File S1
Protein sequences of PvNF-Ys and AtNF-Ys
>PvNF-YAO01

MRSAAAMCFQEHGLAFQVVADGGRGHGGGATAAPWWATTAQGFAAKFPISFSSGDSDPPQDHKYHEPSAAGMAAYPELHKYHGPFDLAFGQSMVWSNNAGAGQRQSYGLYSPY
GAQAMHGRVLLPPAVAAKEPVYVNAKQFKGILRRRLARARAARDLRASRNRKPYLHESRHLHALRRARGSGGRFLNTRSLAAGDPAPPGGPEPTEDSASKAATLHPVQDRQDVFH
SSLTNMAGDGDGRWACAAPRGCRDLLKA

>PvNF-YA02

MPKLLREVEDHPVHPMSKSNHGFLSGNGHEMKHLGHKIHDKDSSSESGQSHQEAPAVSESSLNENTSTQSDNDEGHGKHNQDTEHSVLSMGKQGSAFLPPKLDYNPSFACLPYTAD
AYYGGVLPGYPPHAIVHPQONHTTNAPVMLPVEAAEEEPIYVNAKQYHAILRRRQTRAKLEAQNKLVKGRKPYLHESRHRHAMKRARGSGGRFLNTKQLQEQSQQHQASGGSSSS
KFIGNSISSQSDPTPTPSTPASSDTASASRVNQDHNCFPSVGFRPAMNESAPGGDGAKLVS

>PvNF-YAO03

MLLPSSSSSSASKGNSLRKTVIDNMRSTLSFENKQPLFASQAIDYGQPIACISYPYNDSGSGGVWAAYGSRTSSSTVFHPQIAGGGTSARIPLPLELAENEPIY VNPKQYHGILRRRQFRAK
LEAQNKLVKARKPYLHESRHLHAMKRARGSGGRFLNTKQLQQQPRNASTRSTTNGTASSSGSTHLRLGGGTARDQTMLAPKAMPSQYNSKKAVSSAPGFTVTPMLHRDDTFFQHPS
HHLSFSGHFGQASAQAGMHNGTQQRVPVMR

>PvNF-YA04

MTSVVHSVSGDHRAEDQHQQQKQAVPEDQQEAPVTSSDSQPTVGTPSADYVAPYAPHDMGHALGQYAYPNIDPYYGSLYAAYGGQPMMHPPLVGMHPTGLPLPTDAIEEPVYVNA
KQYNAILRRRQSRAKAESERKLVKGRKPYLHESRHQHALKRARGAGGRFLNSKSDDKEENSDSSHKEKQNGVAPHKSGQPSTPPSPNGASSANQADSRQ

>PvNF-YAQ5

MMSFRSHEGFGQVPAGATSNGAAVPWWAPAPQLLLYGDALGQGKVPPEQAPCREARFQVVPGAQAPLGPPVQPPAKAAAERGLPVLKESVAQGKGEKGSEHSASVALPSPFATYNG
RFELGLGQSTVSVNSPYVDQHCGLISSYPVGAMPGGCMRIPLNMPTEAPIYVNAKQYEGILRRRRARAKAERENRLVKARKPYLHESRHLHALRRARGSGGRFLNTKKESNTKDAGG
DGKAMFESNPLMRQVASPSSEIQQSDLGNPSSVSSLSGSEVSSITYDHEDVDHFHSFDHIRTPFETPLPSIMDSEHGVGNPFKWPIASEGCCDLLRA

>PvNF-YAQ6

MLPPHLTENGTIMIQFGHQMPDYNSPATQSTSESHQEVSGMSEGSLNDHNDQSGNHDGYSKSDENKMMSALSLGNPETAYAHPKTDRSQSFAISYPYADSYYGGAVAAYGQHAIQM
HPQLVSMVSSSRVPLPIEPAAEEPTYVNAKQYHAILRRRQLRAKLEAENKLVKSRKPYLHESRHLHAMKRARGTGGRFLNTKQQSDSPGGTSDAQRMPANGGLFTKHEHSLPPGDRH
YHARGGV

>PvNF-YAQ07

MMPSGNKMLLQEMDGDPFHTMQNYDFLSGNGYSMKQLIHSNSDKDSSSTKSEQSRQDLSTVSDSSLNGQHTPTQSDNNDSCGKRDQGMVKTILSEGNPEVAFSTQKFDHSQPFACA
SYTADPYYCGALTGYTSNAIVHPQINVAANSRVPLPIEPAAEEPIFVNAKQYHAILRRROMRAKLEAQNKLVKGRKPYLHESRHRHAMKRVRGPGGRFLNKKELQEQQQQKALPSLQ
TPTGGAGKMALCRNNLCSENSASHSSSTSSGISIVSNGGGMVAHHEHISESSTSFLPGMNFHAENGGEKMAVHGVHRRTPS

>PvNF-YA08

MESRPGGTNLVEPRGQGAALPSGGAAMQKPWWTSSGAGLGAVSPAVVAPGSGAGISLSSSPVGGGGGGGAGAAKGAASDESSEDSRRSGEPKDGSAGQEKNHATSQMPALMSEYL
TPYSQLELNQSIGSAAYQYPDPYYAGMIPPYGTQAVAHFQLPGLSHSRMPLPLEVSEEPVYVNAKQYHGILRRRQSRAKAELEKKVVKTRKPYLHESRHQHAMRRARGNGGRFLNTK
KSDNGTPNGNAEPKKGDQNYEHLHVPPDLLQLRQNEA

>PvNF-YAQ9

MMSFKGHEGLGQVAAGSQASHVAAGAPLPWWAGPQLIYGEPAPLSPEETRRDGHFQVVPGAQGGTPDPAPPAATKRGNPEVLKFSVFQGNLESGGKGDKNPEHSTTIALQSPFPEY
NGRFEIGLGQSMVPSNYSCDDQCYGVLTTYGMRSMSGGRMLLPLNAPADAPIYVNPKQYEGILRRRRARAKAERENRLAKGRKPYLHESRHLHAMRRARGSGGRFVNTKKEGGAS
ANGASKTVSAAPAARLATSPSTEPRRVPGLGKGSDGSNPRCQSRSSVSSLSGSEVSSIYDDHASRHQYGGMEPHLRAPSFFTPLPAIMDGDHGGAAAIPSFKWAASDGCCELLKA

>PvNF-YA10

MRSAAAMGFQEHGLAFQVITDGGGGATAAPWWAAAAAPQGFAAKFPIISSGDSDPPQDLYHEPLAAAMAAYPELHKYHGPFDLALGQSMVWSNNAGAGQRQSFGLYSPYGAQA
MHGRVLLPPAIAAEEPVYVNAKQFKGILRRRLARARAARDLRASRNRKPYLHESRHLHALRRARGSGGRFLNTRSLAAGDPPPQLASTPLGGPEPTEGGASKAARLHPAKERQEDVF
LSSLTNMAGDGDGKARWVGAAPRGCCDLLRA

>PvNF-YA1l

MPKLLREVEDHPVHPMSKSNHGFLSGNDHEMKHLGHKIHDKDLSSESGQSHQEAPAVSESSLNENTSTQSDNDEGHGKHNQDTVHTVLSMGKQGSAFLPPKLDYNRSFACLPYTA
DAYYGGVLTGYPPHAVAHPQQONHTTNAPVMLPAEPAEEEPTY VNAKQYHAILRRRQTRAKLEAQNKLVKGRKPYLHESRHRHAMKRARGSGGRFLNTKQLQQTQQHQASGGSSSS
KVIGNSISSQSDPTPAPSTSTPSDTASASRANQDRTCFPVGLRPAMNFSAPGGEGAKLVR

>PvNF-YA12

MLLPSSSSSSASKGNSLRKTAIDNMRSTLSFDNKQPVFASQGIDYGQPIACISYPYNDSGSGGVWAAYGSRASAATVFHPQIAGGGTSARIPLPLELAENEPIYVNPKQYHGILRRRQFRA
KLEAQNKLVKARKPYLHESRHLHAMKRARGSGGRFLNTKQLQQQLRNASTRSTTNGTSSSGSTHLRLGGGTARDQTMLAPKAMPPQDNSKKAVSSAPGLTVTQMLRRDDTFFQHP
SHHLSFSGHFGQASAQAGMHNGTQHRVPVMR

>PvNF-YA13

MLPPHLIENGTIMIQFGHQMPDYDSPATQSTSESHQEVSGMSEGSLNDHNDQSGNHDGYSKSDENKMMSALSLGNPETAYAHPKPDRSQSFAISYPYADSYYGGAVAAYGQHAIMHP
QLVGMMPSSRVPLPIEPAAEEPTY VNAKQYHAILRRRQLRAKLEAENKLVKSRKPYLHESRHLHAMKRARGTSGRFLNTKQQSDSPGGSSDAQRMPANGGLFTKHEHSHPPGDRHY
HARGGA

>PvNF-YA14

MMSFKGHEGLGQVAAGSQASHVAAGAPLPWWAGPQLLYGESAPLSPEETRRDGQFQVVPGAQGGTPDPAPPAATKRGSPEVLKFSVFQGNLESGGKGEKNPEHSTTIALQSPFPEY
NGRFEIGLGQSMVPSNYSCDDQCYGVLTTYGMRSMSGGRMLLPLNAPADAPIYVNPKQYEGILRRRRARAKAERENRLAKGRKPYLHESRHLHAMRRARGSGGRFLNTKKEGGGA
NANGAGKTVSARLATSPSTEPPRVPELGKGNNGSNPRCHSRSSVSSLSGSEVTSIYDHHDDHASRHQYGGMEPHLRAPSFFTPLPAIMDGDHGGAATIPSFKWVASDGCCELLKA

>PvNF-YA15

MESRPDGTNLVEPRGPGAALPSGGAAMQQPWWTSSGAGLGAVAPAVVAPGSGAGISLSSSPVGSSGGAGA AKGAASDESSGDSRRSGEPKDGSAGQEKNHATSQMPALMSEYLTPY
SQLELNQSIGSAAYQYPDPYYAGMIPPYGTQALAHFQLPGLSHSRMPLPLEVSEEPVYVNAKQYHGILRRRQSRAKAELEKKVVKTRKPYLHESRHQHAMRRARGNGGRFLNTKKSD
NGTPNGNAEPKKGDQNSEHLRVPPDLLQLRQNEA

>PvNF-YA16

MMSFRSHEGFGQVPAGASSNGPAVPWWAPAPQLLLYGEALGQGKVPPEASPCREARFQVAPGAQAPLGPPVPPPPPAKAAAERGLPEVLKFSVAQGKGEKGSGHSATA ALPSPFATY
NGHFELGLGQSTVSANNLYVDQHCGLLSPYPMGATPGGCMRIPLNMPTEAPIYVNAKQYEGILRRRRARAKAERENRLVKARKPYLHESRHLHALRRARGSGGRFLNTKKESNSKD
AVGDGKAMFSNPLMRQVASPSSEIQQSDLGNPSSVSSLSGSEVSSIYDHEDVDHYHSFDHLRTPFFTPLPSIMDSEHGVGIPFKWPTASEGCCDLLRA

>PvNF-YA17



MTSVVHSVSGDHRAEDQHQQQKQAEPEDQQEAPVTSSDSQPTVGTPSADYVIPYAPHDMAHAMGQYAYPNIDPYYGSLYAAY GGQPMMHPPLVGMHPTGLPLPTDAIEEPVYVN
AKQYNAILRRRQSRAKAESERKLVKGRKPYLHESRHQHALKRARGAGGRFLNSKPDDKEENSDSSHKEKQNGVAPHKSGQPSTPPSPNGASSANQADSHQ

>PvNF-YB01

MPDSDKESGWPSNAEFSSPREQDRFLPIANVSRIMKMALPANAKISKDAKETVQECVSEFISFITGEASDKCQREKRKTINGDDLLWAMTTLGFEDYIEPLKLYLHKFRELEGEKVASGA
AGSSGSGSQPQRETTPSAHNGAGGAVGYGIYGAGAGAGGGSGMIMMMGQPMYNSPPGASGYPQPPHHOMVMA AKGGAYGHGGGSSPSPPGLGRQDRL

>PvNF-YB02

MKSRKGYGGQQGHLLSPVGSPPSDNESGAAAAAGCGSSAGYAGGGDSPAKELDRFLPIANVSRIMKRSLPANAKISKEAKETVQECVSEFISFVTGEASDKCQREKRKTINGDDLLWA
MTTLGFEAYVGPLKSYLNRYREAEGEKAAVGGARHGDGAADEGPLGAGAVAAAAPADRAGHHDAGGSMDVGLLMGVGAGGFGAGGGTSSYYSAAAGRAYGGDGSKVLEFDGE
EENGRGMQRGFGAGHLHGAVQL

>PvNF-YB03

MSTDPQGPKPRAPCAMPPEHAAVAKEAMVTEPLVPSTEPVMIREQDRLLPVANVSRIMRHALPPHAKISDDAKEMIQDCVSEFISFVTGEANERCHTEHRKTVTAEDLVWAMNRLGF
DDYVRPLNAFLQRMREIEGGGSGRGSRRGSSLVALQGAQTLRPAYPDAPQGYAVRPVPRPVPVPASSVASRFGSRHLQLPGGQRSMVPYYGGAAAFRAVGSHGGFYADEASSSDEAPP
AARRA

GSRRY
>PvNF-YB04

MADAPASPGGGGGSHESGSPRGGAGGGGGGVREQDRFLPIANISRIMKKAIPANGKIAKDAKETVQECVSEFISFITSEASDKCQREKRKTINGDDLLWAMATLGFEDYIEPLKVYLQK
YREMEGDSKLTAKTGDGSIKKDALGHGGASSSATQGMGQQGAYNQGMGYMQPQYHNGDISN

>PvNF-YB05

MSEAESAPETGGGSYGGKEQDRYLPIANIGRIMRRAVPENGKIAKDAKESVQECVSEFISFITSEASDKCMKEKRKTINGEDLIWSMGTLGFEEYVEPLKHYLNLYRETEGDTKGSKSSD
HTGKKEIVLNGEPGSSDSLHG

>PvNFE-YB06

MPDSDNDSGGPSNAGGELSSPREQDRFLPIANVSRIMKKALPANAKISKDAKETVQECVSEFISFITGEASDKCQREKRKTINGDDLLWAMTTLGFEDYVEPLKHYLHKFREIEGERAA
ASSGASGSAAAQQQQGDVARGAANAAGYGAPGAGGMMMMMGQPMYGSPQQQPPPQQQQQOHQOQHHMAMGGRGGYGHQGGGGGSSSSSGLGRQDRA

>PvNF-YB07

MPDSDNESGGPSNAEFSSPREQDRFLPIANVSRIMKKALPANAKISKDAKETVQECVSEFISFITGEASDKCQREKRKTINGDDLLWAMTTLGFEDYIEPLKLYLHKFRELEGEKVASGA
AGSSGSASQPQRETTPSAHNGAAGAVGYGMYGAGAGAGGGSGMIMMMGQPMYGSPPGASGYPQPPHHHMVMGAKGGAY GHGGGSSPSLSGLGRQDRL

>PvNF-YB08

MSENFNFTHFAQQRQPQNLSSASGSTTSKDDNSEAGHGNLLPIANVGRIMKEVLPPQAKISKRAKETIQECATEFVGFVTGEASERCRRERRKTINGDDICHAMRSLGLDHYADAMR
RYLQRYRESEELTAALNSGGIQIDVRAELSIFRGDDEQRDRN

>PvNF-YB09

MADHHGQGGRGGPGAEEIKEQDRLLPIANVGRIMKQILPPNAKISKEAKETMQECVSEFISFVTGEASDKCHKEKRKTVNGDDVCWAFGALGFDDYVDPMRRYLHKYRELEGDRA
AAAASSRGGGGSTSTSAGPDAGAGAGPSSGHFMFGAMDRSDNNSSSRPF

>PvNF-YB10

MADDGGSHEGGGGVREQDRFLPIANISRIMKKAVPANGKIAKDAKETLQECVSEFISFVTSEASDKCQKEKRKTINGDDLLWAMATLGFEEYVEPLKMYLHKYREMEGDSKLSTKAG
EGSVKKDAISPHGGTSSSSNQLVQHGVYNQGMGYMQPQYHNGDT

>PvNF-YB11

MDPASGFLPSGAANGTAAAGGSGQQHQAPPPIREQDRLMQIANVIRIMRRVLPSHAKISDDAKETIQECVSEYISFITGEANERCQREQRKTITAEDVLWAMSRLGFDDYVEPLSVYLH
RYREFEGEARGVVGLGVPGAARGGDHHHHPSMALKSRAPGAMSPPHHHDMQLHASMYGGPPAMPPPPGGPHHGHGFVGMPHHHGGGGGGGGGGHQSYPYEAAYAGEHAM
AAYYGSAAAYGAPGSGSSGGSASRTPQGGSFEHQHPFASYK

>PvNF-YB12

MDPASGFLPSGAANGTAAAGGGGQQQAPPPIREQDRLMPIANVIRIMRRVLPSHAKISDDAKETIQECVSEYISFITGEANERCQREQRKTITAEDVLWAMSRLGFDDYVEPLSVYLHR
YREFEGEARGVVGLGAPRGGDHHHHHSSMAPHHHDMQLHASMYGPPAVPPSGAPHHGHGLVSMPHHGGGGHQYLPYPYEAAYGGEHAMAAYYGSAAAYGAPGNGGSGDGSG
GSASRTRQGGSFEHPHPFASYK

>PvNF-YB13

MPDSDNDSGGPSNAGGELSSPREQDRFLPIANVSRIMKKALPANAKISKDAKETVQECVSEFISFITGEASDKCQREKRKTINGDDLLWAMTTLGFEDYVEPLKHYLHKFREIEGERAA
ASSGASGSAAAQQQGDVARGATNAGGYAGYSAGGMMMMGQPMYGSPPQQQQQQPPPPQQOHQQHHMAMGGRGGYGHQGGGGSSSSSGLGRQDRA

>PvNF-YB14

MSENFDFTGFAQQGQPQPQNLSRDDNSRAGHDNLLPIANVGRIMKDVLPPQAKISKHAKETIQECATEFIGFVTGEASERCRRERRKTINGDDICHAMRSLGLDHYANAMRRYLQRY
RESEELAAALNSGGGGIQIDVRAELSIFRGDEQQGKN

>PvNF-YB15

MADDGGSHEGGGGGGGVREQDRFLPIANISRIMKKAVPANGKIAKDAKETLQECVSEFISFVTSEASDKCQKEKRKTINGDDLLWAMATLGFEEYVEPLKMYLHKYREMEGDSKLST
KAGEGSVKKDAISPHGGTSSSSNQLVQHGVYNQGMGYMQPQYYNGDT

>PvNF-YB16

MADAPASPGGGGGSHESGSPKGGGGGGGGGVREQDRFLPIANISRIMKKAIPANGKIAKDAKETVQECVSEFISFITSEASDKCQREKRKTINGDDLLWAMATLGFEDYIEPLKVYLQK
YREMEGDSKLTAKAGDGSIKKDALGHGGASSSATQGMGQQGAYNQGMGYMQPQYHNGDISN

>PvNEF-YB17

MSEAESAPETGGGSYGGKEQDRYLPIANIGRIMRRAVPDNGKIAKDAKESVQECVSEFISFITSEASDKCMKEKRKTINGDDLIWSLGTLGFEEYVEPLKHYLKLYREGDTKGSKSSDHT
GKKEIVLIGEPGSSLDGV

>PvNF-YB18

MSTDPQGPKPWAPCAMAPERAAVAKEAMSTEPLVPGTEPVIRGQDRLMPVANVSRIMRHALPPHAKISDGAKEMIQDCVSEFISFVTGEANERCHTEHRKTVTAEDIVWAMNRLGF
DDYIRPLNTFLQRMREIEGGDGAGGSGSGRGSRRGSSLVALHGAQTMRPAYPDAPQGYAVRPVIPRPVPVPASNAVASRFGSRYQLPGGQRSMAPYYGGAAFRAGGNRGGFYGDEAS
SSNEAPTARRARSRHY

>PvNF-YCO01



MEPKSTTPPPAPVMGAPVAYPPPPAAAYAAGPYAHAPAAALYPPPPPPPPPHPAAAAVQQQLGPAAQQQLNLFWAEQFREVEATTDFKNHNLPLARIKKIMKADEDVRMIAAEAPV
VFARACEMFILELTHRGWAHAEENKRRTLQKSDIAAAVARTEVFDFLVDIVPRDEAKDAEAADA AGMGAGIPHPAAGMPAADPMGYYYVQPQ

>PvNF-YC02

MDQYSQEINNDDGATSGVTPGSYPLNTFLQPAALESVPLLSATAAFLPVPASQGAAAYPATILSSESNQQSSQTNAFEAATNVAGGTPAAFALTPYNHQPEALASLPPSSSAGTTRLPSA
AGSSSSQVAGAGAAYQASIPVPLSSQHQAALFQKFQQLQQHQLQYQEQQLQALWTGQLVEAEQATDLKVHNLPLARIKKIMKADEDVKMIAGEVPVLFAKACEMFILELTLRSWLH
AEGAKRRTLQRSDVASAITANEMFDFLMDVSPTEEQNGNGVAPPQQTATMPPATFPIPFPMYANQQPVTFMWPPTEYQQPQQRQQQONSDGGQAE

>PvNF-YCO03

MFWAEQYREIEATTDFKNHNLPLARIKKIMKADEDVRMIAAEAPVVFARACEMFILELTHRGWAHAEENKRRTLQKSDIAAAIARTEVFDFLVDIVPRDDAKDADAAAAAAAAAA
AAGIPRPAAGVPATDPLAYYYVPQQ

>PvNF-YC04

MRQARPYSGMFCGGVSARTGPHALPLARIKKIMKRSAGETADGGARMISGEAPVVFSKACELFIAELTRRAWAATLEGKRRTVHKEDVATAVQKTDLFDFLVDVVMADAGGGGHA
AAGQYDDDDGALE

>PvNF-YCO05

MDQYSRMINNDEGATSGVTPGSYPLTTYLQPAALESVPPSSAAGAAFLPVPPASQGAASYPPATMLSSESNQQSSHTNAFQAATNVGTPAAFALTPYNHQPEALASVPPSSSSAGSSFFL
PPAAGSHGAGAAYQASIPVPLSSQNQAAFQRFQQLQOQHQQQYQQQQLQALWTGQLVEAEQATDLKVHNLPLARIKKIMKADEDVKMIAAEVPVVFAKACEMFILELTLRSWLQAE
WSKRRTLQRSDVAAAITANEMFDFLMDVSPTEEQNGGAPPPPQTATMPATFPMQHVPAFPMYANQQPAASFMWPPTEY QQQQQQQRQQONSDGRQAE

>PvNF-YCO06

MEPKSTTPLPAPVMGAPVAYPPPPAAAYAAGPYAHAPAAALYPPPPPPPPPHPSAAAVGQQLGPAAQQQLNLFWAEQFREVEATTDFKNHNLPLARIKKIMKADEDVRMIAAEAPV
VFARACEMFILELTHRGWAHAEENKRRTLQKSDIAAAVARTEVFDFLVDIVPRDEAKDAEAAAAAGMGAGIPHPAAGMPAADPMGYYYVQPQ

>PvNF-YC07

MEPSSQPQPVMGVATGGSQAYPAAASYAPPAMVPGAPAVVPPGSQPA APFANPAQLSAQHOMVYQQAQQFHQQLQQQQQQQLREFWTTQMDEIEQTTDFKNHTLPLARIKKIMK
ADEDVRMISAEAPVVFAKACEVFILELTLRSWMHTEENKRRTLQKNDIAAAITRTDIYDFLVDIIPRDEMKEEGLGLPRVGLPPAVGAPGDSYPPYYYMTAQQMPPGGGMVYGGQQG
HPVTYMWQQPQGHEEEPPEEQQQQQRST

>PvNF-YCO08

MDNQPLPYSTGQPPATGGAPVPGVPGAAGPPPVPHHHLLQQQQAQLQAFWAYQRQEAERASASDFKNHQLPLARIKKIMKADEDVRMISAEAPVLFAKACELFILELTIRSWLHAE
ENKRRTLOQRNDVAAATARTDVEDFLVDIVPREEAKEEPGSALGFAAAAGAGAVGSGAAGGAPAAGMPYYYPPMGQPAPMMPAWHVPAWDPAWQQGAAADVDQSGSFGEEGQG
FAAGHGGGAASFPPAAPPSSE

>PvNF-YC09

MEPSSQPQPVMGVATAGSQAYPAAAAYAPPAMVPGAPAVVPPGSQPA APFPNPAQLSAQHQMVYQQAQQFHQQLQQQQQQQLREFWTTQMDEIEQTTDFKNHTLPLARIKKIMK
ADEDVRMISAEAPVVFAKACEVFILELTLRSWMHTEENKRRTLQKNDIAAAITRTDIYDFLVDIIPRDEMKEEGLGLQRVGLPPAVGAPTDSYPPYYYMTAQQMPPGGGMIYGDQQG
HPVTYMWQQPQGQDEEPPEEQRQQRSTLK

>PvNF-YC10

MDNQPLPYSTGQPPATGGAPVPGVPGAAGPPPVPHHHLLQQQQAQLQAFWAYQRQEAERASASDFKNHQLPLARIKKIMKADEDVRMISAEAPVLFAKACELFILELTIRSWLHAE
ENKRRTLOQRNDVAAATARTDVEDFLVDIVPREEAKEEPGSALGFAAAAGAGAVGGGAPGGAPAAGMPYYYPPMGQPAPMMPAWHVPAWDPAWQQGAAADVDQSGSFGEEGQG
FAGGHGGGAVSFPPPAPPSSE

>PvNF-YC11

MEPTSQPQPAIGVVAYPPAATIISPSAVAA AGLQPGQAFAANPAQMSAQHQVVYQQAQQFHLQLQQQQQRQLOQFWAERLADIEQTTDFKNHTLPLARIKKIMKADEDVRMISAEA
PVVFAKACEIFILELTLRSWMHTEENKRRTLQKNDIAAAITRTDIYDFLVDIVPRDEMKEEGVGLPRAGLPPMGAPADAHPYYYMPQQQVPGGGMVYGTQQGHPVTYLWQEPQEQQ
EPPPEEQQPLPGSG

>PvNF-YC12

MRQARPYSGIFCGGVSARTGPHALPLARIKKIMKRSAGETADGGARMISGEAPVVFESKACELFIAELTRRAWAATLEGKRRTVHKEDVATAVQKTDLFDFLVDVVMADAGGGGHAA
AGQYDDDDGALE

>AtNF-YAO1

MDKKVSFTSSVAHSTPPYLSTSISWGLPTKSNGVTESLSLKVVDARPERLINTKNISFQDQDSSSTLSSAQSSNDVTSSGDDNPSRQISFLAHSDVCKGFEETQRKRFAIKSGSSTAGIADIH
SSPSKANFSFHYADPHFGGLMPAAYLPQATIWNPOQMTRVPLPFDLIENEPVFVNAKQFHAIMRRRQQRAKLEAQNKLIKARKPYLHESRHVHALKRPRGSGGRFLNTKKLQESTDPK
QDMPIQQQHATGNMSRFVLYQLQNSNDCDCSTTSRSDITSASDSVNLFGHSEFLISDCPSQTNPTMYVHGQSNDMHGGRNTHHFSVHI

>AtNF-YA02

MTSSIHELSDNIGSHEKQEQRDSHFQPPIPSARNYESIVTSLVYSDPGTTNSMAPGQYPYPDPYYRSIFAPPPQPYTGLMGVQQQGVPLPSDAVEEPVEVNAKQYHGILRRRQSRARLES
QNKVIKSRKPYLHESRHLHAIRRPRGCGGRFLNAKKEDEHHEDSSHEEKSNLSAGKSAMAASSGTS

>AtNF-YA03

MQVEFQRKEDSSWGNSMPTTNSNIQGSESFSLTKDMIMSTTQLPAMKHSGLQLQONQDSTSSQSTEEESGGGEVASFGEYKRYGCSIVNNNLSGYIENLGKPIENYTKSITTSSMVSQDSVE
PAPTSGQISWSLQCAETSHFNGFLAPEYASTPTALPHLEMMGLVSSRVPLPHHIQENEPIFVNAKQYHAILRRRKHRAKLEAQNKLIKCRKPYLHESRHLHALKRARGSGGRFLNTKK
LQESSNSLCSSQMANGQNFSMSPHGGGSGIGSSSISPSSNSNCINMFQNPQFRFSGYPSTHHASALMSGT

>AtNF-YA04

MMHQMLNKKDSATHSTLPYLNTSISWGVVPTDSVANRRGSAESLSLKVDSRPGHIQTTKQISFQDQDSSSTQSTGQSYTEVASSGDDNPSRQISFSAKSGSEITQRKGFASNPKQGSMTG
FPNIHFAPAQANFSFHYADPHYGGLLAATYLPQAPTCNPQMVSMIPGRVPLPAELTETDPVFVNAKQYHAIMRRRQQRAKLEAQNKLIRARKPYLHESRHVHALKRPRGSGGRFLN
TKKLLQESEQAAAREQEQDKLGQQVNRKTNMSRFEAHMLQNNKDRSSTTSGSDITSVSDGADIFGHTEFQFSGFPTPINRAMLVHGQSNDMHGGGDMHHFSVHI

>AtNF-YA05

MTSSVHELSDNNESHAKKERPDSQTRPQVPSGRSSESIDTNSVYSEPMAHGLYPYPDPYYRSVFAQQAYLPHPYPGVQLQLMGMQQPGVPLQCDAVEEPVFVNAKQYHGILRRRQSR
AKLEARNRAIKAKKPYMHESRHLHAIRRPRGCGGRFLNAKKENGDHKEEEEATSDENTSEASSSLRSEKLAMATSGPNGRS

>AtNF-YA06

MAMQTVREGLFSAPQTSWWTAFGSQPLAPESLAGDSDSFAGVKVGSVGETGQRVDKQSNSATHLAFSLGDVKSPRLVPKPHGATFSMQSPCLELGFSQPPIYTKYPYGEQQYYGVVS
AYGSQSRVMLPLNMETEDSTIYVNSKQYHGIIRRRQSRAKAAAVLDQKKLSSRCRKPYMHHSRHLHALRRPRGSGGRFLNTKSQNLENSGTNAKKGDGSMQIQSQPKPQQSNSQNS
EVVHPENGTMNLSNGLNVSGSEVTSMNYFLSSPVHSLGGMVMPSKWIAAAAAMDNGCCNEKT

>AtNF-YA07



MQEFHSSKDSLPCPATSWDNSVFTNSNVQGSSSLTDNNTLSLTMEMKQTGFQMQHYDSSSTQSTGGESYSEVASLSEPTNRYGHNIVVTHLSGYKENPENPIGSHSISKVSQDSVVLPIE
AASWPLHGNVTPHFENGFLSFPYASQHTVQHPQIRGLVPSRMPLPHNIPENEPIFVNAKQYQAILRRRERRAKLEAQNKLIKVRKPYLHESRHLHALKRVRGSGGRFLNTKKHQESNSS
LSPPFLIPPHVFKNSPGKFRQMDISRGGVVSSVSTTSCSDITGNNNDMFQQNPQFRFSGYPSNHHVSVLM

>AtNF-YA08

MGIEDMHSKSDSGGNKVDSEVHGTVSSSINSLNPWHRAAAACNANSSVEAGDKSSKSIALALESNGSKSPSNRDNTVNKESQVTTSPQSAGDYSDKNQESLHHGITQPPPHPQLVGH
TVGWASSNPYQDPYYAGVMGAYGHHPLGFVPYGGMPHSRMPLPPEMAQEPVFVNAKQYQAILRRRQARAKAELEKKLIKSRKPYLHESRHQHAMRRPRGTGGRFAKKTNTEASK
RKAEEKSNGHVTQSPSSSNSDQGEAWNGDYRTPQGDEMQSSAYKRREEGECSGQQWNSLSSNHPSQARL

AIK
>AtNF-YA09

MQTEELLSPPQTPWWNAFGSQPLTTESLSGEASDSFTGVKAVTTEAEQGVVDKQTSTTLFTFSPGGEKSSRDVPKPHVAFAMQSACFEFGFAQPMMYTKHPHVEQYYGVVSAYGSQRS
SGRVMIPLKMETEEDGTITYVNSKQYHGIIRRRQSRAKAEKLSRCRKPYMHHSRHLHAMRRPRGSGGRFLNTKTADA AKQSKPSNSQSSEVFHPENETINSSREANESNLSDSAVTSMD
YFLSSSAYSPGGMVMPIKWNAAAMDIGCCKLNI

>AtNF-YA10

MQSKPGRENEEEVNNHHAVQQPMMYAEPWWKNNSFGVVPQARPSGIPSNSSSLDCPNGSESNDVHSASEDGALNGENDGTWKDSQAATSSRSVDNHGMEGNDPALSIRNMHDQ
PLVQPPELVGHYIACVPNPYQDPYYGGLMGAYGHQQLGFRPYLGMPRERTALPLDMAQEPVYVNAKQYEGILRRRKARAKAELERKVIRDRKPYLHESRHKHAMRRARASGGRFA
KKSEVEAGEDAGGRDRERGSATNSSGSEQVETDSNETLNSSGAP

>AtNF-YB01

MTDEDRLLPIANVGRLMKQILPSNAKISKEAKQTVQECATEFISFVTCEASEKCHRENRKTVNGDDIWWALSTLGLDNYADAVGRHLHKYREAERERTEHNKGSNDSGNEKETNTRS
DVQNQSTKFIRVVEKGSSSSAR

>AtNF-YB02

MERGAPFSHYQLPKSISELNLDQHSNNPTPMTSSVVVAGAGDKNNGIVVQQQPPCVAREQDQYMPIANVIRIMRKTLPSHAKISDDAKETIQECVSEYISFVTGEANERCQREQRKTIT
AEDILWAMSKLGFDNYVDPLTVFINRYREIETDRGSALRGEPPSLRQTYGGNGIGFHGPSHGLPPPGPYGYGMLDQSMVMGGGRYYQNGSSGQDESSVGGGSSSSINGMPAFDHYGQ
YK

>AtNF-YBO03

MTEESPEEDHGSPGVAETNPGSPSSKTNNNNNNNKEQDRFLPIANVGRIMKKVLPGNGKISKDAKETVQECVSEFISFVTGEASDKCQREKRKTINGDDIIWAITTLGFEDYVAPLKVY
LCKYRDTEGEKVNSPKQQQQRQQQQQIQQONHHNYQFQEQDQNNNNMSCTSYISHHHPSPFLPVDHQPFPNIAFSPKSLOQKQFPQQHDNNIDSIHW

>AtNF-YB04

MAESQAKSPGGCGSHESGGDQSPRSLHVREQDRFLPIANISRIMKRGLPANGKIAKDAKEIVQECVSEFISFVTSEASDKCQREKRKTINGDDLLWAMATLGFEDYMEPLKVYLMRYRE
MEGDTKGSAKGGDPNAKKDGQSSQNGQFSQLAHQGPYGNSQAQQHMMVPMPGTD

>AtNF-YB05

MAESQAKSPGGCGSHESGGDQSPRSLHVREQDRFLPIANISRIMKRGLPANGKIAKDAKEIVQECVSEFISFVTSEASDKCQREKRKTINGDDLLWAMATLGFEDYMEPLKVYLMRYRE
MEGDTKGSAKGGDPNAKKDGQSSQNGQFSQLAHQGPYGNSQAQQHMMVPMPGTD

>AtNF-YB06

MAESQAKSPGGCGSHESGGDQSPRSLHVREQDRFLPIANISRIMKRGLPANGKIAKDAKEIVQECVSEFISFVTSEASDKCQREKRKTINGDDLLWAMATLGFEDYMEPLKVYLMRYRE
MEGDTKGSAKGGDPNAKKDGQSSQNGQFSQLAHQGPYGNSQAQQHMMVPMPGTD

>AtNE-YB07

MADTPSSPAGDGGESGGSVREQDRYLPIANISRIMKKALPPNGKIGKDAKDTVQECVSEFISFITSEASDKCQKEKRKTVNGDDLLWAMATLGFEDYLEPLKIYLARYRELEGDNKGSG
KSGDGSNRDAGGGVSGEEMPSW

>AtNF-YBO08

MAGNYHSFQNPIPRYQNYNFGSSSSNHQHEHDGLVVVVEDQQQEESMMVKEQDRLLPIANVGRIMKNILPANAKVSKEAKETMQECVSEFISFVTGEASDKCHKEKRKTVNGDDIC
WAMANLGFDDYAAQLKKYLHRYRVLEGEKPNHHGKGGPKSSPDN

>AtNF-YB09

MAESQTGGGGGGSHESGGDQSPRSLNVREQDRFLPIANISRIMKRGLPLNGKIAKDAKETMQECVSEFISFVTSEASDKCQREKRKTINGDDLLWAMATLGFEDYIDPLKVYLMRYRE
MEGDTKGSGKGGESSAKRDGQPSQVSQFSQVPQQGSFSQGPYGNSQGSNMMVQMPGTE

>AtNF-YB10

MADSDNDSGGHKDGGNASTREQDRFLPIANVSRIMKKALPANAKISKDAKETVQECVSEFISFITGEASDKCQREKRKTINGDDLLWAMTTLGFEDYVEPLKVYLQKYREVEGEKTTT
AGRQGDKEGGGGGGGAGSGSGGAPMYGGGMVTTMGHQFSHHEFS

>AtNF-YB11

MDPMDIVGKSKEDASLPKATMTKIIKEMLPADVRVARDAQDLLIECCVEFINLISSESNEVCNKEDKRTIAPEHVLKALQVLGFGEYVEEVYAAYEQHKYETMQDSQRSVKMNSGAE
MTEEEAAAEQQRMFAEARARMNGGVTVPQPEQLEEPQQQQQTSLQS

>AtNF-YB12

MDPMDIVGKSKEDASLPKATMTKIIKEMLPPDVRVARDAQDLLIECCVEFINLVSSESND VCNKEDKRTIAPEHVLKALQVLGFGEYIEEVYAAYEQHKYETMQDTQRSVKWNPGAQ
MTEEEAAAEQQRMFAEARARMNGGVSVPQPEHPETDQRSPQS

>AtNF-YB13

MGDSDRDSGGGQNGNNQNGQSSLSPREQDRFLPIANVSRIMKKALPANAKISKDAKETMQECVSEFISFVTGEASDKCQKEKRKTINGDDLLWAMTTLGFEDYVEPLKVYLQRFREIE
GERTGLGRPQTGGEVGEHQRDAVGDGGGFYGGGGGMQYHQHHQFLHQQNHMYGATGGGSDSGGGAASGRTRT

>AtNF-YB14

MERGGFHGYRKLSVNNTTPSPPGLAANFLMAEGSMRPPEFNQPNKTSNGGEEECTVREQDRFMPIANVIRIMRRILPAHAKISDDSKETIQECVSEYISFITGEANERCQREQRKTITAE
DVLWAMSKLGFDDYIEPLTLYLHRYRELEGERGVSCSAGSVSMTNGLVVKRPNGTMTEYGAYGPVPGIHMAQYHYRHOQONGFVFSGNEPNSKMSGSSSGASGARVEVFPTQQHKY

>AtNF-YC01

MVSSKKPKEKKARSDVVVNKASGRSKRSSGSRTKKTSNKVNIVKKKPEIYEISESSSSDSVEEAIRGDEAKKSNGVVSKRGNGKSVGIPTKTSKNREEDDGGAEDAKIKFPMNRIRRIMR
SDNSAPQIMQDAVFLVNKATEMFIERFSEEAYDSSVKDKKKFIHYKHLSSVVSNDQRYEFLADSVPEKLKAEAALEEWERGMTDAG

>AtNF-YC02



MDQQDHGQSGAMNYGTNPYQTNPMSTTAATVAGGAAQPGQLAFHQIHQQQQQQQLAQQLQAFWENQFKEIEKTTDFKNHSLPLARIKKIMKADEDVRMISAEAPVVFARACE
MFILELTLRSWNHTEENKRRTLQKNDIAAAVTRTDIFDFLVDIVPREDLRDEVLGSIPRGTVPEAAAAGYPYGYLPAGTAPIGNPGMVMGNPGGAYPPNPYMGQPMWQQQAPDQPD
QEN

>AtNF-YCO03

MDQQGQSSAMNYGSNPYQTNAMTTTPTGSDHPAYHQIHQQQQQQLTQQLQSFWETQFKEIEKTTDFKNHSLPLARIKKIMKADEDVRMISAEAPVVFARACEMFILELTLRSWNHT
EENKRRTLQKNDIAAAVTRTDIFDFLVDIVPREDLRDEVLGGVGAEAATAAGYPYGYLPPGTAPIGNPGMVMGNPGAYPPNPYMGQPMWQQPGPEQQDPDN

>AtNF-YC04

MEQSEEGQQQQQQGVMDYVPPHAYQSGPVNAASHMAFQQAHHFHHHHQQQQQQQLQMFWANQMQEIEHTTDFKNHTLPLARIKKIMKADEDVRMISAEAPVIFAKACEMFIL
ELTLRAWIHTEENKRRTLQKNDIAA AISRTDVFDFLVDIPRDELKEEGLGVTKGTIPSVVGSPPYYYLQQQGMMQHWPQEQHPDES

>AtNF-YCO05

MDTNNQQPPPSAAGIPPPPPGTTISAAGGGASYHHLLQQQQQQLQLFWTYQRQEIEQVNDFKNHQLPLARIKKIMKADEDVRMISAEAPILFAKACELFILELTIRSWLHAEENKRRT
LQKNDIAAAITRTDIFDFLVDIVPRDEIKDEAAVLGGGMVVAPTASGVPYYYPPMGQPAGPGGMMIGRPAMDPNGVYVQPPSQAWQSVWQTSTGTGDDVSYGSGGSSGQGNLDGQ
G

>AtNF-YCO06

MENNNGNNQLPPKGNEQLKSFWSKEMEGNLDFKNHDLPITRIKKIMKYDPDVTMIASEAPILLSKACEMFIMDLTMRSWLHAQESKRVTLQKSNVDAAVAQTVIFDFLLDDDIEVK
RESVAAAADPVAMPPIDDGELPPGMVIGTPVCCSLGIHQPQPOMQAWPGAWTSVSGEEEEARGKKGGDDGN

>AtNF-YCO07

MRRPKSSHVRMEPVAPRSHNTMPMLDQFRSNHPETSKIEGVSSLDTALKVFWNNQREQLGNFAGQTHLPLSRVRKILKSDPEVKKISCDVPALFSKACEYFILEVTLRAWMHTQSCTR
ETIRRCDIFQAVKNSGTYDFLIDRVPFGPHCVTHQGVQPPAEMILPDMNVPIDMDQIEEENMMEERSVGFDLNCDLQ

>AtNF-YCO08

MEEEEGSIRPEFPIGRVKKIMKLDKDINKINSEALHVITYSTELFLHFLAEKSAVVTAEKKRKTVNLDHLRIAVKRHQPTSDFLLDSLPLPAQPVKHTKSVSDKKIPAPPIGTRRIDDFFSKG
KAKTDSA

>AtNF-YC09

MEENNGNNNHYLPQPSSSQLPPPPLYYQSMPLPSYSLPLPYSPOMRNYWIAQMGNATDVKHHAFPLTRIKKIMKSNPEVNMVTAEAPVLISKACEMLILDLTMRSWLHTVEGGRQTL
KRSDTLTRSDISAATTRSFKFTFLGDVVPRDPSVVTDDPVLHPDGEVLPPGTVIGYPVFDCNGVYASPPOMQEWPAVPGDGEEAAGEIGGSSGGN

>AtNF-YC10

MAENNNNNGDNMNNDNHQQPPSYSQLPPMASSNPQLRNYWIEQMETVSDFKNRQLPLARIKKIMKADPDVHMVSAEAPIIFAKACEMFIVDLTMRSWLKAEENKRHTLQKSDIS
NAVASSETYDFLLDVVPKDESIATADPGFVAMPHPDGGGVPQYYYPPGVVMGTPMVGSGMYAPSQAWPAAAGDGEDDAEDNGGNGGGN

>AtNE-YC11

MENNNNNHQQPPKDNEQLKSFWSKGMEGDLNVKNHEFPISRIKRIMKFDPDVSMIAAEAPNLLSKACEMFVMDLTMRSWLHAQESNRLTIRKSDVDAVVSQTVIFDFLRDDVPKD
EGEPVVAAADPVDDVADHVAVPDLNNEELPPGTVIGTPVCYGLGIHAPHPQMPGAWTEEDATGANGGNGGN

>AtNF-YC12

MDNNNNNNNQQPPPTSVYPPGSAVTTVIPPPPSGSASIVTGGGATYHHLLQQQQQQLOMFWTYQRQEIEQVNDFKNHQLPLARIKKIMKADEDVRMISAEAPILFAKACELFILELTI
RSWLHAEENKRRTLQKNDIAAAITRTDIFDFLVDIVPREEIKEEEDAASALGGGGMVAPAASGVPYYYPPMGQPAVPGGMMIGRPAMDPSGVYAQPPSQAWQSVWQNSAGGGDDV
SYGSGGSSGHGNLDSQG



