
Table S1. The ZF-HD protein sequences of Arabidopsis, tomato and tobacco 

Gene name  Accession number Putative protein sequences 

NtZF-HD1 Nitab4.5_0003309g0010.1 

MQGDKANDNIYRECLRNHAASLGSYATDGCGEFTLDDNNNNNTSPRSASLHCAACGCHRNFHRKVMYGASYSNNSSRDREIVAAELTDYGGGRMSAALTAEESPRSGKKRFRTKFTTDQKEKMLAFAEKLGWTL

QRKDQENETERFCREVGVSRKVFKVWMHNHKNNTSSVSTGNASSLTQ 

NtZF-HD2 Nitab4.5_0001418g0030.1  

MYWDAAAAKCRLTMVGKFFKRKPKMTAIRASFSAKYPLKDHVKIVSFDSLHVFLDFTNEEDYDAIFFKETIIVAGAQMEVFRWTPEFHVFHGYHVMQTKMKPDNHTAKVEGRDETLGIMELDKNEHIGGGNEYGS

KESEAAPKNTHILEDGLYISDSVDCVPEATHSDSAERVASPVNCSTATSEIQASAETSCSGSSGLSFASDGIAGGIPSVMDDSSSMCSTDSMSFRGTYSNHNIQKLYGRGWKYGSKSTSNAADWASEKLNQPLDALPIGE

HHEDRKSRPPIQVQYSTYRGRQAVTFPENYWESLVPDCKLTLIGNFFQRKPRMKEIRADFIAKNPLKGQVKITHYTSQQVSLDFTNEADYDTVLSKKTLTVAVMQISWWSRDIHHEVVSTLNPGKQEWKAMDKERD

VKPGIMEQQKTELDELIGGETEYKIDAPEAVLETPDILGEVSDVSNSLHIVPEVAHPDFRDNDASPVNCDTDTSKMHPSIGITCCQLSGISAPQNMIDGTSPYVMNVNSSKCSTYSILSIVTTGLSSNDKDQSKSIRDDVAV

SHQSELTESDRERHSSEIPSVSSPPRSPPRSIGSVIQLMSKLKVSVTNDPNSVKRSTSDNSNLTQKSVPLFNSAENAVLLSVDPHKSIEPKAIEKPLVRSISITTENFPSNQVTASATAEMPMPLLPTLPLLAHSVSPAAQLCA

DPPTAIDTYVPQSYPNGIVGSHIFGRSEQAGSGSIFPSPSQALHQHSLAQRHSQLNSYKVDKNAHLDQESNMIAGPTQLQSLLTTSVSDTTSSIRYMECLKNHAASMGGHAIDGCGEFMPSGGEGTPGALKCEACNCHR

NFHRKKIINHRQMAGIGSHIEPRNNSNSRNIHKQSPISQQYQHNYSYSPSSVVNSSDSYPQLPLPISGQICLPQGLERKEPSLIRPSYSYEMVNHDTVQQWEYFWRDRSRNTSIDHPSLRNENQNFDMFKPLNYRTSDNIPS

EFANEFPHLDIINNLRYDEHGKGRTLMPNSGFQNLSNGSYHLNGHFT 

NtZF-HD3 Nitab4.5_0006178g0010.1  

MEVPNEEGEMAMPINSAYGHGHMIHHDPAPQNNHIIPSSQIITSKNGPPISSNKKMMKYKECLENHAAAMGGNATDGCGEFMPSGEEGTFEFLTCSVCNCHRNFHRKETEGELVRKVYVGHPHKAFVYPASRAAPHQ

MIMSYNNHMGSIPGINQEDGIINGGCGVMARPLNYQQLVKKRFRTKFSQEQKEKMLNFAEKIGWKMQKQEEAMVQQFCQQVGVKRRLLKVWMHNLAKKNSNDINTESQV 

NtZF-HD4 Nitab4.5_0000014g0020.1 

MDSTYSIPTRNHIPTKTPDSEKDFPPYPQVPLKPLSFTNVTSKKHHQVHNHQPPSAAVTYKECLKNHAASIGGYTVDGCGEFIPTPDAIAADPTSLKCDVCGCHRNFHRRERDDDFMDFRHHHAQVATPATPTALKPEK

PRRRRRFRTKFSQEQKNRMYSFSEKLGWKLQKCDEAMVEEFCNEIGVGKGVFRVWMHNNKSTLGKKGFPKCQQQYQTVPYNNKQ 

NtZF-HD5 Nitab4.5_0001507g0130.1 

MEFDEEHEEQEEEIGNIHQISSAAATVNYQTQGNNSVRGVEEGVSTTVRKSSVRYRECLKNHAVGIGGHAVDGCGDFMPAGEEGTMDALKCAACNCHRNFHRKEVEGEVFHHTPPPHLTHHHPQPHHSHHPQFSPY

TSYRTPHHPSGYLHVTPPSHQRPLALPSTSREDEDMSNPSSSGGGGNGGVGGSSRKRFRTKFTADQKDKMLAFAERLGWRMQKQDEALVQQFCAETNVQRHVFKVWMHNNKHTLGKKP 

NtZF-HD6 Nitab4.5_0002224g0080.1 

MALAGEDKEMRMQGSLGYHSLDQNLDQAPVVPYSSGGSTNNKFKITSRARYRECLKNHAASIGGNVTDGCGEFMPCGEEGTLEALKCAACNCHRNFHRKEQQHVGADNNNNAGIMVVHPLQLPQPLPSPLPSMNH

HHQHGRSVWSTMPPQPVKMAFRGSGGGGSGATDSSSEELNFNTYQQATSVPPQPQPPFVLAKKRFRTKFTQDQKEKMLEFAEKLGWRIPREDDTEVQRFCSQVGVKRQVFKVWLHNNKNPSAKKNPQEEP 

NtZF-HD7 Nitab4.5_0001122g0170.1 

MDFENHQEEEETEPPPRHDDSLDNSNSTHPTKMPSPTPMELEPLAVVHTWHNNKPKYKECLKNHAVSIGGHAVDGCGEFMPAGEDGSLDSLKCAACNCHRNFHRKITQPPPNAVEPLPFVNYHSSYYRSLPPPCGYL

QYHVAPQQRPLALPSTSGGGGYWEDQEDMSNLNNSGGSGSKKRFRTKFSQEQKEKMQELADKLGWRIQREDEELVQQLCNETGVRRQVFKVWMHNNKNTLGKKP 

NtZF-HD8 Nitab4.5_0002472g0040.1 

MDSTCSIPTPTPIPTKTQVPLIKPLSFTNVTSKKHHQVHNHQPPSAVVTYKECLKNHAASIGGHTVDGCGEFIPSPSATAADPTSLKCDVCGCHRNFHRREPDDDFMDIRHHHAQVATPATPTALKPENPRRRRRFRTKF

SQEQKNKMYSFSEKLGWRLQKCDEAKVDEFCNEIGVGKGVFRVWMHNNKSTLGKKDFQNANNSTRPYPTTTNSKR 

NtZF-HD9 Nitab4.5_0000136g0410.1  MEQKGQEKEMGIPNSIGYNPSSNTRRNEKAGSGNVILSPIQTLNQHNQHSLQGHSQLNSHQLEEERDPLVAATNRAQLRQLSTTSGNGTITTTTTTTTSSSSVVRRYRECLKNHAASMGGHILDGCGEFMPSEEEGALK



CAACNCHRNFHRRETFSEAETQIARPHPPYSTCNPPIHSSSNYHYNYSTASPVMMTFGRNAESSSEDLNLFNSNVGGGQSSKSKKRFRTKFTAEQKERMHEFAEKVGWSIQKQDEQELQHFCNQVGVKRQVFRIWMH

NSKQANKKRQM 

NtZF-HD10 Nitab4.5_0000274g0220.1 

MDLTNNSTTTTTTLANTTTITTTSAHIKIPEAEIETPTQIQKPKPFSFSNGVLKRKNLFQHHHPIVVIYKECLKNHAASLGGHAVDGCGEFMPSPTANPADPTSLKCAACGCHRNFHRREPEEPVVIPPPPIATAALEYQPH

HRHHPPPPPPPLPRGDHSSPNSPSPPPISSAYYPASAPHMLLALSAGFSGEKNHNPISSPVVNTTNCNGRKRFRTKFTPDQKVKMLEFAERVGWKMQKRDEDLVRSFCNQIGIEKGVLKVWMHNNKNTFGKKLDQHHL

ADININNNGNSTNVVNGFCIVSRNNNSHHHNSTDSAEFHHLHHHESSNDDNKISDHIKSVGTANVVVATNGSSSSS 

NtZF-HD11 Nitab4.5_0000564g0050.1 

MKKVLRKSSNDSSHNSTNSSTFTVRTVRYVECQKNHSASVGGYVIDGCREFMPGETSGAALTCAACGCHRNFHRKEVETDVASDYMMHFAPNKSYFNLVTEPVKEAVLLEGSLIGQDKVRPVEEWGRKANVKKVS

VKSMNVLKPHSRLFFEFHHFLFVPD 

NtZF-HD12 Nitab4.5_0003247g0060.1 

MELPIQEEEMPMPINSTYVGGGEGHGHGHIIHHDPTPVPNNTNHIIPSSFMPSGEEGTIEALICSACNCHRNFHRKEMEGEQQLLQLPPSSCDYYNLNRGGKKVYLGHSHNHHKGLLGPEPFGTIIPSRAAAPHHHQMIM

SYNNMGSLPSESEEHEDINGGGGVMAMAMARPLHHHNQIVKKRFRTKFTQEQKEKMFNFAEKVGWKIQKQEETVVQQFCQELGIKRRVLKVWMHNNKHSLAKKNSNSTIPQNQV 

NtZF-HD13 Nitab4.5_0001759g0020.1 

MALAGEDKEMRMQGSLGYHSLDQGNQHHHQPNNNNLQPQQDNEKSSSGGTGAAPPVVVPYSSGGSTNNKFKITSRARYRECLKNHAASIGGNVTDGCGEFMPSGEEGTLEALKCAACNCHRNFHRKEQPNVDNN

NAGIMVVHPLQLPQPLPSPLPSMNHHHQHGRSVWSTMPPQPVKMAFGGSGGGGSGATDSSSEELNFNTYQQATSVPPQPQPPFMLAKKRFRTKFTQDQKEKMLEFAEKLGWRIPREDDTEVQRFCSQVGVKRQVFK

VWMHNNKNPSAKKNPQEEP 

NtZF-HD14 Nitab4.5_0000948g0160.1 

MASNSSSTPTEMTIRYGECLKNHSKKHGHYLFDGCREFVKSGEDGTKGSYVCANCGCIRSFHRMNNQPLHRHQAIRLCFFHHCVIPNGMQPIFHPFNETQVSVSATSLPVTIISDPESVSVQENVSCVMTPPMLPLLPLF

PKDEMGPVPVPLPLFPETPSSGTFGLLKGKQDMDMD 

NtZF-HD15 Nitab4.5_0000948g0180.1  

MATNNKHFLVKYGECKHNYAASAMGYALDGCGEFCPNGIPESLICAACHCHRSFHRKMEMEIPVLSKSHHNHGTSLVIVVPPTPSQQQSRIHPRQTYDKNNGAETTEMGGGEIEVVEQINTKGKRINSEQKERVKAF

AEKIGWRWTKYNEEVKPFCAEIGITPYFLKNWIDNNRRRFGPKKTI 

NtZF-HD16 Nitab4.5_0000948g0190.1  

MANNNMLRANQAARANNNRPMISPAVYGECIRNRLTGAMTYDTDGCLAFAPGSTQALRCQTCGCSRTFHRRLDTGNLPPPVASHQIYDDTRLVYSTPPVFAAPSSTIIPPPPLPLPTQPDAPAADAHMENSNANANSL

AESFRVTAVENTSTGSVNVQCVHQPVAVTRGSVKGKEVMDAEIAKTFTSLPPLPPRRQRSKSPAVSGKRKSTISSSDVVSEIMKDKVWLLTEELEWLNMKNKEEEDKKNNTNKQLEETNSNVSRRKPIVDHTIERWM

NNRAEVLKTMNHQFLVIATTLTARRELGDQSSCFGTSNTELENDESSSDSDS 

NtZF-HD17 Nitab4.5_0000460g0070.1  

MEVPNEEGEMAMPINSTYGHEHMIYHDTAPQNNHIITPPQIVTSKNGPPISTSTLETSDNVVPYKKMVKYKECLKNHAAAMGGNATDGCGEFMPSGEEGTFEFLTCSVCNCHRNFHRKETEGELIRKVYVGHPHKAF

VYPASRAAPYQMIMSYNNHLGSFPYIEQEDGIINGGCGVMARPLNYQQLVKKRFRTKFSQEQKEKMLNFAEKIGWKMQKQEDAMVQQFCQEVGVKRRVLKVWMHNNKHSLAKKNSNDINLQSQI 

NtZF-HD18 Nitab4.5_0005164g0020.1 

MEIPSQEEEMPMPINSTYVGGGGGHGHGHIIHHDPTPVPNNTNHIIPSSNHAAAMGGNATDGCGEFMPSGEEGTIEALICSACNCHRNFHRKEIEGEQQLLQLQPPPSSCDYYNLNRGGKKVYLGHSHNHHKSLLGPEQ

YGTIIPSRATAPHHHQMIMSYNNMGSLPSESEEHEDINGGGGVMAMAMARPLHHHNQMVKKRFRTKFTQEQKEKMFNFAEKVGWKIQKQEETVVQQFCQELGIKRRVLKVWMHNNKHNLAKKNSNVTIPQNQV 

NtZF-HD19 Nitab4.5_0003597g0010.1 

MEFDEEHEDQEEEIANIPQIPTTENNYQELGEGGPISQAAATLRKNNVPIPRYRECLKNHAVGIGGQAVDGCGEFLPSGEEGTLDALKCAACNCHRNFHRKEVEGEILNFHHPTPPPPILHHPPHHYPYRYHQRPLALPSI

SSREDIEEYVSNPSSSGGSGSRKRFRTKFTQDQKEKMFAFAEGLGWRIQKENEAAVQQFCAETNIRRQVFKVWMRNNKNTLGKKP 

NtZF-HD20 Nitab4.5_0005738g0020.1  
MVGKFFKRKPKMTAIRASFSAKYPLKGQVKVVSYDSLHVFLDFTNEDDYVAVLFKERIIVAGAQMECAGKLLVDNFLLSSKKTKMKPDNHTAKEEGRDETLGIMELDKKEHIGGQNEYGKAAPKNTHIEDGLYISDS



VDCVPEATHSDSEERVASPVNCSTETSEIHASAETSCSGSIGLSFASDGIAERIPSDMDDSSSMCSTESVSFRETYSNHNSQKSYGRGWKYGSKSTSTAADLACATLNQPLDALTIGECHEDRKSKPLIQVQYSTYRGRQ

AITFPETTVKALSPILSLIGNFFQRKPRIKEIRADFIAKNPLKGQVKITHYTSQQVSLDFTNEADYDTVLSKKTLIVAGAVMQISWWSRDIHHEVVSALNPVLGKQEQKAMDKERGVMELQKTERDELIGGENEYKTEA

AEAVLEKPDILEEVSDVSNSLHVVPEVAHPDFGDSDASPVNCDTGTSKMHPSIGTTCCRLSGLSAPQNMIDGTSPYVMNVNSSTCSTYTIPPVVTTGLSSNHKDQSKSTSDVADSASKAHSQLLDDLPDARQQVLKKE

VAISHRSELTEADREKPSLEMPSVSSPRNPPRSIGSAIQSMSKLKVSVKNDLISVKRSISDNFNLTQKSVPLFNSAETAVLLNADPHKALEPKDMENPLVQSVAITSENFLSHQVTAPATAEKPMAVEAPFPALAKRWIST

PLLSSITSSIRIKDMHLDREPNMTLGPTQLQPPSTTSVRDTTSSIRYGECLKNHAASMGGHAVDGCGEFMPSEGQGTPGALKCAACNCHRNFHKKEIVNHRQMAGVGSHIEPRNNSSSGYIHNQAPISQQYQHNSVFTL

QIHILNYLYRSLARYVFHRAWKE 

NtZF-HD21 Nitab4.5_0002025g0010.1 

MEFDEEHEDQEDEIANISQIPATTENNYQEFGEGGPISQAAATLRKNNVPSPRYRECLKNHAVGIGGQAVDGCGEFLPAGEEGTLDALKCAACNCHRNFHRKEVEGEILNFHHTTPPPILHHPAHHYPYRYLQRPLALP

SVSSREDIEDYVSNPTSSGGGGSGSRKRFRTKFTQDQKEKMFAFAEGLGWRIQKENDAAVQQFCAETNIRRQVFKVWMHNNKHTLGKKP 

NtZF-HD22 Nitab4.5_0001960g0020.1 

MEHTGQDKDMGMPNCIGFNSSHLNQQESTPFAAAKLPTAPIVSSLPDRTRNEQISHGNTIFSPNQTLDHQHNLTPNSDPDPTIIAAQLRQQSTTSASDRNSSIRYKECLKNHAASLGGHVLDGCGEFMPSGEEGTPEYLK

CAACDCHRNFHRKETEDELQTAGVYRNNSNSHRVHIQTPPSLPVPPQQQHHHKYSHNYSRGPMPPVMMNFGGNTGVPAESSSEDLNMFHSNAGGQGVIQPCAFSVSKKRFRTKFTQQQKEKMQEFAEKLEWRIQK

QDEQEVQQFCNEVGVKRQVFKVFMHNCKQAIKRKQT 

NtZF-HD23 Nitab4.5_0002698g0010.1 

MASNSSSTPIRYGECLKNHSKRHGYYLFDGCREFVKSGEDGTKGSYICANCGCIRSFHRMNNLPLHRHQAIRLCFFHHCVIPNGMQPIFHPFMTTAGESTQVSVSAASLPVTIISNPESVSVQENVPYVMTPPMLPLLPLF

PKDEMGPVPLPLPLFPETPSSAEQN 

NtZF-HD24 Nitab4.5_0002698g0080.1  

MASNSKHFLVKQKYYECKHNYAASTMGYALDGCREFCPNGAPESLICAPCLCHRSFHRKMEVELPILSNTHHRHGTSLVIVVPPTPTSQQRSRIHPHQKYDENNNVAATSPPQGAETTEMGGGEIEVVEQMSIKRKRI

NSEQKERVKAFAEKIGWRRWTKYNKEVKTFCAEIGITPYFLKNWIDNNRRRFGPKKTI 

NtZF-HD25 Nitab4.5_0002698g0100.1 

MANNNMLRANQAARANNNRPMISPAVYGECIRSRLTGAMTYDTDGCLAFAPGGPPGSTEALCCQTCGCSRSFHRRLDTSNLLPVASHQIYDDTRLVYSPPVFTAPSSTIIPPPPPPPRTQPDAPAADVNMEFSNANANS

LAESFRVTAVENISTGSVNLQCVHSPVSATRGSVKGKEVMDAEIAKTFAKLPPLPPRQQRSKSPAVSGKRKSTVSSSDVVSEIMKDKVWLLTEELEWLNMKNKEEEDKKNNNKQLEETNSNEARRKPIVDHTIDRLMS

NRAEVLKTMNHQFLVIATTLTARRELGDQSPCSGTSNSTESENDESSSDSDSDS 

NtZF-HD26 Nitab4.5_0018250g0010.1  

MEHTGQDKDMGMPNSIGFNSSHLNQQESTPFAAAKLPTAPIVSSLPDRTRNEQISHGNTIFSPNQTLDHQHNLTQNSDPDPTVIAVQLRQQSTTSASDKNSSVRYKECLKNHAASMGGHVLDGCGEFMPSGEEGTPEY

LKCAACDCHRNFHRKETEDESQTAGVHRNNSNSHRIHAQIPPSLPAPPQQQHYHKYTHGYSRGPMPPVMMNFGGNSGVPAESSSEDLNMFNSNAGGQGVIQPCTFSASKKRFRTKFTQQQKEKMQEFAEKLGWRIQ

KQDEQEVQQFCNEVGVKRQVFKVFMHNCKQAIKRKQT 

NtZF-HD27 Nitab4.5_0004308g0050.1  

MDLTNNTSTTTTTTPTLTNTTTITTTSAHIKTPEAEIETPTQIQKPKPFSFSNGVLKRKNLFQHHHPVVVIYKECLKNHAASLGGHAVDGCGEFMPSPTANPADPTSLKCAACGCHRNFHRREPEEPVVIPPPPIATAALE

YQPHHRHHPPPPPPPLPRGDHSSPNSPSPPPISSAYYPASAPHMLLALSAGFSGEKNHNPISSPVVNTTNSNGRKRFRTKFTPDQKVKMLEFAERVGWKMQKRDEDLVRSFCNEIGVEKGVLKVWMHNNKNTFGKKL

DQHHLADININNNGNSTNVVNGFCIVSRNNNSHHHNSTDSAEFHLHHHESSNDDNKIIDHIKSVSTANVVVGTNGSSSSS 

NtZF-HD28 Nitab4.5_0008838g0010.1  

MKKVLRKSSKDSSNNSTNSSSSFTVRTVRYVECQKNHAASVGGYVVDGCREFMPGATAGAALTCAACGCHRNFHRKEVETVKKAMLLERPWIDQDKVRPVEVWGRKTDVNKVTVKSMNSLKPHSRLFFEFHHFL

FVPD 



SlZF-HD1 Solyc01g014970 

MANMLRANQGARAICKPKDLIVYRDCNHSVLPSVSVVDSCQAFASGGPIGSMESFQCQFCHCHQNVHRWLDVNNHQIAPPPAQQQTVTQRDVKPEVSSNTTNANRLGRINAQIFDSLAVSIELAESIMARATENWVN

CNNKDVGNKSKKSWDEHVAEEYEKEQPQILANQLELTLNMRSQNGKNKKIKKDEDEKPDGFELYIKTKSKAIKKLQIAQAENNVFGQSYYPN 

SlZF-HD2 Solyc01g102980 

MELPSQDHEDMPIPINSTYGHLIHHDPTPPNNTNHIIPPSMNGPPIDAPPVATAADHHVPFKKIVRYKECLKNHAASMGGNATDGCGEFMPSGEEGTIEALICSACNCHRNFHRKEVEGDQQQLASSCDCFHHVNNRVL

GGGSTKKVYLGHNHHKTSLGPEPFGTIIPTRPPHHQMIMSYNMGSLPNSESEEHDIQDHHHIGGIMGMARPLHHVKKRFRTKFTQEQKDKMLNFAEKVGWKIQKQEEGVVQQFCQEVGVKRRVLKVWMHNNKHSL

AKKNITTNIPNENQLP 

SlZF-HD3 Solyc01g103810 MASNSSSNPNGDITIKYGICLKNHATKFGDYSVDGCREFVKKGDDGTKEAFICANCGCFRDFHRMNSQSLFRLAIHRSRFIHPHVMPHGGGNAPINFHPFMARVMSVQYIRRPVFY 

SlZF-HD4 Solyc01g103820.1 

MASNSSSNSNDDMTIKYGICLKNHATKFGDYSVDGCREFVKKGDDGTKEEFICANCGCFRGFHRMNSQSLFRPPILRSCFIHAHVITHGGGHTG 

SlZF-HD5 Solyc01g103830  

MASNNKKYFLVKYLECRHNYAARSNGYVLDGCGEFCPTGALETLESFICAACHCHRNFHRKVEVELEDGVESPIISINHPSRGTPLVIIDDPPLQYTVKSRAQFCETSKKNNIDVETKMKRDIGEIKVRKLKRKYNASSS

KRMRLNPYQRERIWIFANEIMRWKWTKSNEQVIPFCDEIGIAPKFLKNWINNTKSRTRPLAKNGHVRNKK 

SlZF-HD6 Solyc01g103840  

MASNNNKHFLVKYLECRHNYAARSNGYVLDGYGEFCPTGAPETLEFFICAAWHCHQNFHKKVEVEVENKVESPVISINPSHGTC 

SlZF-HD7 Solyc02g067310  

MELTNNNNTTISTITTTTTVKTPEAEIETPTQIQKLKPFPFSNGVLKRKSSFNHNNHHHPVVVIYRECLKNHAASLGGHAVDGCGEFLPSPAANPSDPTSLKCAACGCHRNFHRREPEEPVVIPPPPIATAVLEYQPHHRH

HPPHPPPPLQGEHSSPNSPSPPPISSAYYPASAPHMLLALSAGFSGEKNQNPTSAPLGHSNGRKRFRTKFTPDQKVKMQEFAERVGWKMQKRDEDLVSNFCNEIGVEKGVLKVWMHNNKNTFGKKSDQPNSGSGDGD

NDNDDNHHQNATSA 

SlZF-HD8 Solyc02g067320  

MELNINTNTTAAITTVKTPELAETETPSRIQQPKPFSFSNGVLKRKNHHHPVVVVYKECLKNHAANLGTHAVDGCGEFLPIPAANPADPTSLKCAACGCHRNFHRREPEEPPPIATAAIEYQPHHRHHPPPPRGDHGSPN

SPSPPPISSAYYPASAPHMLLALSAGFSGEKNQNLPTSTTPMAVANSNGRKRFRTKFTPDQKIKMLEFAEKVEWKMQKRDEDLVNNFCNEIGVEKGVLKVWMHNNKTTSISGKKLDQPNTDNGHNHQNGNSNYTVN

GFCIVDRNNTTHHHDNTDSEFHIHHESSMNDDNKKENSSFGANNVVVTNGSSSSS 

SlZF-HD9 Solyc02g067330  MRKIQLFENQDDESVTSESSTNSAFTVRIVRYKECQKNHAARVGGHAVDGCREFMPSGEEGTSSAFICAACGCHRNFHRREVETEVASHSLSSSSSSSCVLF 

SlZF-HD10 Solyc02g085160  

MEHRGQEKDMGLPNPNPMSYNPSQLNQQESSSSAANKFLTAPNRTTNEHENTIFSPNQTLDQHNITQNSDPDPVRQLSTSSASERNITPVRYKECLKNHAANLGGYVLDGCGEFMPSGEEETLEYLKCAACDCHRNFH

RKETEDESQTPGVHRNNHRIPNQTPPSLPAVPTQQQHHHKYPHSYPRGHMAPVMMSFGGNTGVAAESSSEDLNMFHGGQGVIQPCNFSASKKRFRTKFSQQQKDRMLEFAEKLGWRIQKQDEQEVHQFCNEVGVK

RQVFKVWMHNSKQATKKKQN 

SlZF-HD11 Solyc02g087970  MKKVLRRNDYSRNSTNSSFTMRRVRYVECQRNHAASVGGYVIDGCREYMPEGTTSGTLNCAACGCHRNFHRREVETDVASECTSASSTTK 

SlZF-HD12 Solyc03g061620  MTKRHEDDEENDGSLHTSITIRTVRYRECQRNHAAGVGGYAVDGCREFMPSGEEGTPGALSCAACGCHRNFRRREVETEVASNCSSPS 

SlZF-HD13 Solyc03g098060  MQGDKSNDIYRECLRNHAASLGSYATDGCGEFTLDDTNTSPGGSTSLNCAACGCHRNFHRKFSCGGSYSNNSSRDDREIIAAHDYRLATTEESPAVSERSGKKRFRTKFTGDQKEKMLAFAEKLGWTLQRKDEENET

https://solgenomics.net/feature/17702535/details


ERFCREIGVSRKVFKVWMHNHKNNSSSVSSTVTGNNASSLTQ 

SlZF-HD14 Solyc03g116070 
MMKKRQVVVRRISSGSSTIRNVRYVECQRNHAANIGGYAVDGCREFMATGDDGTAALTCAACGCHRNFHRREVDGGEVVSESS 

SlZF-HD15 Solyc04g014260  

MEFEDQQKQRDEEIAAAPRHNDSLDNSDLTTKMPPSPQLELEPLTAVQLWTNNKPKYKECLKNHAVGIGGHAVDGCGEFLPAGEDGSIDSLKCAACNCHRNFHRKIAPPPIAAAAAGVGGEPVPFVYHSHNQLPTYY

RTLPPPCGYLQYHVAPNQRPLALPSTSGGYREDQEDISHPNYSGGSKKRFRTKFSQVQKDKMQELADKLGWRIQREDEELVQQLCNETGITRQVFKVWMHNNKHTLGKKP 

SlZF-HD16 Solyc04g074990  

MEFDDDQEEQEQEIGAVGAENYVTTGNNSGREEGISTSSIGRKSNVRYRECLKNHAVGIGGHALDGCGEFMPAGEEGTMDALKCAACNCHRNFHRKEAEERLGWRMQKQDEALVQQFCAETNVKRHVFKVWMH

NNKHTLGKKP 

SlZF-HD17 Solyc04g080490 

MALGGGNEEKEMRISGFQNIDLVSPGGAAPDDIVSAAPHNNSTTGSNKLNKGTSTVRGRYRECLKNHAANIGGNVTDGCGEFMPSGEEGTLEALKCAACNCHRNFHRKEIPNNVGAGVGGGVGGDNNNNAGIMVV

HPLQLPQPLPSPIPSLNHHHHHHHQHGGRSIWTTMPPQPVKMAFGGSGGGSGATDSSSEELNFNTYHHQQATSVPPQQPFMLAKKRFRTKFSQEQKEKMLEFAEKLGWRIPREDDAEVQRFCSQVGVKRQVFKVWM

HNNKNPSSAKKNIIQEDQP 

SlZF-HD18 Solyc05g007580 

MELTYSINPTPTPSSTKTPDSEVDTPPLIKPLSFTNGNNHHSHHNQSPPCTAVIYKECLKNHAASIGGHAVDGCGEFMPSPESTPSDPISLKCAACGCHRNFHRREPSDDSSPPAHFIDFRRHIFPPIKRFSPSPTPSPSLSPSL

SPPPLPSLFQPQPVTPTGLKSENPNGRKRFRTKFTAEQKEKMHSFSEKLGWKLQKCDEAAVDEFCNEIGVGKGVLRVWMHNNKNTFGKKDYQISNNSSRDHSFENKNGFNINGTASSNEEEDQHRNNNNDNSTTSNC

ELHLHISTNASSSSS 

SlZF-HD19 Solyc05g018740  MSNNSSSNPSGDMTIKYGICLKNHATNFGDYSVDGCREFVKRGDDGTKEAYICANCGCLRSFHRMNSHSLYHPPILRSRFLHPHIHPHGRENAPIISHPFMSRFVLVQYIRRPVFYNHP 

SlZF-HD20 Solyc05g020000  MTNSSNSNPSGDMTIKYGIYLKNHATNFGDYSVDGCREFVKKGYGGTKEAYICANCGCLRRFHRMNSHSLYPPPILRSHFFHLHVHPHGGENAPIISHPFMSQFVSIQYIRRPVFYNYR 

SlZF-HD21 Solyc05g051420 

MSKYKECLKNHAAGIGGHAVDGCGEFMPSGDIFKCAVCNCHRNFHRKDTVHHHHPCGYFPHIMPRRRSLVLPSTSRGGGFREDQELLEMCNPNKNIIGTLLKKRFRTKFSQEHKDKMLRLAEKLGWKLQRHDEGVV

QQLCNEIGIKRHVFKVWLHNNKHTLGKKTNP 

SlZF-HD22 Solyc09g089550 

MAAPQRDFNIENQEEPKSKIVYLNYRRVPAVIFRKKYWDWNSMVAVCKLTMVGKFFIPKPKMTKIRASFHAKLSLKGVVKIRSYDSYHVFIDFTAEEDYQSVLLKERVVVAGAIMEVFQWTPEFHDQFREAFGVVEL

ENTKKDEHIGGGNEYGTEESDSVACVPEVTHSDSEDRVASPIKCETSKLPSSVGISCSEFSGLSSAPYRITGRIPSVTYESSSMCSTELVPFRGTYLNHNNLKSYSREWNYGSKPTSEAADLACETLSQPLYALSIVERHEN

QKSRPPIEVQHSTYMGYPTLTFPRRYGESLVSDYKLTLLGNFSYKRPKMKEIRADFKAQNPLSGQVKIRNCSSRQVLILFSNEEDYYTVLYKKAIIVAGALMQISWSSPDFHHEVKQNIHPDFRLSDAKSVNWNTDTSK

LHPSINGLLAPATDEKSMSLQVPAVSQCLSVPSICPPLPLLAHSVSVAGRLCADRLTTSGIYVPQSYPKGIVGIPIFGSNEQAGSGNTFPRPSQALNQQSLAQQHNQLNSYKPNMTVRIAQLQPPSTTSVSDITSSIRYRECL

KNHAASMGGHALDGCGEFMPSGEEGTPGALKCAACNCHQNFHRKEIDDYQPMDDVGSHSRFSQPRNNSSSGSIQNQVLISLPTQQYHHDYSDSCSPRSLVDSLQPYTQPPSPTSGSVYSQQALERIQPSSIRSSYSYEM

VNHNTMQNGKQREYFWSDSSRNTSRDHPSVRNENWNFDMDKPLNNRTPDHIPLEFPTYPSRCQPQTVFTDEFPHLDIINNLLHEEHETGRTLMSNSGSQRLNKGS* 

AtZF-HD1 
AT5G65410.1 

MEFEDNNNNNDEEQEEDMNLHEEEEDDDAVYDSPPLSRVLPKASTESHETTGTTSTGGGGGFMVVHGGGGSRFRFRECLKNQAVNIGGHAVDGCGEFMPAGIEGTIDALKCAACGCHRNFHRKELPYFHHAPPQHQ

PPPPPPGFYRLPAPVSYRPPPSQAPPLQLALPPPQRERSEDPMETSSAEAGGGIRKRHRTKFTAEQKERMLALAERIGWRIQRQDDEVIQRFCQETGVPRQVLKVWLHNNKHTLGKSPSPLHHHQAPPPPPPQSSFHHEQ

DQP 



AtZF-HD2 AT4G24660.1 

MNFEDQEEDMEMSGVNPPCGYDSLSGEGATSSGGGGVGRSKGVGAKIRYRECLKNHAVNIGGHAVDGCCEFMPSGEDGTLDALKCAACGCHRNFHRKETESIGGRAHRVPTYYNRPPQPHQPPGYLHLTSPAAPY

RPPAASGDEEDTSNPSSSGGTTKRFRTKFTAEQKEKMLAFAERLGWRIQKHDDVAVEQFCAETGVRRQVLKIWMHNNKNSLGKKP 

AtZF-HD3 

AT2G02540.1 

MEIASQEDPIPINTSYGNSGGGHGNMNHHHHANSAPSSLNITTSNPLLVSSNSNGLGKNHDHSHHHHVGYNIMVTNIKKEKPVVIKYKECLKNHAATMGGNAIDGCGEFMPSGEEGSIEALTCSVCNCHRNFHRRETE

GEEKTFFSPYLNHHQPPPQQRKLMFHHKMIKSPLPQQMIMPIGVTTAGSNSESEDLMEEEGGGSLTFRQPPPPPSPYSYGHNQKKRFRTKFTQEQKEKMISFAERVGWKIQRQEESVVQQLCQEIGIRRRVLKVWMHN

NKQNLSKKSNNVSNNVDLSAGNNDITENLASTNP 

AtZF-HD4 

AT1G14440.1 

MEIASQEDHDMPIPLNTTFGGGGSHGHMIHHHDHHAANSAPPTHNNNNTTQPPPMPLHGNGHGNNYDHHHHQDPHHVGYNAIIKKPMIKYKECLKNHAAAMGGNATDGCGEFMPSGEDGSIEALTCSACNCHRNF

HRKEVEGELAATAMSPYHQHPPHRKLMLNHQKIRSAMPHQMIMPIGVSNYRYMHNNSESEDFMEEDGVTTASRSLPNLPYNQKKRFRTKFTPEQKEKMLSFAEKVGWKIQRQEDCVVQRFCEEIGVKRRVLKVWM

HNNKIHFSKKNNINLEDNDNEKINNLNNVDLSGNNDMTKIVP 

AtZF-HD5 

AT1G75240.1 

MDMRSHEMIERRREDNGNNNGGVVISNIISTNIDDNCNGNNNNTRVSCNSQTLDHHQSKSPSSFSISAAAKPTVRYRECLKNHAASVGGSVHDGCGEFMPSGEEGTIEALRCAACDCHRNFHRKEMDGVGSSDLISHH

RHHHYHHNQYGGGGGRRPPPPNMMLNPLMLPPPPNYQPIHHHKYGMSPPGGGGMVTPMSVAYGGGGGGAESSSEDLNLYGQSSGEGAGAAAGQMAFSMSSSKKRFRTKFTTDQKERMMDFAEKLGWRMNKQD

EEELKRFCGEIGVKRQVFKVWMHNNKNNAKKPPTPTTTL 

AtZF-HD6 AT2G18350.1 

MEVREKKDEKMEMTRRKSSALDHHRLPPYTYSQTANKEKPTTKRNGSDPDPDPDLDTNPISISHAPRSYARPQTTSPGKARYRECQKNHAASSGGHVVDGCGEFMSSGEEGTVESLLCAACDCHRSFHRKEIDGLFV

VNFNSFGHSQRPLGSRHVSPIMMSFGGGGGCAAESSTEDLNKFHQSFSGYGVDQFHHYQPKKRFRTKFNEEQKEKMMEFAEKIGWRMTKLEDDEVNRFCREIKVKRQVFKVWMHNNKQAAKKKDL 

AtZF-HD7 AT3G50890.1 

MELGGKCNAITTTTMISTEVKPHTDPEPEAKPESDPSMALFPIKKENQKPKTRVDQGAKYRECQKNHAASTGGHVVDGCCEFMAGGEEGTLGALKCAACNCHRSFHRKEVYGHRNSKQDHQLMITPAFYSSNSSYK

PRVMHPTGEIGRRTSSSSEDMKKILSHRNQNVDGKSLMMMMMRKKKRVRTKINEEQKEKMKEFAERLGWRMQKKDEEEIDKFCRMVNLRRQVFKVWMHNNKQAMKRNNSNISE 

AtZF-HD8 AT5G15210.1 

MDVIATTTTIVSDLDSRQPEIEAPIRIQPAKPISFSNGKRCHHHHLASEAVAVATYKECLKNHAAGIGGHALDGCGEFMPSPSFNSNDPASLTCAACGCHRNFHRREEDPSSLSAIVPAIEFRPHNRHQLPPPPPPHLAGIR

SPDDDDSASPPPISSSYMLLALSGGRGGANTAVPMSRKRFRTKFSQYQKEKMFEFSERVGWRMPKADDVVVKEFCREIGVDKSVFKVWMHNNKISGRSGARRANGGVVVGGVGDSRQSVVPTNGSFSST 

AtZF-HD9 

AT3G28920.1 

MLEVRSMDMTPKSPEPESETPTRIQPAKPISFSNGIIKRHHHHHHNNNKVTYKECLKNHAAAIGGHALDGCGEFMPSPSSTPSDPTSLKCAACGCHRNFHRRETDDSSAVPPPSLLPSSTTTAAIEYQPHHRHHPPPPLAP

PLPRSPNSSSPPPISSSYMLLALSGNNKTAPFSDLNFAAAANHLSATPGSRKRFRTKFSSNQKEKMHEFADRIGWKIQKRDEDEVRDFCREIGVDKGVLKVWMHNNKNSFKFSGGGATTVQRNDNGIGGENSNDDGV

RGLANDGDGGGGRFESDSGGADGGGNVNASSSSS 

AtZF-HD10 

AT5G39760.1 

MMDMTPTITTTTTPTPKSPEPESETPTRIQPAKPISFSNGIIKRHHHHHHPLLFTYKECLKNHAAALGGHALDGCGEFMPSPSSISSDPTSLKCAACGCHRNFHRRDPDNNNDSSQIPPPPSTAVEYQPHHRHHPPPPPPPPP

PRSPNSASPPPISSSYMLLSLSGTNNNNNNLASFSDLNFSAGNNHHHHHQHTLHGSRKRFRTKFSQFQKEKMHEFAERVGWKMQKRDEDDVRDFCRQIGVDKSVLKVWMHNNKNTFNRRDIAGNEIRQIDNGGGNH

TPILAGEINNHNNGHHGVGGGGELHQSVSSGGGGGGFDSDSGGANGGNVNGSSSS 

AtZF-HD11 AT1G69600.1 

MDLSSKPQQQLLNSLPIAGELTVTGEMGVCYKECLKNHAANLGGHALDGCGEFMPSPTATSTDPSSLRCAACGCHRNFHRRDPSENLNFLTAPPISSPSGTESPPSRHVSSPVPCSYYTSAPPHHVILSLSSGFPGPSDQD

PTVVRSENSSRGAMRKRTRTKFTPEQKIKMRAFAEKAGWKINGCDEKSVREFCNEVGIERGVLKVWMHNNKYSLLNGKIREIEHGLCLNTHSNDGDGSSSS 

AtZF-HD12 
AT5G60480.1 MVVLYNECLKNHAVSLGGHALDGCGEFTPKSTTILTDPPSLRCDACGCHRNFHRRSPSDGFSQHRSPPSPLQLQPLAPVPNLLLSLSSGFFGPSDQEVKNKFTVERDVRKTAMIKKHKRTKFTAEQKVKMRGFAERAG



WKINGWDEKWVREFCSEVGIERKVLKVWIHNNKYFNNGRSRDTTSSMSLNLKL 

AtZF-HD13 AT5G42780.1 

MDEIKPKKEENSKRRRNVKPICRETGDHVHYLPTCKTKPKPTRTHHAPPPILDSIFKVTHKPHYYECRKNHAADIGTTAYDGCGEFVSSTGEEDSLNCAACGCHRNFHREELIPENGGVTETVLEVLKISSCQFRRIFCSP

YGGGKSEGKKKKKEKESYGGDPIIKDRFGGAEEEEGIVKRLKTKFTAEQTEKMRDYAEKLRWKVRPERQEEVEEFCVEIGVNRKNFRIWMNNHKDKIIIDE 

AtZF-HD14 AT1G14687.1 

MQSTCVYRECMRNHAAKLGSYAIDGCREYSQPSTGDLCVACGCHRSYHRRIDVISSPQINHTRFPFTSLRRVKQLARLKWKTAEERNEEEEDDTEETSTEEKMTVQRRRKSKFTAEQREAMKDYAAKLGWTLKDKR

ALREEIRVFCEGIGVTRYHFKTWVNNNKKFYH 

AtZF-HD15 
AT1G74660.1 MMKKRQMVIKQRSRNSNTSSSWTTTSSSSSSSEISNVRYVECQKNHAANIGGYAVDGCREFMAAGVEGTVDALRCAACGCHRNFHRKEVDTEVVCEYSPPNA 

AtZF-HD16 
AT3G28917.1 MRKRQVVLRRASPEEPSRSSSTASSLTVRTVRYGECQKNHAAAVGGYAVDGCREFMASRGEEGTVAALTCAACGCHRSFHRREIETEVVCDCNSPPSTGN 

AtZF-HD17 
AT1G18835.1 MKKRQVVIKQRKSSYTMTSSSSNVRYVECQKNHAANIGGYAVDGCREFMASGGDDALTCAACGCHRNFHRREVDTEVVCEYSPPNANN 

OsZHD1 LOC_Os09g29130.1 

MDFDDHDDGDEEMPPMPVSSSYETPPQHGLAGGGMAPKPPGEIGSRVKGPSCGGGRYRECLKNHAVGIGGHAVDGCGEFMAAGEEGTIDALRCAACNCHRNFHRKESESLAGEGSPFSPAAVVPYGATPHHQFSPY

YRTPAGYLHHHQHHMAAAAAAAAAAAGGYPQRPLALPSTSHSGRDDGDDLSGMVGPMSAVGPLSGMSLGAGPSGSGSGKKRFRTKFTQEQKDKMLAFAERVGWRIQKHDEAAVQQFCDEVGVKRHVLKVWMH

NNKHTLGKKLP 

OsZHD2 LOC_Os08g37400.1 

MDFDDHDEGDGDEEMPPMPLSSGYDAPMQPGLGGGGGGVPKPGGGVGGGGGGGGGGGGGGARYRECLKNHAVGIGGHAVDGCGEFMASGEEGSIDALRCAACGCHRNFHRKESESPTGVGPAEPSAVSPAAISA

YGASPHHQFSPYYRTPAGYLHHQQHQMAAAAAAAAAAAAGGYPQRPLALPSTSHSGRDEGDDMSGMVGPMVIGPMVGMSLGSAGPSGSGSGKKRFRTKFTQEQKDKMLAFAERLGWRIQKHDEAAVQQFCEEV

CVKRHVLKVWMHNNKHTLGKKAP 

OsZHD3 LOC_Os12g10630.1 

MDLSGAQGELPLPMHAAASPYLGLHHDHHHHHGGGGGGGGMNGRHMSPPTPPAAAEESKAVVVVSSSATAAARYRECLKNHAAAIGGSATDGCGEFMPGGEEGSLDALRCSACGCHRNFHRKELDAAAAPPLHH

HHHQLLGVGAHPRGHGHHHHHLLVAALPPPTRMVMPLSAMHTSESDDAAARPGGGAAARKRFRTKFTAEQKARMLGFAEEVGWRLQKLEDAVVQRFCQEVGVKRRVLKYGSGAPEELKKLDFFWERRGGGGG

NPLRNKMKIHLASASTSIRLQLSPTETL 

OsZHD4 LOC_Os11g13930.1 

MVSILQLQTRTEASPASSASAAATRIFAVRRQQQEQEGEEEEEEFEFQERMDLSGAQGELPIPMHASAAASPFAGMGAHGGAGGGHVVELHRHEHVGNNGQAMAMASPPPTNVAVAAEQEGSPVAGKKRGGMAV

VGGGGGVAVKYRECLKNHAAAIGGNATDGCGEFMPSGEEGSLEALKCSACGCHRNFHRKEADDLDADSCAAALRAAAGRHHHLLGPALPHHHHKNGGGLLVAGGDPYGAAYAAARALPPPPPPPPHGHHHHHQI

IMPLNMIHTSESDEMDVSGGGGGVGRGGGSSSSSKKRFRTKFTAEQKARMLEFAERVGWRLQKLDDAMVHHFCQEIGVKRRVLKVWMHNNKHNLAKKPLPSSPPPPPQIPPMSMPPSPPPPQIPPMSMPPSPPPMPM

PMPPSPPQLKLE 

OsZHD5 LOC_Os01g44430.1 

MELSEHEEDAGDVGGGCSSPPTPPHRVLTSAAPETIRCRYHECLRNHAAASGGHVVDGCGEFMPASTEEPLACAACGCHRSFHRRDPSPGRAGAARLPQLHLPASINSRAPPALLLPPAAAASKQGLPFPGYGTPSGGT

GTTTASSSDERLRPSPVQPRRRSRTTFTREQKEQMLAFAERVGWRIQRQEEATVEHFCAQVGVRRQALKVWMHNNKHSFKQKQQQENRQEQQQ 

OsZHD6 LOC_Os05g50310.1 

MEFRGHDEPVDEMGVAYGRTPPSSSSSPAASASAGNGAGAAEVRYHECLRNHAAAMGGHVVDGCREFMPMPGDAADALKCAACGCHRSFHRKDDGQQQQQLRLLIPSPPTPRVPLLMPPPQPQPHPHPQHPYLHP

PFPYHHTPSGSGGTTTESSSEERGPPSSSAAAAQGRRKRFRTKFTPEQKEQMLAFAERVGWRMQKQDEALVEQFCAQVGVRRQVFKVWMHNNKSSIGSSSGGGSRRQPQEQQSQQQQQQQ 



OsZHD7 LOC_Os02g47770.1 

MEYKRSSHVEEEEEEEEEEDDEEEDEEEQGHHQYTTAAAQQQLHPQVLGSSASSPSSLMDSAAFSRPLLPPNLSLVSPSAAAAAAPGGSYLHAAHHHGQGRRVEAPGGESQHHLQRHHEPARNGVLGGVAGAHAAS

TLALVGGGGGGPRGGEGAAGEAPTWRYRECLKNHAARMGAHVLDGCGEFMSSPGDGAAALACAACGCHRSFHRREPAVVAPASLSLCPASASASAAAGLVSLSPSATPTGANSSRLMPLLLAPPHMQKRPPVLPV

SPASAPAALAESSSEELRPPPLPSSHPHAHAAAVVAASASAPPGPSKKRFRTKFTAEQKERMREFAHRVGWRIHKPDAAAVDAFCAQVGVSRRVLKGGDTSTALAAKPPFLRAFAAFFGGQFCLSCF 

OsZHD8 LOC_Os04g35500.1 

MMDHLSLVPYEGGSAGGGGGGGKYKECMRNHAAAMGGQAFDGCGEYMPASPDSLKCAACGCHRSFHRRAAAGIGGGPVFFRPPPPPQPHSHHAALQGFLPSSVPAPAPPPQLALPYHAVPAAAWHHAAAAAAGR

AGSETPPRMDDFGPGSAGGSGSGGGGIFGRKRFRTKFTPEQKERMREFAEKQGWRINRNDDGALDRFCVEIGVKRHVLKVWMHNHKNQLASSPTSAAAAAAGVMNPGAGIGLGTGLGTGISGDGDGDDDDTDDSP

PRAAVSSPSPSPISV 

OsZHD9 LOC_Os09g24820.1 

MEAMDVKYKPLVFPNGAIKKAAKPAAVAPAVGGGGGGETVYRECLKNHAASLGGHALDGCGEFMPSPAANPADPTSLRCAACGCHRNFHRRLPEGSPPPPPPPALLPAPPMPPHRGEETPEVRLPGVDGDESDSDS

DGSEYDDERSVSPPPPPLAAAVAHQVYYPSAPHMLLSLGSSGQAQRLPPQVMSPAAAAAPPPGGGGGGMPRKRFRTKFTAEQKQRMQELSERLGWRLQKRDEAIVDEWCRDIGVGKGVFKVWMHNNKHNYLGGH

SARRSASSSSAAAAAAPPFNPPTSPPPPPPPPPHATDFNINGTATAATAAAAATIAAGNHQENGASSPQSA 

OsZHD10 LOC_Os08g34010.1 

MEAVVGVKYRPVVFPNGGAAAAAAGKSKATPASATAAVYRECLKNHAASLGGHAVDGCGEFMPSPAADAADPASLKCAACGCHRNFHRRLPEAPPSPPLLALPPPPPPPPPPPPPPQPQQHLPRTAAVAVAPQLLLH

GSHQRREQSPETDRVRGPGHHHDDDAAADDDDSEDSEMSDYDDDRSASPLQAPPPVLSPGYLPSATHMLLSLGSASAPAVAASRPHAAAAAMGPPPPPGAATSASRKRFRTKFSPEQKQRMQALSERLGWRLQKRD

EAVVDECCREIGVGKGVFKGQLVLPLSTVITSFVLELIWVCMDNDDDDVLIGVLGGVVF 

OsZHD11 LOC_Os03g50920.1 

MEQQQERPREVYRECMRNHAAKLGTYANDGCCEYTPDDGHPAGLLCAACGCHRNFHRKDFLDGRATAAAGGAGGAGVGVAPMLPAPGGGGPPGYMHMAAMGGAVGGGGGVDGGGGSGGRRRTRTKFTEEQ

KARMLRFAERLGWRMPKREPGRAPGDDEVARFCREIGVNRQVFKVWMHNHKAGGGGGGGGSGGPGAGGGAQTSSSTTRGGGDVGVGLSPAMGGDGEDDEEVRGSEMCM 

OsZHD12 LOC_Os11g03420.1 

MGPQQDRSAAKPYANGSTAAAAAAGRKENNKVVRYRECQRNHAASIGGHAVDGCREFMASGAEGTAAALLCAACGCHRSFHRREVEAAAAECDCSSDTSSGTGRR 

OsZHD13 LOC_Os12g03110.1 MGPQQDRSAAKPYANGSTAAAAAAGRKENNKVVRYRECQRNHAASIGGHAVDGCREFMASGADGTAAALLCAACGCHQSFHRREVEAAAAECDCSSDTSSGTGRR 

OsZHD14 LOC_Os09g24810.1 MMKRLVVLRRREPAVRFSCCGVRYGECRRNHAASTGGHAVDGCREFIAAEDGGGGNSTSAVGVAAAALKCAACGCHRSFHRRVQVYEVAWDDDCASGDTSSSSPSSSSSLSSE 

OsZHD15 LOC_Os06g23030.1 MMKRMVILRRCEPPPPQPAAAVVAAMGGCCGRVRYGECRRNHAARMGGHAVDGCREFLAEGEEGTGGALRCAACGCHRSFHRRVVVVQQCCACDTAAAAAAAGGWEWRDCSPESSSSASSTTAS 

NsZF-HD1 mRNA_48369_cds 

MEFETQEDQKEIRASPNYNSVLEISNSTNEPKMPSNSDELILDAPLQMRKPKYKECLKNHAVGIGGHAVDGCGEFMPAGEDGSLDALKCAACNCHRNFHRKETQIHHPPYYRTPPCGYFQHVMPPQRPLALPSTSGGG

GYREDQEEMCNPNNSGTKKRFRTRFNQEQKEKMLELAENLGWRIQRQDEGVVQQLCNEIGIKRHVFKVWMHNNKLTLGKKTLIQSISPSLFPAQERS 

NsZF-HD2 mRNA_48370_cds 

MEFETQEDQKEIRASPNYNSVLEISNSTNEPKMPSNSDELILDAPLQMRKPKYKECLKNHAVGIGGHAVDGCGEFMPAGEDGSLDALKCAACNCHRNFHRKETQIHHPPYYRTPPCGYFQHVMPPQRPLALPSTSGGG

GGGGYREDQEEMCNPNNSGTKKRFRTRFNQEQKEKMLELAENLGWRIQRQDEGVVQQLCNEIGIKRHVFKVWMHNNKLTLGKKTLIQSISPSLFPAQERS 



NsZF-HD3 mRNA_54725_cds 

MEFDEEHEEQEEEIGNIHQISSAAANVNFQTQGNNSVRGVEEGVSTTVRKSSVRYRECLKNHAVGIGGHAVDGCRDFMPAGEEGTMDALKCAACNCHRNFHRKEVEGEVFHHTPPPHLTHHHPQPHHSQHPQ 

NsZF-HD4 mRNA_60670_cds 

MEVPNEEGEMAMPINSAYGHGHMIHHDPAPQNNHIIPSSQIITSKNGPPISSNKKMMKYKECLENHAAAMGGNATDGCGEFMPSGEEGINQEDGIINGGCGVMARPLNYQQLVKKRFRTKFSQEQKEKMLNFAEKIG

WKMQKQEEAMVQQFCQQVGVKRRLLKVWMHNLAKKNSNDINTESQV 

NsZF-HD5 

mRNA_61886_cds 

MEIPSQEEEMPMPINSTYVGGGGGHGHGHIIHHDPTPVPNNTNHIIPSSVANSINGPPIEATPVSADHHVPYKKIVRYKECLKNHAAAMGGNATDGCGEFMPSGEEGTIEALICSACNCHRNFHRKEIEGEQQLLQLQPP

PSSCDYYNLNRGGKKVYLGHSHNHHKSLLGPEQYGTIIPSRATAPHHHQMIMSYNNMGSLPSESEEHEDINGGGGVMAMAMARPLHHHNQMVKKRFRTKFTQEQKEKMFNFAEKVGWKIQKQEETVVQQFCQEL

GIKRRVLKVWMHNNKHNLAKKNSNVTIPQNQV 

NsZF-HD6 

mRNA_63507_cds 

MALAGEDKEMRMQGSLGYHSLDQGNQHHHQPNNNNLQPQQDNEKSSSGGTGAAPPVVVPYSSGGSTNNKFKITSRARYRECLKNHAASIGGNVTDGCGEFMPSGEEGTLEALKCAACNCHRNFHRKEQPNVDNN

NAGIMVVHPLQLPQPLPSPLPSMNHHHQHGRSVWSTMPPQPVKMAFGGSGGGGSGATDSSSEELNFNTYQQATSVPPQPQPPFMLAKKRFRTKFTQDQKEKMLEFAEKLGWRIPREDDTEVQRFCSQVGVKRQVFK

VWMHNNKNPSAKKNPQEEP 

NsZF-HD7 mRNA_72248_cds 

MDFENHQEEEETEPPPRHDDSLDNSNSTHPTKMPSPTPMELEPLAVVHTWHNNKPKYKECLKNHAVSIGGHAVDGCGEFMPAGEDGSLDSLKCAACNCHRNFHRKITQPPPNAVEPLPFVNYHSSYYRSLPPPCGYL

QYHVAPQQRPLALPSTSGGGGYWEDQEDMSNLNNSGGSGSKKRFRTKFSQEQKEKMQELADKLGWRIQREDEELVQQLCNETGVRRQVFKVWMHNNKNTLGKKP 

NsZF-HD8 

M 

 

RNA_82504_cds 

RQAVTFPENYWESLVPDCKLTLIGNFFQRKPRMKEIRADFIAKNPLKGQVKITHYTSQQVSLDFTNEADYDTVLSKKTLTVAVMQISWWSRDIHHEVGKQEWKAMDKERDVKPGIMEQQKTELDELIGGETEYKIDA

PEAVLETPDILGEVSDVSNSLHIVPEVAHPDFRDNDASPVNCDTDTSKMHPSIGITCCQLSGISAPQNMIDGTSPYVMNVNSSKCSTYSILSIVTTGLSSNDKDQSKSIRDVADSASKAHSQPLDDLPEARQQMLKKDVA

VSHQSELTESDRERHSSEIPSVSSPPRSPPRSIGSVIQLMSKLKVSVTNDPNSVKRSTSDNSNLTQKSVPLFNSAENAVLLSVDPHKSIEPKAIEKPLVRSISITTENFPSNQVTASATAEMPMPLLPTLPLLAHSVSPAAQLC

ADPPTAIDTYVPQSYPNGIVGSHIFGRSEQAGSGSIFPSPSQALHQHSLAQRHSQLNSYKVDKNAHLDQESNMIAGPTQLQSLLTTSVSDTTSSIRYMECLKNHAASMGGHAIDGCGEFMPSGGEGTPGALKCEACNCH

RNFHRKKIINHRQMAGIGSHIEPRNNSNSRNIHKQSPISQQYQHNYSYSPSSVVNSSDSYPQLPLPISGQICLPQGLEKKEPSLIRPSYSYEMVNHDTVQQWEYFWRDRSRNTSIDHPSLRNENQNFDMFKPLNYRTSDNI

PSEFANEFPHLDIINNLRYDEHGKGRTLMPNSGFQNLSNGSYHLNGHFT 

NsZF-HD9 

 

 

mRNA_82505_cds 

TFPENYWESLVPDCKLTLIGNFFQRKPRMKEIRADFIAKNPLKGQVKITHYTSQQVSLDFTNEADYDTVLSKKTLTVAVMQISWWSRDIHHEVGKQEWKAMDKERDVKPGIMEQQKTELDELIGGETEYKIDAPEAV

LETPDILGEVSDVSNSLHIVPEVAHPDFRDNDASPVNCDTDTSKMHPSIGITCCQLSGISAPQNMIDGTSPYVMNVNSSKCSTYSILSIVTTGLSSNDKDQSKSIRDVADSASKAHSQPLDDLPEARQQMLKKDVAVSHQ

SELTESDRERHSSEIPSVSSPPRSPPRSIGSVIQLMSKLKVSVTNDPNSVKRSTSDNSNLTQKSVPLFNSAENAVLLSVDPHKSIEPKAIEKPLVRSISITTENFPSNQVTASATAEMPMPLLPTLPLLAHSVSPAAQLCADPP

TAIDTYVPQSYPNGIVGSHIFGRSEQAGSGSIFPSPSQALHQHSLAQRHSQLNSYKVDKNAHLDQESNMIAGPTQLQSLLTTSVSDTTSSIRYMECLKNHAASMGGHAIDGCGEFMPSGGEGTPGALKCEACNCHRNFH

RKKIINHRQMAGIGSHIEPRNNSNSRNIHKQSPISQQYQHNYSYSPSSVVNSSDSYPQLPLPISGQICLPQGLEKKEPSLIRPSYSYEMVNHDTVQQWEYFWRDRSRNTSIDHPSLRNENQNFDMFKPLNYRTSDNIPSEFA

NEFPHLDIINNLRYDEHGKGRTLMPNSGFQNLSNGSYHLNGHFT 

NsZF-HD10 mRNA_82506_cds 

PPIQVQYSTYRGRQAVTFPENYWESLVPDCKLTLIGNFFQRKPRMKEIRADFIAKNPLKGQVKITHYTSQQVSLDFTNEADYDTVLSKKTLTVAVMQISWWSRDIHHEVGKQEWKAMDKERDVKPGIMEQQKTELD

ELIGGETEYKIDAPEAVLETPDILGEVSDVSNSLHIVPEVAHPDFRDNDASPVNCDTDTSKMHPSIGITCCQLSGISAPQNMIDGTSPYVMNVNSSKCSTYSILSIVTTGLSSNDKDQSKSIRDVADSASKAHSQPLDDLPE



ARQQMLKKDVAVSHQSELTESDRERHSSEIPSVSSPPRSPPRSIGSVIQLMSKLKVSVTNDPNSVKRSTSDNSNLTQKSVPLFNSAENAVLLSVDPHKSIEPKAIEKPLVRSISITTENFPSNQVTASATAEMPMPLLPTLPL

LAHSVSPAAQLCADPPTAIDTYVPQSYPNGIVGSHIFGRSEQAGSGSIFPSPSQALHQHSLAQRHSQLNSYKVDKNAHLDQESNMIAGPTQLQSLLTTSVSDTTSSIRYMECLKNHAASMGGHAIDGCGEFMPSGGEGT

PGALKCEACNCHRNFHRKKIINHRQMAGIGSHIEPRNNSNSRNIHKQSPISQQYQHNYSYSPSSVVNSSDSYPQLPLPISGQICLPQGLEKKEPSLIRPSYSYEMVNHDTVQQWEYFWRDRSRNTSIDHPSLRNENQNFD

MFKPLNYRTSDNIPSEFANEFPHLDIINNLRYDEHGKGRTLMPNSGFQNLSNGSYHLNGHFT 

NsZF-HD11 

mRNA_82508_cds 

VTFPENYWESLVPDCKLTLIGNFFQRKPRMKEIRADFIAKNPLKGQVKITHYTSQQVSLDFTNEADYDTVLSKKTLTVAVMQISWWSRDIHHEVGKQEWKAMDKERDVKPGIMEQQKTELDELIGGETEYKIDAPEA

VLETPDILGEVSDVSNSLHIVPEVAHPDFRDNDASPVNCDTDTSKMHPSIGITCCQLSGISAPQNMIDGTSPYVMNVNSSKCSTYSILSIVTTGLSSNDKDQSKSIRDVADSASKAHSQPLDDLPEARQQMLKKDVAVSH

QSELTESDRERHSSEIPSVSSPPRSPPRSIGSVIQLMSKLKVSVTNDPNSVKRSTSDNSNLTQKSVPLFNSAENAVLLSVDPHKSIEPKAIEKPLVRSISITTENFPSNQVTASATAEMPMPLLPTLPLLAHSVSPAAQLCADP

PTAIDTYVPQSYPNGIVGSHIFGRSEQAGSGSIFPSPSQALHQHSLAQRHSQLNSYKVDKNAHLDQESNMIAGPTQLQSLLTTSVSDTTSSIRYMECLKNHAASMGGHAIDGCGEFMPSGGEGTPGALKCEACNCHRNF

HRKKIINHRQMAGIGSHIEPRNNSNSRNIHKQSPISQQYQHNYSYSPSSVVNSSDSYPQLPLPISGQICLPQGLEKKEPSLIRPSYSYEMVNHDTVQQWEYFWRDRSRNTSIDHPSLRNENQNFDMFKPLNYRTSDNIPSEF

ANEFPHLDIINNLRYDEHGKGRTLMPNSGFQNLSNGSYHLNGHFT 

NsZF-HD12 mRNA_82807_cds 

MQGDKANDNIYRECLRNHAASLGSYATDGCGEFTLDDNNNNNTSPRSASLHCAACGCHRNFHRKVMYGASYSNNSSRDREIVAAELTDYGGGRMSAALTAEESPRSGKKRFRTKFTTDQKEKMLAFAEKLGWTL

QRKDQENETERFCREHLRHLFLVPFFIFF 

NsZF-HD13 mRNA_82808_cds 

MQGDKANDNIYRECLRNHAASLGSYATDGCGEFTLDDNNNNNTSPRSASLHCAACGCHRNFHRKVMYGASYSNNSSRDREIVAAELTDYGGGRMSAALTAEESPRSGKKRFRTKFTTDQKEKMLAFAEKLGWTL

QRKDQENETERFCREVGVSRKVFKVWMHNHKNNTSSVSTGNASSLTQ 

NsZF-HD14 

mRNA_9947_cds 

MDISSNTNTAIATTVKSTEAEPETPIRIQPAKPISFSNGVLKRHNSLHLPHHHGFNNNHHHHAVVVTYKECLKNHAASLGGHAVDGCGEFMPSPTANPVDPTSLKCAACGCHRNFHRREPEEPVLPNQNTIPALEYQPH

HRHHPPPPPPPHHGGSGGHSSPNSSSPPPISSAYYPASAPHMLLALSAGLSGPPAETNPLISPSSNPMSSAHLSNPNGSGRKRFRTKFTQDQKERMLEFAEKVEWKIQKRDEELISDFCSKIGVEKGVLKVWMHNNKCKK

DQATAAAAVNAVASTNNLNGNNANGFGFISRNNTDAIASEFHIHRESSNDNDKNHNHHLHNNDSVSAHGVTTNGSSSSS 

NsZF-HD15 

mRNA_9948_cds 

MDISSNTNTAIATTVKSTEAEPETPIRIQPAKPISFSNGVLKRHNSLHLPHHHGFNNNHHHHAVVVTYKECLKNHAASLGGHAVDGCGEFMPSPTANPVDPTSLKCAACGCHRNFHRREPEEPVLPNQNTIPALEYQPH

HRHHPPPPPPPHHGGSGGHSSPNSSSPPPISSAYYPASAPHMLLALSAGLSGPPAETNPLISPSSNPMSSAHLSNPNGSGRKRFRTKFTQDQKERMLEFAEKVEWKIQKRDEELISDFCSKIGVEKGVLKVWMHNNKCKK

DQATAAAAVNAVASTNNLNAMEN 

NoZF-HD1 Ntom0273300.1 

MEFDEEHEEQEEEIGNIHQISSAAATVNYQTQGNNSVRGVEEGVSTTVRKSSVRYRECLKNHAVGIGGHAVDGCGDFMPAGEEGTMDALKCAACNCHRNFHRKEVEGEVFHHTPPPHLTHHHPQPHHSHHPQFSPY

TSYRTPHHPSGYLHVTPPSHQRPLALPSTSREDEDMSNPSSSGGGGNGGVGGSSRKRFRTKFTADQKDKMLAFAERLGWRMQKQDEALVQQFCAETNVQRHVFKVWMHNNKHTLGKKP 

NoZF-HD2 |Ntom0174840.1 

MEFETQEDQKEIKASPNYNSVLEISNSTNEPKMPSNSDELILDAPLQMRKPKYKECLKNHAVGIGGHAVDGCGEFMPAGEDGTLDALKCAACNCHRNFHRKETQLHHLPYYGTPPCGYVQHVLPPQRPLALPSTSGG

GGGGGYREDQEELCNPNNSVTKKRFRTRFNQEQKEKMLELAEKLGWRIQRQDEGVVQQLCNEICIKRHVFKVWMHNNKLTLGKKTLIQSTNP 

NoZF-HD3  Ntom0331490.1 

MEFDEEHEDQEEEIANIPQIPTTENNYQELGEGGPISQAAATLRKNNVPIPRYRECLKNHAVGIGGQAVDGCGEFLPSGEEGTLDALKCAACNCHRNFHRKEVEGEILNFHHPTPPPPILHHPPHHYPYRYHQRPLALPSI

SSREDIEEYVSNPSSSGGSGSRKRFRTKFTQDQKEKMFAFAEGLGWRIQKENEAAVQQFCAETNIRRQVFKVWMHNNKNTLGKKP 



NoZF-HD4 

Ntom0261800.1 

MELPIQEEEMPMPINSTYVGGGEGHGHGHIIHHDPTPVPNNTNHIIPSSVANSINGPPIEATPVSADHHVPYKKIVRYKECLKNHAAAMGGNATDGCGEFMPSGEEGTIEALICSACNCHRNFHRKEMEGEQQLLQLPPS

SCDYYNLNRGGKKVYLGHSHNHHKGLLGPEPFGTIIPSRAAAPHHHQMIMSYNNMGSLPSESEEHEDINGGGGVMAMAMARPLHHHNQIVKKRFRTKFTQEQKEKMFNFAEKVGWKIQKQEETVVQQFCQELGIK

RRVLKVWMHNNKHSLAKKNSNSTIPQNQV 

NoZF-HD5 Ntom0292910.1  

MVVIIAKYGGGGGGMVIVDNAQPTFPTRTYSHQLEEERDPLVAATNRAQLRQQSTTSGNGTTTTTTSSLSVVRRYRECLKNHAASMGGHILDGCGKFMPSEEEGALKCAACNCHRNFHRRETFSEAETQIARPRPPYS

TFNPPIHSSSNYHHNYSTASPVMMTFGRNAESSSEDLNLFNSNAGGGQSSKSKKRFRTKFTAEQKERMHEFAEKVGWSIQKQDEQELQHFCNQVGVKRQVFRIWMHNSKQANKKRQM 

NoZF-HD6 Ntom0185660.1 

MEVPNEEGEMAMPINSTYGHEHMIYHDTAPQNNHIITPPQIVTSKNGPPISTSTLETSDNVVPYKKMVKYKECLKNHAAAMGGNATDGCGEFMPSGEEGTFEFLTCSVCNCHRNFHRKETEGELIRKVYVGHPHKAF

VYAASRAAPHQMIMSYNNHLGSFPYIEQEDGIINGGCGVMARPLNYQQLVKKRFRTKFSQEQKEKMLNFAEKIGWKMQKQEDAMVQQFCQEVGVKRRVLKVWMHNNKHSLAKKNSNDINLQSQI 

NoZF-HD7 

Ntom0175880.1 

MEHTGQDKDMGMPNSIGFNSSHLNQQESTPFAAAKLPTAPIVSSLPDRTRNEQISHGNTIFSPNQTLDHQHNLTQNSDPDPTVIAVQLRQQSTTSASDKNSSVRYKECLKNHAASMGGHVLDGCGEFMPSGEEGTPEY

LKCAACDCHRNFHRKETEDESQTAGVHRNNSNSHRIHAQIPPSLPAPPQQQHYHKYTHGYSRGPMPPVMMNFGGNSGVPAESSSEDLNMFNSNAGGQGVIQPCTFSASKKRFRTKFTQQQKEKMQEFAEKLGWRIQ

KQDEQEVQQFCNEVGVKRQVFKVFMHNCKQAIKRKQT 

NoZF-HD8 

Ntom0181410.1 

MDISSNTTTAIATTVKTTEAEPETPIRIQPAKPISFSNGVLKRHNSLHLPHHHGFNKNNHHHHHHAVVVTYKECLKNHAASLGGHAVDGCGEFMPSPTANPVDPTSLKCAACGCHRNFHRREPEEPVLPNQNTIPALEY

QPHHRHHPPPPPPPHHGASGGHSSPNSPSPPPISSAYYPASAPHMLLALSAGLSSPPAENNQLISPSSNPMSSANLTNPNGSGRKRFRTKFTQDQKERMLEFAEKVEWKIQKRDEELINDFCSKIGVEKGVLKVWMHNN

KCKKDQATAAAAINTVATPNLLNGNNGNGFGLISRNNTDTIASEFHLHHESSKDNDKDHSHQLHNNDSVSAHGVTTNGSSSSS 

NoZF-HD9 |Ntom0167540.1 

MELTCGSNPTKSTPDSENDTPPLIKPLSFSNGILKNHHFYHHQQPPSAAVTYKECLKNHAASIGGHAVDGCGEFMPSPDSTPSNPTSLKCAACGCHRNFHRREPAEDSSPTHFPSHFINFRHHILPPIRRFSPSSSSSPPPPF

QPQPITPKVEHNPSGRKRFRTKFTQQQKEKMHSFSEKLGWKLQKCDEAKVEEFCNEVGVGKGVLRVWMHNNKNTFAKKEELQNGNNNSNGFNIHGSSSNEDHNNCGLHLHISTNGSSSSS 

NoZF-HD10 Ntom0268890.1  

MQGDKANDNIYRECLRNHAASLGSYATDGCGEFTLDDDDDNNNTSPGSASLHCAACGCHRNFHRKVIYGASYSNNSSRDREIMAADDYAGGRTAEESPRSGKKRFRTKFTTDQKEKMLAFAEKLGWTLQRKDQEN

ETERFCREVGVSRKVFKVWMHNHKNNTSSISTGNASSLTQ 

NoZF-HD11 Ntom0318250.1 

MDSTYSIPTRNHIPTKTPDSEKDFPPYPQVPLKPLSFTNVTSKKHHQVHNHQPPSAAVTYKECLKNHAASIGGYTVDGCGEFIPTPDAIAADPTSLKCDVCGCHRNFHRRKRDDDFMDFRHHHAQVATPATPTALKPE

KPRRRRRFRTKFSQEQKNRMYSFSEKLGWKLQKCDEAMVEEFCNEIGVGKGVFRVWMHNNKSTLGKKGFPKCQQQYQTVPYNNKQ 

NoZF-HD12 Ntom0360870.1 

MDSTYSIPTRNHIPTKTPDSEKDFPPYPQVPLKPLSFTNVTSKKHHQVHNHQPPSAAVTYKECLKNHAASIGGYTVDGCGEFIPTPDAIAADPTSLKCDVCGCHRNFHRRKRDDDFMDFRHHHAQVATPATPTALKPE

KPRRRRRFRTKFSQEQKNRMYSFSEKLGWKLQKCDEAMVEEFCNEIGVGKGVFRVWMHNNKSTLGKKGFPKCQQQYQTVPYNNKQ 

NoZF-HD13 Ntom0008120.1 

MDFENHQVEEEETEPPPSYDDSLNNSNSTHPTKMPSPTPMELEPLAAVHTWHNNKPKYKECLKNHAVSIGGHAVDGCGSGSNKRFRTKFSQEQKEKMQELADKLGWRIQREDEELVQQLCNETGVRRQVFKVWMH

NNKNTLGKKP 

NoZF-HD14 Ntom0064960.1 

MMKKRQVVVRTDGSRRNIGGSSIRNIRYVECQKNHAANIGGYAVDGCREFMASGEDGTTAALTCAACGCHRNFHRREVDGGEVVSECAAAAAAA 



NoZF-HD15 

Ntom0227830.1 

MDLTNNSTTTTTTLANTTTITTTSAHIKIPEAEIETPTQIQKPKPFSFSNGVLKRKNLFQHHHPIVVIYKECLKNHAASLGGHAVDGCGEFMPSPTANPADPTSLKCAACGCHRNFHRREPEEPIVIPPPPIATAALEYQPH

HRHHPPPPPPPLPRGDHSSPNSPSPPPISSAYYPASAPHMLLALSAGFSGEKNHNPISSPVVNTTNCNGRKRFRTKFTPDQKVKMLEFAERVGWKMQKRDEDLVRSFCNQIGIEKGVLKVWMHNNKNTFGKKLDQHHL

ADININNNGNSTNVVNGFCIVSRNNNSHHHNSTDSAEFHHLHHHESSYDDNKISDHIKSVGTANVVVATNGSSSSS 

NoZF-HD16 
Ntom0328480.1 MTKRQVILMKDDFSDDDSTNSSFTIRTVRYRECQKNHAASVGGYAVDGCREFMPCGEEGTPGGLTCAACGCHRNFHRREVETEVACDCSFPT 

NoZF-HD17 
Ntom0181400.1  MKKVLRKSSNDSSHNSTNSSTFTVRTVRYVECQKNHAASVGGYVVDGCREFMPGETSGAALTCAACGCHRNFHRKEVETDVASDCTSASSITT 

NoZF-HD18 

Ntom0241790.1 MASNSSSTPTEMTIRYGECLKNHSKKHGHYLFDGCREFVKSGEDGTKGSYVCANCGCIRSFHRMNNQPLHRHQAIRLCFFHHCVIPNGMQPIFHPFNETQVSVSATSLPVTIISDPESVSVQENVSCVMTPPMLPLLPLF

PKDEMGPVPVPLPLFPETPSSGTFGLLEGKQDMDMDAAAAAAA 

 


