKIKSEASPRPLKSVV----------------------------------------------------------  

c-myc Mus musculus    -THQHNYA-----------------APPSTRKDYPAAKRAKLDSGRVLKQ------------------------------------------------------------  

L-myc Mus musculus    PQEEAPEI----------------EAPKEKEEEEEEEEEEEIVSPPPVGSE-----------------------------------------------------------  

s-myc Mus musculus    -QEQHNYA---------------APPLPYVDREDARPQKKPRSHTSLALKC-----------------------------------------------------------  

L-Myc Sus scrofa      -PQAEPLE-------------------RDAPDEKEEEADEEMVSPPPVESE-----------------------------------------------------------  

n-Myc Sus scrofa      -THQHNYA-----------------APPSTRKDYPSAKRAKLDSGRVLKQ------------------------------------------------------------  

N-Myc Sus scrofa      -HQQHNYA------------AP--SPYVESEDAPPQKKMKSETSPRPLKSVV----------------------------------------------------------  
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TaMYC8A               -------------------------------------------DRRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNISK---  

TaMYC9A               ------------------------------------------EDRRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPKISK---  

TaMYC9B               ------------------------------------------EERRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPKISK---  

TaMYC10A              -------------------------------------------EGQPR--KRGRKPANG-------------RVEALNHVEAERQR-REKLNQRFYALRAVVPNISK---  

TaMYC10B              ------------------------------------------EGQQPR--KRGRKPANG-------------RVEALNHVEAERQR-REKLNQRFYALRAVVPNISK---  

TaMYC10D              ------------------------------------------EGQQPR--KRGRKPANG-------------RVEALNHVEAERQR-REKLNQRFYALRAVVPNISK---  

TaMYC9D               ------------------------------------------EERRPR--KRGRKPANG-------------REEPLNHVKA----------------------------  

TaMYC8D               ------------------------------------------EDRRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNISK---  

TaMYC3D               ----------------------------------------PPEEKRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNVSK---  

TaMYC3B               ----------------------------------------PPEEKRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNVSK---  

TaMYC12B              ----------------------------------------VAGGAWTNNGDGGSMARDR-------------ESNIKNHVISERRR-RERLNEMFMVLKSLVPSIHK---  

TaMYC5B               ----------------------------------------LAGGAWAN--NGGDGTARAQE-----------STNTKNHVISERRR-REKLNEMFLILKSLVPSIHK---  

TaMYC5D               ----------------------------------------LAGGAWAN--NGGDGTARAQE-----------STNTKNHVISERRR-REKLNEMFLILKSLVPSIHK---  

TaMYC4A               ----------------------------------------KGINRTMTE-ECVVHTIQDMHREISVEIK---HEGGKKELHRPRPRDRQLIQDRMKELRELIPNASK---  

TaMYC2B               ----------------------------------------AACNKPPGD-LILRCDEAGARRE---------VDFGASHVMQERKR-REKLNERFIILRSLVPFVTKART  

TaMYC3A               ----------------------------------------PPEEKRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNVSK---  

TaMYC4D               ----------------------------------------KGINRTMTE-ECVGHTIQDMHREISVEIK---HEGGKKELHRPRPRDRQLIQDRMKELRELIPNASK---  

TaMYC7D               ----------------------------------------VAGGGWT---MRAQ------------------ESNIKTHVLSERRH-REKLNEMFLVLKSLVPSINK---  

TaMYC4B               ----------------------------------------KGINRTMTE-ECVGHTIQDMHMEISVEIK---HEGGKKELHRPRPRDRQLIQDRMKELRELIPNASK---  

TaMYC11D              ----------------------------------------VAGGAWASN-YGGRTTVRAQ------------EINNNTHVMTERRR-REKLNEMFLVLKSLVPSVHK---  

TaMYC1                ----------------------------------------LAGGAWAN--NGGDDTARAQE-----------STNTKNHVISERRR-REKLNEMFLILKSLVPSIHK---  

TaMYC2A               ----------------------------------------AACNKPPGD-PRCDDAGARRE-----------VDFGASHVMQERKR-REKLNERFIVLRSLVPFVTK---  

TaMYC8B               ------------------------------------------EDRRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNISK---  

TaMYC6D               ----------------------------------------LASGAWAN--NGGDDTARAQE-----------SINTKNHVISERRR-REKLNEMFLILKSLVPSIHK---  

TaMYC7B               ----------------------------------------VAGGDWT---MRAQ------------------ESNIKTHVLSERRR-REKLNEMFLVLKSLVPSINK---  

TaMYC7A               ----------------------------------------VAGGAWTNN-GRGGTMARAR------------ETNIKAHVISERRR-RERLNEMFLVLKSLVPSIHK---  

BdMYC1                ----------------------------------------SGYGKPADDIRGEGGPRREA------------ADLSANHVLQERKR-REKLNERFIILRSLVPFVTK---  

BdMYC2                ----------------------------------------SGHGKPADDFPRGGGPRREA------------ADLSANHVLQERKR-REKLNERFIILRSLVPFVTK---  

BdMYC3                ----------------------------------------TVINKIIAE-EYTGHTIQDVCKGNSVEVK---HGCRRTELHRPRPRDRQLIQDRMKELRELIPNASK---  

BdMYC4                ------------------------------------------EDRRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNISK---  

BdMYC5                ----------------------------------------GGDERRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPKISK---  

BdMYC6                --------------------------------------------------DGGHGGGGG-------------KRQQCKNLMAERKR-RKKLNDRLYKLRSLVPNITK---  

BdMYC7                ----------------------------------------PPEEKRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNVSK---  

OsMYC1                ------------------------------------------EDRRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNISK---  

OsMYC7                ------------------------------------------QERRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPKISK---  

OsMYC4                EGPAAGSRQSSSSIDKSAGCSQTQESYKSQIRLWVENNHSVGSDSLSTG-QASDSLSTGQCKRSDEIGKSNRKRSRPGESARPRPKDRQMIQDRIKELREIVPNSAK---  

OsMYC5                --------------------------------------------------GDGEGRSGGA------------KRQQCKNLEAERKR-RKKLNGHLYKLRSLVPNITK---  

OsMYC6                ----------------------------------------VDCGARMST-GRGSRAALTQ------------ESGIKNHVISERRR-REKLNEMFLILKSIVPSIHK---  

OsMYC7                ----------------------------------------AGAGAWMN--NGDSSAAAMTTQ----------GSSIKNHVMSERRR-REKLNEMFLILKSVVPSIHR---  

OsMYC72               ----------------------------------------PEAEKRPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNVSK---  

AtMYC3                ----------------------------------------EPPEKKPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYSLRAVVPNVSK---  

AtMYC5                ------------------------------------------EKKKGK--KRGRKPAHG-------------RDKPLNHVEAERMR-REKLNHRFYALRAVVPNVSK---  

AtMYC4                ----------------------------------------VEPEKKPR--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYSLRAVVPNVSK---  

AtEGL3                ------------------------------------------FEVPLMN-KKEELLPDT-------------PEETGNHALSEKKR-REKLNERFMTLRSIIPSISK---  

AMS                   ----------------------------------------CSDQIDDED-DPKYKKKSG-------------KGSQAKNLMAERRR-RKKLNDRLYALRSLVPRITK---  

AtTT8                 --------------------------------------------RVPFL-HDNTKDKRL-------------PREDLSHVVAERRR-REKLNEKFITLRSMVPFVTK---  

AtMYC2                ----------------------------------------VAVEKRPK--KRGRKPANG-------------REEPLNHVEAERQR-REKLNQRFYALRAVVPNVSK---  

AtMYC1                ------------------------------------------LHDVPL--MHTKRMFPS-------------QNSGLNQDDPSDRR-KE--NEKFSVLRTMVPTVNE---  

L-Myc Homo sapiens    ----------------------------------------AAQSCHPK--PVSSDTED--------------VTKRKNHNFLERKR-RNDLRSRFLALRDQVPTLAS---  

myc Homo sapiens      ----------------------------------------ISNNRKCTS-PRSSDTEE--------------NVKRRTHNVLERQR-RNELKRSFFALRDQIPELEN---  

L-myc-2 Homo sapiens  ----------------------------------------AAQSCQPK--PIHYDTEN--------------WTKKKYHSYLERKR-RNDQRSRFLALRDEVPALAS---  

N-myc Homo sapiens    ----------------------------------------PPKAKSLS--PRNSDSED--------------SERRRNHNILERQR-RNDLRSSFLTLRDHVPELVK---  

myc Bos taurus        ----------------------------------------ISNNRKCAS-PRSSDTEE--------------NDKRRTHNVLERQR-RNELKRSFFALRDQIPELEN---  

L-Myc Bos taurus      ----------------------------------------PSQPCNPK--PVSSDTED--------------VTKRKNHNFLERKR-RNDLRSRFLALRDQVPTLAT---  

N-myc Mus musculus    ----------------------------------------PAKAKSLS--PRNSDSED--------------SERRRNHNILERQR-RNDLRSSFLTLRDHVPELVK---  

c-myc Mus musculus    ----------------------------------------ISNNRKCSS-PRSSDTEE--------------NDKRRTHNVLERQR-RNELKRSFFALRDQIPELEN---  

L-myc Mus musculus    ----------------------------------------APQSCHPK--PVSSDTED--------------VTKRKNHNFLERKR-RNDLRSRFLALRDQVPTLAS---  

s-myc Mus musculus    ----------------------------------------VFRPKAPRLGSRKNSDWEN-------------IERRRNHNRMERQR-RDIMRSSFLNLRDLVPELVH---  

L-Myc Sus scrofa      ----------------------------------------PPQTCHPK--PVSSDAED--------------VTKRKNHNFLERKR-RNDLRSRFLALRDQVPTLAS---  

n-Myc Sus scrofa      ----------------------------------------ISNNRKCAS-PRSSDTEE--------------NDKRRTHNVLERQR-RNELKRSFFARRDQIPELEN---  

N-Myc Sus scrofa      ----------------------------------------PPKAKSLS--PRNSDSED--------------SERRRNHNILERQR-RNDLRSSFLTLRDHVPELVK---  

Basic Helix 
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TaMYC8A               ---------------MDKAS---LLGDAIA---YITDLQKKLKDMETERER-------------------F--LESGMVDPRE-RAPRP---------------------  

TaMYC9A               ---------------MDKAS---LLSDAIA---YIQELEERLRGGAPARAE-----------------------------------AGP---------------------  

TaMYC9B               ---------------MDKAS---LLSDAIA---YIQELEERLRGGAAGPAP-------------------------------ARAETGP---------------------  

TaMYC10A              ---------------MDKAS---LLGDAIT---HITDLQKKLKEMESERDM---------------------FLESGMVDRRV-QTPRP---------------------  

TaMYC10B              ---------------MDKAS---LLGDAIT---HITDLQKKLKEMESERDM-------------------F--LESGMVDRRV-QTPRP---------------------  

TaMYC10D              ---------------MDKAS---LLGDAIT---HITDLQKKLKEMESERDM---------------------FLESGMVDRRV-QTPRP---------------------  

TaMYC9D               ---------------M----------------------------------------------------------------------------------------------  

TaMYC8D               ---------------MDKAS---LLGDAIA---YITDLQKKLKDMETERER---------------------FLESGMVDPRE-RAPRP---------------------  

TaMYC3D               ---------------MDKAS---LLGDAIS---YINELRGKMTALESDKET----------------------LHSQIEALKKERDARP----------------AAPSS  

TaMYC3B               ---------------MDKAS---LLGDAIS---YINELRGKMTALESDKET----------------------LHSQIEALKKERDARP----------------AAPSS  

TaMYC12B              ---------------VDKAS---ILLQTIA---YLKELEQRVKELESNRAT-----------------------------------------------------------  

TaMYC5B               ---------------VDKAS---ILAETIA---YLRELEQKVEELESNRAA-----------------ATAVRKLHDVSGKKVLAGSKR-----------KASELGGDDA  

TaMYC5D               ---------------VDKAS---ILAETIA---YLRELEQKVEELESNRVA-----------------GTAVRKLHDVSGKKVLAGSKR-----------KASELGGDDT  

TaMYC4A               ---------------CSIDA---LLDKTITQMLFLQSVSEKAEKLQNKTRN----------------------EKFGNEAKKKLENC-----------------------  

TaMYC2B               QSSAKKLQSFLHGCQMDKAS---ILGDTIE---YVKQLTKRIQDLESSTVR----------------------GAAMPKEKRTLLTGKE-----------------GASS  

TaMYC3A               ---------------MDKAS---LLGDAIS---YINELRGKMTALESDKET----------------------LHSQIEALKKERDARP----------------AAPSS  

TaMYC4D               ---------------CSIDA---LLDKTITQMLFLQSVSEKAEKLQNKTRN----------------------EKFGNEAKKKLENC-----------------------  

TaMYC7D               ---------------MDKAS---ILAETIT---YLKELEQRVEELESSRAP---------SWHPKEATGRGLHDVARRKKIKLSTGCKR------------------KAP  

TaMYC4B               ---------------CSIDA---LLDKTITQMLFLQSVSEKAEKLQNKTRN----------------------EKFGNEAKKKLENC------------------PLRVE  

TaMYC11D              ---------------VDKAS---ILTETIG---YLRELKQRVDQLESSRSP----------SHPKETTGPSKSHVAGARKKIVSAGSKR---------------------  

TaMYC1                ---------------VDKAS---ILAETIT---YLRELEQKVEELGSNRAA----------------RTTAVRKRHEVGGKKVLARSKR-----------KASELGGDDT  

TaMYC2A               ---------------MDKAS---ILGDTIE---YVKQLTKRIQDLESSTVR----------------------GPAMSKEKRALPTGME--------------------G  

TaMYC8B               ---------------MDKAS---LLGDAIA---YITDLQKKLKDMETERER---------------------FLESGMVDPRE-RAPRP---------------------  

TaMYC6D               ------------------------------------GLEHKVEELESNRAA-----------------GIAVRKCHEVPGKKVLAGSKR-----------KAPEVGGDDA  

TaMYC7B               ---------------MDKAS---ILAETIT---YLKELEQRVEELESSRTP---------SWHPKEGTGRGLHDVAGRKKIKLSTGCKR------------------KAS  

TaMYC7A               ---------------VDKAS---ILVETIA---YLKELEQRVKELESSGAP-----------------------------------------------------------  

BdMYC1                ---------------MDKAS---ILGDTIE---YVKQLRSRIQDLESSSTR-----QQQQQVHGGGGGELARSAKRKMATRAAVEGCSA----------------SSSSS  

BdMYC2                ---------------MDKAS---ILGDTIE---YVKQLRSRIQDLESSSTR---------------QQQQVVHGCGGLTAAADQARSAK-----------RKLATREGSS  

BdMYC3                ---------------CSIDA---LLDRTITHMLFLQSVSEKAEKLQDKIVH----------------------EEFSYEAKKQLENC-----------------------  

BdMYC4                ---------------MDKAS---LLGDAIA---YITDLQKKLKDMETERERF---------------------LESGMADPRD-RAPRP---------------------  

BdMYC5                ---------------MDKAS---LLSDAIA---YIQELEARLRTPTSP--------------------------------------------------------------  

BdMYC6                ---------------MDRAS---ILGDAID---YIVGLQKQVKDLQDELEEEDNPNNPDVLTMDDHPPPGLDNDEASPPPPQKRARAPA------------ADPEEEEEK  

BdMYC7                ---------------MDKAS---LLGDAIS---YINELRGKMTALESDKDT----------------------LHSQIEALKKERDARP----------------VAPLS  

OsMYC1                ---------------MDKAS---LLGDAIT---YITDLQKKLKEMEVERER---------------------LIESGMIDPRD-RTPRP---------------------  

OsMYC7                ---------------MDKAS---LLSDAIA---YIQELEARLRGDAPVPAR----------------------------------ADGP---------------------  

OsMYC4                ---------------CSIDT---LLEKTIKHMLFLQNVAKHADKLKGSGEP------------------KIVSHEEGLLLKDNFEGGAT---------------------  

OsMYC5                ---------------MDRAS---ILGDAID---YIVGLQKQVKELQDELEDNHVHHKPPDVLIDHPPPASLVGLDNDDASPPNSHQQQPPLAVSGSSSRRSNKDPAMTDD  

OsMYC6                ---------------VDKAS---ILEETIA---YLKVLEKRVKELESSSEP----------------------SHQRATETGQQRRCEI-----------TGKELVSEIG  

OsMYC7                ---------------VDKAS---ILAETIA---YLKELEKRVEELESSSQP-----------SPCPLETRSRRKCREITGKKVSAGAKR-----------KAPAPEVASD  

OsMYC72               ---------------MDKAS---LLGDAIS---YINELRGKLTALETDKET----------------------LQSQMESLKKERDARP----------------PAPSG  

AtMYC3                ---------------MDKAS---LLGDAIS---YINELKSKLQQAESDKEE------------------IQKKLDGMSKEGNNGKGCGS--------------RAKERKS  

AtMYC5                ---------------MDKTS---LLEDAVC---YINELKSKAENVELEKHA----------------------IEIQFNELKEIAGQRN-----------------AIPS  

AtMYC4                ---------------MDKAS---LLGDAIS---YISELKSKLQKAESDKEE----------------------LQKQIDVMNKEAGNAK--------------SSVKDRK  

AtEGL3                ---------------IDKVS---ILDDTIE---YLQDLQKRVQELESCRES----------ADTETRITMMKRKKPDDEEERASANCMN--------SKRKGSDVNVGED  

AMS                   ---------------LDRAS---ILGDAIN---YVKELQNEAKELQDELEE-----------------NSETEDGSNRPQGGMSLNGTVVTGFHPGLSCNSNVPSVKQDV  

AtTT8                 ---------------MDKVS---ILGDTIA---YVNHLRKRVHELENTHHE---------------------------QQHKRTRTCKR---------------------  

AtMYC2                ---------------MDKAS---LLGDAIA---YINELKSKVVKTESEKLQ----------------------IKNQLEEVKLELAGRK-------------ASPSGGDM  

AtMYC1                ---------------VDKES---ILNNTIK---YLQELEARVEELESCMGS-------------------VNFVERQRKTTENLNDSVL--IEETSGNYDDSTKIDDNSG  

L-Myc Homo sapiens    ---------------CSKAPKVVILSKALE---YLQALVGAEKRMATEKRQ-----------------------------------------------------------  

myc Homo sapiens      ---------------NEKAPKVVILKKATA---YILSVQAEEQKLISEEDL-----------------------------------------------------------  

L-myc-2 Homo sapiens  ---------------CSRVSKVMILVKATE---YLHELAEAEERMATEKRQ-----------------------------------------------------------  

N-myc Homo sapiens    ---------------NEKAAKVVILKKATE---YVHSLQAEEHQLLLEKEK-----------------------------------------------------------  

myc Bos taurus        ---------------NEKAPKVVILKKATA---YILSVQAEQQKLKSEIDV-----------------------------------------------------------  

L-Myc Bos taurus      ---------------CSKAPKVVILSKALE---YLQALVGAEKRMATEKRQ-----------------------------------------------------------  

N-myc Mus musculus    ---------------NEKAAKVVILKKATE---YVHALQANEHQLLLEKEK-----------------------------------------------------------  

c-myc Mus musculus    ---------------NEKAPKVVILKKATA---YILSIQADEHKLTSEKDL-----------------------------------------------------------  

L-myc Mus musculus    ---------------CSKAPKVVILSKALE---YLQALVGAEKKMATEKRQ-----------------------------------------------------------  

s-myc Mus musculus    ---------------NEKAAKVVILKKATE---YIHTLQADESKLLVERKK-----------------------------------------------------------  

L-Myc Sus scrofa      ---------------CSKAPKVVILSKALE---YLQALVGAEKRMATEKRQ-----------------------------------------------------------  

n-Myc Sus scrofa      ---------------NEKAPKVVILKKATA---YILSVQAEEQKLVSEKDV-----------------------------------------------------------  

N-Myc Sus scrofa      ---------------NEKAAKVVILKKATE---YVHSLQAEEHQLLLEKEK-----------------------------------------------------------  

Loop Helix 
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TaMYC8A               ------------EVDIQVV---QDEVLVRVMSPLENHPVKKVFEAFEE-ADVRVGESKLTGNNGTVVHSFII-----------KCPGSEQ-QTREKVIAAMSRAMSSV--  

TaMYC9A               ------------SVEVKAM---QDEVVLRVSTPLDAHPISGPLSAMRD-SQLNVVASSMAVADDTVTHTLVV-----------RSAGPER-LTAEAVLAAISRGVMMSAT  

TaMYC9B               ------------SVEVKTM---QDEVVLRVSTPLEAHPISGALSAMRD-SQLSVVASSMAVADDTVTHTLVV-----------RSAGPER-LTAETVLAAISRGMMMSAT  

TaMYC10A              ------------EVDIQVV---QDEVLVRVMSPMDNYPINNVFQAFEE-AEVKVGESKITSNNGKVMHSFVI-----------KSPGSEQ-QTREKLIAAMSRAMNSM--  

TaMYC10B              ------------EVDIQVV---QDEVLVRVMSPMDNYPINNVFQAFEE-AEVKVGESKIASNNGKVMHSFVI-----------KSPGSEQ-QTREKLIAAMSRAMNSM--  

TaMYC10D              ------------EVDIQVV---QDEVLVRVMSPMDNYPINNVFQAFEE-AEVKVGESKIASNNGKVMHSFVI-----------KSPGSEQ-QTREKLIAAMSRAMNSM--  

TaMYC9D               ----------------------QDEVVLRVSTPLDAHPISGALSAMRD-SQLSVVASSMAVADDTVTHKLVV-----------RSAGPER-LTAETVLAAISRGVMMSAT  

TaMYC8D               ------------EVDIQVV---QDEVLVRVMSPLENHPVKKVFEAFEE-ADVRVGESKLTGNNGTVVHSFII-----------KCPGSEQ-QTREKVIAAMSRAMSSV--  

TaMYC3D               GMHDNGARCHAVEIEAKIL---GLEAMIRVQCHKRNHPAAKLMTALRE-LDLDVYHASVSVVKDIMIQQVAV-------------KMATRVYSQDQLNAALYGRLAEPGT  

TaMYC3B               GMHDNGARCHAVEIEAKIL---GLEAMIRVQCHKRNHPAAKLMTALRE-LDLDVYHASVSVVKDIMIQQVAV-------------KMATRVYSQDQLNAALYGRLAEPGT  

TaMYC12B              -------------------------------IEWRLHDVVGGKKNVSVGSKRKALEREHNDGQSNIVNVTEM--------------------------------------  

TaMYC5B               DRVLSKEDVPSNVVNVTVT---EKEVLLEVQCRWKELLMTQVFDAIKS-LRLDVLSVRASTPDGLLALKIRA-----------QFAGPAA-VEPGMISEALQRAIRRR--  

TaMYC5D               ERVLPKDDGPSNIVNVTVT---DKEVLLEVQCRWKELLMTQVFDAIKS-LRLDVLSVRASTPDGLLALKIRA-----------QFAGPGA-VEPGMISEALQKAIRRR--  

TaMYC4A               ------------PLRVEEL-EEPGHLLIEILCKEYD-VFFETAHLFKG-LEVSILKGELEHRSGQLWARFVV--------------EASKCSNQMQILCPLMHLLQRR--  

TaMYC2B               SSGSSSSAPLATDVQVSII---ESDALLELRCPDRRGLLVTIMQALQEQLRLEVTSVQASSDHGVLLAEMRA-----------------------KVQLFLVRSSV----  

TaMYC3A               GMHDNGARCHAVEIEAKIL---GLEAMIRVQCHKRNHPAAKLMTALRE-LDLDVYHASVSVVKDIMIQQVAV-------------KMATRVYSQDQLNAALYGRLAEPGT  

TaMYC4D               ------------PLRVEEL-EEPGHLLIEILCKEYD-VFFETAHLFKG-LEVSILKGELEHRSDQLWARFVV--------------EASKCSNQMQILCPLMHLLQRR--  

TaMYC7D               ESEREDDDGPTNVVNVTMM---DNEVILEVQCRWKKLLMTRVFDAIRS-LRLDIVSVHTSTPGGLLELKIRATHQVSTSPPPSKVAAGSGTVAPGMITEALQKAIGNRWQ  

TaMYC4B               ELE------------------EPGHLLIEILCKEYD-VFFDAAHLFKG-LEVSILKGELEHRSGQLWARFVV--------------EASKCSNQMQILCPLMHLLQRR--  

TaMYC11D              --KAPGLESPSNVANVTML---DKVVLLEVQCPWKELLMTQVFDAIKS-LCLDVVSVQASTSGGRLDLKIRANQ---------QLAAGSAIVAPGAITEALQKAI-----  

TaMYC1                ERVLPKDDGLSSVINVTVT---DNEVLLEVQCRWKELLMTQVFDAIKS-LRLDVLSVRASTPDDLLALKIRA-----------QFAGPGV-VETGMISEALQRAIRRP--  

TaMYC2A               ASSSSGSTPVATDVQVSII---ESDALLELRCPDTHGLLVTIMQTLQEQLRLEVTSVQASSDHGVLLAELRA-K---------VREVHGRRSSISQVKRAIHLIISSG--  

TaMYC8B               ------------EVDIQVV---QDEVLVRVMSPLENHPVKKVFEAFEE-ADVRVGESKLTGNNGTVVHSFII-----------KCPGSEQ-KTREKVIAAMSRAMSSV--  

TaMYC6D               ERVLTKDDGLSSVVNVTVT---DKEVLLEVQCQWKELLMTQVFDAIKS-LCLDVLSVRAVR---VVIMVYDF--------------------------------------  

TaMYC7B               ESEREDGDGPSNVVNVIMM---DKEVILEVQCRWKKLLMTRVFDAIKN-LRLDIVSVHTSTPGGLLELKIRATH---------QVAAGFATVAPGMITEALQKAIGNRWQ  

TaMYC7A               -------------------------------SPR---------------LKERI--------------------------------------------------------  

BdMYC1                SAPPSSSLAAAAEVQVSII---ESDALLELRCPDRRGLLLRIMQAVQDQLRLDVTAVRASSDDGVLLAELRA-K---------VREVHGRRSSISEVKRAIHLIISSG--  

BdMYC2                ASSSSAPSSSSAEVQVSII---ESDALLELRCPDRRGLLLRAMQALQDQLRLEITAVRASSDDGVLLAELRA-K---------VREVHGRRSSISEVKRAIHLIISSG--  

BdMYC3                ------------PLRVEEL-EQPGHLLIEMLCKQYD-VFFETLHLFKG-LELSILKGELEYRGDELWSCFVV--------------EAPQGLKQMQILCPLMHLLQRR--  

BdMYC4                ------------EVDIQVV---RDEVLVRVMSPMENHPVKKVFEAFEE-AEVRVGESKVTGNNGTVVHSFII-----------KCPGSEQ-QTREKVIAAMSRAMNMV--  

BdMYC5                ------------SVEVKAM---QDEVVLRVTTPLDAHPVSGALSAIRD-SHLSVVASDMAMAGDAVTHTLVV-----------RSAGPDR-LTAETVLAAMSRGMMMSNT  

BdMYC6                GEQEEQEQDMEPQVEVRQVGGGGEEFFLQVLCSHKPGRFVRIMDEIAA-LGLQVTNVNVTSYNKLVLNVFRA-----------VMRENEAAVPADRVRDSLLEVTREMYG  

BdMYC7                GVHDSGPRCHAVEIEAKIL---GLEAMIRVQCHKRNHPAAKLMTALRE-LDLDVYHASVSVVKDIMIQQVAV-------------KMPNRVYSQDQLNAALYSRLAEPGA  

OsMYC1                ------------EVDIQVV---QDEVLVRVMSPMESHPVRAIFQAFEE-AEVHAGESKITSNNGTAVHSFII-----------KCPGAEQ-QTREKVIAAMSRVMNSG--  

OsMYC7                ------------AVEVKAM---QDEVVLRVTTPLDEHPISRVFHAMRE-SQISVVASDVAVSDDAVTHTLMV-----------RSAGPER-LTAETVLAAMSRGVSVTTP  

OsMYC4                WAFEVGTRSMTCPIIVEDL-NPPRQMLVEMLCKERG-IFLEIADQIRG-LGLTILKGVMEVRKDKIWARFAV--------------EANKDVTRMEIFLSLVHLLEPSTG  

OsMYC5                KVGGGGGGGHRMEPQLEVRQVQGNELFVQVLWEHKPGGFVRLMDAMNA-LGLEVINVNVTTYKTLVLNVFRV-----------MVRDSEVAVQADRVRDSLLEVTRETYP  

OsMYC6                VSGGGDAGREHHHVNVTVT---DKVVLLEVQCRWKELVMTRVFDAIKS-LCLDVLSVQASAPDGLLGLKIQA-----------KFACSGS-VAPGMISEALQKAIGG---  

OsMYC7                DDTDGERRHCVSNVNVTIM--DNKEVLLELQCQWKELLMTRVFDAIKG-VSLDVLSVQASTSDGLLGLKIQA-----------KFASSAA-VEPG---------------  

OsMYC72               GGGDGGARCHAVEIEAKIL---GLEAMIRVQCHKRNHPAARLMTALRE-LDLDVYHASVSVVKDLMIQQVAV-------------KMASRVYSQDQLNAALYTRIAEPGT  

AtMYC3                SNQDSTASSIEMEIDVKII---GWDVMIRVQCGKKDHPGARFMEALKE-LDLEVNHASLSVVNDLMIQQATV-------------KMGSQFFNHDQLKVALMTKVGENY-  

AtMYC5                VCKYEEKASEMMKIEVKIM--ESDDAMVRVESRKDHHPGARLMNALMD-LELEVNHASISVMNDLMIQQANV-------------KMGLRIYKQEELRDLLMSKIS----  

AtMYC4                CLNQESSVLIEMEVDVKII---GWDAMIRIQCSKRNHPGAKFMEALKE-LDLEVNHASLSVVNDLMIQQATV-------------KMGNQFFTQDQLKVALTEKVGECP-  

AtEGL3                EPADIGYAGLTDNLRISSL---GNEVVIELRCAWREGILLEIMDVISD-LNLDSHSVQSSTGDGLLCLTVNC-----------KHKGTKI-ATTGMIQEALQRVAWIC--  

AMS                   DLENSNDKGQEMEPQVDVAQLDGREFFVKVICEYKPGGFTRLMEALDS-LGLEVTNANTTRYLSLVSNVFKV------------EKNDNEMVQAEHVRNSLLEITRNTSR  

AtTT8                 --------KTSEEVEVSII---ENDVLLEMRCEYRDGLLLDILQVLHE-LGIETTAVHTSVNDHDFEAEIRA-----------KVRGKKA--SIAEVKRAIHQVIIHDTN  

AtMYC2                SSSCSSIKPVGMEIEVKII---GWDAMIRVESSKRNHPAARLMSALMD-LELEVNHASMSVVNDLMIQQATV-------------KMGFRIYTQDQLRASLISKIG----  

AtMYC1                ETEQVTVFRDKTHLRVKLK---ETEVVIEVRCSYRDYIVADIMETLSN-LHMDAFSVRSHTLNKFLTLNLKA-----------KFRGAAV-ASVGMIKRELRRVIGDLF-  

L-Myc Homo sapiens    -----------------------------LRCRQQQ-------------LQKRIAYLTGY--------------------------------------------------  

myc Homo sapiens      -----------------------------LRKRREQ-------------LKHKLEQLRNSCA------------------------------------------------  

L-myc-2 Homo sapiens  -----------------------------LECQRRQ-------------LQKRIEYLSSY--------------------------------------------------  

N-myc Homo sapiens    -----------------------------LQARQQQ-------------LLKKIEHARTC--------------------------------------------------  

myc Bos taurus        -----------------------------LQKRREQ-------------LKLKLEQIRNSCA------------------------------------------------  

L-Myc Bos taurus      -----------------------------LRCRQQQ-------------LQKRIAYLSGY--------------------------------------------------  

N-myc Mus musculus    -----------------------------LQARQQQ-------------LLKKI--------------------------------------------------------  

c-myc Mus musculus    -----------------------------LRKRREQ-------------LKHKLEQLRNSGA------------------------------------------------  

L-myc Mus musculus    -----------------------------LRCRQQQ-------------LQKRIAYLSGY--------------------------------------------------  

s-myc Mus musculus    ----------------------LYERQQQLLQKIKPYALC----------------------------------------------------------------------  

L-Myc Sus scrofa      -----------------------------LRCRQQQ-------------LQKRIAYLSGY--------------------------------------------------  

n-Myc Sus scrofa      -----------------------------LRKRREQ-------------LKLKLEQLRNSCP------------------------------------------------  

N-Myc Sus scrofa      -----------------------------LQARQQQ-------------LLKKIEHARTC--------------------------------------------------  

Leucine zipper 
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TaMYC8A               --------------------------------------------------------------  

TaMYC9A               PSP-----------------------------------------------------------  

TaMYC9B               PSP-----------------------------------------------------------  

TaMYC10A              --------------------------------------------------------------  

TaMYC10B              --------------------------------------------------------------  

TaMYC10D              --------------------------------------------------------------  

TaMYC9D               PSP-----------------------------------------------------------  

TaMYC8D               --------------------------------------------------------------  

TaMYC3D               AMQIR---------------------------------------------------------  

TaMYC3B               AMQIR---------------------------------------------------------  

TaMYC12B              --------------------------------------------------------------  

TaMYC5B               --------------------------------------------------------------  

TaMYC5D               --------------------------------------------------------------  

TaMYC4A               --------------------------------------------------------------  

TaMYC2B               --------------------------------------------------------------  

TaMYC3A               AMQIR---------------------------------------------------------  

TaMYC4D               --------------------------------------------------------------  

TaMYC7D               N-------------------------------------------------------------  

TaMYC4B               --------------------------------------------------------------  

TaMYC11D              --------------------------------------------------------------  

TaMYC1                --------------------------------------------------------------  

TaMYC2A               --------------------------------------------------------------  

TaMYC8B               --------------------------------------------------------------  

TaMYC6D               --------------------------------------------------------------  

TaMYC7B               N-------------------------------------------------------------  

TaMYC7A               --------------------------------------------------------------  

BdMYC1                --------------------------------------------------------------  

BdMYC2                --------------------------------------------------------------  

BdMYC3                --------------------------------------------------------------  

BdMYC4                --------------------------------------------------------------  

BdMYC5                PSP-----------------------------------------------------------  

BdMYC6                AGGVWPAAMAPLPAMEAPMMVMAAEAKLDGGGEAGEHHYQLQQQQLLGGYHQQQHLYYLGLD  

BdMYC7                PVPIR---------------------------------------------------------  

OsMYC1                --------------------------------------------------------------  

OsMYC7                SP------------------------------------------------------------  

OsMYC4                SSILSAGVENTSLPRDSFFPSSIPASGFSNCL------------------------------  

OsMYC5                GVWPSPQEEDDAKFDGGDGGQAAAAAAAAGGEHYHDEVGGGYHQHLHYLAFD----------  

OsMYC6                --------------------------------------------------------------  

OsMYC7                --------------------------------------------------------------  

OsMYC72               AAR-----------------------------------------------------------  

AtMYC3                --------------------------------------------------------------  

AtMYC5                --------------------------------------------------------------  

AtMYC4                --------------------------------------------------------------  

AtEGL3                --------------------------------------------------------------  

AMS                   GWQDDQMATGSMQNEKNEVDYQHYDDHQHHNGHHHPFDHQMNQSAHHHHHHQHINHYHNQ--  

AtTT8                 L-------------------------------------------------------------  

AtMYC2                --------------------------------------------------------------  

AtMYC1                --------------------------------------------------------------  

L-Myc Homo sapiens    --------------------------------------------------------------  

myc Homo sapiens      --------------------------------------------------------------  

L-myc-2 Homo sapiens  --------------------------------------------------------------  

N-myc Homo sapiens    --------------------------------------------------------------  

myc Bos taurus        --------------------------------------------------------------  

L-Myc Bos taurus      --------------------------------------------------------------  

N-myc Mus musculus    --------------------------------------------------------------  

c-myc Mus musculus    --------------------------------------------------------------  

L-myc Mus musculus    --------------------------------------------------------------  

s-myc Mus musculus    --------------------------------------------------------------  

L-Myc Sus scrofa      --------------------------------------------------------------  

n-Myc Sus scrofa      --------------------------------------------------------------  

N-Myc Sus scrofa      --------------------------------------------------------------  

 


