Text S1: Protein sequences for the MADS-box gene family in D.oleifera.
>evm.model.Chr3.1394 (DoIMADSI)
MIRVMARKSKGRQKVEMTRMSKESNLLVTFSKRRSGLFKKASELCTLCGAEIAIIVFSPGK
KAFSFGHPCVDTIIDRFLSRSASTGSGATAQMVEAHRNASVRELNAQLTEVMNQLEGEKK
RGEELMGGKARKERCWWEAPIQELGMQQLEQLKAAMEDLKKNVAKQAEKAAAANNN
NNNVNVAPPSFFIGGSSSTAADVDVKLSAGHGLGLSMTPQGYTLGYGY GRGFF*
>evm.model.Chr14.2006 (DoIMADS2)
MTKMEKESSRQVTFSKRCFGVFKKASELSILCGAQVAVIVFLSENKAFSFGNPSVNAVVDE
FLTRNRSPKTESNRNIEAQRNATMMDLSQRLNHVETCLRSRGSEARHWTG*
>evm.model.Chr14.2007 (DoIMADS3)
MERKNKGRQRIAMTRIEKESSRQVTFSKRRFSLFKKASELSILCGAQVVVIVFSPGNKAFS
FGNPSVNAVVDQFLTQNRSLEMDCDRIIEGQQNTTMMELSQQLNHVENMLEVERQRGKA
LDQMRTTSRGEFLWKEPIDKMNMEQLEQMKTAMEDLKSKAIKQAEKLTQEQLASHFNAF
MAGLGFSGGGGVPPFHAGGASNIPPSLLARRGFSGAPFDVGASSSTPPMVPGFNRGSGRW
FK*

>evm.model.Chr14.1182 (DoIMADS4)
MERKNRGRQRITMTKMEKESNQQVTFFKHHLSLFKKASELSILCGAQVAVIVFLPGNKAF
SFGNPSVNAVVNQFLTQNQSLEKENGLIIEAQQNATMMELSQRLNRVENMLEVERQRGQ
ALDQMRIASQGEFWWEQPIDKMNMEQLEQMKTTLEDLKNRAIKQVEKLTQEQAASHFN
TFVAGSSSLGNGGNVPSFLVSGASDDPPPLVIGRGFSGAPCDVKASTSAPSIVPGFDRGSSC
*

>evm.model.Chr12.1719 (DolIMADSS)
MERKQKRTSMGRRKIEIKKIEKSSQLQVTFSKRRSGLFNKAGELSVLCGAQVAVIVTSLAG
KVFAFGHRLWTPSPIGFSLKETLTLPAVVQGTKN*

>evm.model.Chr15.726 (DolIMADS6)
MATTNMKKKTTQGRQKIEIKKIESLSNRQVTFSKRRVGLFNKASELCVLTGAQVAVIVKSP
GKRIFAFGHPSVEYVLDRYLNGGAAAADGNLPSLSTTVFNRRYDEVVSELDQEKKRRGT
MEELKSREKNNNGGFWWDRPVGEIEWPELERYMAALEELKKKVTMRADEMMLMKDA
SSLPKLMFSMNPPTASPPPHDSFFNQEITHEAANYDSKLGFDDKLFCDYC*
>evm.model.Chr3.1391 (DoIMADS7)
MATANTKKRTTQGRQKIEIKKIESLSNRQVTFSKRRVGLFNKASELCVLTGAQVAVIVKSP
GKRIFAFGHPSVDTVLDRYLNGGAAAAAVGNLPPLSTTVFNRRYDEVVSELDREKKRRGT
IEESNSREKNNGGFWWDRPVGEIEWPELEQYMSALEELKRKVTMRADEMMLIKGAASLP
KSMFAMKPPMASPPPAPPHDNFFNQAITHEAANHDSKLGFDDKLFCDYC*
>evm.model.Chr14.2012 (DolIMADSS)
MAKKPRSLGRQKIKIAKIEIKNHLQVTFSKRRFGLFKKASELCTLCGVELAILVLSPAGRSS
LLVIRTSIPSSIGSSRKALRQTLVGATSLRLIRMLTYMSSIQLARVLDELEAEKRRGGTLDHL
RKAREYWWEGPIDGLGLHELEQLGDSLEELKKNVIAQANKLFVEGTTNPKPFFLVNGIEM
ANGFESKSTQISASSTIPHHVHSVGYINHGFF*

>evm.model.Chr9.2464 (DoIMADS9)
MGTGKKKIEIKRVEKEQQRMVTFSKRRQGLFKKAGQLHSLAAASVAVVAFSPAGRPYTH
GDPSFGAVVDRYLANTTTGLEDSAAAMNMTKMSSWLHALQIDGSDDIQELVLMKKQLE
EIKEKVAEKIINAHDSSF*

>evm.model.Chr10.636 (DoIMADS10)



MGTGKKKIEIKRVEKEQQRMVTFSKRRQGLFKKAGQLHSLAAASVAVVAASVAVVAFSPA
GRPYTHGDPSFGAIVDRYLANTTTGREDSAAAMNMTKMSSWLHALQIDGCDDIQELVLM
KKQLEQIKEKVAEKIINARDSSF*

>evm.model.Chr8.780 (DoIMADS11)
MGRKRVDIKKIGDKARRQTTFTKRRDGLFKKMGDLCKMCEVEGAVITFTEVGNIFAFGNP
SVDHVIQQYVDKTSDSNGAQIDDSNEKGEEEEEKEAGGELGDEHVEILARLEAVKNTGE
MVDEALPMVESFLLQERVNGFTESS*

>evm.model.Chr6.296 (DoIMADS12)
MNVKKVKRNKNPRIPFKVGKEGEERGNGEGKSGAEEDREQDKQAGDVRKEEEWLLKKA
YELSVLCDAELLSSSSPPWQAL*

>evm.model.Chr6.1753 (DoIMADSI13)
MTRKKVKLAFIINDSARKATFKKRKKGLMKKVSELSTLCGIDACAITYSPYDAQPEVWPN
GLGVQRVLAQFKRMPEMEQSKKMVNQESFIRQRISKANEQLKKQLKDNREKEVAELMFH
CLTGRALQTVAMSDLHDLGWLLDQNLKDIYKRIESMRKAAAPPPPPPPPPQPLPPLPPPPL
VPLAPPLLPRNTTTTTTSSTITTTAATSEMMMMRNRMQQVQEQKPIVDPIVAMEAMQRPH
WFTDWMNNPNEHLGFGGAGEEMMMLPFGDSHSVVWPAGPFFP*
>evm.model.Chr12.2056 (DoIMADS14)
MVMMLQMGRAKLKMELIRDEKNRYRTFMKRNKGLTKKAYELKTLCSVDVCFIVYGPKL
DESPSDQEEIWPLNHDEIQALIDSYRKQSAEDRKRRTNDLTNFFEDRNKKAEETLTKLRKK
NDEAKYPTWNDRYNDFSVEELRQFGAVLENKLQEVKARVAAIRGSSAIAKNQANLLQDY
RFDDMTIYHHPMYNLQAAAGKGISLHQLHSNNYKSMVNPVMMMLMNENHNHFTSSSST
HHHDQLLLGGASGSSNFPVEWAPVCYDQAAAMGYYSFSMSAEAMVPYVQLPMIAGSSN
SQVHPLHHGIDDYYEVGEFHVKNQN#*

>evm.model.Chr14.809 (DoIMADSI15)
MAGKKVNLSLIPNEDERRSAYQAWKNDLMKEAEKLTTSCGTEACAVILDPLSDEVDAVW
PSNMGAQQVITRFKAMIELEQAKSKQNQESLTSKMVDKVEEKLTEKVAENRAKEMHRTM
SQCMVSREQVKQLELEDLTEFISFLNTKIKEVEARRQAQGASLPQDMATTK*
>evm.model.Chr2.1001 (DoIMADS16)
MELKKLCGTQEPASTLCGTKACVVCFGPNGELETWPENPSDVRAVLQMHDDYARNGRR
GSKINDSAELGSVEAGLTEKGFSGWEDRWLRGLSKEELANFLESVEDKLRGVEARIQFLE
KMTIEQQNWFAMNESYDEMAAAEMMIGSLWPQPLQAVNYESTLAEPAEFGYFGDDPMF
AIGTSTWALLNCYGDDGSSGCAWYW*

>evm.model.Chr4.494 (DoIMADS17)
MVKRIENNKARNLTYKRRMAGIKKKAMELSTLCGIQASMVCFGPAGEIDTWPENPADVK
TVIDMYRRRIDEAKLDGRLEAEKIKEAEEEISRARIENLEKMMKLMRAILDVFTQRAELLK
EAEGGREKIPLRIEGLVEILDQIKVDPIDKLDSYFEEAIASMKKFCEAIGNY YNEMIPSSSSQ
SVD*

>evm.model.Chr5.1634 (DoIMADSI18)
MPRKKLELAWIVNDSARKAALKRRKEGFSKKAKELSSLCDAEVGFVLTSQDEAQRTVWP
SEETVKPMFDRLLMMMSPTQQTQKMENHESYLFDVAIKEVDTHEKRKITRKKLKRC*
>evm.model.Chr5.1635 (DoIMADS19)
MVMKKVKLAWIVNNSARKAALKRRKDGLSKKAKELSSLCDAEVGFVLTSQDHALRTVW
PSEEAVKLLLTGLRCCHPLNKPKKMEKQERYLFLIAIKEVDKINRGRKKNNGEEAQEMLN
RICEGTSNLDPFTAEGLDNLVLLMDEKLELVGYKEVDDASLQQAPTLLPQQFSLPPFPQSIK



DANGQ#*

>evm.model.Chr4.992 (DoIMADS20)
MGRVKLQIKKIENTTNRQVTFSKRRNGLIKKAYELSVLCDVDVALIMFSPSGRVSIFSGNN
KRCCFKILESSRARTRKYVKRALAKLKVEAEADKRYQAARIFEGNASEITTLSEASTGHIL
EETLKCVRLRKQVLEEKYDYPGVQSTSQLHLPPEDGNLNSFVARHPDHILVGYRERSTKK
RVRVGIENILPAAAASSSFLPGGQNVVQLEDEDEPKQYYRHGGR*

>evm.model.Chr15.1924 (DolIMADS21)
MGRVKLEIKRIENNTNRQVTFSKRRNGLIKKAYELSVLCDIEIALIMFSPSPSQRLNHFSGK
RRIEDVLSRYVNLSDHDRGGY VFSINTLKKIKDEDDMALEFTRMFEPDILGFTSIEELEACE
KNLLELMNRVAQRKKYLLSDHLSTFDPPSMQMYFEAQEGMPLSSASYQNDFVSWLPGTG
VNGDNNQNHIFGGGADHSCIALRHGDLYFP*

>evm.model.Chr7.1624 (DoIMADS22)
MQMGRVKLKIKRLESSSSRLTTYSKRKNGLIKKASELSVLCDVDVILIMFSPSGKPVLWKG
KNSSIEGILERFAQLTPHERAKRKLESFDALKRSYSKSDHTVTVEDFFGPSYQTIGDLTVQA
NMLRTQVSVIQERLSDWNNLDKTDSLELLKQMEDYIRGLVGQIQTRKENIGKQKSLALGN
ICNQYQNGMHQSSSLGLEQQVQHFSWIQSDDSQHMISQIEPSVRETELSGGNSFGNSSGY1
GTVEREDISSRGLESGILCDLLRTDSSKNESIGSKTQTFRNEVKTESLRNEMTKTEFLINELI
RSECVKNELTRAESSRLQLYAQCTYPHPQNIFPDSKFQPAQDTNLPQSNHNYCTEGKSEPP
NFGYNSTSLCDWASSSGPSVTAFFDQRLYLQ*

>evm.model.Chr12.550 (DoIMADS23)
MVGEACVCVEELNLGKESYGSIKCMRQLFISLLKRDFLFICSMGRVKLKIKKLESVSNRQV
TYSKRRNGILKKAKELSILCDIDIILLMFSPTGGATLFHGERSNIEDVIAKFAQLTPQERTKR
KVETLEALKKTFKKLDHDVNIQDFMGLSVQSVEEMSNQVRMLQAQLTELHRRLSCWSSP
EKIDNIDHLRQMEDSLKDSINRIQMQKENFVKHPLMSLECKNQFQSGMHLPLMMGGLQE
AQPLSWLPNNENQHMILTGEPNFLPQRCR*

>evm.model.Chr13.532 (DoIMADS24)
MGRGRVELKRIENKINRQVTFAKRRNGLLKKAYELSVLCDAEVALIFSNRGKLYEFCSSSS
MLKTLERYQKCNYGAPEPNVSAREALELSSQQEYLRLKARYEALQRTQRNLLGEDLGPL
NSKELESLERQLDMSLKQIRATRTQYMLDQLTELQRKEHALNEANKSLRQRLLEGNQIHSI
QWNPSAQDVGYGRQAAQPQDDAFFHPLDCEPTLQIGYQTDPITVAAAAAAAAGPSVNNY
MPGWLP*

>evm.model.Chr12.442 (DoIMADS25)
MGRGKVELKRIENKINRQVTFAKRRNGLLKKAYELSVLCDAEVALIIFSNRGKLFEFCSSSS
MPKTLERYRKCSYGSLDPSQPLNENQQNSYHEYLRLKTRVEILQRSQRNLLGDDLAPLST
KELEQLEHQLETSLKQIRSKKTQFMLDQLAELQRREQMLAEANKALRRKLEESAVAMPH
QPPWEAASGQHITYSHHLPPQSEGFFHHLPLGLNSTLQIGYNPAVGADEMNAMAPPQNAG
AFIPEWML*

>evm.model.Chr3.1740 (DoIMADS26)
MGRGRVELKRIENKINRQVTFSKRRNGLLKKAYELSVLCDAEVALIFSSRGKLYEFGSSGT
TKTLERYQRCCFNPQDNSIEHETQSWYQEVSKLRAKYESLQRTQRHLLGEDLGPLSVKEL
QNLEKQLEGALLQTRQRKTQIMIEQMEELRRKERQLGDINKQLKLKVSLELSSLQQAADQ
GQGLRPLPCSWTPNPSAGNSSFSLHPSHSNPMDCDTEPVLQIGYQYVSGEGPSVPRSMSGE
GNMVQGWVI*

>evm.model.Chr9.715 (DolIMADS27)



MARGKVQMKRIENPVHRQVTFCKRRAGLLKKAKELSVLCDAEIGVLIFSAHGKLYDLAT
KGTMQGLIERYMKSTGGTDQLPEQAGEQQLQESKEETCMLRSEIEFLQKGLRNMSGGGF
GTMTVDELHMLEKHLEIWIYQIRSAKMDIMCKEIQSLKNKEGILNAANKYLHDKIDEQHG
ITNFSPFAANPLTILNEIYQF*

>evm.model.Chr15.285 (DoIMADS28)
MGRGKVELKRIENPSSRQVTFSKRRNGLMKKAFELSILCDAEIALLIFSPSGKAYQYSSHE
MDRTIARYKNEMGLPQSDNHGLRPVEVWRAEMEDLRRTLESLEAKQKHIAGEDLSVLG
MKELKQLERQMRTGVERIRSKKRRIISEHINDLKKKEHSSALRGQQMEAQQLIYAA*
>evm.model.Chr6.829 (DoIMADS29)
MGRKKVEMKRIEDKSSRQVTFSKRRSGLIKKARELSVLCDVEIALFIFSNHGKLYEFCTGE
SSAKMLQRYQSHSEAEGKSEAETFSSTIPHELMQSALSHE*

>evm.model.Chr4.1980 (DolIMADS30)
MGRGKLQLKRIEDKNSRQVTFSKRRSGLMKKARELSVLCDVDIGVFVFSGKGKLYEFCS
GDSLSKILQRYQVHSDAEVAGGSVQESEKLPVDLPRSSSLLEMVQRHLKEQNVEELKVAEI
VQLEHHLDAMLHKIRIRKSQKMKEAVTALY EKKIGPGKQLLAINIRKYKMAFGIA*
>evm.model.Chr9.685 (DoIMADS31)
MGRGKIEIKRIENNTNRQVTFCKRRNGLLKKAYELSVLCDAEVALIVFSSRGRVYEFANNK
LVPCVTEEEQQFARYG*

>evm.model.Chr9.1843 (DoIMADS32)
MNGEESLNLLATMAFPNQSAEVSPQRKMGRGKIEIKRIENTTNRQVTFCKRRNGLLKKAY
ELSVLCDAEVALIVFSNRGRLYEYANNSVKETIQRYKKACSDSSNTGSVSELNAQYYQQE
AAKLRVQIGNLQNSNRHMRGESLSSLNLRELKNLETRLERGISRIRSKKNELLFAEIELMQ
KREIDLHNNNQYLRAKIAESERVQQQMTLMPAGGSDYELMPPQPFDARNYLQVNELQIN
HQYSRPDQTVLQLV*

>evm.model.Chr8.50 (DolIMADS33)
MVFPSQESEASSQRKTGRGKIEIKRIENTTNRQVTFCKRRNGLLKKAYELSVLCDAEVALI
VFSSRGRLYEYANNSVRATIDRYKKACADVSNTGSVSEANTQFYQQEATKLRRQIKEIQNS
NRNISGEALSSLSFKELKNLEGRLERAISRIRSKKNELLFAEIEHMQKREIELQNANMYLRA
RIAEAERAQQQMNLMPGSDYQIMGSQPYDARSYIPVNFLETNNHYSRQDQTALQLV*
>evm.model.Chr4.1089 (DolIMADS34)
MGRGKIVIRRIDNSTSRQVTFSKRRNGLLKKAKELAILCDAEVGVIIFSSTGKLYDFASTSM
KTIIERYHKSKEEHHQLANPISEVKFWQREAAMLRQQLQNLQEKHRQMMGEELNGMSV
KELQNLENQLEMSLRGVRMRKDQVLIDEIQELNRKGNITHQENVELCKKVYGTSELSGAE
RNILPSNTSSLGEDSQVPVHLQLCQPHQENYDTPTRAKKL

>evm.model.Chr2.1616 (DolMADS35)
MGRGKIAIRRIDNATNRQVTFSKRRSGLLKKAKELSILCDAEVGVIVFSSTGKLYEFASTSM
KSVIERHNESKEEHHQLQDKVSEVKFWQREAGILRQQLHNLKEHHQQLMGEELYGLSVK
DLQNLENQLEMSLRGVRMKKDQILKDEIQELKRKGNFIHEENVELYKKVNLIRQENMQL
HKKAYSMRDVIPMNGNAQNPYTFSIGEELHVPISLQLSQPEQHRLEMQSRETRSRQSSLIT
LER*

>evm.model.Chr15.1537 (DoIMADS36)
MGRGKIVVKPIENLTSRQVTFSKRRNGLLKKARELSILCDAEVGVIVFSSTGKLYEFSSS
SMGSHEKYKREEEYHQLLSPTAEAKFWQREAESLKQQLNDLQESHRNKVLPMK*
>evm.model.Chr14.1022.1 (DoIMADS37)



MVRGKTQMRRIENATSRQVTFSKRRNGLLKKAFELSVLCDAEVGLIIFSPRGKLYEFASSS
MQETMQRYQRHRKDVHADNRLVEENMQHLKLEAADMVKKIELLEVAKRNLLGEGLGS
CTVEELQQIEQQLERSVSTIRARKMQVFMEQIEQLKEKEKNLGAENSILHKKVIFEAASLIS
HFKLLVSTWQFSLFCSRFVDSHPLVFGKQMHNFCELIWHRWEMVLFILTVKSGLCVFPSM
AFFHSKNQTKTGRLYHAQRAMRVQMSRLNCSSVCLTGEPSALSISDYLGRYISSELRCNVC
N*

>evm.model.Chr3.1741 (DolIMADS388)
MVRGKTQMRRIENDTSRQVTFSKRRNGLLKKACELSILCDAEVGVIIFSSRGKLYEFASSS
MKDTIQRYRKHAKAPPDDPETQQNMENLRLEAAKMTKKIELLEVAKRKLMGEGLGSCSV
EELKQMEQQLERSASIIRAKKMQVYMEQIDQLKEKYDQCLRQEPNEQREMVACRERGEN
LEVETDLFIGPPNGAGIRRALPPEN*

>evm.model.Chr13.2134 (DoIMADS39)
MVRGKVQMKRIENATSRQVTFSKRRNGLLKKAYELSVLCDAEVALIIFSPKGRLNEFSSSN
MQRIIERYRERANDAQTNNLEMEQYTQQLKLEAANMAKSIELLEASQRKLLGQGLVSCS
VQELQETANQLERSLRNIRTRKEQVFKEQIDQLKERYSILLLEENARLSEKCGENGGKSAA
NQIEVGACSHSESSEVETQLFIGLPDHMRCSNSWQQTS*

>evm.model.Chr3.1025 (DolIMADS40)
MVRGKIQMKRIENASSRQVTFSKRRSGLLKKAFELSVLCDAEVALIIFSPKGKLYEFSSSSV
NKTIERYQRNNKELGSGKAAPQEVLQHLKEEAISISDKIELLESSKRKLMGECLESCSIDEL
QQIEKQLEQSLSSIRRRKTMLFMEKIKQLKEEERSLTEENAKLREQCCGMQSQLLSITLSA
AGGREIYDVETELFIGPPAEGRTRRPL*

>evm.model.Chr9.124 (DoIMADS41)
MARGKIQIKRIENSTNRQVTYSKRRNGLFKKANELTVLCDARVSIIMVSSTGKIHEYISPAA
TTKQLFDQYQKTLNTDLWSSHYERMQENLKKLKEVNRNLRRQIRQRMGESLNDLNFNE
MHGLEEDIESSLKVIRERKYKVIGNQIETFKKKMRNVEEINRNLMHEFGAREEDPHY GLID
NGVDYEHALGFLNAGPRMLALRLQPHHHTLHSGIGSHLTMGSHLTTESHLTTHALLE*
>evm.model.Chr2.1166 (DolMADS42)
MGNGKIEIKRIENPTNRQVTYSKRRNGLFKKAQELTVLCDAKISLLIFSSKGKYHEYISPNT
TTKKIYDQYQKTLGIDLWNTHYESMQEQWRKLKEINDKLRRETGQRKGGDLSYLSFDEL
RRLERNMAASLTTIRDRKYHVIKTQTETCKKKVRNLEERYGDLLLKYEAKCEDTWFGLT
ADHGDYNSAVGFANEACNLYASRLQAVGHHDLHHGGAF*

>evm.model.Chr4.1456 (DolIMADS43)
MGRGKIEIKRIENSSNRQVTYSKRRNGIIKKAKEISVLCDAQVSLIIFASSGKMHEYCSPSTT
LTNILDKYHKQSDKRLWDAKHENLSNELDRIKKENDSMQIELRHLKGEDITSLHYKELMA
IEEALENGLARIRDKQANLSSKLYLSIDQSYLIREWSITT*

>evm.model.Chr14.625.2 (DoIMADS44)
MGRGKIEIKRIENPNSRQVTFSKRRVGLLKKARELAILCDAEVAVIVFSNTGRLFEFSSAGM
DRTLSRYSNRMNSSEADLVEPKEEKQESLEVNILKDEVKELKLKQMQLLGKDLTHLDLKE
LQHLEEQLIEGLSSLKDRKEQLLMQQLEQSRVQEQRAVMENEILRKQVQELCRFLPSNER
LGSPYHVSHPMERDDYPVKQDALSLEVDNCEVDLRLGLSSGVCQEEMKALAQKETQSSN
SGSQMSLL*

>evm.model.Chr2.769 evm.model.Chr2.770 (DolMADSA45)
MAREKIQIRKIDNATARQVTFSKRRRGLFKKAEELSVLCDADVALIIFSATGKLFEYSSSSM
KEILERHNLHSKNLGKLEQPSLELQLVENSNYSRLSKEVAEKIHQLRHMRGEQIQGLSIEEL



QQLERSLEAGLSRVIEKKGGKIMQEINHLQHKGMQLMEEHERLRRQVMEGSNARKHGSA
DSDDMHYGEGHSSDSVTYNCNSTGPPQQDNDSSDTFLKLG*
>evm.model.Chr4.1127_evm.model.Chr4.1128 (DoIMADS46)
MAREKIKIRKIDNITARQVTFSKRRRGIFKKAEELAVLCDANVALIIFSATGKLFEYASSSMK
DILGKYSLHSNKIESKDQPTLELQLENNNLVRLNKEVSEKTNQLRQMRGEDLQGLNLEEL
QRLEQALEAGLSRVLHTKGERIMNEIATLKRKGDQLIEENQQLKQKIIMLSKEKRPVANVA
IEWENNSIPEEGQSSESVTNVCSCSSAPPPEDYCSDTFLKLGLPYN*

>evm.model.Chr4.2220 (DoIMADS47)
MYQNTRVEFESFNALMNTRLPLDLKPSFRWLAFLDGFFVPLNLARNRRFWFASAAHKLR
KQGIGGDGEREDSDQEDRQRDCQAGHLLKEEKRPFKKAEELSILCDADVALIIFSATGKLF
QYSSSSMKEILEKYNLHSRNLEKLEQPSLELQLVENSNYHRLSKEVAEKSHQLRQMRGEE
LQGLNIDELQQLERSLEAGLSRVIQIKGEKIMKEIAHLQQKGAQLMEENEKLRQQIMEVSN
ARKHPGTEEGQSSESVTNICSNSARVLPDSESSDTSLKLG*

>evm.model.Chr14.2085 (DoIMADS48)
MRSLSLSLNIVIPLWSNSLPIYYFKQKEDDLSFLSFKFFLVSFVFKCSACLDWWCRVILGEK
MVRQRIQIKKIDNVTARQVTFSKRRRGLFKKAHELSTLCDAEIAVIVFSTTGKLFEYSSSSM
KQVIERHNLQMANLVQHNQPSLELQLDNSAHAALSKEIEEKTRELSHLRGEELHGLSIEEL
QRLEKSLEAGLRRLLKTKGERLDKEITALNRKEAKLVEENACLKQQLLQMQMAIGGQTQ
EQGQSSESVINNGSPAAPQDYDSSDTSLKLGLPLRNCI*

>evm.model.Chr6.1988 evm.model.Chr6.1989 (DolMADS49)
MVRQRIQIKKIDNVSARQVTFSKRRRGLFKKAQELSTLCDAEVALLVFSSTDKLFKFSTSS
MEQVIERHSRENLGKLNDQPSLELQLESGPFAMLSKQLEDKSRKLSQLRGEELNGLNFEE
LKQLEKLVQGGLHRVLRAKGDKIEKEMIALKRKEARLMEENLCLKQQIE*
>evm.model.Chr6.294 (DoIMADSS50)
MGRESATEADREQDQQTSNLFQAQVRAVEEAHEISVLCDAEVALIVFSTKGKLFEYATDSS
MEKILERYERYSWAERQLVAPYHSQPPACWSMEYPKLAGRIEVLQLNIRRYVGEDLDPLSL
RELQYLEQQIETALKRIRTRKNQLMLESVSELQKKERALQDQNNLLVRKLKESEKTQGLG
QSRPSTFTMQPQLPLSQPLPTSLTIGFGGTFQARGGAVEDGTQAPLTSHSLPPWMLRQVHH
HQ*

>evm.model.Chr12.441 (DoIMADS51)
MGRGRVQLRRIENKINRQVSFSKRRSGLLKKAHEISVLCDAEVGLIIFSTKGKLFEYATDSR
MDRILERYDRCSYAENQLTAANHESPGSWALQHAKLKARLEVLQRDQRHLMGEDIEHLS
LKELQTLENQLETALRHTRSRKNHLMNECITELQKKDKALREQIILLAKKIKEKEKEQAQ
QAPFEQPNPEPSSSSSGGQPLPFHSLNIGGAYQEAAGENGGDVEVAPVFQIQLPPWMLPHV
SG*

>evm.model.Chr13.921 (DoIMADS52)
MGRGKVQLRRIENKINRQVTFSKRRAGLLKKAHEISVLCDAEVALIVFSHKGKLFEYSTDS
CMEKILERYERYSYAERQLIADPQTPGNWSLECTRLRSKIELLQRNHRHYMGHDLDSLTL
KELQNLEQQLDTALKHIRSRKNQLMYESISELQKKERAIQEQNNMLAKEIKEKEKTLAEH
SQWQQQNQAPNPSPFLLPQQLPCLNIGGSYQGEEPARRNELDLTLEPLFSCNPWMLCRMM
DNN*

>evm.model.Chr4.1452 (DolIMADSS53)
MGRGKIEVKRIESNTSRQVTFSKRRAGLLKKTHELSVLCDAQIGLIVFSNKGKLYEYCTHP
LSMGQIIERYLTVTGTRIPERDDREQIYNEFIRMKKETHNLQLSLHRYKGDDLSSAQYEDL



AALEQQLESSVIKVRARKEEMLEKENQEMYSWLMSNHIQKQQEQLDHHQQAMTELKLV
GGQQVLDQYTFFGEEQPSDILQHASVPPQLQPYRLQPTQPNLQEPSLQECSYGTDETLNLT
MMFAPNSCGLE*

Text S2: Protein sequences for the WRKY gene family in D.oleifera.

>evm.model.Chr11.469 (DolWRKY1)
ENGSIMQPKWSYYKCTHAGCTVRKHVERASHDLKSVITTYEGKHNHDVPAARNSSHVNS
SVPNTGPGQNACANASAATGPPHLHRPQPAQVHNGMVRFDRPPPLSSFGLPGRQQLGPPQ
GFSFGMNQHALAGLAMAGVGPPNQGKLPVLPVHHPYLGQQNPANEMGFMLPKGEPEAE
PPLSSSKDHLFTIKY *

>evm.model.Chr8.1140 (DolWRKY?2)
MGFCYSTEFLPSLWSQKNRSYATDMSGATRAIREPRVWSKRPVSGHPRRWVSLAQIWTES
RERKSNPRSYYKCTSAGCTVRKHVERASHDLKSVITTYEGKHNHDVPAARNSSHINSGNP
GNGPAQAGGSAAAAAAAQTHLHRRSHLKATATWLGMVGLLH*

>evm.model.Chr5.439 (DolWRKY?3)
MDKREQSSEAFQEEEAEKTTEDEHKELDGAGDDGDCGYGVAEVGGEERREFSQLPPIEAE
SGGPQSETLAAASSSLQLFDSDYQLSGDLTEVPVDYAFLRPLESEEFKNTVGLSHQQALVS
VTTESTQVQSRNQFQSAGCPTSSSELSPTSVTQSISSTPSPTLLDQKISSVANANGGCRPQVE
QONSGDAKTTSAALGLKTPLTRVYSWRKYGQKQVKSPQGSRSYYKCTYSDCQAKKIECC
DHLNRVIEVISRGQHTHDPPQRINCTRESRFAVSAAPGSRVPPLSLLNDSDPSTSSRELVQET
PSLHETKQESPRVSKQAAEVDIKEEHVDEPEPKRRLKKNDTAFSGSVLKPGKKPKFVVRA
AGDVGISGDGYRWRKYGQKMVKGNPHPRNYYRCTSAGCPVRKHIERAVDNTSVVIITYK
GIHDHDMPVPKKRHGLPSAPLVAAAAPASMNSSQFKKTESTTQWSVDREGELTGETMDA
GEEKAMESARTLLSIGFEIKQC*

>evm.model.Chr11.1154 (DolWRKY4)
MVILGEAVQDDVASDKAQQRESPNSGSHESESQCNQEGNTHAVLPEKESGELQNAQDTKI
EFSASQCTEEGITPCIETEKVLDNVQERQSSSSTSRDQASQSSQEGTHPSVEQREIPDSTSRD
HTSKTNQDGNSPSIISDQLLDDLQQRPISDTGSCALQSNHEGKSPSQLPKKVPDNLQLTQSL
KTGPHKLQRDQEGRTPSRIPDKASHDGYNWRKYGQKLVKGNEFIRSYYRCTHPNCPAKR
RVERSQGGVIVDNIYLGKHEHPKPQASPQIAVGLLPPIPTRAEEPLAIEEDKLSSPHGSTSHQ
TEPMETPEPPTITPTDDTVECATSQSNRLRDEVYHSGNSESKKQKREICIIDKTPEEKPTVDP
RVVVQTVGDGEVDIVNDGYRWRKYGQKLVKGNPNPRSYYRCSNAGCPAKKHVERASYN
PKSVITTYGGQHDHDMPPARTVTPNTTGASTNITAHKAESESRPEEKSAVVLDMAVHAN*
>evm.model.Chr1.507 (DolWRKYYS)
MGGSFAERSVPWAFNTLKINTAQLWSITSPLSSPLATASQAPFMTIPAGISPTALLDSQIVLH
NSQAEPSPPSGTFQLSPSNHESSMLDPVTPAADRDSATDDSFHPSIQPHGRHPVSSTHISGLE
SKVSSPYKDAPGPEGVFSCQTLSSMQPAMNREFGVEFPKVIARNCATEPSLHFEVSRSMVP
NADCLASQPCRTDRAGDQMSQQGNHTHGGEGHFLEPDQKGAYRSMGLVRTSEDGYNW
RKYGQKQVKGSEYPRSYYKCTHPNCQVKKKIEHCEDGQIAEITYKGAHNHPKPHPGGAG
CGNIQLQCNDIKVDSDRRADSKEKRSSTSILTDNSDPLSTTQGKCIFESVGTTELASRLATC
NGDDEDRATRGSKSLIEDAADNEPEPKRRKMDSSLMETSLASRAAREPRVVLQIESEVDIL
DDGYRWRKYGQKVVKGNPNPRGYYKCTSTGCPVRKHVERACHDPKSVITRYEGKHNHE
VPAAKNSGLINLDARTSSSTPSSTRAELTSPRNTIAPLPEPQLQDLAPRFQSAPDRGSDFML
GNDTWSFINVSSTTADALFTCWNAAAASQFCSSGHAK*



>evm.model.Chr11.288 (DolWRKY6)
MPVSIFHIAAFVKSEMASSSKELSLPAPVQMFASRAIISAGVHTDELNQRIPLGTGVQASQP
HHKDIGPSVAAERSSDDGYNWRKYGQKLVKGSEFPRSYYKCTHPNCEVKKIFERAPDGQI
TEIVYKGTHDHPKPQPARRLTAGAIMSIQEKTDKVSSITIQGDKSIINAPHDVDTSTPDLSPR
GTNDDSVEGATPQLNTIEEGDEDDPFSKRRKLDGVSIDVTPVVKPIREPRVVVQTVSEVDI
LDDGYRWRKYGQKVVRGNPNPRSYYKCTNAGCPVRKHVERASHDPKSVITTYEGKHNH
DVPTARNSSHDMAGPATMIGMSKVRSEESDSISLDLGVGISPAADNRSNEQQQVLDVENQ
VNSAPTNFKLVQLAPVSTYYGVVNGGSHGYRENHVENHGFQTPPLNHSSNPYPQNLERIL
LGP*

>evm.model.Chr15.2037 (DolWRKY7)
MTSSFTDLLASSGPGHGQYQQEAGRITVTGGMEFQKFKSLAPPSPPPFSPSSFLATTPQAGL
CPSWLLDSPSLLSASNIHPSPTTGSFSGLDFKEERNFSDFSFQVPQMKAPSLTSSSIFQSSAN
PIPSEESLKSKHEGWNMNRPSEQNQFSLVKPMAKPEYAPVRSFPSETSTTQANMQTYGRY
PQPSQYLRDQRRSEDGYNWRKYGQKQVKGSENPRSYYKCTYPNCPTTKKVERTLDGHIT
EIVYKGSHNHPKPQSTRRSSSQSTQPPLSNSEISNQSNALAGNSQLESAATPENSVSFGEDE
FNQGRSMSNTDDENENEPKAKRWKAENENEVVSSCGSRTVREPRVVIQTTSDIDILDDGY
RWRKYGQKVVKGNPNPRSYYKCTFAGCPVRKHVERAGHDPRAVITTYEGKHSHDVPAA
RGSGGYPANRPLASSGNANASLAIRPLEITSNVSHTTNFQSPLTIQGYQLPNLKRLMRCRC
CQAHWGILDSQGLETLQAPPFWTNYKQIMGCPEPRKNPGTTLFSIHFYTEKNRSLDIQLLR
HLAL*

>evm.model.Chr1.2192 (DolWRKY 8)
MASPSGSLDTSATSFPEPPPPPPASSSSTTFSFSNPFMSSSFSDLFNHDYPSSAPAPTVSRGLS
DRVAERTGSGVPKFKSIPPPSLPISPPAFSPSSYFSIPPGLSPADLLDSPVLLSTSNILPSPTTGT
FPTQAFNWKNNPVSNDYHQGIKREPKNSSNFSFQPQTRPPTSSTTTFQSQLPTENQGWDF
QESIKQDNNPSSDKSLVKSEFASLQSLSPDISSIQTDSRPGAGAGFQPSYNRYNNSSQSIREQ
RKSEDGYNWRKYGQKQVKGSENPRSYYKCTYPNCPTKKKVERSLDGQITEIVYKGTHN
HPKPQSTRRSSANPASCQAVQPYNPPTNEFPDQSYASHGTGPMDSVATPENSSISIGDDDFD
RSSQRSKSGGDEIDEDEPDAKRWKIEAESEGMSAAGSRTVREPRVVVQTTSDIDILDDGYR
WRKYGQKVVKGNPNPRSYYKCTNPGCPVRKHVERASHDQRAVITTYEGKHNHDVPAAR
GSGSHSLNRPLPANTNGNAAMAFRPSAISQHPTTNAMANPIRSSRLQAEGQAPFTLEMLQ
SPGSFGFAGFGNSMGSYLNQPQVPDNNVFSRAKEEPRDDMFLESLLC*
>evm.model.Chr7.1293 (DolWRKY9)
MEIKEAERTVIAKPVASRPTCSSFSSFSNLLSGTINSSPSSACSETAVTAIRPKTLRFKPVANH
ASVEAEVCAADVCYPSDKLDKVLYSDSKDTSVHKPLAEVATKKTFSSLENTGNSNIGHKQ
ALPRTEACVQTSNQFKYHSRSDLSPNLQQKFSLQPDREKITNASKMSVENMEQDRTSLPLT
GNGDRPPSDGYNWRKYGQKQVKGSEYPRSYYKCTHPTCPVKKKLERLLDGQIAEIIYQG
EHNHGKPSPPKRHTSGRQGQGFVSGETNNPSCINQLNYRNDLGLRTRSTYSSKAPLAYEP
VLAGAPNTAVRTPENYSGVTGDCEEGSKLWEAEDDEPKCKRRKNENEPDISGGGVQQPC
AVVQSSKESEMVCDDGFCWIKYRQKVMKGYPYPRLVNPHLPFS*

>evm.model.Chr15.1836 (DolWRKY'10)
MEVKEAERIVIAKPVPSRPTCSTFKSFSELLAGAINSSPSPPPSNVCSQTAITAIRPKTVRFKP
TGNHAPFGLVSSQANMPGAAVCCSSDKVDRASNSDNKSTVVYKPLAKVVSRTMFSLLAN
QGNSNISHQQAPGQVEACVQPPTKYEYHFGSALDSNLHQNIPLQAEREKMTESSQIASQS
MEEDQRFLRPTSNGDRPSYDGYNWRKYGQKQIAEIVYKGEHNHLKPQPPKRNASDGQE



QGFVSDGTVQETNNRSWSNLLNEKNDEFEGRTENQDEVGLPGFSTYSGKAPLSYDPATAG
AGNTGLRTRQNSSGLRRACEQERNQGSEAEDKETLSKRRKIANEPGTSGEGVQEPPDAVQ
SATDPETVSDGFRWRKYGQKVVKGSPYPRSYYRCTSLKCNVRKHVERASDDPTTFITTYE
GKHNHDVPTKNMNPPAFEPDSQAATSEDK*

>evm.model.Chr2.1860 (DolWRKY11)
MQSPFGMTHQQALAQVTAQAALSQSYMHIQDECQPSAVTASAESLTHHQLSASNTTMSQ
QKCPVISEPENSRMESSEASQSERKSLPPPATVDKPGNDGYNWRKYGQKQVKASEYPRSY
YRCTHLNCPVKKKVERNLDGQIEITYKGQHNHELPQSNKRAKDSIDVNPIMDSQAGAELS
LQGETEMNRSNETSHSHLERDRSCTQLIPIQLPGSSDFSEIGDVEARPDESNDDEPNSKRRN
TEVGKSEPTSSHRTVTEPRIVVQTRSEVDLLDDGYKWRKYGQKVVKGNLHPRSYYKCTT
VGCNVRKHVERASTDPKAVVTTYEGKHNHDIPAARRSSHSTANNSTLQLKAQKIVAKKPA
ALIEVEGMDFGNTDQRPALLQLKEEQIRA*

>evm.model.Chr13.995 (DolWRKY12)
MAENDRSSSLSRAGPASLRPAIVLPPRTSTESPYSGGSGASPGPMTLVSNFFSEAGEFRSFSQ
LLAGAMESPSPSARAYEDSSSGDKASGGGDFRFKVNTPSGLTIAQSPPFSVPPGLSPSGLLD
SPSWLSPRQGSFGMSHQQALAQVTAQAAQAHSQTHNYAEFSSSLSVPEVSLPQPPFSSNVT
IQQQMPPPMPPPMPKPSIKKEASDLSHSDYRPQPSSFAADKPHDDGYNWRKYGQKQVKG
SEYPRSYYKCTHPKCPVKKKVERSLDGHIIEHNYKGQHNHQPPQPSRRAKDTGNPNRNLNH
QGNAELSSEGQTGNLRERAPQELSQATPEHLSGSSDGEGLGDAETRVDEKDGDEPESKRS
RNTEVSVSQPASHNAVTEPRIIVQTTSEVDLLDDGYRWRKYGQKVVKGNPYPRSYYKCTS
PGCNVRKHVERAASDRKAVITTYEGKHNHDVPAARISSHNIANNIVSRPMPHNSASNTVR
QAEFGNDNSQSLTILQFKDELT*

>evm.model.Chr5.1550 (DolWRKY13)
MAKNEGSSSPPRPRTSSSASLRPSTITLPPRGGIDGLFAGLEGFSPGPMTLVSSFFSDADPYS
DCRSFSQLLAGAMASPVARPPAGADDPSSRDNKESGDFDFRFKQNRPSGLMVPHPAAFGV
PPGLSPAGFVELPGWFSPTQGAFGMSHQQALLQVTAQAAQVNSQMHNQVEFLPSLSAAP
AASLSQFPSFVSNVTTHQQIPPAMLDPTTLKESSDLSLSDHRSQPSSLVVDKPTDDGFNWR
KYGQKQVKGSEYPRSYYKCTHPNCPVKKKVERSLDGHITEITYKGQHNHEPPQPSKRAKS
TGNLNENINNQGNSEFPMEGHIGNLKKSKEGLAAYSLSMKDQESSQATPECVSGSGNSEE
EGADDSRVDERLEDEPEAKRRNIELRVSEPASSQRTVTEPRIIVQTTSEVDLLDDGYRWRK
YGQKVVKGNPYPRSYYKCTYQGCNVRKHIERAASDPKAVITTYEGKHNHDVPAARNSSH
NMANNISQLRPQNALIDNKHTLTRQTDLGNNNPQPIAVLRLKEELT*
>evm.model.Chr15.515 (DolWRKY14)
MEYISLLDTSLDLNANPMRFLDEAPINKGAENNFFELEKKTSVKEETSALVEELSRVSAEN
KKLTEMLTVLCENYNNLRSHLMNYTSKNPDREHAMSRKRKAEGGAATNKNSVSNNGGN
SESSSSDEDSCKKPREEHVKAKISRVCVRTEASDTSLVVKDGYQWRKYGQKVTRDNPCPR
AYFKCSFAPACPVKKKVQRSVEDQSIVVATYEGEHNHPHPSRHESSSSSAGRCVAAQGSVP
CSASSAPTITLDLTKPMLNGAKDSSRTGALGAPDVQEFLVEQMASSLTKDPSFKAALAAAI
SRRIIQDDRHQTEKW*

>evm.model.Chr10.865 (DolWRKY15)
MVDTSLNLNLNPRQEHDRNPDYDHQAFLFLNKKIMDQSQGDMDMDVAPESKKTVKKEE
EGALIEELNRMNTENKKLTEMLDSVCESYKVLRGQLMDLMQRDSDEHAAVWRSKKRKA
AELGDNSDGVYGKNEMISPCSDASYSPKRPNVIKTNISRISVKTDPSDISLVVRDGYQWRK
YGQKVTRDNPSPRAYYKCSYAPSCPVKKKVQRSVHDPSILVATYEGEHNHSHPCQSEVSM



GLNQGCTVIPAAAPIYIQNSTADLLHHHHHHQQHHRHHHHQSANSNSSSSRQAELMCSGT
AKKSCPQAAAAIDAPAVQEMLVEQMANSLTRNHSFTSALAAAISNKILDLDL*
>evm.model.Chr2.1921 (DolWRKY16)
MADVFQGGARGKFCEATAPKASSADLEIPDLEIPGISNEEKELESAKAEMSQVREENARLK
MMLEQMEKDYESLRMRFSGIHQRESKKSSNSSISTAHVDQEPELVSLRLGRSPSEPKRDEK
SAGKARSSSEDHEQLTGGLKLGLDYDFRKSEKSSPENSLEEIAKEEQAGETWPAASKALK
KGRSGEDDELSEQSSVKRARVSVRARCEAPTMNDGCQWRKYGQKISKGNPCPRAYYRCT
VAPSCPVRKQVQRCAEDMSILITTYEGTHNHPLPVSATAMASTTSAAASMLLSGSSTSQQG
LGPSSTTTTAPFTNLHGLDFSLSDNSRARALY SPNSSSSPFATITLDLTSSPSNHFNMFSSSFP
SAPRAVFPSTNLSFSSSESTILPSVWGNGYHNYGTLPYSKANTGSTNLGKPSQEQFYQPYT
EQNSQASSLTETLTKAITSNPSFQSVIAAAISSMVDNNNGSNQGRRESFGQNLRWVDTIQAI
NGKGCASSYLNPSSSLNSQTGNLTVLEAPALPFSVSKNTAKPATDGQDQTN*
>evm.model.Chr12.585 (DolWRKY'17)
MEAALRNSGEGGADKEEKRVKLSRDEEGSKEMIFLKARNERRDHDQDDKKPSSNRIANQ
GDQLESAKAEMGEVKEENQRLRTFLNQIMKDYQTLQMQYYDIMGQEAKETDESELVSLS
LGRTSSDTGKDNEKPTKGKEDEKDEEGLALGLDCKFEASKTATTETNSLKRSPENSSEVKE
EAGESWPPQKVAKTMKSEEDEVSQQNPVKKARVSVRVRSNTPTMNDGCQWRKYGQKIA
KGNPCPRAYYRCTVAPSCPVRKQVQRCAQDMSILTTTYEGTHNHPLPISATAMASTTSAA
ASMLLSGSSSSGTAPGSSAGATTSSPNFHGLNFFLSDHSSNPNPFSLPHTSMSSSSSYPTIILD
LTSPSSSSHENKLSSNFNPNPRYNSSTNLSFSSLEANPLPISWTNSALNYGNQPYNKNAPFG
SLNFGRLPQESFNHSFMQKSDPNPNPNPSQEDTIAAATMAITSDPSFQSALAKALTSIIGTR
GNHGGGIGSQIGSKLGQNLKLGEPFPVVSSLPSATANGNKCSSSYLNSNSASATNSQPGNI
MLLQPPLPFSTSKSKSTSPGDKDHVI*

>evm.model.Chr14.111 (DolWRKY18)
MEQNQLKTNLKSNNPTDSKDDETREDEQLQADDPQQKKEEDDDNDGEEEEEEEEEEEDA
SQDTSSPENFRPEELSALQMDMNRMKEENKMLRKAIEQTMKNYYDLQMKFAVIQRNNT
QKKDHSTFLSLSNGNGPAIHELSSRPRPLDINSQTPSSPLREEDNRERDLGLSLTLQTSRSQQ
DGEGGKEENKELDAKRITSTVQSKLPEARNIKPHAPPPPNRKARVSVRARCQSATMNDGC
QWRKYGQKIAKGNPCPRAYYRCTVAPGCPVRKQVQRCLEDMSILITTYEGTHNHPLPVG
ATAMASTASAAASFTLVDSSNPLTNSSFTQQSYSPFPNPSSHMIMMNPAFSTTVRNLNPNDP
SKGIVLDLTNTTSACDQTRQMFPATSSFNSPTAAQLGLLNADLFARPRGVDEATGWKGHH
QDMINKSLAENVSTAIASDPKLRVAVAAAISSLITKETHPNRPTGPSLAPNKDGEGGSSSSN
NWVLESLSSRHSP*

>evm.model.Chr8.986 (DolWRKY'19)
MDIGRAATSEDHPEPAQTSISDGRAQEHYPKSPEILPFDPYKGERRDGQRFGREDSPLNFNS
SKDFNQAAMRRARVSVRARSEAAMISDGCQWRKYGQKMAKGNPCPRAYYRCTMATGC
PVRKQVQRCAEDRSILVTSYEGNHNHPLPPAAMAMASTTSSAASMLLSGSIPSADPGQSPG
SCRPFLPCCPNLAAVSPSSPFPTITLDLTNGGANAAAINTNPLQFLQRPQGHFPVASLPQILP
QSLSQPLYGQPKFPAGVVQSSHHQEIMSRATADPNLRAALVAAISSIINGNNNVASTHGGM*
>evm.model.Chr9.2261 (DolWRKY20)
MDKGWGLALDSDRKIDFFPKKLSAGYREIMFQGIEFPVNLNRREEPAAATPPAGENRMVYV
GEVDFFSDHKSKSQPDFSINSNIKKENSNSAEVVRRTDLHVNTGLHLTTNVGSNQRSLVES
DTDDKQSRKELADLQARLERMNAENQMLTAMLSQVSSNYSALQMQLMALMQQQQSLK
AKTSQVHETAEGLRSEDKKREAEGPVVPRRFIDLGPSSATETNEPSQSNSSEERTQSAGSPL



NNKNELISLDHDQENGKKIRREESPESDGWVSSKAPKLNAPKSVDQPPEATMRKARVSVR
ARSEAPMITDGCQWRKYGQKMAKGNPCPRAYYRCTMAVGCPVRKQVQRCAEDRTILITT
YEGTHNHPLPPAAMAMASTTSAAANMLLSGSMSSGDGLMNPNFLARTMLPCSSSIATISA
SAPFPTVTLDLTHSANPLQFQRPTQIQNFVAPFGQMQYNQSRFSGLQVSQEMEPPQTARQA
GAAQFQLSQNPSFADSLSAATAAITADPNFTAALAAAITSIMGGSQPNSASANSTTSAAATN
TTISNGDKIASTFLGN*

>evm.model.Chr12.2142 (DolWRKY21)
MDKGWGLTLGSDPIGFFANKQAASFVLAPKLEMFPVNLNPTPEENRPPVGEVDFFADKNR
SDDRRMDSKASSISVKKENGSDVNTGLRLLTAHTGSDQSTLEDGTSSDAEDKRAKKELAL
LQAELVQVNSENQRLKGMLSQVSNNYSALQMHLSTLMQQQQQQQMQOQNSIADSNQEHE
MAEGRSEDKTVVPRQFLDLGPSATGDTEEPSHSNSSSEERTLSGSPENHKNQEMVLFDQD
KANQGDDGKRISPQSEAWLPNKLPKLDTSSKISVDQATEATMRKARVSVRARSDAPMIAD
GCQWRKYGQKMAKGNPCPRAYYRCTMSVGCPVRKQVQRCAEDRTILITTYEGTHNHAL
PPPAMALASTTTAAATMLLSGSMPSADGVMNPNFLAKAILPSSSSMATISASAPFPTVTLDL
THNSNNPLQFQRSPAQFQGPFAAAPMTAVPPHVFGQALYNQSKFSGLQVSQETKLPPPPPQ
PHQAQNPSLADTVSAATAAITADPHFTAALAAAISSIIGGGQPNSNNAGGSSNNTTSTTTTN
TSGSNGNKMGMFPGN*

>evm.model.Chr11.1050 (DolWRKY22)
MAKGSGLSIDLDRIGFFLHRPNVINSFPDDSHHHSRRSHHPPKLKLEPMDSPPSHSPATIQFP
VNLNCTAHDHDSSTAADDSRTVIGEMDFFADKKPADHDPAAVQKHVPARPPDLDFNVNT
GLHLLTANTSSDQSMVDDGISQNSDDKRAKTELAVLQAEMERIKAENQRLRDMLNQVTA
NYNALQMHLVNLMQQQQRNDQKSDDQTKENDQLVEGRMMEDSNSNKQSALAVPRQFM
DLGLAATAEADEHSPTLSEGRSPDRPRSPATNVEAASKEFFDHGREDSQENGSGHGWGPG
KVPRLNPPKNVDQAAEATMRKARVSVRARSEAPMITDGCQWRKYGQKMAKGNPCPRA
YYRCTMAAGCPVRKQVQRCAEDRTILITTYEGNHNHPLPPAALAMASTTSSAARMLLSGS
MPSADGLMNSNFLARTLIPCSSSLATISASAPFPTVTLDLTQNPNPLQFQRPPGQFHVPFSSP
PATLLPQIFGQALYNQSKFSGLQMSQDVETAPPQPAGPSSLAETVTALTADPNFTTALAAAI
TSLIGGGHPSNIASNNNIGANATTSNNGSLSTSSNNAGAGGNDTGKIKNPSFPGN*
>evm.model.Chr4.1693 (DolWRKY23)
MNLWSYYRCTNSKCKVKKRVERSSEDPAIVIMTYEGQHCHHSVGFPRGGLISHEAAFASP
LTFSASQLYFPRVQFPQQGSSSAPKSHQVPREPNVLAEPNPQRPTDEGLLGDIVPPGMSNQ*
>evm.model.Chr5.1313 (DolWRKY24)
MSLVMSSIGHLVNFAILLRNKRSYYRCTNSKCTVKKRVERSFEDPAIVIATYEGQHCHHSIG
FPRGGLINHEVAFASLLTPSASQLYFPRVQFPQQGSSGAPKSHQVPREPNVLAEPNPQRPTD
GLLGDIVPPGMRNQ*

>evm.model.Chr3.1110 (DolWRKY25)
MIYVSYYRCTNRKCTVKKRVERSSEDPAIVITTYEGQHCQHSVGFPRGGLISHEAAFASPL
TPSASQLYFPRVQFPQQGSSSAPKSHQVPREPNVLAEPNPQRPTDEGLLGDIVPPGMRNQ#*
>evm.model.Chr5.1036 (DolWRKY26)
MLGRSYYRCTNSKCTVKKRVERSSEDPAIVITTHEGQRCHHSVGFPRGGLISHEAAFASPL
TPSASQLYFPRVKFLQQGSSSAPKSHQVPREPNVLAEPNPQRPTDEGLLGDIVHPGMRNQ*
>evm.model.Chr13.971 (DolWRKY27)
MLSAAIAIHVLVSTSRSMRCLDKAVEAGEREHHRRHAGPAGDASTSNPSVSSSSSEDPPEK
STASGGDKPPPETASKVRKKGQKRIRQPRFAFMTRSEVDHLEDGYRWRKYGQKAVKNSP



FPRSYYRCTNSKCTVKKRVERSSEDPAIVITTYEGQHCHHSVGFPRGGLISHEAAFASPLTP
SASQLYFPRVQFPQQGSSSAPKSHQVPREPNVLAEPNPQRPTDEGLLGDIVPPGMRNH*
>evm.model.Chr1.2033 (DolWRKY28)
MINKQTYMERQLEGVRMEDSIRPSSLSDYFLANNQFSAGMLDLYTESEKSSLGFTELLGL
QDFAPSIFDIFQASAPSTEPLPPTQTSAFAESPEGFNQPATPNSSSISSASSGAHNDEQSRPAE
EDEEQQKVKKRLKAKKTSQKRQKEPRFAFMTKSEVDHLEDGYRWRKYGQKAVKNSPFP
RSYYRCTNAACNVKKRVERCHNDPSIVVTTYEGKHTHLSPVMPPRPDSSVLPPTAAFDPA
AVQVPRQYSQFSNLPPLNCGYFSYMNPGVFP*

>evm.model.Chr4.639 (DolWRKY29)
MENKEDLQRESLVGNSTFSDHIPAGFSLSSFFDMTCDAEKGSFGFIDVLGFQENYPSFFDD
QFQSPLEPPLPLLSPTSSVPGEVQELVNTPADSSSISSSSNEAPNTWEQTKTVQEEHEQDQE
NTNKQLKPKKRPKRERKPRFAFLTKSEIDNLDDGYRWRKYGQKAVKNSPFPRSYYRCTGP
GCGVKKRVERCSGDPATVVTTYEGTHTHSCLVTPRGNVRLVTEPAGFGGGGPSSLHYDHR
HEQPYNSHIINPSPSPCLSFTANANSSFPVDSPCLIRDCGLLQDMVPWQLRKVSKEQ*
>evm.model.Chr8.1272 (DolWRKY30)
MEKKEELKRENSMANSAFSDQIPTSFALSGSIFDMPCDGEKSSLGFIDMLGIQDYSPSLFDL
LQPTPVIMPPQPLPSPASTVPDSTSEVLNTPATPNSSSISSSSTEAVNDDQTKTTTVQEEEEH
DQDKTKKQLKPKKKNPKRQREPRFAFMTKSEIDHLDDGYRWRKYGQKAVKNSPFPRSYY
RCTTADCGVKKRVERSNDDPSIVVTTYEGTHSHPCPVTPRGSIGILPEAAGFGGGGASSFAI
PQPHYQQQQQPYFHNPTPSLSFATTTTNSRYANFLQERRFCPSPSSLLRDHGLLQDIVPSMA
QKEPKEE*

>evm.model.Chr9.1792 (DolWRKY31)
MSEELPGDHHFCYQNPFHGDGFANSFANSSSVYMDPPYMSFTECLHGSADYNTLARAFG
LSSAPSSEAFSAVKDEKKLAAADAGDQLLGSETPATPNSSISSSSTEAGAGDEDSSKGKKD
RQQKESDEGTGESSKKGSKSKKKGEKKQREPRFAFMTKSEVDHLEDGYRWRKYGQKAV
KNSPFPRSYYRCTTQKCTVKKRVERSFQDPSVVITTYEGQHNHPIPASLRGNVAGMLPPSM
LPPPHTVAGTSFPQELMAQMPSSVYNHGGISPLYPQSSALTPLQQLQLQLQLPDYGLLQDM
VPNSMMFKQEP*

>evm.model.Chr12.1736 (DolWRKY32)
MSAERENVNYYHETVQLRDDCTYGTSSATGFSFFGTGSDSIYINPKFSSIANSSEASHELQC
FDPSSSYLSFDQVSRGGFSGLLPPPSPEAFSPFKDEQTPAILGGEDNKNSTGIERDQHKELIE
DGGESFKKLSKSSKKNYGEAQQREARFAFMTRSRVDLLEDGYRWRKYGQKAVKNSHFP
RSL*

>evm.model.Chr8.39 _evm.model.Chr8.40 (DolWRKY33)
MMSGESRDLYHNHHNYPFHHGRSSSSSSTAALPFFPQENHSIYNFHGGGLEDPSSYVSFTD
SLYGSVHHYNSLSTAFDMSCSSSEAISPCVAADHSAENPLTPLSSLSSSSTERAGAAAAAAA
DQEDSPKIIPGKDKQQRRQGCGGGDGDDDDDNDDKLKKENTAKKKREKKQRQQRYAFM
TKSEIDNLEDGYRWRKYGQKAVKNSPFPRSYYRCTSQKCTVKKRIERSFQDPTIVITTYEG
QHNHHSPATLRGNAARIFSSSSSHLFPAAQQAGPSFPQELLAQMLPVSIDHHQAPPTSGYL
DHHQLQLQLQTHPHPHPSDHYYGFLQDAMAPSPFIHKQDHP*

>evm.model.Chr4.2304 (DolWRKY34)
MSSMVNYLQGLFDVDQEMGSQMGFVSFPPNMTMPPLVLPGGCHQSLITLTAMPSLLAAD
HHAPSSNPAGNILLSSATLLKQRAEEDLASHHHLPAGPPKLSSQKSTGANLWAWGEMNEC
MMSNKRISNGGDDRLGLSALKMKKLKGRRKVREPRFCFKTMSDVDVLDDGYKWRKYG



QKVVKNTQHPRSYYRCTQDNCRVKKRVERLAEDPRMVITTYEGRHVHYPSNDNDDDDN
SQASNSQLINTFCW#*

>evm.model.Chr2.515 (DolWRKY?35)
MLSQGLFEDQEMSTQMGFFSFPSNMSLLPPIPAGSCHQSLKTLPTLPLSHAAAADAPSSVN
INNPTETFLSSPKPSKQKQAPEEAVSYHFGEPHLSLQRSTTANLWQWGEVNELCMNTSTTK
KSGGDGRDLGVSAMRMKKMKTRRKVREPRFCFKTMSEVDVLDDGYKWRKYGQKVVK
NTQHPRSYYRCTQDNCRVKKRVERLAEDPRMVITTYEGRHIHSPSHDDDLDHFHHSHPPL
QLNNFLC*

>evm.model.Chr3.1635 (DolWRKY36)
MEGERSAGILPNYDLQVSFSAAAPHAIQELGFVQFEDHSQVMSFLAPNSQPLNGAAATSN
HHHHHDNNNTSVVGFDHGGLGSRPSWNNDQVGQSDPKAVNHENCTANATDSNNSWWR
SSSSEKSKVKVRRKLREPRFCFQTRSDVDVLDDGYKWRKYGQKVVKNSLHPRSYYRCTH
SNCRVKKRVERLSEDCRMVITTYEGRHNHSPCDDSTSSEHECFTSF*
>evm.model.Chr10.1165 (DolWRKY37)
MAEDDHSYPNLNHLHHLFTPSLNSLSSSPLLLPQQLPLLPNIQDQSVPDQTAAAPDVTIDW
AGAGLLAANAIDQKETPLPSSSNSSKLGRGLAKKKALNPPRIAFHTRSSEDVLDDGYRWR
KYGQKAVKNSLHPRSYYRCTHHTCNVKKQIQRLSKDTSIVVTTYEGIHNHPFVVADAPSS
FIADAIKASIIVHRCFSRCRCLHHCSFLLRLSSSSTHLQQLHGNRSGCRRRGSRAIGQLLASL
LWVVSRHSHGRQPLVTAMAESFVLDMVGVTRGYGLRRHGRH*

>evm.model.Chr6.833 (DolWRKY38)
MEKHYPTIFPWSSSSADLWQPIASDSDAYTDLIQTAAGDGVSGLTTSTMRAIDPVLPGGDD
RSKSLASSSSEASEVKPAGKSRKSREDHKKIRNPRYAFETRSQVDILDDGYRWRKYGQKA
VKNNKFPRSYYRCTHQGCNVKKQVQRLSNDEGIVVTTYEGIHSHPILDKSTDNFEHILSQ
MQIYTPSELSQTCLDNEYLWSTCHRSKASNKMCHQ*

>evm.model.Chr13.551 (DolWRKY39)
MENYGGVFPCSSSASSAPQLSLNVLDSNAYSEFQAADKSHGFLGLTANHMGLPNSEVNL
MNDACRGQSFASTVTTDQTDREMKSSSSGKKKGEKKIRKPRFAFETRSQVDILDDGYRW
RKYGQKAVKNNRFPRSYYRCTHQGCGVKKQVQRLSKDEAVVVTTYEGMHSHPIEKSTD
NFEHILNQMQIYTAF*

>evm.model.Chr4.1985 (DolWRKY40)
MENSNYHMLPCASAAMPSSSSSSFPPNLMKIACFPRGLYNENPRGSSSSSEIINTNKEKHLP
AAASEAEGVSNNGGFIQLPANEAKSGKNKNAEAKIRKPRFAFQTRTHVDILEDGYRWRKY
GQKAVKNNKFPRSYYRCSHQGCSVKKQIQRQSPDEGVVVTTYEGVHTHPTEKPADNFEQI
LSGMNIYPF*

>evm.model.Chr2.2236 (DolWRKY41)
MENFAMFFPMPPPPPPSSFSSPTVKSSCGVRRTNDLNHNTENPDVLLGLSSNSDHQTTSSA
GVKDINSKTSTGSIWGSGIDDHEAKSSKKKLGEKKTRRPRFAFQTRTQVDILDDGYRWRK
YGQKAVKNNKFPRSYYRCTHKGCNVKKQVQRQSKDEGIVVTTYEGVHTHLVEKPTDNF
EQILSQMHIYPPF*

>evm.model.Chr4.1307.1 (DolWRKY42)
MSKYCYYSYSSSTGNFPHHSNDHPHPDRDRDRHRHRDEDVQEGRHQDFYDELAEFLTVV
DRSDESFPSSITNMPPNSSSARVSAALGNDDMQPLVLLKMNMGDGEARVAFRTKSELEIM
DDGFKWRKYGKKMVKNSPYPRNYYKCSSEGCKVKKRVERDREDPSYVITTYDGVHNHQ
SLSPICHDETMSPYNSSV*



>evm.model.Chr2.527 (DolWRKY43)
MAMSQQHHHHQQRQPDQNSNFNSRLAGYLDAVSAEFEFSNYPVLGDGSGDDWLSQNM
ASCDNVPVESAAATSTNIGDMQLSPAKRENEANRTETADNARFRVAFRTQSESEIMDDGFK
WRKYGKKMVKSNPNPRNYYKCSSEGCNVKKRVERDSGDSSYVITTYEGVHNHGSPCVIR
YNQTGFM*

>evm.model.Chr4.2298 (DolWRKY44)
MDGHGCRLNPNHNPNPYADLLGPDLDFQVSDYLLLQEEEEEDHSPQEMAFSPNASVMAS
GSGDSISSVINMQVIMIWRSEHGEKKSMAAAGHAAGSSSPPSSTTRVAFKTKSELEIMDD
GFKWRKYGKKMVKNSPNPRNYYKCSAGGCNVKKRVERDRDDPSYVITTYEGMHNHESP
STVYYNNTVPFSLGYPPSTLQPSSSSSSHSYTSPS*

>evm.model.Chr15.1897 (DolWRKY45)
MEELMKNSATYNWPSNGTEDDNDELLRELLDDASPFLLLPQQPASDQCKSSPSDTEPTAV
NSRASSATPGGEVDFGASPDTTCTTTFRMISILEKGWSKVENKYTLKIKSWGTAMADDGY
KWRKYGQKSIKNSPYPRSYYKCTNPRCSAKKQVERSSDDPETLIVIYEGLHLHYTYPFFL
LSEPPPPQPAGAKKLKIGQAAAGRPEEKSPAGPLRESSSGDCDQQEGITFAAPQGLLEDVV
PLMIRYPSNNCPSNSSNSSSSDPSPLPNSPSSLSWSPPNYSFNVGL#*

>evm.model.Chr10.942 (DolWRKY46)
MAVEMMGFGKMEEQMAIQEAASAGLKSMEHLIRIMSQRSHHTQPQFTSSSNHQLDCREL
TDFTVSKFKKVVPVLNRTGHARFRRGPTCPSSSSTSATSQSQIQTLATAAPAQAPASFAQSQ
PQPQTLTLDFTKPNLMNPSPKGSEVVLPSQFTKETFSISPPMSSTNSSFMSSITADGSVSNGK
QGSSLFLSPAPAPASSAGKPPLSNSSYRKRCHEHDNSDNVSGKLSGSGRCHCHKKRKSRVK
KVIRVPAISSKVADIPPDEYSWRKYGQKPIKGSPYPRGYYKCSSVRGCPARKHVERATDDP
AMLIVTYEGEHRHSHGAAPENVAGGLVDFVFESTT*

>evm.model.Chr2.1439 (DolWRKY47)
MAVELAIGYRNGALEENAVVQEAASGLESVEKLIRLLSQSSQAPVGSELEMDCRAVADVA
VNKFKRVISLLGRTRTGHARFRRAPLASPPANQTKEGSESATKVYCPRPIQQVPLAGSHPNP
LHHLQSQHDQMMIERKDSVSKTINFSYSPAISGGTSFMSSLTGDTDVKQPSSSSPAFHISHL
SQVSSAGRPPLSTSSLKRKCSSSENAGSGRCSGSSGRCHCSKKRKLRLKRVVRVPAISSKM
ADIPPDDYSWRKYGQKPIKGSPYPRGYYKCSSVRGCPARKHVERALDDPTMLTVTYEGE
HNHSLSVGETAGLILESS*

>evm.model.Chr3.1836 (DolWRKY48)
MADQDWDLHAVVRGCAAVTSSGTPDLLHPPSSSSSSSSCSSGFHPPPQDHHFLFSPDPAAT
TRTPVAELQDLFRPFLPKSQPPLSVLARLQDLSPPPPPPPPPQPQRPQLKQQPPVASANTNPS
PRSKKRKNQLKTVSHVPAEGLSSDMWSWRKYGQKPIKGSPYPRGYYRCSTSKGCSARKQ
VERNRSDPGMFIVTYTGEHNHPMPTHRNSLAGSTRQKPVAAAAGDPSKPSPSSPPVSPATE
KVEGREDLVEVDEDDMDMAISDDFFEGLEDLTGPDSEDCLSDLSPSSLPVPWLATTTAAG
GG*

>evm.model.Chr14.1149 _evm.model.Chr14.1150 (DolWRKY49)
MADDWDLHAVVRGCAAAATASCSLDVHPPSGSYPPQDLARLLCPDPCQARGIRSSIEELQ
DLFKPFLPKLQTLSPQPIPISPLSVLGGLPDPSPPPPQLKQQQKLPLCGYRPIDRTSPSSSSCSI
TATATVKHPPRSKKRKNQLKRVCQVPAEGLSSDMWSWRKYGQKPIKGSPYPRGYYRCST
SKGCLARKQVERNRSDPGMFIVTYTAEHNHPMPTHRNSLAGSTRQKPVAAQTVTESDAN
KPSCSSPASLSPATEKTENKEDRDDFMEDEDDEFGVSDMAISDDFFEGLEELTGSSPAGDSL
PECFPASLPFPWLADNATTTAAGGG*



>evm.model.Chr10.1164 (DolWRKY50)
MSGFATAGDLDAVVGGYSDGFSIAATAASMNDSRTSFAPLDVYRDGFVPSSFPDDLFETST
VFDELEQVYRPFYPMFKPISPETILSPSSGNGSAITGSPPAPAPAAAVATVRDSKYKKRKNH
QKRVVINVTAADLSSDVWAWRKYGQKPIKGSPYPRSYYRCSSSKGCPARKQVERSLSNPE
MFAVTYAAEHCHAQPTRKNSLAGTTRQKFSSSKTPAAPAAAGDLGPPEPPKVVDSCNSSP
TTSFSAPSPPGTSTEEAQQQLGEAPIENDELFVFDMILNDDWRLPGFDELDILTSGLAFNSD
LQEQCPMSFPCF*

>evm.model.Chr12.1783 (DolWRKY51)
MASSSSPKRSRRGIEKRVVSVPIRDVEGSRLRGDGAPPSIDRWAWRKY GQKPIKGSPYPRG
YYRCSSSKGCPARKQVERSRADPNMVVVTYSCEHNHPWPAARNTHHHNNQKTSTADAIP
VLSTVSSKNTTACESQLQVEPDEKFANLGEANLIEGYEFNSFSDWEVEAAAATTTTMSTW
LESPRMGEGAMKEEDEWLFADLEELPECSAVFRRRVLERAEEECRRCNLAATG*
>evm.model.Chr1.2020 (DolWRKY52)
MDCSHSEELKPENQASKRRKVVQKTVVRVKIEANEGKQRSEGPPSDCWSWRKYGQKPIK
GSPYPRGYYRCSTSKGCSAKKQVERCRTDASTLVITYTSSHNHPGPDLPSTSKLTGHDSVN
EPEEADQPTEDLPVSPKKEEEQPPEQQASLVVNSDEDEKEEEDHFHY SQSPFNNSQDIIGQ
RENPFEESLDDSPKTVLLDEEPLSCSSPLMTLSALKSEENDHFYDELEELPSFSSFTSFLGSSI
FDERILILPS*

>evm.model.Chr9.1589 (DolWRKY53)
MCSYFLHRMDNYQGDLADIVRASGGAIAGAGAGEVPASNWQFLGDSSMNYPVDDFGDP
FSNMRDPLLDELEIHSSGFFNCSSSSAEIMRTSAEDTAALGGGAGGGGVLAAQKILEEEMK
RPCNIFSRMLQISPSAKLSVSPGDSPVLAASPRAIKASPLAPIEVISAGTSKNCLVENSTAVQI
SSPRNTGIKRRKSQAKKVVCIPAPAPANSRPSGEVVPSDLWAWRKYGQKPIKGSPYPRGYY
RCSSSKGCSARKQVERSRTDPNMLVITYTSEHNHPWPTQRNALAGSTRSQPSKSTSGSKNS
QSQKGTSLKEEQKEISNNNENLSSSIATGSSSTSGQPVKEEMEELQKQMEMDNEGEFSEGF
PQSYRPALPETGHSEDFFADLGEIEADPLNLLFGQGFSGDEEGGSNKNKGLDPFGNLFDWT
GNNSNNINDNA*

>evm.model.Chr13.2234 (DolWRKY54)
MENSANHQAQENLVNELTQGRDLAKQLQIHLNLASSSSHEAREVLVQKILSSYDKALSIL
KWNGSSGEPPLPAAGPIVMVESPPSLSGSPHSDDSDPSFKDHEQRDGSKKRKSMPRWKQQ
VQVCPGTGLEGPLDDGQSWRKYGQKDILGAKYPRGYYRCTHRFAQGCLATKQVQRSDE
DPTIFEITYRGRHTCNQGPRPHPGPSLSSSPSSPSPENRQPNMALQSHLPVNPPKVSQETLL
NFRTGGLRVITEGLETHHQSQPFPPLFLPSLPRRPITVFRRDSLLHSWRRRFPGQPFPPLILER
LEPCRARNVSSPELLPRRLRPPALRPLDWISRLAP*

>evm.model.Chr10.1249 (DolWRKY55)
MEGCSSWEQRTLINELTQGMELAKQLRLHVDSPSSTESQKFLLQRILGSYEKALMILNWS
GSVGQQPQRQPSDPAAGLAESSHSGEGSPPSHHQDQSGVSKKRKVTPTWIQQVRVSSENG
TEGAIDDGYSWRKYGQKDILGAKHPRSYYRCTYKNTQNCWATKQVQRSDDDCTIFEITY
KGEHTCKQIPSTGTGTALAPASVEKQEEPEGSDYPNIHQQQPDGDMLLNYRASLTVNTEEI
DSKGMTSPFAFPSTSFGWMQRETQIFPSLVSPAGSETNYFSAPPSQKNSSFGVLHNFQHSES
DLTEMISTNNTPTNSPIVDLDFPIDPADLDPNFPFDTPGFFA*

>evm.model.Chr14.1222 (DolWRKY56)
MEKALINELTRGMEFTEQLKTQFDTFASPESCELLIRKIISSYDKALSVLNLGDSVDQVLAG
RSQSTEDSEPSLKDQYCSNVYKKRKTLPQWTEEVKLCSETGQGSLDDGFSWRKYGQKVI



LGANFPRAYYRCTHQHGRGCLARKHVQRSDEDPSIFKVIYRGRHTCNQTRQVTPSSTSGG
IEFPEQISGPSSRPIFDGENSGQSQDLFFNYETALALKTEEMNPSFSFPCSLIQPDNMESNVF
AEFLKENDFISADPSESAFYTVLPDQMDDFRLGQNWQHSESDGNETISAPASVTNSPMGN
LDFTLDQVDFDPNFPFDTCELFS*

>evm.model.Chr1.469 (DolWRKY57)
MATLWPEKSTTHRKQAIDELVKGQEAATQLQVLLEKSSGDHGSVSAEELVVKILRSFTQTL
SVGMNGSCESHELLYEIPATTQVALPARGGPRPADSGENKVVNRRGSYKRRKVSDSWVKV
SPTAADGFSWRKYGQKRIINCTFPRCAHKHDRGCRATKQVQRMQEQPNMLKMTYFGRH
SCGQTVQPSLKNDSDFDHHQFGSEPKISSQREEIEEERRNDDRPSKNGLAPDATASWADDL
VMPLECPSSLRETTPWSDINGGGSASSRGLDMDLIWTELADFENDFRLDEIELL*
>evm.model.Chr7.602 (DolWRKY58)
MRSLAAAEDLGREDFTIFCGDHIDNVGEHRPTDENSQIPANSSLGGSPWLDGWKSKDSGE
SCLSSAVENRGGCNKRRRIREMWTKLTPTPVADDYVWRKYGQKVTQNTKHPRNYYRCT
HKFEKVAKLGSRCSKPNNPPMFITTYHGRHTCRNNPIQKSTHLEETLQF*
>evm.model.Chr7.601 (DolWRKY59)
MDSSWPEKYSASASAPKAIQELILGRQLAIQLRSTLGCGDARSMAAAKDLVVRISQSFMQ
TISIMLEEQSAANDVSQIPANYSLGSSPCWDGWNSEGFSENCLSSAVENRRGRHKRRRTGE
GWTKLTRTSVADGYTWRKYGQKVILNTKHPRNYYRCTHKFEKGCEARKQVQQTKDNPP
MFITTYHGRHTCWNNPIHNSPHIIIDSANLEHNTSVLISFRSITSPNTAPRERFFPATSFMNQQ
ESKEKKSSWIELPNQAPPSSDNTLLPSQLDNGGGNVTGAALEPFGPSSALSSEGYQGLDM
D*

>evm.model.Chr7.600 (DolWRKY60)
MESSWTENSSAAAGKAFEKLIEGHELANELQSILGRKTLQSDGGSLAAAKGLAANILRSF
AATISIISEEHTAADEVSEVPANYSLSKFTMPDGWESEDPGESPAMKDRRGCYKRRKAGEA
WTKIAPTSIIDNYAWRKYGQKNINNTIHPRHY YRCTHRSEKGCQATKQVQQIQNDPPMFIT
TYNGRHTCLDTIQKCIDLKEDTSVLINFGSTTSTIIEPPVSERCFPATSFFTQEENKVKKSSW
NYQQNPAPSLDYNLQISELNVGGGIVTTALESSDPNNWDLMISSRVHPSCMESTCSEGLGT
DMALEDVELFNIFGHEFW *

>evm.model.Chr7.596 (DolWRKY61)
MDFSWLENSSAAAGKAIQELCEGRQLVYKLRSILGREDWANDAGSLAVAKDLAVKISRSF
AETISIVLDDEHSAADEVSQILANSVHSSPRSDGRKSEDSGESTKRSGVKNLRGCYKRRK
MGQTWTMLTPTSNADEYTWRKYGQKSILKAKHPRNYYRCTHKFEKGCQATKQVQQTEH
DPPMYMSTYHGQHTCRNNRIQKSPIVVGPSDLEDSTSFLISFGSASPNPEPPGLYFPAISFGK
QEENYEEKKPSWNSYNINGGGIITPEMNSPADNGDVITSRAENTCNREGFGLDSIVDGFGF
DDAFEFEFE*

>evm.model.Chr7.597 (DolWRKY62)
MDSSGPVGKAIKELIQGHESAKQLRSILRDARSLAATKDLANKISRSFESAISIILDGHGAG
DQVSKTPANSLTGSHFSVGWKSKNSGKFTKSFAVKYRRSCYKRRNKGLTWTKHTPTSVA
DHYEWRKYGQKEILNCLHPRFDFMNNPELFKTLLDILILNNLFGIFFA*
>evm.model.Chr15.2073 (DolWRKY63)
MESPSICHDDHRIRAALQELNRGRELAKQLMRVVPGRKQPLDFDDEGGLRTVKNLATSIS
ASFTEAISILNQSGSAAADDETSRSWASPDGRARHNNKRRKNLHTWAKLAPALADDGHA
WRKYGQKDILNAQYPRNYYRCSHKYDQGCQATKQVQRTATDPPMYRIITYYGDHTCRSLS
NLKPPRHQSQIILNSTDGPSSRLLSFCSNPIPNPVGVKPQSHEDDDGDLLLFPMAVAKQQLQ



HQSQSQSQSQKQRPLGARPAPPLTTSSSFSGDYFLSPDVMTLDSSAPPMTVLSSASDQGEP
DVISPGVYSCTTSTDRTHNTCTDDYDHHHALDLDMDIMVGDDFGDVFLAT*
>evm.model.Chr13.2030 (DolWRKY 64)
MGTPSWKILRYPEKGGGRTGRAGIWRASFRFSLRSPPEVADLRGFPVSGGYSSGVSHRFG
DQASVDSGRVAKRPAAAKERRGCYKRRKTADSWKKISNSAQDGYAWRKYGQKEILNAD
FPRCYYRCTHKPDLGCKATKQVQKIQEDPIITYQSTYFGHHTCGNTAQRSASLGISDDHSDP
ARSFILEFEPKGQISEDRPHGHGLSNFPVPVKVEEPKIKVSSSLGSIQLQDLFLMPSLEGTVK
FSEHEDVISSNVYSSASTGSEGLVDDMNYLIDVDGDDFWELP*

>evm.model.Chr13.2029 (DolWRKY65)
MEKVKILRVPRQPEKEIAMEEIKLLIFHGCRLARELEANMNQVQGDVNMLSSSCDEIIRVF
SAARERLNSQGSTSSYGHASESAMAELEGQAAGGVQEWLRYNYTHAMAGLLGFPEIRG
MEEVGGRDREAQPPEVVEAPAGNDDVDNRTVTRVPAPRMGNTEIPPEDGYTWRKYGQK
EILNSRFPRSYFRCTHQKLYQCPAKKQVQRLDDDPFTFEVTYRGPHLHHVLHRPIRCPATP
GNHATTTRHSQVSATGVARLSSHNQVAHNGHQPPSCRRRYRHYEHYFQRRPVQGRLRSE
WPDEQHHGLEWRCRFIEQPDSLVGLFLIFTNPSSRVASFLFYFSNFYYYFFFFYNNFLIIN*
>evm.model.Chr1.470 (DolWRKY66)
MEEISALIFQGCKLARELESNFPHLAGQPEVLSDSCDQILRLLGAAKAKLNVGDAQMVEP
GERVEEWLRYGGGEAMGLHPRELFGAGNVVHGTAPEGGKEMEVLGGGDGEDSEMFGA
GGGEGRPPAVAGDHGGSSSSQRPRRRNVDGGKRRVLMPAPLAGNTEIPPDDGYTWRKYG
QKEILGSKFPRSYYRCTHQRLYQCPAKKQVQRLDGDPFTFQVTYRGDHTCHMSSTAPTSA
PPVMTQFSPTTTQSPPSAWLFDIKPTGEDLQVGLYRGFGLSGGGGTSSTTGSTGVGSGPSG
ARYGREVDNEQLLVADLADAMFNSASSSNNSMELIFSAMDDHKQKSREEQN*

Text S3: Protein sequences for the NAC gene family in D.oleifera.

>evm.model.Chr3.762 (DoINACI)
MVGASLPPGFRFHPTDEELVGYYLQRKVEGQEIELEVIPVIDLYKFNPWELPEKSFLPSRD
MEWFFFCPRDRKYPNGSRTNRATKAGYWKATGKDRKVVCQSAVTGYRKTLVFYRGRAP
MGDRTDWVMHEYRLCDDTSQGSPCFQGAFALCRVIKKNDNTQKTSDFHGETKG*
>evm.model.Chr10.309 (DoINAC?2)
MAGAGLPPGFRFHPTDEELVGYYLKRKVEGQEIELEVIPVIDLYKFDPWELPDKSFLPKRD
MEWFFFCPRDKKYPNGTRTNRATRAGYWKATGKTERSFVSLL*

>evm.model.Chr2.894 (DoINAC3)
MAPVSLPPGFRFHPTDEELVAYYLKRKINGRKIDLEIIPEVDLYKCEPWDLPGKSLLPGKDL
EWYFFSPRDRKYPNGSRTNRATKAGYWKATGKDRKVNSQTRSVGMKKTLVYYRGRAPH
GARTDWVMHEYRLDERECETASGLQDAYALCRVFKKTATGPNMGDQQIQHYIGSTSNQIS
SDQSSGMDIYSEGRCDDLDSSDYQMPMDHTPSPNIFHGSGLNNHGPSDENWMRYLSDDA
FGISNPPFQNYGAISYPHSKVDIALECARLQHRLSLPPLEVQDFPQGGFVDMRMPQPSNSI
QCNTNEQDILQEILSVAQASQLINQETWEASYASGDDFSFQPHSQQIHHDMNMSSRIFMEK
SWEDQNTRPIEIGGFDGDQFQNDRMVENLRWVGMSSKELEKSCSEDYKSVPIENFSSFQR
REEHQPQGETNLHNNFENKFSDTAVNDMPVGFTDNPNENFLDDGDGDDFSSSPNFEVYEKI
EVNRGMFVSTRQVANTFFHQIVPSQIVEVHLNPVITQPTEKPSEYLTNPKASTRNSFEKSRL
QISRKMASPAITIVAILLTYCLFLGESNLEGDEMSKY SFPSFPGITSKVVKIREKDCSNSEVT
KKMKEDGDHNQVAAVIRRNKAKKKIRVHVEKIGGSIASMVLNKIWPYLTIALALCGIWVH
HIAP*



>evm.model.Chr12.50 (DoINAC4)
MAPVGLPPGFRFHPTDEELVNYYLKRKIHGLEIELDIIPEVDLYKCEPWELAEKSFLPSRDP
EWYFFGPRDRKYPNGFRTNRATRAGYWKSTGKDRRVTCQSRPIGMKKTLVYYKGRAPQ
GIRTDWVMHEYRLDDKECEETSGIQDSYALCRVFKKNGICSEVEEQGQCSASMIENSQGII
NESETMSPDVPLASSSCMEEEDKDDSWMQFITDDAWCSSTVSFGGEDEF*
>evm.model.Chr8.1206 (DoINACS)
MAAMSLPPGFRFHPTDEELVVYYLDRKITGRTIELDIIPEVDLYKCEPWDLPDKSFLPSKD
MEWYFYSPRDRKYPNGSRTNRATRAGYWKATGKDRSVQSQKRPVGMKKTLVYYKGRA
PHGIRTSWVMHEYRLTDQPSSDTVQSVLKDSYALCRVFMKSTIHMQKPLKEKNGPPDKEP
ILCLSSGNEGLAEDENLDLDNDCSTNYKFPSDASSSDVTQSTPLETSTREDLLQAPFASDEA
NSSADLYSFCFPSDPLLQDIEILPMKCPSLQYQSPYPALELADFPHIDIAEILSLSSSQD*
>evm.model.Chr13.2400 (DoINACH6)
MGHDLGAIAAAPTPPTSLAPGFRFHPTDEELVQYYLKRKACGKPFRFEAVSEIDVYKSEP
WELAGHSRLKSRDLEWYFFSPVDRKYGNGSRLNRATGKGYWKATGKDRGVRHKSQTIG
MKKTLVFHSGRAPDGKRTNWVMHEYRLADEDLEKAGVAQDAFVLCRIFQKSGLGPPNG
DRYAPFVEEEWDNDASLVVPGEEAGDDMVHGDDAQVEGNELEQDTNSINKAPLQLAELS
NVTFACKRERSEDYPLPCTSDQKPSLFVQDKRSKHDNDPKSSHANGSEDSTTMQELPISTT
TTTTTTTTANFSSALLEFPLLESIEAKGNNANKILTFDAANLEKSVPPGYLKFISDLENEILN
VSMERETLKIEVMRAQAMINILQSRIDLLNQENEDLRKVVRDA*

>evm.model.Chr2.489 (DoINAC?7)
MERMSLPPGFRFHPTDVELVMYYLKRKVMGMKLLVDAIAELNIYKYSPWDLPDKSCLRS
KDLEWYFFCPKERKYASGARTNRATEIGYWKSTGKDRPVPYKQQNVGMVKTLVFHKGH
APRGERTDWVMYEYRLQIKELADAGVVQDAYVLCKVFQKNGPGPKNGAQYGAPFNEED
WDDDVEIRAESLPSSSLCPPALPSNKNDSVVTTVLVHGSTSVDPLSEQRQLNVQPLADGVP
SPAPDNDEYMNSLLNMFRDDEVDNCNDIYNGLGDLDWADLTGGESNFTDGTTNYGTNP
VLMGNDMAPNTDETTKYGANPVLMGNDVAFLELNDLSYPLHYPVEATASENFSDGLYEP
YRDNYPKQSCFPGDSFGAFHHVSDMNQLPMLPEEANGHSNHLDLFQEYDPWENANQGF
TASSYNLPSTPCEQPGEGNTVVQDQNRGEHQRKSYSRLQQLLESIPARPASAAEHLVFADR
AEKLKEPSPFVIYGCSSIDVKAEVTGRVGRCTEDALSQKLEGLPYGCCTCNLPRTGFGESV
VECGRLFGLSTFRGMLSFFTWIFLIAVLAKLGKFTWNVIVSHQFSLPFSVS*
>evm.model.Chr4.1591 (DoINACS)
MARNSLCPGLRFHPTDVELVMYFLKKKVMGKKFRFEAISELNVYKYSPWDLPDKSLLGS
KDLEWYFFCPKERKYSIGARTNRLTETGFWKSTGNDRAIFHKERTVGMVKTLVFHKGRTL
KGERTNWVMYEYRIVDKGVADAGFLLDSYVMCKVFQKSGLGPKNGAQYGAPFNEEDW
DDDDEISANPSPHDVLPLPALYDNSNSV*

>evm.model.Chr5.873 (DoINAC9)
MGLDPSSAKPPTASLAPGFRFHPTDEELVQYYLKRKICAKPFRFDAISDIDIYKSEPWDLPG
RSRLKSRDLEWYFFSVLDKKYGNGSKTNRATERGYWKTTGKDRPVLHRSRTVGMKKTL
VYHIGRAPRGERTNWVMHEYKLVDEELERIGAAQKDAFVLCRIFQKSGSGPKNGEQYGA
PFVEEEWDDDELVMVPGLEVAEEVVIADDAYLDGDELEQILDAEIPSEEVPVPSSFYYVDN
SSHTQELVDLVDDAKNLLVVTGDTYCPSEQPDGQILFDLPVQNDMNVKPVKHEYIGEPSN
TVNTVDIDYLLDEPFLDASCDPPFDEGAFLETNDLSNPIEADPSGFDMLDEYLTFLGAGDD
NSQYLALDSLEMIGSENLVSGQAYLPEKDVDGGGQQETPESQKAVGGHKDDVASTSKKE
PGNFESDYQKPFIKQASCMLESIPAPPAFASEFPSKTAALQLNSASHSSSSVHVTAGMIQIRN



ITLTSSGTDWSLGKHVDVNIIFSLDLPQNAASSASLEPMAGILLGKAGSRSWFYLIFVWVLI
LSMSFKIGSYIYTGNASR*

>evm.model.Chr15.155 (DoINAC10)

MTVSRDSSCFDVSGCWPPGFRFHPTDEELVLY YLKRKICRRRLKLDIISEVDVYKWDPEEL
PGQSKLKTGDRQWFFFSPRDRKYPNGARSNRATRHGYWKATGKDRTIKCNSRLVGVKKT
LVFYKGRAPSGVRTDWVMHEYTLDEEELGRCPTAQDY YALYKVFKKSGPGPKNGEQYG
APFREEEWLDDENTCDNTPSVQENPDKLVTDMPSVDNTRANSPEQPQFDDLEEFMKQICE
DHLHGLPPTLDYGYSLQDIVGDEDGQSTLVDHSLQEVNLHGRDIVNNQSGQQNDIWASF
DPSLSANSQVQRYETSEVTSAPSFYRQEPKKAEEDFLEDFLEMDDLIGPEPTVQNVHKPVE
NPQPEDVDGLTGLDLDLDLDLFQDAVMFIRDMGPVPELVSHSYLNNIGSEMVTPVPNSCL
NNPENEVVNPLPHSHWNAPETETVHHVAHVYYNHLESDLVNQVDYRVQPDAGGDSQLW
MYKSNSSAVTPAESRTIPPPISGVVFDASSQTQTQTQAQNPSGQENGRVYSWFSSTLWDFV
ESIPTTPASASEGTALMNRALGRMSSFGRMRMSAGDTQATSGSPASSPRGFSISKYDRRFV
LLSVFVLLCSMLWVLTGTSVKVLRHMTS*

>evm.model.Chr3.260 (DoINACI11)
MGLRDIGASLPPGFRFYPSDEELVCHYLFKKIANEDVLKGTLVEIDLHTCEPWQLPEVAKL
NSSEWYFFSFRDRKYATGFRTNRATTSGY WKATGKDRTVHDPRTRAIVGMRKTLVFYRNR
APNGIKTGWIMHEFRLENPHMPPKEDWVLCRVFHKGKGENSSARLSPENVFESSTAPLSSP
PPPPDHHSQSLPFLQNHHPAIPSFSQTHHPSGSLLDLSPFNHPNFLHSSTSRDMNNASIGEIN
SKCEQDYELLLDMGLEESSLGDGVHPSFGEIMRFDEDDDANNGLIFL*
>evm.model.Chr11.448 (DoINAC12)
MSRLSMVEAELPPGFRFHPRDEELVCDYLAKKVTECSDQLCSLFIEVDLNKCEPWDIPETA
CVGGKEWYFYSQRDRKYATGLRTNRATSSGY WKATGKDRPIICQEALVGMRKTLVFYQG
RAPKGRKTNWVMHEFRLEGPLSPPKASPPKEDWVLCRVVQKNKEAGGAKQSMERSNDE
DTSCSMSLPPLMDSYVSFDQTDEVKLNTSNNINEYEYEDDDEQVPCFSTYPSFPDVEPLMP
PSSSIIPTSRTFGNQMDPSQSPCSLGPKVLKDVLDHLSNIKASSSSSLGDGGFFGDLALPAV
WNHYYY*

>evm.model.Chr8.1155 (DoINAC13)
MSSLSMVEAKLPPGFRFHPRDEELICDYLMKKVANSSDHLLHCPLLIEVDLNKCEPWDIPE
TACVGDKEWYFYSQRDRKYATGLRTNRATMSGY WKATGKDRPIFRGSTLVGMRKTLVFY
QGRAPKGRKTDWVMHEFRLEGPLASPRVYSSKEDLVLCRVFYKHSEVAAKQGMGRGYNI
EASSSSLPPLMETFVAFENQTTQASTDGEQVPCFSISTPSQLSQNQNLIYPLITNFPNQVGPI
MFEGLIPDLDSCLSPLSCDKNTVIKAVLNHFKMETTSPNLNGSTTGLLGQDSSEIFFSDVGL
PPMWSHCQSKSAQLHGVWS*

>evm.model.Chr9.1398 (DoINAC14)

MGEREWYLFSMRDRKYPTGLRTNRATGAGY WKATGKDREVYSRATGGLLGMKKTLVF
YRGRAPRGEKTKWVMHEYRLDGDFSCRNSCKEEWVICRIFLRTGEKKTPFLQAGKSCLQ
LQVSLSPCTSMALDSLPPILLETAKPQSSIIMQQQQTLQNPFPAHHDHEDEDGDVKALPNSI
FSQSFPIINALHPSFSQPSPFIIAPPNPNPNPNSNNPSPANNAPRQCKTQAFSSPFQLLHPNNN
NLSWAADRNWIHSHDPFANLLLVGMDSGAVGCHHQQLRMVLIVWVC*
>evm.model.Chr1.1678 (DoINAC15)
MEGELKEESLPPGFRFHPTDEELITYYLVNKISDANFTARAIGDVDLNKCEPWDLPGKAK
MGEKEWYFFSLRDRKYPTGVRTNRATNTGYWKTTGKDKEIFNSVTAELVGMKKTLVFYR
GRAPRGEKTNWVMHEYRIHSKSTFRTTKQDEWVVCRVFQKSAAGKKYPSNHSRAVNPY



NLEAAPNAMPSQMMPAAEFPMGRNYMSNAELAEISRVFRGGSTTAAASFPLQSQLNYPA
AAGGGGCFTISGLNLNLGGAGSAAQPMLRPVPPHPQLVMNQHDVTSAMLTSGALAGDAV
YGGELSNPHGGTGRFMGMEHCVDMDNY WPPY *

>evm.model.Chr8.766 (DoINAC16)
METFLHFDAGDAHLPPGFRFHPTDEELITYYLLKKVLDSSFTGRAIAEVDLNKCEPWELPE
KAKMGEKEWYFFSLRDRKYPTGLRTNRATEAGY WKATGKDREITYSSKTCSLVGMKKTLV
FYRGRAPKGEKSNWVMHEYRLEGKFAYHYLSRSSKDEW VISRVFQKSGAGGSAVSGGTK
KTRLSSGINLYQEVSSPSSASLPPLLDSSPYPAATSASITDRESCSYDGNAAMKEHVPCFSTI
AANFNHQVPFELPPPPGSLLDPATAVSFPRAAALQAFPNLRSLQENLQLPFFFPAAMAPPPS
MQGAGDMVGCSSAGSWAAPESQKVESGRVALGATELDCMWSF*

>evm.model.Chr12.287 (DoINAC17)
MEETLPPGFRFHPTDEELITHYLTHKVSDFSFTSKAIVDVDLNKSEPWDLPAKASMGEKE
WYFFSLRDRKYPTGLRTNRATEAGY WKTTGKDKEIFRGGVLVGMKKTLVFYRGRAPKGE
KTNWVMHEYRLETKLSFKPTKEEWVVCRVFQKSSAVKKPQQTSPSQPSMDSPCDTNTMG
NEFGDIDLANMSSIVNSSTAMSNVNLNTNTMSNLNMNWPAATDQAAANGGSPFASPLPW
PPSLLGSNLSVNALLLRALQLRSSAYNQPREAANADYNPFMAPQAISHQLGSDFSSNNSV
QQQQPPQEQPFNLDSIW*

>evm.model.Chr15.1232 (DoINACI18)
MEVGGVSSFLGDGEDDCIKDLPPGFRFHPTDEEIVTHYLIEKVLNNRFTAAAIGEVDFNRC
EPWDLPQKAKMGGKECYFFCQRDKKYPTGMRTNRATEAGY WKATGKDKEIYKKGKSSQ
LVGMKKTLVFYKGRAPKGEKTNWVMHEYRLEGKFSCYNFPRDAKDEWVVCRVFEKNST
GIKIISSHVTAMNSMDEINDDDLFLDCPSLPPLMDTSFCNNEMNNSSFSHGGSTEIKETAAS
SASYYLPYASNLNYHGLLKQEECHPSNLPAPQNSICYSQSQLPNPAFPFLFRPGFEASERQQ
CRVEEFSCNQSGVSAEMMTPEISSTGIPKSAAIAGSCSKTFEEGPEDSSMDFIRDFF*
>evm.model.Chr15.1233 (DoINAC19)
METGASCLADGGDKFMRDLPSGFRFYPTDEEIVCHYLNQKVINNNFTAAGIGEVDFNGCE
AWDLHQKAKKTGEKECYFFCLRDRKYQTGMRTNRATEAGFWKGTGRDKQIYEKGKSSE
LVGMMKRLVFYKGRAPKGEKTNWVMHEYRLEGKFSYFNFFTKGEWVVCRVFEKNSTTG
IKKSSDGQVKGMNSG*

>evm.model.Chr2.1876 (DoINAC20)
MEVSGLCLDGEKMELPPGFRFHPTDEELITHYLSRKVLDHCFCARAVGEVDLNKVEPWD
LPWRAKMGEREWYFFCVRDRKYPTGSRTNRATDAGYWKATGKDKEIHRVKTLVGMKKT
LVFYKGRAPKGEKTNWVMHEYRLEGKCFSLYSLPKAAKNDW VICRVFKKGSGGKKTHIS
GLQPSNLPALMDCSARDDKAGSVATDASQLTCFSGPPEDKKPLENMADNSNNTTPEASSF
CSSLFAKASAPASPFSAQFEPSIESFHCPDSNSVQDHSVLRILLQNSESNAQRYSKPVFSPEE
DYPMNYGGPVDLDCLWNY*

>evm.model.Chr4.1759 (DoINAC21)
MDLPPGFRFHPTDEELITHYLSHKVLDSHFCARAIGEVDLNKVEPWELPWRAKMGEGEW
YFFCLRDRKYPTGLRTNRATEAGYWKATGKDKEIYRGKALVGMKKTLVFYKGRAPRGEK
TNWVMHEYRLEGKFSIHNLPKPCKVSPENQSIACIGL*

>evm.model.Chr13.591 (DoINAC22)
MEKLNFVKNGVLRLPPGFRFHPTDEELVVQYLKRKVFSYPLPASIIPEFDVCKSDPWDLPG
ELEEERYFFSTREAKYPNGNRSNRATGSGYWKATGIDKQIVGSRIKQVVGMKKTLVFYRG
KPPHGSRTDWIMHEYRLVSPETTAPQKNDASSAATQSCMQDWVLCRIFLKKRSTKNSEEA



TESHNFKAVGNLGKARLVYYDFLAKERTNLNLAPASSSSGSSGVTEVSCHEADDLEESSC
CNSSFSSLRRKP*

>evm.model.Chr4.2004.1 (DoINAC23)
MFMEKRIVVAGNGEVKLPVGFRFRPTDEELVVHYLKRKFHSLPLPASVIPEADDVFHTDP
WDLLAGDPREKRYFFSRRRWDANRCRGTTTGCGYWKAVGKEKYIMSKQQQAVLGIRKT
LVFRHGHGRQTRELTTQWVMHEYRLLLSSETTVNSSSSQVRRLHSLY GSPRSACLMFSFSP
QFIFFANFYA*

>evm.model.Chr2.2254 (DoINAC24)
MEMEKQPLLNPLVKDNNNNNNNNSNGGGGTMKLPVGFRFHPTDEELVMHYLKPKVLSL
PLPAQVIPDLDVFHTYPWDLPGDPREKRYFFCKRRRNNYYGNGWNGTINGVGIGG*
>evm.model.Chr12.741 (DoINAC25)
MDKLNFLQDGALKLPPGFRFQPTDEEIVFQYLARKTFSSPLPASVVPEISLCKYDPWDFPG
GDDEEQDRYFFTRKEAKYGNGNRSNRTTGSGYWKASGTDKRITSSKARDIMGMRKTLVF
HRGKPPHGSRTDWIIHEYRLVNSATSGSNLSTQKALQQVGNWVFCRLFSKKRGTDQNEEK
AAAGKEKSVRKYECMRSSTEMDDADDDDDAERSSSSSSSSNSSCGSSFVTNNEATSSHHV
HGFNDQQTNHWQWL*

>evm.model.Chr14.84.1 (DoINAC26)
MGDHNNVNLPPGFRFYPTDEELVVHFLHRKASLLPFHPDVIPDLDLYPYDPWDLDGKAM
AEGNKWYFFSRKTQNRITGNGYWKAFGGDETIFSSACKKVGLKKFYVFHIGEAPSGVKT
NWIMQEYRLPDSSGSTSRSSKRRGNSKEVSTKKKKKQQQHLINIEINMCFNLMGVFVFHF
FFRIIVSGCCVGFTSTTTMTTMTATSSPVWMKFSYRWMILMRLVCLIN*
>evm.model.Chr6.1909 (DoINAC27)
MSDTNNVNLPPGFRFYPTDEELIVHFLHRKAALLPCHPDVIPDLDLFPYDPWDLHGKAMA
EGNKWYFFSRKTDQNRNTGSGYWKALGTDEAVFSSSTGKRVGMKKYYVFYVGEAPAGV
QPIG*

>evm.model.Chr13.1357 (DoINAC28)
METEPFSTFHFPPGFRFHPSDEELIIHYLLNKVNSHPLPASVIAEIELYNYNPWDLPKKALFG
EDEWYFFSPRDRKYPNGERPNRTAASGYWKATGTDKPILTSRSKKIGVKKALVFYTGRPP
KGVKTDWTMNEYRLPETSRPLKLRGSMRLDDWVLCRVRQKGNMSKNTWGRVQDSPIK
ELRGNFPKIEELPSAQAYSNTNVITDHGYRGWQVSTSILTQSLPHFKNLSSEIFQNSSTSTISS
LYGDGSDEGNFPVGNSFFETIFNAPKGKFNEETTRDNVLPSAKSVTSDKENEDLQPGSTLS
TNNMNYYVQONQYQRDIFNPNLLNTIAGLQGVNASSFTGRFSM*

>evm.model.Chr11.1491.2 (DoINAC29)
MGIPESNPLSQLSLPPGFRFYPTDEELMVQYLCRKVAGHHFPLQIIGEIDLYKFDPWVLPSK
AMFGEKEWYFFSPRDRKYPNGSRPNRVAGSGYWKATGTDKIITTEGRKVGIKKALVFYVG
KAPKGTKTNWIMHEYRLSESSGKKGSAKVYVTNDSISLNYFTYYISLLMGLCVWGSHQL
DDWVLCRIYKKNSSSSGQKPISGVASNENSHGSSSSCSSQFDEMLESLPEIDDRIFTLPRMN
SLKSLQNGEKLNIQSLTSGNFDWASIAGATLPPEIIPGDQVKPQMQTQGVYNDIGMFAPSIIP
AQRWN*

>evm.model.Chr8.830 (DoINAC30)
MGLPVSDPLSQLSLPPGFRFYPTDEELMVQYLCRKVAGHHFSLQIIGDIDLYKFDPWDLPS
KAIFGEKEWYFFSPRDRKYPNGSRPNRVAGSGYWKATGTDKVITTQGRRVGIKKALVFYV
GKAPKGTKTNWIMHEYRLSEPSRKNGSTKVTNQFNFITQPHLPPGFRFHPTDEELVVHYL
KKKAAAAPLPVAIIAEVDLYKFDPWELPAKATFGEQEWYFFSPRDRKYPNGARPNRAATS



GYWKATGTDKPVLTSGGSQKVGVKKALVFYGGKPPKGVKTNWIMHEYRLDENKASSKP
PGCDSGNKKGSLRLDDWVLCRIYKKNNPPRAIMDHERDDSMGDMFGAIPPSIPLCQPNSK
LQAMKAANYGALLDGDHNLFEGIMASDGISSLKPQLPLKRTLPSLYWHDEADQAAASSS
KRFHDDHANGGTMAKADHDNTSMATLMSQIPQTPSLHQQTVLGSLGDGVFQQPYQLPSL
NWYS*

>evm.model.Chr9.2065 (DoINAC31)
MRRDETELAGVAIVKRRGGSQRIYQKGRRGHGEHRFVVRRLAAPQAAGFRFHPTDEELV
VHYLKRKAASTPLPVTHAEVDLYKFDPWELPSKATFGEQEWYFFSPRDRKYPNGARPNR
AATSGYWKATGTDKPILTSMETTRSE*

>evm.model.Chr5.1526 (DoINAC32)

MVAGNCTSELPPGFRFHPTDEELIMY YLRNQSMSRPCPVAIIPEVDIYKFDPWQLPEKAEF
GENEWYFFTPRDRKYPNGARPNRAAVSGYWKATGTDKAIYSGAKYVGVKKALVFYKGR
PPKGSKTDWIMHEYRMIGSRKPVSCSKQNGPTMRLDDWVLCRIYKKKNVARALEQKVE
DAAGSQRSSGHVAGGDIQDIKVARTSSISQLWELDCWGSSLTPLLSDQSYLHSSGFDHQIA
GAGRVEWGDGAQLFNQPPVFVNPTFQLQ*

>evm.model.Chr13.230 (DoINAC33)
MYYLRHQATSRPCPVSIIPEVDIYKFDPWQLPEKADFGETEWYFFSPRERKYPNGARPNRA
AVSGYWKATGTDKSIYSGTKFVGVKKALVFYEGKPPKGIKTDWIMHEYRLSDSSTHIPRK
NGSMRLDDWVLCRIYKKKSLVRTVEKTAEEDSSAQMVASNGASDSQTSRIPTTCSLSQLW
ELDGLASLPQLLSDNISYNSNLQTNYQDPVWNAGNGFQ*

>evm.model.Chr7.1338 (DoINAC34)

MEENHNSDIQLPPGFRFHPSDQELITY YLRNKATSSSLPASITAEVDLYKCDPWELPSKALFG
EEEWYFFTPRDRKYPNGVRPNRTTASGYWKATGTDKPILSSCGAKILGVKKALVFYKGRP
PKGEKTEWIMHEYRLPESLMLTSKQKRCMRLDDWVLCRVRQNSNIKRNGEAKYVFNNR
PFESQKGDKLCSANSNANLETIRDFLYRECMAPPSIFASPDLPLDTGSSISYETSKTSPSVCE
DHSNPNCMQSSFPAFNILAGRRECKEF*

>evm.model.Chr4.1668 (DoINAC35)
MTSGANCGYPQLELPPGFRFHPTDDELVMHYLCRKCAAQQIAVPIIAEIDLYKFDPWQLPD
KALYGEKEWYFFSPRDRKYPNGSRPNRAAGTGYWKATGADKPIGKPKPVGIKKALVFYA
GKAPKGLKTNWIMHEYRLANVDRSAGKKNNLRLDDWVLCRIYNKKGAIEKHFPADRKF
VEASEFEDQKPDILSGY GAMPPPAVLPPLAPHMAAGNDLLHFETSDSMPRLHTDSSGSEH
VTSPEFTYEKEVQSQPKWNDFGNASDFQFNYMDAFPDDTFAPPMQYPPDPLYPMQDMF
MYIQKPF*

>evm.model.Chr4.1656 (DoINAC36)
MVLLLAERPEVSERVAAKQAAGTGYWKATGADKPIGKPKPVGIKKALVFYAGKAPKGLK
TNWIMHEYRLANVDRSAGKKNNLRLDDWVLCRIYNKKGAIEKHFPADRKFVEASEFEDQ
KPDILSGYGAMPPPAVLPPLAPHMAAGNDLLHFETSDSMPRLHTDSSGSEHVTSPEFTYEK
EVQSQPKWNDFGNAPDFQFNYMDAFPDDTFAPPMQYPPDPLYPMQDMFMYIQKPF*
>evm.model.Chr4.1507 (DoINAC37)
MTAEMHLPPGFRFHPTDEELVVHYLCRKCASQPISVPIIAEVDLYKYDPWDLPDLALYGEK
EWYFFSPRDRKYPNGSRPNRAAGSGYWKATGADKPIGNPKPMGIKKALVFYAGKAPRGE
KTNWIMHEYRLADVDRSARKKGGSLRLDDWVLCRIYNKKGSIEKMSSFVGDKVSEPAEV
YEQKPDILSRGGGGLPPPPESSLTAGVFSELAYLDSSDSVPKLHTDSSCSEHVVSPEFACER
EVQSEPSKLTEWEKAALEFPEFNYMDATMEGAFTPQFQSNQMSPLQDMFMYLQKPF*



>evm.model.Chr2.348 (DoINAC38)
MMSTSNNSIRSSSGGSDELELPPGFRFHPTDEELVIHYLCRKCAGLPIAIPIIAEIDLYKFDPW
QLPAMARYGEKEWYFFSPRDRKYPNGSRPNRAAGTGYWKATGADKPIGRPKPSGIKKAL
VFYAGKSPSGLKTNWIMHEYRLANVDRSAANGKNLRLDDWVLCRIYNKKGNMEKQYG
VAGVTSRIER*

>evm.model.Chr2.346 (DoINAC39)
MMMMSTSNNSLRSSSGGSDELELPPGFRFHPTDEELVIHYLCRKCAGLPIAVPIIAEIELYKF
HPWELPAMALY GEKEWFFFSPRDRKYPNGSRPNRAAGTGYWKATGTDKQIGRPKPSGIK
KALVFYAGKAPTGLKTNWIMHEYRLANVDRSAANGKNLRLDDWVLCRIYNKKGKMEK
HCGVAGVYQPKLEAMPPAVNNLAHHSELISAADSHSSGSDVGESNPVPEKEVQSGLWTW
NVDDLEKALNFQCYYTDTTFRQDYSVASHQAQAQLSPLHDIFMY *
>evm.model.Chr14.1345 (DoINAC40)
MPEKMSISVNGQSQVPPGFRFHPTEEELLQYYLRKKVSCEKIDLDVIRDVDLNKLEPWDI
QEMCRIGSTPOQNDWYFFSHKDRKYPTGTRTNRATAAGFWKATGRDKVVYSNSRRIGMRK
TLVFYKGRAPHGLKSDWIMHEYRLLDDNFTDNINSNVTTTTPAGAVSDATGEAAQEEGW
VVCRIFKKKNYHKTPDSPANSAINLDTATQMPSSSTDDGTLEQMLHRVERTCKQEAEPNC
SPGFLIPIHDSFLKLPTLESPNSTSLGEFNMVNQQVKGSAEFNPVLYQTTDTSLGDWAAVD
RLVASQLNGQSSDDQTAKLQLPCFNDSTMTFCSPAYHDIQLQRPLQSSSLLSSSRPFHGTQD
HDNGVFNLWSFAGASGSSADPLYHTSNPHV*

>evm.model.Chr10.986 (DoINAC41)

MSSEDMNLSVNGQSQVPPGFRFHPTEEELLLY YLRKKVGYEKIDLDVIRDVDLNKLEPWD
IQEKCKIGSTPQNDWYFFSHKDKKYPTGTRTNRATAAGFWKATGRDKVIHSSLRRIGMRK
TLVFYKGRAPHGQKSDWIMHEYRLDDSNQDTNANNNNNNIAGDPTATEEGWVVCRVFK
KKNYHKALESPQSSSTTSITTTCMDSRTCSQMRNTSSSNDVGILDQILEYMGRSCKQEDGE
STIIMNNANLMVSSNTTNHNMLYLSSICNTAAIDVDGLHHQRFAQLPRLLENNAPTTTMPS
LNQHLSSCTFKASAGQLGREPPCTNNNIDGGYQRDELNDWVALEKLVACQLNGQDHEDN
TKHLSCYNKNNSNDDPNDDDFCFSIDHDDDGQFSHLPSDPTNITQSSQPYNSEIDLWSFAR
SSSSSSSDPLCHLSV*

>evm.model.Chr8.1222 (DoINAC42)
MMPGNGQISVPPGFRFHPTDEELLYYYLRKKVSYEAIDLDVIREVDLNKLEPWDLKDKCR
IGSGPQNEWYFFSHKDKKYPTGTRTNRATRAGFWKATGRDKAIHLSSTSKRIGMRKTLVF
YTGRAPHGQKTDWIMHEYRLEDDDAQVQEDGWVVCRVFKKKIQTRGFQPEAAGEDHFA
DHTRAAAATAPPDPKHNLQTAAALYDCSFNGSMHLPQLLSTESAVHPSFLPPAMFHTMDV
DCSQSLLRLTSSGYGGLLHHHHERFNGEWSFLDKLLASTSHQNNAAAAAQALDHVGSSS
AHRFPFQYLGSESDVLKFASK*

>evm.model.Chr9.1174 (DoINAC43)
MASSSGGGVPPGFRFHPTDEELLHYYLKKKVTFQKFEMEVIREVDLNKIEPWDLQERCRI
GSTPQNEWYFFSHKDRKYPTGSRTNRATNAGFWKATGRDKCIRNSFKKIGMRKTLVFYR
GRAPHGQKTDWIMHEYRLEEADDTQSTNSSEDGWVICRVFKKKNLFKAAGGEGTASVG
MAADQLNNTPNANQSRTFAHRDGQYLLRQQPAAANPLHLYKSSELALNYSPIPMPYAHIN
QPQNHLPVLHKPMPAYDYSSTSQLISSPRDCESGSVNHLRYEAGLEVGTCEPSHQTMVAA
AAAAGRDHHDENMNEWGMLDRFVSSNIGGNNEDSSKGAVRFQDEDGNTPSIHQMDQLS
LRGEMDFWGYGK*

>evm.model.Chr9.817 (DolNAC44)



MEMESSASVPPGFRFHPTEEELVGY YLNRKINSLKIDLDVIVEIDLYRMEPWDIQERSCKL
GYEEQKEWYFFSHKDRKYPTGTRTNRATAAGFWKATGRDKAILSKNKIIGMRKTLVFYR
GRAPNGSKTDWIMHEYRLHTSQQPPHQLEEGWVVCRAFKKPTPNQRQGGGGGWVVLG
RENGTTFNGWSNTTTSTPRQMDCYPLIQSSTIMQSSLTCSSGQEEDHHHHQHRHLHLENQ
LIHELPQVGVADSPTLSAKGASSTTDDQCSRGQYAAVDWKIFDDMFGSQQLLLQADHEPPS
FNAYSNSCFSFISQEYHHHHHHHHHQIVHNNDTIAHDHHTSSHLFTGLPD*
>evm.model.Chr4.757 (DoINAC45)
MEPWDIQDRCRLWYEEQNEWYSSATRTGSTRLDLALTERRQPGSGRRRGGDKAVVSRNR
RMIGMRKTLVFYRGRAPNGRKTQWIIHEYRLQTAQHAPPQEEGWVVCRAFKKSSPSHMP
CYSNYAFTIS*

>evm.model.Chr2.1142_evm.model.Chr2.1143 (DoINAC46)
MMDTMESCVPPGFRFHPTDEELVGYYLKKKVASQKIDLDVIRDIDLYRIEPWDLQERCRIG
YEEQNEWYFFSHKDKKYPTGTRTNRATLAGFWKATGRDKAVYDKSKLIGMRKTLVFYK
GRAPNGQKTDWIMHEYRLETEENGPPQEEGWVVCRAFKKRTTGQSKGIEGWDSAYFYD
EPSGVSSVVDPLDFITKQQQQOQNFLAQNFICKQELEAAESLNHFVQLPQLESPSQLPLLKR
PSSSISLISEHNDDYHQQPRGCNNNNGSKKVTTDWRDLDKFVASQLSQEDRYEEPSFGAN
SSSDMALLLLQSGRGEANELTGLLSSGTERDIGICIFDK*

>evm.model.Chr3.959 (DoINAC47)
MNTFSHVPPGFRFHPTDEELVDYYLRKKVASRRIDLDVIKDVDLYKIEPWDLQELCKIGTE
EQNDWYFFSHKDKKYPTGTRTNRATKAGFWKATGRDKAIYSKHSLIGMRKTLVFYKGRA
PNGQKSDWIMHEYRLETNENGTTQEEGWVVCRVFKKRLTTVRKMDEHGSPYWYDDQV
SFMPDFDSPRQISQPYTPYHHRYSCKQELQLQYNVPQDPFLQLPQLESPKIAQSTETYSSLA
PYGIDRTVSGSNWQSSTLAPEETLQNGNQQNSNLVYSNNEQAADQVTDWRVLDKLVASQ
LSQEDASKENSYAVADSASFQVAEHMDMLLSDSKKQDMDSEYASLSNPTCPIDLWK*
>evm.model.Chr1.343 (DoINAC48)
MNTFSHVPPGFRFHPTDEELVDYYLRRKVTCRRIDLDVIKDIDLYKIEPWDLQELCRIGTEE
QNEWYFFSHKDKKYPTGTRTNRATAAGFWKATGRDKAIYSKHDLIGMRKTLVFYKGRAP
NGQKSDWIMHEYRLETDENGTPQEEGWVVCRVFKKRLTTMRKVSEHDSPIWYDDQASF
MADLDSPRQTPQPNLNNNNYQHSYPCKRELDLHYSIPHGHFLQLPLLESPKLLQTAPAMS
CNSMAAYGLSSLTQEENIQQIHDQNLNSIFGSNSGEQAVDQVTDWRVLDKFVASQLSQED
GSKETEYPNAGNMFVQQLNKQEMTMENASTSNSSCQMDLWK*

>evm.model.Chr6.1777 (DoINAC49)
MAIAATMSRQGETSKDDDHDPHDHDLVMPGFRFHPTEEELIEFYLRRKVEGKRFNVELIT
FLDLYRYDPWELPALAAIGEKEWFFYVPRDRKYRNGDRPNRVTTSGYWKATGADRMIRT
ESSRSIGLKKTLVFYSGKAPRGIRTSWIMNEYRLPRHETERLQKAEISLCRVYKRSGIEDHS
SLPRSVGTWASTSRAQEADRRQQAGPSNHAAMETFQAFDEAEKMSETSGSSSTELAPRPV
NLGLSKHSSYIGSLSSLSSSLPPASSMEDHERVFVDDLHGLMNFQQVSINHHHHQYNPSGQ
FATSQPQSESSAPVHMEPSSLQVAGFSDRLWEWNSITQGDKDYTSQFK*
>evm.model.Chr14.208 (DoINACS50)
MAITAATMSSSSQQDDPSLSKDDDVIDQHEHDMVMPGFRFHPTEEELIDFYLRRKVEGKRF
NVELITFLDLYRYDPWELPAMAAIGEKEWFFYVPRDRKYRNGDRPNRVTTSGYWKATGA
DRTIRGENSRSIGLKKTLVFYSGKAPKGIRTSWIMNEYRLPHHETERLQKAEISLCRVYKRP
GVEDHHHLSLPRSLLTRASSSKATQMDKMKNAATSQATMERSFQALGGPNNSQVADDRS
TEKMSETSGSSSTDVGLSKHNYNSYVAMAPMASMEQQSKQLLIPNCTTVFTGTNPNFNLV



POQNYNYNSVDELHRLVSYHQQQGNSIHHHHHQQQQHFYYNPSSQFSTLQPQPQPQPQPLP
QGALQAAFLDSRLWDWNAIDEGNKDYTSPFK*

>evm.model.Chr8.1171 (DoINAC51)
MDVEKNSWMEFASEQDDVPLPGFRFHPTDEELVGFYLRRKVEKRPISIELIKQVDIYKYDP
WDLPKASNVGDNEWYFFCKRGRKYRNSIRPNRVTGSGFWKATGIDKPIYSGNGESRQCIG
LKKSLVYYRGSAGKGTKTDWMMHEFRLPTDHDGKSTRHIDARNIAQEAEVWTICRILKR
NASNRKIMPDWREVSAKRISHANANSKACSTVESDSPTESYISFEAPANRPNEKNQFVNY
VPESYQMAAGRLNPVSQAPATVTYSNFFSPDMTEFIKYADWDELRAVVELSVDPFPA *
>evm.model.Chr11.525 (DoINAC52)
MEVEKLRTTMECSKDDRDRDGCGGGGGDDDVPLPGFRFHPTDEELVGFYLRRRVEKKPI
SIELIKHVDIYKYDPWDLPKGSNVGDNEWYFFCKRGRKYRNSIRPNRVTGSGFWKATGID
RPIYSSGGTCGCIGLKKSLVYYRGSAGKGTKTDWMMHEFRLPADHDTKSTKHIDVKNIM
TQEAEVWTLCRIFKRNVSSYRRCTSDWRSEATVRRGAVEASSKTCSVESDDQSNESYIDFR
TPAIRQNEKKHLVGHGYEANHMVAGQLNSISAAPSMASSYSSLNYGQEMNEFKYGDWDE
LRSVVEYAVDPLLT*

>evm.model.Chr2.1902 (DoINACS53)
MDEKIDNDKTDDIMLPGFRFHPTDEELVGFYLKRKIQRRPLPIELIKQVDIYKYDPWDLPK
LASTGEKEWYFYCPRDRKYRNSARPNRVTGAGFWKATGTDRPIYSSDGTKCIGLKKSLVF
YRGRAAKGIKTDWMMHEFRLPFVLDPASTKKILDKKLPTNDSWAICRIFKKTNSMAQRA
LSHSWVSPLSGIKAPSIFIQGATSTHFGSEIMSCTTETGPAIHLCCNNDLQQASTATFSHLDIP
SYNKHMNHIVCRTSPFSVPNGDIPTGFMFSPLEMSGPSNKNTIDVSSVLSALSPSPFGEVTE
ASESIDFEGPQQQFNGYSPQAIQERIGTREEDDMGLRKDPNTVPAYNQWGNIRAIGFPFSLP
SDLPDTWNPDLTWDSLPVPVRCQLIIPQIILYSITFIYRIHLTQDSRSRGLHQEYILFTVQFSYI
TSTTHIDVMFYLLSFLPSSSVFCTLSCFRLIILSVSANRNKVQVDWNRDFGGKNHKIVVEV
QC*

>evm.model.Chr4.1785 (DoINAC54)
MDEKFEMDDVMLPGFRFHPTDEELVGFYLKRKIQQRPLPIELIKQADIYKYDPWDLPKLA
CTGEKEWYFYCPRDRKYKNSARPNRVTGAGFWKATGTDRPIYSSDGSKCIGLKKSLVFYR
GRASRGIKTDWMMHEFRLPSIPETASTKKIIDKTLPPKWTITCATETGSTIQLCNNNDMHQ
GRTTSTAFPSVITTVYARKLRLWEDDMGMKKNPSAITHHNNQGGSIRSIGFPSSFPSNLTDA
WKPNLPWDSPPYPSEMSTTYSTKTCDA*

>evm.model.Chr13.262 (DoINACS5S5)
MDKRSDQTDKMDEIMLPGFRFHPTDEELVGFYLKRKVQQRPLSIELIKQLDIYKYDPWDL
PKLATTGEKEWYFYCPRDRKYRNSARPNRVTGAGFWKATGTDRPIYSSDGSKCIGLKKSL
VFYKGRAAKGIKTDWMMHEFRLPSLADSFPQKRLIDKAIPPNDAWAICRIFKKTSSNTAQR
AISHSCFSPLPDPTLDTFIQGSNSNQFTSENLPLMTNKSSSSAQFSSNSATDLQQSCITSFSPL
DIPISTMATKPPPSQVSISSVDLPSVYAFSCLDTSSSGPCRVDAPPMSMVLTMPQYSIMEDFC
KASHESIDQLSGLQDQHCHGGFSSANALSHEVQASAGHGEETSLMKHPNGAHLEDQWM
SIRSGAGNPYSLPLSMPAEYGLLWSSSPCPSEMSTSYSTNKCYT*

>evm.model.Chr13.2310 (DoINAC56)
MAASTLKFLAVGYRFCPTDYELINHFLRLKINGDEEAVSIIREVDIYKREPWDLAGMSLIPT
TDEEWFFFCAVDRKYQSGKRLNRATAAGY WKATGKDRTIKSVGRASVIGTKKTLVFHAG
RAPKGQRTPWKIHEYRAIGEELDGSKPGQPELEPEQMLRLQFSNAIHELPDGDDKVYTPFP
DVQTLLGSSCNLNYPISNDMGHVHMDQSGRNEQDDTFVDSILVTPDGYSCEDSGSRKNLA



VENQVSIYVNHNERNSVKYTQSFNESDGQVAPAQFDWSNRRKDPVPMAMCSRGYRTSIR
NEEYLRNNLVEFLGNCY VAPGGNQSIDMLSTSEESTSYGTGIKLRNRQVHNQPSGKNCWP
QGNAPRRIRLQRKLQVGSSCFSNKRVLSSKKQNHEMKPVEDKNEEARKKYPACVGPAIVI
DKFEQASFSNSNNVTEVAQQPGLDLKSGCGFPRGDDKEVPSTCLKASPLHSISSTMRKLRV
LAVLALFIVFGAYGFALGLKFIRDGTIFSLYK*

>evm.model.Chr1.149 (DoINAC57)
MEVLPLESLPVGFRFRPTDEELVNHYLRSKINSDNDAVSVIREVDVCKYEPWDLPDKSRIK
TTDDEWFFFCPKDRKYQNGQRLNRATVSGYWKATGKDRMVKSLKGRAVIGMKKTLVFY
TGRAPNGQRTNWVIHEYRATCKELDGTKPGQGSYVLCKLIKKHDEKLDGKSKKAAEEKV
DSPPTVESNTEDVKSEPVTPIPSAQGEKLPSSIDLVEHFDRRPQDARPEWPSSSSVSDDLAD
ETGDKKIMQPDPEIEELLKMFKVTYGDDKIFSPLHTHMLMDLEASCGLRYPDPNNDTGHR
HEGQYGSNEEEMDKFLDSVLISDEQSYENCDNYTNGAIENNTPRINLLQRVYVNETGSCS
ESEAEVAQAEFPGDFEGYGQIQQNIERESPVYMTMSTGTHQSSCISYGTDQRVLQSEFLGQ
NFLTTPSASAQLYENSPQESTNNNSISVESDVLETGIRIRTRQPPNRPIAEISKPQGSAPRRLR
LQKKLQVGSFCCTSFEGFSSNEKNDEAKLTVAKAGEDQEELVATVATASIVTQGISLSKSAT
DAEEVAEESSMNVKSGSCFPPGSDKGVSSAPRKISSSAYLLSVLVILGLAVALAGICYTFEF*
>evm.model.Chr3.1232 (DoINACS5S)
MRGVSLQSLPLGFRFRPTDEELIRHYLRNKINGNDSAVQVIKEVDVCKCEPWDLPDMSVI
KGDDPEWFFFCPRDRKYPNGHRSNRATDAGY WKATGKDRMIKSRKTGTSKPGVIGMKK
TLVFHRGRAPKGERTNWIMHEYRATEEDLDGSSPGQGAFVLCRLFRKQDEKANHSKYDE
VEQTGLSSSTNKSSPDDNTSSDALQGTTTTYVQVRRQQEVTWRSDDITSNGHFCLGGCSS
DADNHSAEEAATEVHPQLAGDLVFEESTCEQVDCKVFSPLOQMQMETEMGISIDALFCNDF
GIDHNGTQFQDGTGEQDVSFDLLELHQNNVEYPCEESTIFTTSAVCNDTKMFGHTPLLTH
GLPGNSYMEPSEIYHNMALEQNQTFLTYCQGQSSSDAPNHGMEDIGALYDNSVRQNVSS
ADSITAPFYGSLTNLEASNGQSSVANCGCEVGETGIKIRTRQPVNRSHPKVVITQGHAPRRI
RLETKLSLVSASSCKLVDSSSCVDDEGHGAESTSEAREVGVVSDEADSNHPSVVDHNCKT
GSQVNRETSQVLNARHRVRTKQDGETGCCQIMSRAFSGIPPLLSRRNISMLHAVGICLIAIL
FIVSIGMWRCPSIELSQVK*

>evm.model.Chr15.1234 (DoINAC59)
MEIGASAVMDGEEDYIKHLPPGFRFHPTDEEIVIYYLVKKVNDSSFTAAAIGEVDFNHCEP
WDLQQKSKMGEKECYFFCRRHRKHPSATRANRITEAGYWRATGKDKEIYTTGKKSQLVG
LKKTLVFYKGKSSKGEKTDWIMNEYRLEPKFCHSNFPTKPKVYFHYIHVDLPSGFRFYPT
DEEIVCHYLNQKVINNNFTAAGIGEVDFNRCEPWDLHRTYVQTESIKQGCERTGRRKGTG
RDKQIYEKGKSSELVGMMKRLVFYKGRAPKGEKTNWVVHEYRLEGKFSYFNFFTKGQW
VVCRVFEKNSTTGIKKSSDGQVKGMNRG*

>evm.model.Chr1.2755 (DoINAC60)
MQYDGAKSLIQSENEWFFFSHCGRKYPNGSQSKRATVAGNWKATGKERNVKSGSDLIGT
KRTLVFHIGRAPKRERTEWLMHEFHMTGQSQDSLVVCRLRKNSEPRLNYMPREASSSQNL
LTAENNNNFSLSEACAEQSSLFKGAKLVECCSKDCSNSNNSRSDEQPIDAGSESDQKPKDE
FSQPGFTHQDCDDDECYAEILKDDIVDMGKSLLPRTPDLLPVVADKSEDERWSQQREQTC
RHMSFLSKAQQCEESD*

>evm.model.Chr13.1235 (DoINAC61)
MGEGSRREMELSIETSSMFPGFRFSPNDEELISFYLSKKLQGCDECVEVIAEVDLCKCDPW
DLPAKAVIQSDNEWFFFSPRGRKYPNGTQSKRATESGY WKATGKERNVRSGSNVIGTKRT



LVFHKGRAPKGERTEWIMHELCMNGMSQDSLVVCRLRKNLEFRSNDGQSSSSGRQLQTE
GDGNVNSLEADVIEQSGIPEGAKAVESCSKEGSSSYTSHSVQEQTDSGYESNQNFTRECSE
PGSSSHQVGDDEYCYDDFADIMEDDIVTLDGSLLAPTPNLLPAAADKKSEDQRPPQERVQ
EAGNFEGGSANRRIRFMRQTPETGNFELVEVDASNRHSIEELTRPSPERPPKCILSLVSDRG
VSRSSKRSLVFIFLGLLLVFVSLLELPWQRKGFKYPSFL*

>evm.model.Chr7.1563 (DoINAC62)
MDNRLGLAPGFRFYPTEEELLLFYLPKKIEGKRRDLELVIPVLYIYHFNPWDLPQQAGDLC
GKDTEPWFFFIPGLDHHQHRQDHHDHDHAEKESGRAPGRQNRLTASGYWKATGNVGYV
YSSSSSSSSSIMSNVVRIIGEKRTMVFYMGRAPCGIKTQWKMNEYRAIDEQALTTTSTTATP
KLRREFSLCRLYTKSKSSHAYERRPPGVAAARKVVPRQLPFYGPGATTSHYHRNVSEMDQ
RTALLQERENNYNEINRCLTTTAAGLVLSDHHHGHWNMASDNIDAVWDLKHLDCLLGED
*

>evm.model.Chr7.1561 (DoINAC63)
MDQDQPPGFRFYPTEEELISFYLQHKLEGGRQDLNRVIPVLYIYQFNPWDLPDFAGERCRG
DSEQWFFFIPRQEREASGGRPNRLTISGY WKATGSPGFVYSSGNRIIGVKRTMVFYKGRAP
AGRKTEWKMNEYRAIDGEASSSTNIAVPKLRQEFSLCRVYKKSKCLRTFDRRPAVAAPNL
APRADEASALSHPSHAACSREIGTNSPGESSSSGDHANNPCQTAGSAGSWDFASADIDEPM
WDWDQLNWE*

>evm.model.Chr15.1615 (DoINAC64)
MEILAYLVNESVYIYGTCKSRKLRAENKAEKIALQRQVQLMENISPTVPAGFRFYPTEEEL
VSFYLQNKLRGTRQDLDRVIPILYITYHFNPGDLPQFAGELCRKDPEQWFFFIPRLEKEARGG
RPNRLTTSGYWKATGSPSYVYCSNNRVIGVKRTMVFYIGRAPTGRKTDWKMNEYRAIEG
EVSSSRNAIPKLRQDLSLCRVHRSSTSLRAFDRRPSSTFLHVFDRQPQAAVAGPDPAMAHQ
THYSGEAITSHDQTYLMMESASLPERFSLEHVGNDPSHQMLIRDNWDMFFEDQPLWDWE
QEQLN*

>evm.model.Chr13.1250 (DoINAC65)
MEPQPPGFRFYPTEEELVSFYLRNKLEDNRPDFNLVIPTLNVYELDPWHLPKLSGELCRGD
TEQWFFFSPRQEREARGGRPSRTTASGYWKATGSPDYVYSVDNRVIGLKKTMVFYKGKA
PSSRKTKWKMHEYRAIEPQSTSPLGATDPRLRHEISLCRVYVVSGSFRAFDRRPFGAEASE
TSCSQQQVHCNNGAKTLLNSSQAAQTAEKTSSPESSKSEDDHLELPDANFGMVTEEEPLW
EWEQLNCLY*

>evm.model.Chr1.2743 (DoINAC66)
MASSFVEEPPTGDMPPGYRFYPTEEELVLFYLRNKLAGKRPEIDRVIPVVHGIYQLEPWQL
PKRSGELCRKDTEQWFFFTPRPEREVHGGRPCRTLASGYWKSSGSPDYVYSSSDGRVIGL
KKTMVFYMGKAGSGKKTKWKMNEYRAIETEEEAAIPRVRHELSLCRVYVVWGSFRGFE
RRPVGAEDVGAVRRRVHGYDGSATRASQESKRVEKAGSSESSYLGEEEFDVAETKPGLAA
ASNGGLVLDLEPLWEWEQLNVI*

>evm.model.Chr12.666 (DoINAC67)
MAGGMDKKKYPIGPEHYTQYEEVGIGVSASVHRLLCVPLNEIVAVKILDFERHNSDLIVLF
WESREVFPWFQEQILFDCGGYKFDPTDYEALYYYLLPKVFGQHIKPWLVSDVDIYNYQPQ
NLPGFNAEASSFYFTPRELKFSKGSRPSRSTRDGKGFWKMTSKITKIKDLSGLPIGRKSTLV
YHLKGDDTKQKANKTDYIMQEYVLEKSLGSVGPTLGGGEKVCFQ*
>evm.model.Chr9.1962 (DoINAC68)
MQCIGVKKALVFYQGNPRKGMKTDWIMHEYRLLDDNHTHPRIKGSMRLDEWVLCRVRQ



KSNNPKQIGTCSEDISLNGIHQPIFPYSNDAQIYKHEQEEEEDLKMEHSLRNYLNSEEEDQP
SKLISKSTTDHRSNCINSPCNEEEMVAFKRTISVVSFGQAFPLSPSERLHSDAVPADNMEDS
SIFQICYLSNCV*

>evm.model.Chr1.1701 (DoINAC69)
MEENKTAMELPCGYKFSPGDKEIVKYFLKQKILNEPLEHDTIPCVDLECYDDPDHLPLRDF
KNKAENEWFFYTSRPKRKPFTKNGCWREHKEEGVLDGQELVGFVQKFDYYYNLVNPPEE
RKFEWYINEYRIEPSVMEACQLDETTKQKVLNLVVCKVFREEIETTMDEEVRNCQSSDEEI
EHE*

>evm.model.Chr4.961 (DoINAC70)
MLSLSSGSAFMGESRIYKSTSLSLPPGCRFYPSEEQLVTFYLTHKNNDDRRYPFDVITDLDL
YSYDPFGLPEAACFRFGRGGMRRHWYCYTAPVSRVSGGRGRKRRAGGGYWRSAGKIRE
VVAGGAEAGKFVVGTRKSFVFYLDESPGAAVRRTNLAMYEYALIGHHKASFVVCRVFLR
SCCRNRLVSESVASVRDVGIQREATVLSDILRKSSTMIGPPVFRPR*

>evm.model.Chr1.255 (DoINAC71)
MLLGYKFHPTNGELVSGYLLGKVTQNSLLTKSILIQERNFNDEIELSDIFATVKDDTKLYFF
THLKKKTEKSLRINQMVGKGTWRGVDKGMDIFDD*

>evm.model.Chr1.254 (DoINAC72)
MLLGYEFHPTDGELVSDYLLSKVTQNPLLAESILIHERNLYDEMELSEIFAIAEDNTKLYFF
THLKKKIEKGSRIDRTLKDYLLCMIKRKTSHLSPKWCRPMENEDFHDNHRDCLQNKDDEI
NAGKDELSVHDCMNCNGRIALPGSCFEDINNAAAATPQEKKRVLEPCMRIRSRFLSTMSH
C *

>evm.model.Chr6.788 (DoINAC73)
MACACPRAFGSAPTDEELLVQYLKPKAIPPGRRGTSSARRRPSTRLGTGPTGPPVLGTGRP
LEPTSKLWFQEQGVVGMKKTLVFYRGKPPTGTKTDWVMHEYRLGPAGPKAIATLALSLN
SSKPVENWVICRIFLKKRALNRNEEEIRKYKNFGPFRPVFYELLANGRTDLKLGLPAAASV
PAEASSSGSSGVTHISAHDEPNDHEEGTSSKSFP*

>evm.model.Chr4.1919.2 (DoINAC74)
MAGRSWIIDCKGIATKVKNAGISPGNQIKDCGAKRECPKCDYCIDNSDVSNEWPGLPAGV
KFDPSDTEILEHLAAKCSVGNSKPHMFIDEFIPTVDKAEGICYTHPEDLPGAKKDGSITHFF
HRTTNAYSTGQRKRRKIHNQHSLIKEDVRWHKTGRTKPVIENGVQKGFKKIMVLYRISKK
GSKPEKSNWVMHQYHLGNEEDEPEGHY VVSKIFYQQHKESDDNDASQVIGDPDMGTIRT
SPRTPRSNTPNPPRPGKSVSCDDVADDYAPKLSPQEAEFSRETSHPCSATQFKDDLDNSTW
LAGESQPLHENCGDSLLCNEIFSPCSAPDASILNGGPGFSCQTNDIPGVDRNVTCGIADLEN
LELDTPPDFELAVSFFLWSIFLSKHSLIRLVRCAIPDPFAGSTVCLSGQYF*
>evm.model.Chr13.1056 (DoINAC75)
MAGPSWLVDSNRIATKIKSASSLCEPGKVNWKSNPSRPCPNCRYIIDNTDVTQEWPGLPRG
VKFDPSDQEIMWHLLAKVGVENMKLHPFIDEFIPTLNEDDGICYTHPQNLPGVKQDGSFS
HFFHRAIKAYNTGTRKRRKIHGDDFGDVRWHKTGKTKPVILDGVQKGCKKIMVLYVSPV
RGGKSEKTNWVMHQYHAGTGEDEKEGEY VISKVFYQQQVVKQTDKFENDLPEGADMM
ITKVDPVTPQSVTPDPPRTERRFSDFDPGQMSTTTCIDPSAQHATRHVEDEVLAEKPKHQA
PIMAENYADPVADNNDNQIGEDQKWWDSESQNLLDSQQLVEGLSLCDELLQSQSPSRDA
NENGELKVKACLSDYAQLGPEHLKKDLEECQDLVFDPANIELDTPPDFRLSQLEFGSQESY
LAWGGSKVVD#*

>evm.model.Chr12.1103.7 (DoINAC76)



MQSLRSISSVDPSSALVVATSSKQSRYGFDFIDLTIIFLASRDWVGLPAGVKFDPTDQELIEH
LEAKVEAKDSKSHPLIDEFIPTIEGEDGICYTHPEKLPGVTRDGLSRHFFHRPSKAYTTGTR
KRRKIQTECDLQGGETRWHKTGKTRPVMVSGKQKGCKKILVLY TNFGKNRKPEKTNWV
MHQYHLGQHEEEKEGELVVSKIFYQTQPRQCNWSDRSGTGAGEGSVEPNSKRDSGGSGS
CSSKEVITQRDELSAAGVGGAMSSYSPMDIQQLKADHFGFAPFRKGFDEVGGVGEASTVR
EVQASGTCEERDMHEHQRPHHVSSHHHHHHLHHQISTATFNICRPSLPISTIIPPPNSLHQAS
IILDDDSFHVPRMMLQNESFQQQQQQQQQEQQLQQHHHKLVGRSASGLEELIMGCTSTD
HHIKEVSVYELFDPEIHNPLVNYVSPYQLSIYREKEK*

>evm.model.Chr5.68 (DoINAC77)
MNKGSSQLGSISSSDLIDAKLEEHHSVDPRAKHCPGCGHRLEAAKPNWVGLPAGVKFDPT
DQELIEHLEAKVEAAGDSKSHPLIDEFIPTIEGEDGICYTHPEKLPGVTRDGLSRHFFHRPS
KAYTTGTRKRRKIQTECDLQGGETRWHKTGKTRPVMVNGKQRGCKKILVLY TNFGKNR
KPEKTNWVMHQYHLGLHEEEKEGELVVSKIFYQTQPRQCNWSDRSTAAADGSSEPVVHD
NSRRDNSGGSGSCSSREVVITQSPSDELSAAAAAASISSFCGIDIQQLKADHFSFDPFRKSF
DEVGVVGEDPTTVMAVAAPGNCEQHHHHHHHHHHFEQLATAGFHISRPSQPISSVIAPPPL
HHTSIVLDQDESFHVSRIMLQNDNFQQQQQQHDDDKLLLLQGGRPTSAAASGLEELIMG
CTSSTDHHDHIKEESAIRSQQEAEWLKYSTFWPDPDHQDHHA*

>evm.model.Chr11.739 (DoINAC78)
MTWCISYCSDEPVIVRKTQSSCIETCPSCGHQIKCQEKAAGIHDLPGLPAGVKFDPNDQELI
EHLEAKVSSEYSHKLHPLIDEFIPTLEGDDGICYTHPERLPGVGQDGLPRHFFHRPSRAYTT
GTRKRRKVQTDMNGNETRWHKTGKTRPVFIPGGALKGYKKILVLYINFGKKKKPEKTNW
VMHQYHLGDNEDEKDGELVVSKVFYQRQPRQCGSVLREPSPGNTSQVKEHGHVVEFYK
SSISFDQRGNGVNRRQPEF*

>evm.model.Chr9.1963 (DoINAC79)
MRWCNDSDDQRAIQIISPSSGETRTLIDAKPDQTRFITCPSCGHNIELHDQGGIQDLPGLPA
GVKFDPSDQEILEHLEAKVSSDARRLHPLIDEFIPTLEGENGICYTHPEKLPGVSKDGLIRH
FFHRPSKAYTTGNRKRRKVNTEADGSETRWHKTGKTRPVFVGGAVKGFKKILVLYTNYG
RKRKPEKTNWVMHQYHLGHNEEEKDGELVVSKVFFQTQPRQCGSNIKDSVLIENSHEND
EDSVIKNTAYLEYYSPLISYHIGGQNGESPPQLIPNLVLEGDGSSFIHSSTQQCKQREGT*
>evm.model.Chr12.1857 (DoINACS80)
MRWCSSSATDSEDQRAVALISISSSSKDHRDGKSKQTRLITCPSCGHTIHLPVPDQAGIQDL
PGLPAGVKFDPSDQEINEHLEAKVSSNAHNNKLHPLIDEFIPTLEGENGICCTHPEKLPGVSK
DGMIRHFFHRPSKAYTTGTRKRRKVLTEADGGETRWHKTGKTRPVVAGGAVRGFKKILVL
YTNYGRQRKPEKTNWVMHQYHLGDNEEEKDGELVVSKVFYQTQPRQCSSSGLKHTPIED
KKRSRNNNNNTNNFDQTAAGNTAYVEYYTNPPLNISYHDIGSQSRVSSAQLFPNLQVLQG
DGSSFIHLLSNGSKGKVLERK*

>evm.model.Chr9.21 (DoINACS81)
MYTPIPARHPRNIRSYWSDAELCMFLVSVAEGLAAIPENVKADVNPYQYLPSNLPENVTA
DVNPYQCLPSDLPDGIWYLMRSERKQNSEHGFWKATGEACEIFTNSSVIGWRTTLEFYKG
QAPHGRKTNWVMQEYKITEKSLHINSNSKESNLLCRVFPINETSPNQEGQNKLGVAEIAG
GNDSHPKSSSLVPNTSSTAVPGRMNESQVRRRDENTGPPTAAREILSEPLGNVPVNEYILG
GDFLELDDLADPESQSSCSDNTSCLSLTSDDYFDSQALLKDIGDEEHGRDDNCKFFIAKYA
KPNEVVICAPTSGSPIGSEGNKKPPAKDIGKQFLDGRVLENAIERQKADKGIEGLELEV*
>evm.model.Chr7.1603 (DoINAC82)



MALRGGVALVFTLLVFTTCSAQRIHRRSFPDGFVFGTASSAYQYEGAVKEGGRGLTVWDK
FAHSFGKVLDFSNADVADDQYHRYQEDIQLMKDMGMDAYRFSIAWSRIFPNGSGEINEAG
VNHYNKLINALLANGIEPYVTLYHWDLPQALEDRYKGWLHSNIIKDFTKYAETCFEKFGD
RVKHWITFNEPHTFTIQGYDVGLQAPGRCSILLHLFCRAGNSATEPYIVAHNVLLSHATVA
DIYAKKYKLKQRGSVGISFDVIWFESATNSTNDIEATQRAQDFQLGWFLDPLIFGDYPSSMI
KRVGSRLPRFTKAESALLKGSLDFVGINHYTTFYAQQNTSNIIGGLLNDSLADSGSTTLPFK
DGKPIADRANSIWLYIVPQGMRSLMNYIKHKYGNPPVIITENGMDDANNPFISIKDALKDQ
KRIQYHNDYLSNLLASIKEDGCNVKGYFVWSLLDNWEWAAGYTSRFGLYFVDYKDKLK
RFAVRDRFDVKLSPAASPPPSESKTRGLVMASSSRSSPLVHGEKRKIEEEKQEQKSQTTCKD
SGMDELEELVLPSGYRFSPTDPELVVHYLIKKIVGRGLPANIIKHIKDLYKYDPLELPISEFK
YGNENEAYFYTHIEQKDSHGSQQVLDTPSGYWREIDLGDFEVFYGWEIVGLKRSLAFYEG
EFPNGKRADWVIDEYSVNPRLIPIEKTKGCVVCRIRY GGSSNKNEWGSPLESDSDDEVQSR
ERNSNLTSNSIDNEILSEIEDHSDADRR*

>evm.model.Chr2.499 (DoINACS3)
MELQAINRGGILFFPAQKWKNHNRFISNVKAVGHRLILKYTGSRRCSSKKFGTSICCSIGV
DKESSVPPSSQLARAKLIYSVAPALGHNQESHPECNSRVPAIVSELEKMELTPKFRGSEVIEL
QNFRTASVDDIASVHARAYVSGLEKAMDQAVEQGIIFIDGSGPTYATATTFKESLTAAGAGI
SLVDSVVAASKIRREPPSAFALIRPPGHHAVPKGPMGFCVFGNVAIAARYAQRVHGLKRVFI
IDFDVHHGNGTNDAFYDDPDIFFLSTHQDGSYPGTGKFDEVGHGNGEGTTLNLPLPGGSG
DIAMRTVFDEVIVPSAQRFKPDIILVSAGYDGHVLDPLANLQFTTGTYYMLASNIKQLARD
LCGGRCVFFLEGGYNLSSLSYSVVDSFRAFLGEPSLATKFDNPAILYEEPLAKGKKMKMM
KDDGGVQLPPGFLFEPTDEELILHFLYPKVGAASRPIAHPNIIPDLLHHLFPCDPWQLHGRA
FLTSHNRWYYFYGRKMDAAPEEPTETGYWKEVDSEEAVVVANSGNKAVIGLKRNFEFYV
NDGELAAGRGGGGGGGLKTDWLMQEYSLLCCTTTTTTAATIRRANHQHHHQLGTNSKL
VLYRAQERRGGISQDSDDELSSLDEDFFSSLDDNIGDDEIIS*

Text S4: Protein sequences for the SBP-box gene family in D.oleifera.

>evm.model.Chr13.521 (DolSBP1)
MDWNAKPYWENLVAFNSKMTERHKKQPTDWGAEEEGEIDRGSFNLSGNGGGGSGSELA
HASSARSSISASTDSSSKEEMKTSKSAFEVCHAFSKDFSEKSDLARSEIAEVSPPLEYPFGSG
EPWISLKLGKRAYFENNSTLGDAKASSLSVVPASSTGSTTKKNKPFCQSTPPPRCQVEGCN
LDLSSAKEYHRKHRVCETHSKWPKVVVGGLERRFCQQCSRFHSLSEFDEKKRSCRRRLSD
HNARRRKPQQNAIQFNSTRLSSPFFDGKQQISFASNDASFFHTRSSENHEWENTWSGSKFT
LSKGYLLKFEKTGGINGHLQLPGTDLMHAASAPCQNSSRPLPSKGSRAEVSTQGLKECPM
LSSNLNTAPDIHRALSLLSTDSWGSEPANIVLDPPFHVDLTSSIPQPVMHGVPQGMPFSSSE
HWQAEHTTDLGRVHTLTASDSSHFEEIQLFKAPYENGLY SDLLN*

>evm.model.Chr12.444 (DolSBP2)
MESWSHVSQGKGFVSDESVSASDLTGRGKNGLIDWELKAPSCYGSSVVLTCEEAIENQGL
GFREKMGKSWTVNDSVKDISSSRILGERMTTPITSTMNTFSGEEDSSSKFSSSVVESNSRDT
SLIDLKLGRYADQRESQNLKSSKAAPVLSSAESSAPAKRVRAGLSSQSPFCQVYGCRKDLS
SSKDYHKRHKVCEVHSKTPKVIVNGIEQRFCQQCSRFHLLSEFDDDKRSCRKRLAGHNER
RRKPHVGNHSGRSGRLFQSFLGSAGGRFQGSTLTSSFVCQNILPNNLLHPQKYDMNDWSR
NIKFQDGANYCPQSAVPITNGNVHPKLLFPHSFEKHCPPFHGNGLDSASEKGFTENIAQNH
HDMGALNSATGSLIYNSSIGSEDYIHFDLASTVQGPSGMSASSHALSLLSSQSLNSSNHSSG



IPVAQPMIVSGTHGNYNVSIHSEKPLKVTPQGSTSGLPHKFNSTGMNSVEDHHFGPTLIPND
SYAFNFTDGIFQGSEYMNSKDQLSYDEVHTIDLLQLSSQLQRVEHQRQSIQVKQEKDNLC
GLRII*

>evm.model.Chr14.920 (DolSBP3)
MENGWSLFSSSSRGHHGHFTAWDIWDLAAGTSHRFDWSSTSSTAAAAPSPPPNPNITNTLS
LPSLSATPAPEGLLFTHQHSPPPPYAAAGSHCHPDPHLVCLNLGKRHYFEEGDRHVGKRGR
GCYGSAAASAVPRCQVEGCHVALVDAKEYHRRHKVCEAHSKAPKVVVLGLEQRFCQQC
SRFHAVAEFDEAKRSCRRRLAGHNERRRKGSHDSNIANLTRTSSQGGALSLLSWKNTSWF
PSADLSSRCSAALRELTAESRAAILARQLALDPRNIQALDDDIVNGPHPQLAPNSLLINSHQ
QMMLREPHSSSWDRFTEGGGTHLTLDLMQAPSSAFGFLSVRGKAAKEEEEEEEGEEEEEE
EGEGCSSDLWSSLAGAHHV*

>evm.model.Chr7.171 (DolSBP4)
MEMGSSSSFSSSSPSDSSSLNGLKFGQKIYFEDVGAGAPPKSGDGSSSVAGGGGKPPAAPK
KGRSGVVQGGQPPRCQVEGCEVDLSDAKAYYSRHKVCGMHSKSPKVIVAGLEQRFCQQ
CSRFHLLPEFDQGKRSCRRRLAGHNERRRKPPPGSLLSSRY GRQSPAVFESSRGAFLMDES
SYTPRFTGRDSWPTTRASDQVSGNQPTATGKFLPHLWQNESENAPDLFLQGSSSGANYAG
SSVPSGECFSRVSDSGCALSLLSNQPWASRDRPSGLEVNNFLSADEHPWFIQQLLKGRPST
SLAPHGVSREMKPATVHMRCHLN*

>evm.model.Chr7.129 (DolSBP5)
MHSKSPKVIVAGLEQRFCQQCSRFHLLPEFDQGKRSCRRRLAGHNERRRKPPPGSLLSSRY
GRQSPAVFESSRGAFLMDFSSYTPRFTGRDSWPTTRASDQVSGNQPTATGKFLPHLWQNES
ENAPDLFLQGSSSGANYAGSSVPSGECFSRVSDSGCALSLLSNQPWASRDRPSGLEVNNFL
SADETSMVHSATAQGSAINFSSTPWGFKGNEAGNSSHEMPPELSVSQISQPDNNLFPGDLE
LAQHSGRQYIELEHSRAFDSSTQHIHWSL*

>evm.model.Chr8.167 (DolSBP6)
MEGGSSSGGGGGEVKQKAAAMVKKELGEGEDGDGNDELVNGSEEEEKKKRAAAKKGS
GGSSTNCLRMCQAEKCTADLSDAKQYHRRHRVCELHAKAPVVMIAGIRQRFCQQCSRFH
EISEFDENKRSCRRRLAGHNERRRKNAADSHAEGSSRKGTGTQLKELVCGQVDERGRIQV
AIQEHPTYKHFQIR*

>evm.model.Chr14.919 (DolSBP7)
MLDYEWGNPSTVVFSGDETGQDSDQSRQIFDQYAQALNETLVNSTGAFAQSHHHHHHFQ
PQSQPSHLHSFYDPRAAYAASYPPPSPAMLSLEPVGGAAGLMVVPKSEPSGGVIDFASRIG
LNLGGRTYFSSEDDFVNRLYRRSRPVEPGSLNSPKCQAEGCNADLSHAKHYHRRHKVCEF
HSKAATVITAGLTQRFCQQCSRFHLLSEFDNGKRSCRKRLADHNRRRRKSHHQPNQEPKS
QLENNALAPSSENPIRSPPESGVHSASSVTVAVSPPRMSLDCFRQRSYQSAAASSPSTSSLFF
SNG*

>evm.model.Chr4.1984 (DolSBPS)
MDWGRKLSSWEFTELGSEDETHLASLVGSSSLGLHKNGGGFSVDLKLGGLGNMGDGSV
DKLKGPRGSKISSSPSVSLKRTRSIGGMQNVACLVDGCTADLSNCREYHRRHRVCERHSKT
PVVYVGGKEQRFCQQCSRFQSLGEFDEEKRSCRKRLDGHNRRRRKPQPEAFYVSSGSFW
SGQQGARLLQFGCQKHMQHPRQVLPPHGLALLSPISISMSLINKMLFQVLNPAITMLKNDS
RSC*

>evm.model.Chr2.2234 (DolSBP9)
MAPTRLPPSVSGSANEWLGKAKINSSYAPILSDGRKNVAGMKLRAAMERELKKSLWNFT



ELGRREEGARFAAQVGSNSSGVNKNAGGFEVDLKLGGLGGSGAGSLDKLKGQRGSTIVP
SKRTRALGATLDVSCLVDGCTSDLSKCREYYRRHRVCEHHSKTTVVTIGGKEQRFCQQCS
RFHSLGEFDEEKRSCRKRLECHNRRRRKSQPKAFYTSSGSSSLNHQGARLLQFSGPQSHTA
CTTSNLGRVPTWPGTAKQQREFDVVDQQSRPLNSSACIYGGGDNKFPFWLHNDNAERSY
VALPEVSIRQQQPANGCNSSAIDNSKRALSLLSMHHPLHALPTRVGQSEQQNVVKFNQPV
GSRMGFGSPVQYPSSQGMTKAPTTPPVLVSQVSNTTNLCSGILEVPPDGLLEKGVSQVLPF
SWK*

>evm.model.Chr6.831 (DolSBP10)
MVVTIENEERTRGKEIAIARNNATSQYTPTSSLPLFSHLTAILFFLQLTLGSAFTTTLRFHLSL
SGLENQGVSHGVVIVVRAIERAKAPGNGTRVVSCLVDECNSDLSQCREYHRRHKVCELH
SKTPRVTIGGREQRFCQQCSRFHSLVEFDEGKRSCRKRLDGQTGAEGSLNQNPSLETLERF
FLINKKPDPSVDRYLFAIGTTLLSFSSPQLLASSIMNSAWPGAAKAENDTTAAYSSQRSLSF
VGPGHFSGSLAHSYEGGNQLKFLLGIEAASVCQPLIDPILPREIAATARNCSRIGPSTLTVLS
LFCHQRRLNVGRLI*

>evm.model.Chr12.764 (DolSBP11)
MDWNLKNPSWDLAEFEQETVPNISPVSGSSSFGGEMIKGEFSVDLKLGHMVTERAEISPA
PHAPKMELLPASSSKRPRAVGNGIQAASCLVDGCREDLSNCKEYHRRHKVCEKHSKTSEV
TIGGFKKRFCQQCSRFHSLEEFDEGKRSCRKRLDGHNRRRRKPQPEPLSRLGSSISNYQAW
LQTNEDMQARMVNGKFAEETISYATSSSLSLSLYIHLK*

>evm.model.Chr9.1432 (DolSBP12)
MEQVGARIASPMFAHQPLVYEGHAIAKRKHTLLFEPPNYQLQQGESGFQIPAGGWNSKN
WIWDSVRFIAKPLESDVFPLGANANSVQPEQQQISDREDGGVPSLSKKSGLDDEDETLRL
NLGGGGLSSLEERVSKPNKRVRSGSPAGRTYPMCQVDDCQENLANAKDYHRRHKVCETH
SKSSKALVAKQMQRFCQQCSRFHLLSEFDEGKRSCRRRLAGHNRRRRKTQTEGVSSQILP
SVDHDKTGNADLDIVNLLKVLAHAQENKEVKSTNWSSLPSKDQIIQILSKISSLRLPLDLE
AKLAALGNISRSIPEQASSDNHSRLNGNLSFPPTKDLLAVMSTTLPASPPDPPAVLSEGNNQ
GVDTDKFKLASRDQALNIHTQKEVAPEFPSAGGESSSSSYQSPVEDSVYQVQHSRANLPL
QLFGSSPEDNHPTKLGRSRKYFSSDSSNPIEETSHSSSPTVVQQLFPMQTTREVDAERISTG
GEVSGNIEGSNTNHCFASLELFGRPNKGASNVSFKGLPYQAGSMSSSGSDHSPSSFNADVQ
DRTGRIFKLFGKDPSQLPGTLRTQVYNWLSYSPSEMESYIRPGCVVLSIYMLMSSSAWEQ
LEANLLQHVNSLVYNSDTDFWRNGRFFVHAGRQFVSHKDGDIRICKSWRAWHSPELTLV
SPLAVVGGEETSLSLRGRNLNIPGTKIHITHMGGYLSEVPEPANDETSFNEIKPVSFKIHGLT
PGVLGRCFIEVENGLTGTSFPVIIANANICDELRLLEREFDEGAEMHGTISEDHVPDYGQYQ
SKREVLHFLNELGWLFQRKRECLQSEVPDYALARFKFLFVYSVERDCCALVRTLLNILLEG
GEPSRESLEMLSDIHLLIRAVKRRCRNMVDLLIRYSVLSGNGTSKYIFPPSSVGPGGVTPLH
LAACTSSSDDIVDALTSDPEEIGLHSWNSLLDANGLSPHAYALMRNHHSYNGLVARKLAD
LRNGQFSVSMGVEIEQQGLSQFKRGQISCSTCAAVASRYKTRVPGLQGFLQQPYMHSILAI
AAVCVCVCLFLRGQPDIGRVAPFKWENLGYGSS*

>evm.model.Chr4.858 (DolSBP13)
MSRPSKRVRSGSPGGGNCPMCQVDNCWEDLSNAKDYHRRHKVCEVHSKASQASVGKQ
MQRFCQQCSRFHPLSEFDEGKRSCRRRLAGHNRRRRKTQTEDVSSHTVLPGNNVSAGNG
DLDIVNLLTALARIQGNKEVKCTDYSSVANNDQLIQILRKINSLPLPRAWTLSCLCQEIQFG
PFKNKYLLTT*

>evm.model.Chr6.1395 (DolSBP14)



MGLFIGRELDLGVFPFLVLKPWLWLFGFSLMEAKFGGKSLHLY GPVMPDLKAVGKRSLE
WDINEWEWDGHLFSATPLNSVPSDSHSRQLFPVGSEIPESTGFWSGSTTGPVEISLGNEKE
KMELEIQRRVGNLPDERLLSNEAGSLNLKLGAQEYPVTEAEMEKWEGRSGKKSKVIAATS
NLAVCQVDDCGADLTNAKEYHRRHKVCDMHSKSSRALVGNTIQRFCQQCSRFHVLQEFD
EGKRSCRRRLAGHNRRRRKTHPENVNNGGSLNNESSSSYLLVSLLRILSNMHTNSSDQMK
DQDLLSHLLRNLASLAGTNQGRSLSGLLAGSQSLQNAGTSLGTPVKHPPNGQCETVSTFD
GIEKGTSGDGAQSGTLPTSSAIPVAIRDSIPPKARPETAAGRMKMNEIDLNNVYDDSQDFA
ENLVNYHALHQDSQKSGPPQTSGNSGSMSSQSQSPSSSSGEAQSRTDRIVFKLFGKDPSDF
PHVLRKQILDWLSHSPSDIESYIRPGCVILTIYFQLGKSAWDELCCDLGSSLTRLLDASNDH
FWRTGWVYARLQQCVAFIYNGQVVLDTLLPLKSHNDCRILSITPIAVSSSERVQFSVKGLN
LSRSTSRLLCALQGKYLGLESFFDLEGSDTFVDHDQIQCLSFSCSIPNLDGRGFIEVK*
>evm.model.Chr8.1240 (DolSBP15)
MPGGGCLADLSSAKDYHRRHKVCEMHSKASKALVGNVMQRFCQQCSRFHVLQSLMKE
KEVPQASGWVIEKEKDTPENVVNGGSSMMRVVVAIYLLFYSGYCPYGMLIAQIK*
>evm.model.Chr8.1395 (DolSBP16)
MDLPSPSPPPDAAEMENLITDAPIYDDPSSSSSLWNWSEIFDFAALDDGGQLFTPSVDSDPA
QPESQLQESSAQPGSGRVRKRDPRATCSNFLAGRIPCECPEIDEKLEEEGLPGKKRSRVAAR
CQVPGCEADIGELKGYHRRHRVCLRCANARSVVLDGQRKRYCQQCGKFHILSDFDEGKR
SCRRKLERHNNRRRRKPNESGVTVEREGQGHAPAEDVACDDGICFSSQIAEMEKLMGSEG
QVSTLCLNPGPQKSQSDSFVSLMASGEVQIDGDKDKSKHAHSPGDFVDKSAYSSKCPTGR
MSFKLYDWNPAEFPRRLRHQIFQWLDSMPVELEGYIRPGCTILTVFIAMPNFMWSKLLQDP
ALHIHDFVTAPQKMLSGRGTLLVYLDNLIFRVMRDGTSVMSVKVMEHTPKLHY VHPTCF
EAGKPMEFVACGSNLIQPKFRFLVSFAGKYLEYDYSVLPLYGEMEGVTASLNHQLLKICIP
HTETNLFGPAFVEVENESGISNFIPILIGNQDICSEMRIMEQSFVASPTLKGSKFFSDNTLFDS
HEVSILKQSAFSQFILDTAWLLRKPALEDITLILTSSQIERFNRLLIFLVHNKSISTLMRVLNF
VETLMNNTKFPSLDNDIADTKMRLLRCNMDQARKILCKRLQENGNSVQISRCLVPRQNCL
YQSSQIDMLSVVSSIDQFQDKETTDTGNLDAVEVSNLRDHSCSVPLLNEDVARMNRMKG
RPRNYCHRAFTNKFLTSRLLFYVIAAAAVCFGICEALLHPQNVSKIATTIGRKDGYIVIVIIL
SPSAQFLAQGLIHGLEGQREEIMNEAAFAAGLSKGREMAFEQCEGLEKGGNSGLEDLEKP
LIEQIIVFGSEDDEVASTSNKKESIMMVLLSAAVAVCGSLEFGSRVGYSAPTQSAKREDLHL
SLSEYSMFGSILTVGAMIGAVTSGRISDMIGRKGAMTLSAGFCITGWLAVFFSMGAFLLDS
GRFLTGHGIGILSFVVPVFIAEIAPKNLRGGLTTLNQLMIVSGSSVAFLIGTVVTWRTLALTG
LVPCVILLLGLFFIPESPRWLAKVGCRKEFEVALHKLRGNNADISREATEIQVILY GKQRTR
GLKKGLGVCRADCLLHVDRLTSKLSTDYSLPKAGILDLFDSKYMRPVIIGVGLMVFQQFG
GINGIGFYVTETFVEGGAFLLYGVYAAFCAKTVLFVAKVVPETKGKTLEENQASISS*
>evm.model.Chr4.469 (DolSBP17)
MDPLPPVSDAPAFHQIDNSLEPSLVHWDWSDFLDFNLDDHVNISIDSEPPPPPQEPELPPLPP
NPATSGRVRKRDPRMVCSNFLAGRIPCACPEMDAMLEEEDRLSPEKKKSRATRAAPARCQ
VPGCKADISELKGYHRRHRVCLRCANASSVALDGKRKRYCQQCGKFHILSDFDEGKRSCR
RKLERHNNRRRRKPCESIDAADRDPQAHALADYVACDDANEKDSICLRSQMVEMESLLG
SEEGQISTLYSNLVSQNIQNDSDVSFVASGEAQIDGEKDECKHACPSACCENKSAYSSTCPT
GRISFKLYDWNPAEFPRRLRHQIFEWLANMPVELEGYIRPGCTILTVFTAMPNFMWLKLLQ
DPVVYIHDIVAAPGKMLSGRGTFLVYVDNVIFQVLRDGTSIMQVKPKEQAPKLHYVHPTC
FEAGKPMEFMACGSNLLQPKFRFLVSFAGKYMAYDYCVPTLSGDTERVTANFNHQLLKIH



IPHTEPDLFGPAFIEVENESGLSNFIPILIGDKDICSEMKIMEHRFEASLCLKGSMPGSSSVSD
SCAASVLRQTAFSQFILDTAWLLKKPPLDDLGQCLSLSQIARFNRLLTFLIHKKSISILETVL

HYMESVMDRMKLENLNGTADEDMKCLLSNIDRAREILCQRLQGKADLALNSGNLVCVG
DWLCPRSQSDMLHISCFNQDMENIERGHLDAVAGPSCQNQSDNTPLLNRQAIIRINPTKRR
PRKASSCAVSSRYSAPRPLIFILAAAAVCFVVCAATLHPEKVGKIATTIRRCLFDNR*

Text S5: The sequences of miR156 and miR157 and their target genes of DolSBPs.
>ath-miR156a-5p

UGACAGAAGAGAGUGAGCAC

>ath-miR157a-5p

UUGACAGAAGAUAGAGAGCAC

>evm.model.Chr13.521 (DolSBP1)
ATGGACTGGAATGCTAAACCGTACTGGGAAAATCTTGTTGCCTTTAATTCAAAAATGAC
TGAAAGACATAAGAAGCAACCAACAGACTGGGGAGCTGAAGAAGAGGGGGAAATTG
ATAGGGGGTCTTTTAATCTATCTGGGAATGGAGGTGGCGGTTCTGGCTCTGAGTTGGCA
CATGCTTCTTCAGCTAGAAGCTCAATATCAGCTTCCACTGACTCTTCATCAAAGGAGGA
AATGAAGACATCCAAGAGTGCCTTTGAGGTATGCCATGCTTTTTCCAAAGATTTTAGTG
AGAAGAGTGATCTGGCCAGGTCTGAGATAGCTGAAGTTTCTCCACCTCTAGAATATCCA
TTTGGGTCCGGTGAACCATGGATCAGTCTAAAACTTGGTAAACGAGCATATTTTGAGAA
TAATTCTACCTTGGGTGATGCTAAGGCTTCATCGTTATCTGTTGTTCCTGCATCATCAAC
TGGCTCCACAACAAAGAAAAACAAACCATTTTGCCAGAGTACACCTCCACCACGGTG
CCAAGTTGAAGGGTGCAACCTTGACCTCTCCTCAGCTAAAGAATATCATCGCAAGCAT
AGAGTTTGTGAAACTCACTCGAAATGGCCAAAGGTGGTTGTAGGTGGTCTAGAACGTC
GATTTTGCCAGCAGTGTAGCAGGTTCCATAGTTTGTCAGAATTCGATGAAAAGAAGCG
AAGTTGTCGCAGGCGGCTTTCTGATCATAATGCACGACGACGGAAGCCACAGCAAAAT
GCAATTCAGTTCAATTCAACAAGGCTGTCCTCTCCATTCTTTGATGGGAAGCAACAGAT
TAGCTTTGCGTCAAATGATGCCTCATTTTTCCACACAAGATCATCTGAAAATCATGAATG
GGAAAACACATGGAGTGGCTCCAAGTTCACCCTATCAAAAGGATACCTACTGAAATTT
GAAAAAACTGGAGGCATTAATGGGCACCTGCAATTGCCAGGCACTGATTTGATGCATG
CTGCCAGTGCACCTTGTCAGAATTCCAGTAGGCCCCTGCCATCCAAGGGCTCCAGAGC
TGAGGTTTCTACTCAAGGTTTGAAGGAATGTCCTATGCTGTCTTCAAACCTGAACACA
GCACCAGATATTCATCGTGCTCTCTCTCTTCTGTCAACTGATTCTTGGGGTTCAGAGCCT
GCCAACATTGTACTTGACCCACCCTTCCATGTCGATCTCACTAGCAGCATTCCTCAGCC
CGTGATGCATGGGGTGCCACAGGGTATGCCGTTTTCTTCTTCAGAGCACTGGCAAGCT
GAACACACTACTGATCTTGGCCGTGTGCACACCTTGACTGCAAGTGACAGCAGCCACT
TTGAGGAAATCCAGCTCTTCAAAGCACCTTATGAAAACGGCCTTTATTCTGATCTGTTG
AATTGA

>evm.model.Chr12.444 (DolSBP2)
ATGGAGTCTTGGAGCCATGTTTCTCAAGGCAAAGGTTTTGTGTCTGATGAATCTGTTTC
TGCTTCAGATTTAACTGGAAGAGGGAAAAATGGATTGATCGATTGGGAATTGAAAGCC
CCAAGTTGTTATGGGAGTAGTGTAGTGCTCACATGTGAAGAGGCCATTGAGAATCAGG
GGTTGGGTTTCCGGGAAAAGATGGGAAAATCTTGGACCGTGAATGACTCTGTTAAAGA
TATTTCAAGTTCTAGAATTCTTGGTGAAAGAATGACTACTCCAATTACATCCACTATGAA
TACGTTTTCAGGGGAGGAGGACTCGAGTTCAAAGTTTTCAAGCTCGGTGGTGGAATCC



AACAGCCGGGATACATCACTCATTGATTTGAAGCTGGGGAGGTATGCTGATCAAAGAG
AATCTCAGAATTTGAAATCCTCCAAGGCGGCACCCGTGTTGTCTTCAGCAGAGTCATCT
GCCCCAGCTAAGAGGGTTCGGGCCGGGTTGAGTTCTCAGTCTCCCTTTTGCCAAGTTT
ATGGGTGTAGGAAAGATCTGAGCTCCTCAAAGGACTACCACAAGAGACACAAAGTTT
GTGAGGTTCACTCCAAGACTCCCAAAGTCATCGTGAATGGAATTGAGCAAAGGTTTTG
TCAGCAGTGTAGCAGGTTTCATTTGCTGTCTGAATTTGATGATGATAAACGCAGTTGTC
GGAAACGCCTTGCAGGCCATAATGAGCGGCGAAGGAAACCTCATGTTGGAAATCACTC
TGGCAGAAGTGGGAGGTTATTTCAGTCATTTCTTGGTTCTGCAGGTGGCAGATTTCAGG
GGAGTACTTTAACATCTTCTTTTGTTTGCCAAAATATACTCCCTAACAACCTTCTGCACC
CACAGAAATATGACATGAATGACTGGAGCAGGAACATTAAATTTCAAGATGGAGCCAA
TTATTGTCCTCAATCAGCAGTTCCCATCACAAATGGAAATGTGCATCCAAAATTGCTGT
TTCCTCACAGTTTTGAGAAACATTGTCCTCCTTTCCATGGAAATGGACTTGATTCAGCA
TCAGAAAAAGGTTTTACTGAGAACATTGCCCAAAACCATCATGATATGGGGGCCTTAAA
TTCTGCCACAGGTTCTTTGATATACAATTCCTCTATTGGAAGTGAAGATTACATTCATTT
TGACTTGGCATCTACTGTTCAAGGGCCGTCAGGGATGTCAGCCTCAAGTCATGCTCTCT
CTCTTCTGTCATCTCAATCACTGAATTCTTCAAACCATTCATCAGGAATTCCAGTGGCTC
AACCCATGATTGTATCTGGCACACATGGTAATTACAATGTTAGTATCATCTCTGAAAAGC
CCTTGAAAGTGACCCCACAGGGTTCCACCAGCGGATTGCCACATAAGTTCAATTCCAC
TGGAATGAATTCTGTGGAGGATCATCACTTTGGTCCCACACTAATTCCAAATGACAGTT
ATGCTTTCAACTTCACTGATGGAATTTTCCAAGGGTCAGAATATATGAATAGCAAGGAT
CAACTTTCTTATGACGAAGTACATACCATTGATTTGCTTCAACTGTCATCTCAACTTCAG
AGGGTGGAGCATCAAAGGCAATCTATACAGGTGAAACAGGAAAAGGATAATCTCTGTG
GCCTCAGGATCATTTGA

>evm.model.Chr14.920 (DolSBP3)
ATGGAAAATGGGTGGAGCTTATTCAGCAGCAGCAGCCGGGGGCACCACGGTCATTTCA
CTGCATGGGATATCTGGGACTTGGCTGCTGGTACTTCTCATCGCTTCGATTGGTCCAGTA
CTTCTAGCACTGCTGCTGCCGCTCCTTCCCCGCCTCCCAATCCCAATATTACTAACACCT
TATCGTTGCCTTCTCTCTCGGCCACGCCGGCACCGGAGGGGCTGCTTTTTACCCACCAG
CATTCGCCGCCGCCGCCGTATGCGGCTGCTGGGTCCCACTGTCACCCGGACCCGCACC
TGGTGTGCTTGAACCTCGGGAAGAGGCACTACTTTGAGGAGGGAGACCGACACGTCG
GCAAGAGAGGGAGGGGCTGTTATGGGTCGGCGGCGGCATCGGCGGTGCCCAGGTGCC
AGGTGGAGGGGTGCCACGTGGCGCTAGTGGACGCGAAGGAGTACCATCGGCGGCACA
AGGTGTGCGAAGCGCACTCCAAGGCGCCCAAGGTGGTGGTGCTTGGGTTGGAGCAGC
GTTTCTGCCAGCAGTGTAGCCGGTTTCATGCAGTGGCAGAGTTTGACGAAGCGAAAAG
GAGTTGCCGGAGGAGGCTAGCAGGCCACAACGAGCGGAGAAGAAAGGGATCTCATG
ACTCCAATATTGCCAACCTTACTAGAACCTCTTCCCAAGGAGGTGCTCTCTCTCTTCTG
TCATGGAAGAATACTAGTTGGTTTCCATCGGCTGATCTCTCCTCCAGATGCAGTGCTGC
TCTCCGCGAGCTTACGGCAGAAAGCCGGGCTGCCATCCTAGCCCGGCAGCTAGCCCTC
GACCCTAGGAACATCCAAGCACTGGACGATGATATCGTCAATGGCCCTCACCCTCAAC
TCGCCCCCAATTCTCTGCTGATAAATTCCCATCAGCAAATGATGCTCCGGGAGCCACAC
AGCAGCAGCTGGGACCGGTTCACCGAAGGCGGAGGCACTCACTTGACGTTGGACCTG
ATGCAGGCGCCAAGCTCTGCCTTCGGGTTTTTGTCGGTGAGGGGAAAGGCCGCCAAG
GAGGAGGAAGAGGAAGAAGAGGGGGAAGAAGAAGAAGAAGAAGAAGGAGAAGGG
TGCTCCTCCGACCTGTGGAGCTCCTTGGCTGGAGCTCATCATGTTTGA



>evm.model.Chr7.171 (DolSBP4)
ATGGAGATGGGTTCGAGCTCTTCCTTCTCTTCCTCCAGCCCGTCCGATTCATCCTCGCT
CAACGGCTTGAAGTTCGGCCAAAAAATCTACTTTGAGGATGTGGGTGCCGGAGCCCCG
CCCAAATCTGGTGATGGGTCGTCGTCGGTTGCCGGCGGAGGCGGGAAGCCCCCGGCG
GCTCCGAAGAAGGGGAGGAGCGGGGTTGTCCAGGGCGGACAGCCGCCCAGGTGTCA
GGTTGAAGGGTGTGAAGTAGATCTGAGTGATGCTAAAGCTTACTATTCAAGGCACAAA
GTTTGTGGTATGCATTCAAAGTCACCCAAGGTCATTGTTGCTGGCCTTGAGCAGAGGTT
TTGCCAGCAGTGTAGCAGGTTCCATCTACTTCCTGAATTTGACCAAGGGAAACGCAGT
TGCCGCAGGCGATTGGCTGGCCATAATGAGCGTCGTAGGAAGCCACCACCTGGATCTC
TATTATCCTCGCGCTATGGACGACAATCTCCAGCAGTATTTGAAAGCAGTCGAGGAGCC
TTTCTGATGGATTTCTCTAGCTACACACCAAGGTTCACTGGAAGAGATTCGTGGCCGAC
TACAAGAGCATCTGACCAGGTGTCTGGCAACCAACCAACAGCCACGGGGAAGTTTCT
TCCACATCTGTGGCAAAACGAATCTGAAAATGCTCCTGACCTTTTTCTGCAAGGTTCA
AGCAGTGGTGCCAACTATGCTGGTTCCTCTGTTCCTTCGGGAGAATGTTTTTCCAGAGT
CTCGGACTCTGGATGTGCTCTCTCTCTTCTGTCAAATCAACCTTGGGCCTCAAGAGACC
GACCCTCTGGTCTTGAGGTGAATAACTTCCTAAGCGCTGATGAACATCCATGGTTCATT
CAGCAACTGCTCAAGGGTCGGCCATCAACTTCTCTAGCACCCCATGGGGTTTCAAGGG
AAATGAAGCCGGCAACAGTTCACATGAGATGCCACCTGAATTGA

>evm.model.Chr7.129 (DolSBPS)
ATGCATTCAAAGTCACCCAAGGTCATTGTTGCTGGCCTTGAGCAGAGGTTTTGCCAGC
AGTGTAGCAGGTTCCATCTACTTCCTGAATTTGACCAAGGGAAACGCAGTTGCCGCAG
GCGATTGGCTGGCCATAATGAGCGTCGTAGGAAGCCACCACCTGGATCTCTATTATCCT
CGCGCTATGGACGACAATCTCCAGCAGTATTTGAAAGCAGTCGAGGAGCCTTTCTGAT
GGATTTCTCTAGCTACACACCAAGGTTCACTGGAAGAGATTCGTGGCCGACTACAAGA
GCATCTGACCAGGTGTCTGGCAACCAACCAACAGCCACGGGGAAGTTTCTTCCACATC
TGTGGCAAAACGAATCTGAAAATGCTCCTGACCTTTTTCTGCAAGGTTCAAGCAGTGG
TGCCAACTATGCTGGTTCCTCTGTTCCTTCGGGAGAATGTTTTTCCAGAGTCTCGGACT
CTGGATGTGCTCTCTCTCTTCTGTCAAATCAACCTTGGGCCTCAAGAGACCGACCCTCT
GGTCTTGAGGTGAATAACTTCCTAAGCGCTGATGAAACATCCATGGTTCATTCAGCAAC
TGCTCAAGGGTCGGCCATCAACTTCTCTAGCACCCCATGGGGTTTCAAGGGAAATGAA
GCCGGCAACAGTTCACATGAGATGCCACCTGAATTGAGTGTCAGTCAGATTTCACAGC
CCGATAACAATCTCTTCCCCGGTGACCTTGAGTTGGCTCAACACAGTGGAAGGCAATA
CATCGAGCTTGAGCATTCCCGGGCTTTCGACTCTTCTACTCAGCACATCCATTGGTCAC
TTTGA

>evm.model.Chr2.2234 (DolSBP9)
ATGGCCCCTACTAGACTACCACCGTCTGTTTCTGGGTCGGCGAATGAATGGCTGGGAA
AGGCAAAAATCAATTCTTCTTATGCTCCAATTCTCTCTGATGGAAGGAAAAATGTTGCA
GGAATGAAGCTGCGAGCTGCTATGGAAAGGGAATTGAAAAAATCTCTTTGGAATTTTA
CTGAATTGGGCCGACGAGAAGAGGGTGCCCGCTTTGCCGCACAAGTTGGGTCCAACA
GCTCAGGGGTTAACAAGAATGCAGGTGGTTTCGAAGTTGATTTGAAGCTTGGTGGATT
AGGAGGTTCTGGGGCTGGCTCTCTGGACAAGTTGAAGGGACAAAGAGGATCCACCAT
TGTGCCATCAAAGCGAACACGTGCTTTGGGTGCAACTCTTGATGTCTCCTGCTTAGTGG
ACGGCTGCACCTCTGATCTCAGTAAATGCAGGGAGTATTATCGCCGCCATAGAGTGTGC
GAGCACCACTCCAAGACCACGGTTGTGACTATTGGGGGCAAAGAACAACGGTTCTGT




CAGCAATGTAGCAGGTTCCATTCTCTGGGGGAGTTTGATGAAGAGAAGCGAAGCTGCA
GAAAGCGCCTTGAGTGCCACAACCGACGTCGGAGAAAATCCCAGCCAAAAGCCTTCT
ACACGAGCTCCGGGAGCTCTTCACTGAATCATCAAGGTGCAAGACTTTTACAGTTCAG
TGGTCCTCAGTCGCATACAGCCTGCACAACCTCTAACCTAGGCCGTGTTCCCACATGGC
CCGGGACAGCGAAGCAGCAGCGGGAGTTCGATGTCGTGGATCAACAAAGCCGACCTC
TAAATTCTTCAGCCTGCATCTATGGCGGGGGAGACAACAAATTCCCGTTCTGGCTCCAT
AATGACAACGCTGAAAGAAGCTATGTAGCACTCCCTGAAGTTTCCATCCGGCAGCAGC
AACCTGCCAATGGCTGCAACTCATCAGCCATTGACAACTCCAAACGTGCTCTCTCTCTT
CTGTCAATGCATCATCCATTACATGCTTTACCAACTAGGGTGGGCCAATCAGAACAGCA
GAATGTGGTTAAGTTCAATCAACCAGTGGGCAGCAGAATGGGTTTTGGTAGTCCTGTT
CAATACCCAAGCTCACAAGGGATGACGAAGGCGCCGACGACGCCTCCGGTTTTGGTTT
CTCAGGTCAGCAACACCACCAATCTTTGCAGTGGGATACTTGAAGTACCGCCTGATGG
TTTGTTGGAAAAGGGGGTGTCACAAGTGCTACCATTTTCATGGAAGTAG
>evm.model.Chr6.831 (DolSBP10)
ATGGTGGTGACAATAGAGAATGAGGAGAGAACTAGAGGAAAGGAGATAGCAATAGCT
AGGAACAATGCAACGAGTCAGTACACTCCAACTTCATCTTTGCCTCTTTTCTCTCATCT
TACCGCTATTCTTTTCTTTCTCCAACTCACACTTGGATCAGCTTTCACTACAACTCTCCG
CTTTCATCTCTCGCTCTCAGGGTTGGAGAACCAAGGGGTCTCTCATGGAGTTGTCATCG
TCGTCCGGGCCATCGAAAGGGCCAAGGCGCCCGGTAATGGCACCCGGGTTGTGTCGTG
CTTGGTTGACGAGTGCAATTCGGATCTCAGTCAGTGCAGGGAGTATCACCGGCGGCAT
AAGGTCTGTGAGCTTCATTCTAAGACCCCTAGAGTCACCATCGGCGGCCGGGAGCAGC
GCTTCTGTCAACAGTGCAGCAGGTTTCATTCACTGGTAGAGTTTGACGAAGGAAAGCG
AAGCTGCAGGAAGCGTTTAGACGGCCAAACAGGCGCCGAAGGAAGCCTCAATCAGAA
TCCATCTCTAGAAACACTGGAACGTTTCTTTCTAATCAACAAGAAACCCGACCCTTCA
GTCGATCGTTATCTCTTTGCCATAGGTACTACTTTGCTCTCATTCAGCAGTCCACAACTA
CTCGCCAGCTCCATAATGAACTCTGCTTGGCCGGGAGCTGCCAAAGCAGAGAATGACA
CTACAGCAGCTTATAGCAGCCAGCGAAGCTTGAGCTTCGTTGGACCTGGCCATTTTTCG
GGATCTTTGGCTCACAGTTATGAAGGTGGAAACCAGTTAAAATTTCTGCTAGGCATCGA
GGCAGCCTCAGTGTGTCAACCACTTATCGATCCAATTCTGCCACGGGAAATTGCTGCTA
CGGCCAGAAATTGTTCTCGGATAGGGCCATCGACTCTGACTGTGCTCTCTCTCTTCTGT
CATCAGCGCCGGCTGAACGTCGGGAGATTGATTTGA
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