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CpMYC2a ------------------------------------------------------------MMMETPVPSFWDMGDSA-MIEAFMGPAPYGIPSSFHNETN
Pp3c3_9970V3.3 ----------------------------------------------------------MVMMMETQVPSFWDAGDSA-MIEAFMGPA-YGIPSSYEVQDD
Pp3c11_15370V3.5 -------------------------------------------------------------MEMSQLLNAWEVADSA-MIEAFMGTG-YNCVEGFEVQDD
CpMYC2b ------------------------------------------------MLGEEQQGLGGGGMMEMALPNLWDATDPL-MIEAFIGG--YGIPNSYEAQDD
Pp3c3_9950V3.1 -------------------------------------------------------------MMEMGTPNYWDAADPL-MVEAFIGG--YEIP-GYETQDD
MpMYCX ------------------------------------------------------------MGTDGGIRSLWD-EDNA-MIEAFMGSAVYSMPCNTQVELP
MpMYCY MLTGKDYMLGAASGQFMDVRYATVSLLSFLFLNHINANYFCMSNLVEKFQIASCFGPRCLMGTDGGLKAAWD-EDNA-MIEAFVGSGSFDLP--FVPPDD
AtMYC2 ----------------------------------------------------------MTDYRLQPTMNLWTTDDNASMMEAFMSS--SDISTLWPPAST

110 120 130 140 150 160 170 180 190 200
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CpMYC2a GGSAQEEHLGNDKGLEL------SETLLLRRLHSLVEESPENWTYGIFWQLSTSPTGELMLGWGDGYFKGPKENEVPDTKRMEQGV--SEEDQQLRRKVL
Pp3c3_9970V3.3 LAST------TEKGLEL------SETVLLRRLHTLVEETSSNWTYGIFWQLSRSPSGELMLGWGDGYFKGPKENEISEKRIDQGG---SEEDQQLRRKVL
Pp3c11_15370V3.5 PDGQ----------LHL------NESVLLRRLHSLVEESTVDWTYAIFWQLSALREGEMMLGWGDGYFRSAKENEINDARNMKGGS--QEEDQQMRRKVL
CpMYC2b GALT----TGSAAGPEQ------TDSPLQRRLHTLVEESPENWTYGIFWQLSVAANGESMLGWGDGYYKGPRESDFVEPRQTQ-----TEEHQLQRKKVL
Pp3c3_9950V3.1 LAST------LGQDLEQ------NDSVLQRRLHRLVEESSEDWTYGIFWQLSLSPSGESMLGWGDGYYKGPKDSDQFEPRKTQ-----TEEHQLQRKKVL
MpMYCX GAER----------PAY------SETALQQKLQLLVESSTVNWTYAIFWQLSNSSSGEMMLGWGDGYFKVPKESEVNDLKHLERGD--REEDQQLRRKVL
MpMYCY VLGG--------RGLPI------SETALQQRLQLLVEGTSLNWTYAIFWQLSYYPNGEMVLGWGDGYFKGPKESENADPRGTEKDQTCREEDQLIRRKVL
AtMYC2 TTTTATTETTPTPAMEIPAQAGFNQETLQQRLQALIEGTHEGWTYAIFWQPSYDFSGASVLGWGDGYYKGEEDKANPRRRSSSPPFS-TPADQEYRKKVL
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CpMYC2a RELQALVSN---SEED-----ISDYVTDTEWFYLVSMSHSFAHGVGTPGQALATDSPVWLTEANKAPIHICTRAHLAKMAGIQTIVCVPTKDGVVELGST
Pp3c3_9970V3.3 RELQSLVSN---TEED-----VSDYVTDTEWFYLVSMSHSFAYGVGTPGQALATESPVWLTEANKAPNHICTRAHLAKMAGIQTIVCVPTRTGVVELGST
Pp3c11_15370V3.5 RELQALVNG---SEDD-----VSDYVTDTEWFYLVSMSHSYAAGVGTPGRALASDRPVWLIGANKAPDNNCSRVQLAKMAGIQTILCIPSKSGVVELGST
CpMYC2b RELQALVSC---PDDD-----GTDDVSDTEWFYLVSMAHSFAHGVGTPGQALASGHYRWLEQADKASNQVCTRANLAKMAGIQTILCVPTMEGVVELGST
Pp3c3_9950V3.1 RELQALVSC---PDDD-----GTEDVSDTEWFYLVSMCHSFAKGVGTPGQALAFGEYVWLEEADKASYKICTRANLAKMAGIQTILCVPIMNGVVELGST
MpMYCX RELQALVCS---TEDDAAASAGLDYVTDTEWFYLVSMSCFFGHGVGTPGQALASRNYVWLMEANKAPSHICTRADLAKMAGIQTLLCVPSRSGVVELGST
MpMYCY RELQALVCT---GEDDTTASTGLDYVTDTEWFYLVSMSYFFSHGVGTPGQALASGEYVWLLEANKAPSHVCTRADLAKMAGIQTIACIPTKNGVVELGST
AtMYC2 RELNSLISGGVAPSDD----AVDEEVTDTEWFFLVSMTQSFACGAGLAGKAFATGNAVWVSGSDQLSGSGCERAKQGGVFGMHTIACIPSANGVVEVGST
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CpMYC2a DLIRQNPEVVRSIKMAFDEPS-WGASRNQ-VMAQSLLVDSDATFFPSSPSIVSLNTR----ASPSAVSRGSGLGKDQEPHFNTGRNVS----GSSMASTS
Pp3c3_9970V3.3 DLISQNMDVVHHIKMVFDEPF-WGANRSQ-VMAQSLLMDSDATFFPPSPSIMSMGTTSAFASSPSVASRGSTLGKDHESHYR-GRNVSVEKIGSSMASTS
Pp3c11_15370V3.5 DLIRESWEVVQNVKMVFDEPMMWAAHEIQAVAHSLPLSSDATSMRPSSPSLMSIATISASISNASQIGRCSNPSQDHEAHFVGRKN--------------
CpMYC2b DLIQEKWGVVQHIQTVFAEPM-WGLGDMQ-LMSQSALPNDESIFMPHEASI-TLDPTSVAGVTSMGLNFDPGLVSNESSDLGGRGHFHMEKMGSQF----
Pp3c3_9950V3.1 DAIHERLDVVEYVKMVFQEPT-WGLTNMSPIISQSQVGKFDTTFMPHYPSI-PFDSTSVSGVSSMTLNTDPGLADSESMDFG-TRHSHMGKMVSHSGAFG
MpMYCX DLIAENLDIIENVKMVFCD---MGESNCN---SQAIILNEDSAFLPCPASP-SLGSIHGS-TRHLLLDRGPDASSS-------FRPIHLDKMNSSV-CTN
MpMYCY ELIFESWEVINNIKEFFSEGI------------------FEQSRRYQKPHL-SSGKIGAMGCTHVTYPTGIDISNDVISNSC-VKCNTFDKLNASSLPSN
AtMYC2 EPIRQSSDLINKVRILFNFDG--GAGDLS-----GLNWNLDPDQGENDPSMWINDPIGTPGSN------EPGNGAPSSSSQLFSKSIQFENGSSST----

410 420 430 440 450 460 470 480 490 500
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CpMYC2a FDNLDYLWPQSEDMQVNDVVSVNTIEKDQGQSRTYFRP----PSQEEKLPFSATSLVS--KTSVPEVKFPS-----VDRLAYEVQRPSHGP---------
Pp3c3_9970V3.3 FDTLDYMWQQSDEMQFNDGVSVGTTEKDQGQSRLYYPVLGP-PVLVEKLPFSATSLIS--RTRAAEVKHSSMLQN-VEKLASEDQKPSSLP------HIK
Pp3c11_15370V3.5 ------------------------------------------P-------------------------------------------PSSRP---------
CpMYC2b --GFDHLWGQTNDFHLNDILSTVNVEKDLGQQQPVYNILGRLPVQEDHLPFLASSPSPITKNVESDLRHPIFQQSNIKKNPQLDHRPASLPAMERPVHSK
Pp3c3_9950V3.1 FNGYDHVWGQTNEFHYNDPLPDDNVERDLGQ--PMCNILGSLPLQDEKLPLASSPPP---KTLDSDSRYSIFQQNNVKKPPQLDHTQTSLPVTER-LHPK
MpMYCX VDSFDYLF--SEDFAFGDV-----------------------SIDNEKELQSASTFTGSYR----------------GKVSCQEDKISSVG-----IAKK
MpMYCY VDSLDYLF--SDDASLVEI-----------------------PLETDKNHMQPVGVPTL-----------------QSRLIIEEDKTAVFS---------
AtMYC2 ----------------------------------------------------------------------------ITENPNLDPTPSPVH---------
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CpMYC2a --PSYSYPPVGGDF--S--QVLNSSDF---MGMKRPVQEEKVRVPG---ASTKPV------------AEKPITPVSKPPKQQQITISGPP--VSGSGRSS
Pp3c3_9970V3.3 VHTTHSYPEKTGAG--ELSQVLSTPDLRQSIEMKLPAQVETRRAPGITGGATKPV------------AEKAKP-VPKPPQQQQTAISGPP--ASASGRSS
Pp3c11_15370V3.5 --PMRFYKPR--------------------------VEELSSDTPETNLVDNKYI------------VGKSVS-FHHLSKIGQRGMPGPP--TTANRLPC
CpMYC2b LQPSHTFPQHNGGF--EVEEMFNPQPM----RPNERSEEKQLHVPPVNFASERPFM-----------AEKPMPVFKPLPNATPSKIAGPS--IAANGLLA
Pp3c3_9950V3.1 PHTSQAFLHHNGSF--DVGEMFNPPGHTQTVRSNPPSLDEQLHSPSMPAVEKLPIVEKPTSIYKPESVEKPMPVFKPLPQPPSPPASKPAVPVPANGLLL
MpMYCX SLPAGQAQNLTRGM--ETGEILNPPEL-----RQGRDILQVNDVASTRIKEEGTI-------------KTSKHKLSSSLKSQHPEGIGT---LGSAYVRS
MpMYCY -KPLYLSLDQGRTAVSETGEILNPPEMTLNLRRSE-NQLQQKDSKFYLKKETMSV------------DSQSKDRAGESANHQVVDAKGVS--LPSFVGRS
AtMYC2 --SQTQNPKFNNTF--SRELNFSTSSS---------TLVKPRSGEILNFGDEGKR------------SSGNPDPSSYSGQTQFENKRKRSMVLNEDKVLS

610 620 630 640 650 660 670 680 690 700
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CpMYC2a FDQSEHDC-QESEAEISFKESSAVEFSLNVGTKPPRKRGRKPANDREEPLSHVQAERQRREKLNQRFYALRAVVPNVSKMDKASLLGDAIAYINELQSKL
Pp3c3_9970V3.3 FDQSEHDSFQESEAEISFKESSAVEFSLNVGTKPPRKRGRKPANDREEPLSHVQAERQRREKLNQRFYALRAVVPNVSKMDKASLLGDAIAYINELTSKL
Pp3c11_15370V3.5 FAPSEVDC-HESEADVSVKE-NVVESSTNLEPK-PRKRGRKPANDREEPLNHVQAERQRREKLNQKFYALRSVVPNVSKMDKASLLEDAITYINELQEKL
CpMYC2b IDHAEQDN-LELEVEVIPKE---IE-----APKLPRKRGRKPANDREEPLNHVQAERQRREKLNKRFYALRAVVPNVSKMDKASLLGDAIAHINHLQEKL
Pp3c3_9950V3.1 AGHLDQEC---VDTELITMKNNVVE-----APKVPRKRGRKPANDREEPLNHVQAERQRREKLNKRFYALRAVVPNVSKMDKASLLGDAIAHINHLQEKL
MpMYCX SIESEQDI--DSEAEVSYKE---VECSFTVGQKPPRKRGRKPANDREEPLNHVQAERQRREKLNQRFYALRSVVPNVSKMDKASLLGDAIAHIQELHSKV
MpMYCY SIESEQDV--DSEAEVSYKDVVLVE------QKPPRKRGRKPAHDREEPLNHVQAERQRREKLNQRFYALRSVVPNVSKMDKASLLGDAIAYIQELQQKL
AtMYC2 FGDKTAGESDHSDLEASVVKEVAVE-------KRPKKRGRKPANGREEPLNHVEAERQRREKLNQRFYALRAVVPNVSKMDKASLLGDAIAYINELKSKV
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CpMYC2a QLAEGQIKDLKSHVIASSDRSQESLSIGRGSINHPAKDVLSRRPQGSATSTPVS----IGTKPNISVHMLGQEAMIRISGLRDSYALAQMMMALQELRLE
Pp3c3_9970V3.3 QSAEAQIKDLKGHVVGSSDKSQESLSIARGSMDNSTIDGLSIRPQGSVNSTSISGNAPSGTKPTIAVHILGQEAMIRINCLKDSVALLQMMMALQELRLE
Pp3c11_15370V3.5 QKAEAELKVFQRQVLASTGESKKPNPSRRDSTESSDEERFRLQESGQRSAPLVH---TSENKPVISVFVLGEEAMIRVYCTRHSNFIVHMMSALEKLRLE
CpMYC2b HNAELHIKELQNQSLESAKRDEVPELLSIVARK---DAPFQMKPERTVNSPIFD-IYSAGKKCNIVVDILGDEAMIRVTCLRNAYSVVNMMLTLQELCLD
Pp3c3_9950V3.1 QDAEMRIKDLQRVASSKHEQDQEVLAIGTL------KDAIQLKPEGNGTSPVFG-TFSGGKRFSIAVDIVGEEAMIRISCLREAYSVVNMMMTLQELRLD
MpMYCX QEMEFQIKGLEAQAKLLMEKSADPES-SRQCFNNGSREYLHPSTVLTGTSASSASRISMDVKPTIAVHTLGHEAMIRLHCMKESYALANLMFTLEELKLE
MpMYCY Q-----IMELKCQSVPSSGRPSTSNHRGS-------RSHLDYSAQTGNTRSLHSYIYILDQKPNVDVELLGMEVMVRVNHLSEAYPTSQLMFALQDLQLE
AtMYC2 VKTESEKLQIKNQL-----EEVKLELAGR-----------KASASGGDMSSSCSSIKPVGME--IEVKIIGWDAMIRVESSKRNHPAARLMSALMDLELE
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CpMYC2a VQHSNTSTVMGAILLIVIVKIEPTEHYTQEQLCAVLERSCQPY----KEEGHV-------------------
Pp3c3_9970V3.3 VRHSNTSTTQDMVLHIVIVKIEPTEHYTQEQLCAILERSCQPYSCSTKDEGHGLSEKLGSSRRSQ-------
Pp3c11_15370V3.5 VIHSNTSSMKDMLLHVVIVKIDSTQTYTQEQLGKILERSYVPDHSAT-------------------------
CpMYC2b IQHSNTSTARDHILHIIIAKMQPGERYTAEQLSTLLERSYQTTGLSMKREDSDIPLQRLGTSSQPQ------
Pp3c3_9950V3.1 IQHSNTSTTSDDILHIVIAKMKPTLKFTEEQLIALLERSCQNTGYLRKREGSDRLLQRPDNSPQLQ------
MpMYCX VQHANLSILEDSMVHIILVKMKNDILPTEGQLISAIEKSYSLTNFSSVRTHQDPYLAEGKAENNKCDIH---
MpMYCY VQHANISTVEDRIFHLVIAKMSVKNVLTREQLLGAIEKAFQSNTVDLKEQEQLSKDKRPTISHFTIQCPDKV
AtMYC2 VNHASMSVVNDLMIQQATVKMGFR-IYTQEQLRASLISKIG-------------------------------

JID domain

JID domain

bHLH domain

Supplementary Figure 5. Sequence alignment of MYC2
Sequences of MYC2 homologs were aligned by MEGA version X using Muscle. Sequence alignments 
were drawn using BioEdit software version 7.2.5. The Shading thresholds of identical or similar 
residues were 40%. Identical and similar residues were highlighted by black and gray, respectively. JID 
and bHLH domains were indicated by blue and orange squares, respectively. A magenta triangle 
indicates the histidine residue involving the binding to G-box (CACGTG)


