
Arabidopsis thaliana 

>AtOFP1  At5g01840 

MGNNYRFKLSELIPNAWFYKLRDMSKSKKKNLQSQPNSTTSKKKHHAVPTPTSTTPLSP

RPPRRPSHSSKAPPSHPPRKSSGNRLRHRATVDSKSSTTSGDSTTTETGSFSPDFRSD

QVLLPDESLTGSWHSPCSSKLSKTATFTPPPELELRPIITKTAATARKTAVNSPAGVRLRM

RSPRISVSSSARRSGSSARRSRAVVKASVDPKRDFKESMEEMIAENKIRATKDLEELLAC

YLCLNSDEYHAIIINVFKQIWLDLNLPPPHSK* 

 

>AtOFP2  At2g30400 

MGNYKFRISEMLPNAWFHKLKDVTKHSKPKNKASSSSSNTCSKKKPSSDSLPQHSYFS

NSLVANNPPHHNSPRNSLHTKKMSKRKTLYKPSLKPLTPPPLLVSASFNKSKINDQDSSY

SLFPAIETSPESFVYSFYEEDDDDEFVEFSNFKINTKNKAFTKQKVKVIDSVEKACTASKPI

KKPQKSHLSVKISRDEDDNEYKAEKKYQRQVSSGRKPSAGINLKRVNSPRIQLSGTRRS

TSRRSESKQDVLESFAVMKRSVDPKKDFRESMIEMIEENNIRASKDLEDLLACYLTLNPK

EYHDLIIHVFEQIWLQLTKTK* 

 

>AtOFP3  At5g58360 

MKQKMGTHKFRFSDMMPHSWLYKLKGMSRSSRKHHLSSPKHLSSADASSSRKLRDPL

RRLSSTAHHPQASNSPPKSSSFKRKIKRKTVYKPSSRLKLSTSSSLNHRSKSSSSANAIS

DSAVGSFLDRVSSPSDQNFVHDPEPHSSIDIKDELSVRKLDDVPEDPSVSPNLSPETAKE

PPFEMMTQQKLKKPKAHSSGIKIPTKIVRKKKKERTSQVSKKKGVVKSFAIVLSSVDPEK

DFRESMVEMIMENKMREQKDLEDLLACYLSLNSSEYHDVIIKAFENTWLHLTQGLSISL* 

 

>AtOFP4  At1g06920 

MRNYKLRLSVMSPSEWFHKLKNMTKPRKKHSLPLYSINTTKKRKPSSESKSLPYSSTSY

FFNRSRSRTSFESRILQISPRNSLHNIQSKRKTVYKPSPPSSSIVSAGFNKTFHQSHDSLS

ASSNLKVISSEDDIIIDMNNRDFKKKTFKEITKFDSTEKACRASNRTKETHIPHHLSVKVSK

EKEDEEEDACRTKKKHQKTLVSSGRRSSAKSPRIKLRARSPRIQVSPRRSKSRSQNKQI

LDSFAVIKSSIDPSKDFRESMVEMIAENNIRTSNDMEDLLVCYLTLNPKEYHDLIIKVFVQV

WLEVINSTFASK* 

 

>AtOFP5  At4g18830 

MMRWGRKKPVSSSSSSGLSRALPVSWFSKLSGSSDLKPAKEKKQDEKASQNISVKTSL

SSTTRRSDIHENSKRFQRVSVEKENSATRSADKESNEKFEEIMSSVRKKVRDFQKETCG

FLEVEAMDRDNGTVILTPRIQVNRDKQRCERRDQRLLEQKPKRSEQDAGVKVKKPARR

TGTGGYSREDSVILGHTITKPAHQWEKLKEVKLREVKLKADQQRKSLYLKRELNRIGTKE

NNKVRVFSPRASEKCRVKAIEDLKKAKQRAREHELLIETADGGMENESFAVVKCSSDPQ

KDFRDSMIEMIMENGINHPEELKELLVCYLRLNTDEYHDMIISVFQQVHNDFNFH* 

 

>AtOFP6  At3g52525 

MATKSKKKILKTVSVVDISCGNCIKPTFASIFNFFSKKPKRPSSTYRHCHSSISSATPSSTP

LATASVAVEKDSDDPYLDFRQSMLQMILENQIYSKDELRELLQCFLSLNSHYHHGIIVRAF

SEIWEDVSSAAASAVEASPLITRHVSRASRDYYNYY* 



 

>AtOFP7  At2g18500 

MTKRFKLKISRILSFKSCRLKDPSSLPFNPVSSSLRRTSPLVNSSADVTTVPQRRRSSFR

LHVLTVFGCGRSSTPLDVDLRNSPVLSPPQTPTFQWESEGKWHVIAQVTEEEYETPRR

KIYNGGSEKDNRRRLKKKEKSNSRRRGSISSAEEETDRESLLPSSTNLSPEYSSSELPR

VTRRPRQLLKKAVIEEESESSSPPPSPARLSSFVQRLMPCTMAAAVMVEGVAVVKKSED

PYEDFKGSMMEMIVEKKMFEVAELEQLLSCFLSLNAKRHHRAIVRAFSEIWVALFSGGS

GGGRRSSSFSSVRLSDYDEC* 

 

>AtOFP8  At5g19650 

MEKRMKLRVSRIVRSSLSSCRPRDLYDVVETCAVTSKATSSERFFVTKAKTKTPSRPKS

HASSCPRASPIFPPNPFYEESRSFRDLRKKVKTNRKQRSQFGSDPLFASRFKSTGSWY

WSCSEEEDEGDKEESEDDDSDTLFSSRSFSSDSSKAESFAVVKKSKDPYEDFRTSMVE

MIVERQIFAPAELQQLLQCFLSLNSRQHHKVIVQVFLEIYATLFSP* 

 

>AtOFP9  At4G04030 

MLARAPAPPLLLPSPNPPPCALPQDLTSLVSPSEPPDPPDPPDYLVGASNSFLSILLLRSS

DLGSDLVQALSPLDLGFALRSITAVCSSWYQVFPLACLELWFSIPHLSHPLVTLSKGFVSL

KGSNFFEFFTFFWNMPSFILQFPHHEDVMISTSFRLVLPQYEAVMILLKLKLFLPHYEDVL

FSIGLRIQLLLPQYEVGLILYKLRLLLPHYEDVIQKLWLRAIHVIVSLVWFLEISRRIKEKTYD

VLTRNDLGSWTPDLFIEKWWFSQPHTSPKLRFFSHLVGSRS* 

 

>AtOFP10  At5g22240 

MLNLQAKLNEKKVPLLTNFPTPTSSLNNLNLFSLPLVKKKMSFKKMMKYILKTIFKPIFMA

CGCGSTVPPSSHSHYTPGPPVSPTVLRSPCPKIDESVAMAKESINPFEDYKKSMNQMIE

ERYIETESELKELLRCFLDINPSPQHNLIVRAFVDVCSHLQPPHDRRGKSLGRLLRLYVN

NPLDNNDDDSHQTSSK* 

 

>AtOFP11  At4g14860 

MSNFLRKKLHLCFSSSGGLSPSIPSSPIIVSNHNAQSHPHHTPSIFINNFNSLYDQLSVSS

PLHRRHSSENPAGVFSTNRREEEEEDETTTSVSKLLSGGTAIMKHIESPDPYRDFGRSM

REMVEARDLTRDVVADREYLHELLFCYLYLNPKHTHRFIVSAFADTLLWLLSPSPSPEHF

LS* 

 

>AtOFP12  At1g05420 

MPRVMWKNFHLCFPSNLTKPSSSPSGATSDDPNRPSILLINNFNLLYDDSSAAHRRLSK

PLIHDVEPSSTFTASTSTAANSSSSSASYDDSDNYGFAPDDDSPPPDLTAVLASRRFFFS

SPGCSNSITDSPDLRCRDNYDTATRLLTGGTAVKHYVQSPDPYNDFRRSMQEMIDAVTN

AGDLRRYEFLHELLLSYLSLNAADTHKFIIRAFADILVSLLSDGHRIS* 

 

>AtOFP13  At5g04820 

MGKKKMKLSSLFKGGAGGLLAVPLCYNAKTLSFRVGDDMIKTVNSVFFDHHHNNNNGG

DLLEAETPESWFTNSSETASHSTESDQDLDAESLEMVVRGVVRSERLFFDPGVTSSILE

EIEEKSKSDLKSKETVAVGEDRSTPIEEISVAVAMESEDPYGDFRRSMEEMVTSHGELAK



DWESLESMLAWYLRMNGRKSHGVIVSAFVDLLSGLSDSGAGITSASVSDSARYSTAVSS

LPSSPVYSLSQGQTEIQEEERRSC* 

 

>AtOFP14  At1g79960 

MPNPLQKSLHGYLSKIKKETGKLQLSSSHSFSSSKNWVLGKHPKKLSFSFKHRRRSSKT

RFSKEEPVYHQDSAHAATLSDIDRFLEENFKSLCIRDDQEDDQHQARVTKNKEKRESSS

DDSDDDDDDDDYRHRFERTWGHAVYDSPKQPPDLLRTERLSPPPGSSEGRPSMETTS

TSSERQSRSTLVLPENCIAVLRYTDEPQEDFRQSMVEMMESKLGMRESEVDWDLMEEL

LFCYLDLNDKKSHKFILSAFVDLIIALREKEKRITRKGHVRSLSTRAARDRLRKRMIMSDN* 

 

>AtOFP15  At2g36050 

MKLPFLNKNHSTSSYSSNSSSSSWPWPSCNQNPKTLSFRATITFTNPIHDQDDDELDLL

DPPEITDSVENVIKGLRSSERLIFESKGETNSILEEATSKREEEDEEEGFMLFSLESDDPY

SDFKRSMEEMVEAHALHHDWKSLEKLLLQFLKVNAKTSHRYIFAAFVDLLMNLALDTKK

AIINNDISKDDGVSASRAAAAGEASTSCCNSMTLGESPSSPLSFYTSCSSSSSSDETSS

MSVRFLPLSSLLEMDEKTKEILV* 

 

>AtOFP16  At2g32100 

MPKILWKSLHLCFPSNLTKCYSSPCIPPSSADPDGIIQPNRPSIVLLNNFNLLYHNDNHHH

PHRVIDLPSSSTTTTPAATSSSSTSSYESDISPDVSAAFASRRFFFSSPGRSNAITDSPEP

RSREFSDNYDDATITSTKKKKKKVYDNSVTTTTTRLISGGTAVTQHVDSPDPLTDFRRSM

QEMIDAAIDAGELSRDPNDGYDFLDELLLTYLSLNPADTHKFVIRAFSDILVSLLSEERRIC

* 

 

>AtOFP17  At2g30395 

MRVKATLINFKSKLSKSCNRFVSLFRFRVKRPVFIRPLRARHGNVKPRHQHHHSKKPICS

CLCFLNSSKNHKMSNAKHRSSSFSVNDDDYSKFMQSPLTPATAKKLFTSPITTPYSSRTR

KSLNARDTFEDNAVEDACRSFENYLIHLIVEEGKIDDLMDIEELLFCWKNLKSPVFIELVSR

FYGELCRDLFSGE* 

 

>AtOFP18  At3g52540 

MVRKMKLPFLNKNTSSSSFSSNSSSSSSSWPWPSSHQQNLKTISSKASFIVNKPKDVYE

PEPPPRSFSSSPSSSSYSSFSSTSHAIENPPEIESIENVIKGLKSSKRLIFERRGTSNSILE

EATKRDDHEEEEDGLMLLSLESNDPYTDFKNSMEKMVEVHVLHHDWISLEKLLFWFLKV

NVKASHRYIFAAFVDLVLNLAVGPSKDVAGEPNSDVVVEDSLSSSWPVSLYSSSDENSS

TSVRFLPETSIGEKGRDVCCLSSLFELEEKIKDNIDPNDYVSS* 

 

 

 

 

 

 

 

 



Solanum lycopersicum 

>SlOFP1  Solyc02g085500 

MGKSLKLRFSRVIASFNSCRSKNPSSLPQNPNFFPHKLTSTKHISPDFPLIDQNQNQNHR

NYVPESTMISVGCCRSEFKWEKEEKFHVVSSSFVSEEEECEEEINLALRPPLTPPRFSRI

VVEKKKKKQQRVKKTKTKSRIIRMSTSSADEYSGILSGTNTDWDNNEEETESLVSSSRS

CYDFSSDDSSTDFNPHLETICETTTMRRRHKRNANTKRRSIKQSRPSFSSSKGRRSSVS

TSSDSELPARLSVFKKLIPCSVDGKVKESFAIVKKSQDPY* 

 

>SlOFP2  Solyc10g076180 

MGNYRFRLSDMMPNAWFYKLKDMAKSSSRRHSHTTSSSNLQLDKKRQPHNNLGCQR

KSYYISRNLTITSPISSNSPKLDHNVHITEPSRKSYKKRRSTNFRRRNSPKPVNSSASVES

VWTKPDSTPEQYPNSSSSSSSSSPSSILPHKSNPIASISPSCDCRTDYTNQNSANLDPG

VHSVSKIDLPRIITKPEKFNEKIQEKQRIVKQEQRIVRRVSTNGVKLRTNSPRITTTTTNSR

KSVSSKRTSVTTDSFAVVKSSRNPQKDFRESMVEMIIENNITTSKDLEELLACYLSLNSDE

YHDIIIKVFKQIWFEITEIRLK* 

 

>SlOFP3  Solyc02g072030 

MKWGKKKPSSSLMTHVFPVSWLSKFKQKKVCRSEDQEGAKMRKVDLRTNVCLKQGRF

YEDDPYWRISFSEENHPQNPLWCGECDQNSKSSLGEENHKFNDMVSRKISEKPKNEAE

FSNRKRNSVKDEKLRKLSRKALEERIAENAREEVTEKDIFEIEPEDEKVMKRGKEKPTAY

KSRKARSLSYNDSSPNSVEESCMMFTSLNLEEEADALSEEEFESECLKIKEMSEKSGCQ

QRKSVYINQKRRRKHGIKVRAYSPRTAKMECRIKALEDMKKARMKTRHETKESFTGDRT

VFDSYAIMKSSFDPFSDFRDSMIEMITQRGIKSSEELEELLACYLTLNCDEYHDIIIKVFRQ

VWFELNQINIGEELQKCCCSDE* 

 

>SlOFP4  Solyc08g068170 

MDNHIVNKFSRLFPSSFTSCQFRNIPDVVENSFIISKNSKFVHNNAVGVSSRTNSSIKTQE

SKSNKNTLLKSSSSNSGWFSSEGENDETEDAFFSLSSGYFSDSFRRKPDESCRKMYN

QKSSEMGRCYSELSVNSVSRVGSNLGESKWVKSRNGTSKTEQNGGKVSRTLRETGGT

SRKKYGSEMSHCSATLSRTNGRVGSNLDESKWVKSINGLDFASAKTEQNRGKTSRTAR

KTANQNDSEMSPSSSALWRTNERVHSNLDESKWVKSINELDFTTSKTEQNRGKAESKW

VKSINELDFASSNTEQNRGKPIRTARKTANQNDSEMSHSSSELSMINEQVNSNLDELKR

VKSINELDFTISKTEQNRVNTSRKTPPRSSRRTLRKTTPVEKFDYYSDFTSNTRRKTTKC

RRKIKKSSSTSSDEMGRIKIVIEGRIEESIAVEKNTNDPHNDFRTSMLEMIVEKQIFGLKDL

QRLLHCFLSLNSPSFHKIIFEVFAEIFETLFH* 

 

>SlOFP5  Solyc04g080210 

MTRRFKLKLSMPSFRFCRPKKASFLPKSPMPLSLYKFSPANILDNSPVPVPPSTPHHPYI

LRKAHNLASKTYNSPSSEYSDPDNNNMRRGESRKSRLNMSFSSVDSGWFSFNSECCD

EKPNDETESFMSSPSFESSFDVDHGIDPLSGIRRKKNNNNTKVRRLRRYLSNSLKDSMM

PCMADGKVNESFAIVKRSVDPYDDFKNSMKEMIMEKEMFEAEDLEQLLLCFLSLNSRHH

HAIIVEAFTEIWEELFGKSSKSMDLKLPRFQ* 

 



>SlOFP6  Solyc01g00780 

MSTHRRRIILSNVTVKLGCSSSCIRPKLSSIFHPKPRKSPKSQTQNKNYSNYSSCSSWDT

TTTTFSPNSDSTTNESSDFKTSKAVQGFGRIGGESVAVEKDSDDPYLDFRQSMLQMILE

KEIYSKDDLKELLNCFLQLNSPYYHGIIVRAFTEIWNGVFSLRPGVAGASSPFLHGGSHV

TYR* 

 

>SlOFP7  Solyc12g007080 

MPSKSTFDQWRTQKFFTSSSIGLLSQYDFGYKWTKMPSSITNFSS* 

 

>SlOFP8  Solyc05g055220 

MAKKLKISSIFKKKELGLATWQWPSCTHSKTLSFRGDDNIFKTINSVFFDPFDGIETPQSY

STNSSLDTNSISIESHEEIIKGARSERLFFEQVATSSIFQEPQEENQENDLPFKESVILAME

SKDPYLDFKKSMKEMVESQGIKDWDNLQELLACYLKLNGEVNHGFVLGAFVDLLVELVI

PTTPSTNSDNSITSYSSVASSSFSCPSSPLSSLGHKETEEQENAKVS* 

 

>SlOFP9  Solyc09g018200 

MGNYRFKLSDMVTSSWFYKLKDMAKSRTQIKRKQTSSSTSSSSFSIFYSSSNVQQHHR

KSYYFSRTLSPNPHQSNVTPMKSSKKRKNTRRNTPKFVNSPKSMILSPSHRRCNDHIFD

SVSKIDLPPILTKPNKKEEKTELKFLTVKTEQSTSPKRRISVSSSSTGVKLRTKSPRIISRR

SVGEKSYAVVKSSKNPQKDFKESMVEMIVKNNIKTSKDLEELLACYLLLNSHHYHHLIITV

FKQIWFDLQLK* 

 

>SlOFP10  Solyc10g082050 

MSTTKKRVILRNVTVKLGCSSSCIRPKFSSIFHPKPRRHHSADSAAVFNHHKTPNNKYSF

SNSTITTATTFSPSPTPSPAHYSSDAERAVQGFGRIGGESVAVEKDSDDPYVDFRQSML

QMILEKEIYSKDELRELLNCFLQLNSPYYHGIIVRAFTEIWHCVFSVNPGVTGAESPFL* 

 

>SlOFP11  Solyc11g068780 

MSSKNKKIWNCITSNGTAGCGCSKPKLSEIIQPKPKPRPEPEPNAHSSSTSNSDSPSPTI

MPAKIVGSVAVVKDSDDPFGDFRRSMLQMIMEKEIYSYDDLNELLNCFLQLNSPSHHDIIL

QAFMEIWNNGKNYIAN* 

 

>SlOFP12 Solyc06g082460 

MGNHKFKFSDMMPNTWFYKLKDMSKTKNHKSPFSSSSTNKSQYSQPRSSFSYTRRSI

RVDKIYNSHSYNFLDQPRRSSSSSSKKKSKRKTIYKPSPKHIPSSVTNYVSVSNKLNTSS

SVYSTEEDKFPELDFLNSPSSEFDSVDSQTFNELPSTWPNSCNCHFTSSATDIIIDVNDK

ALSNEFHNLTTEYAEFSDIDQLPPIFTKASNSIKNIKQDENVKAQREKEPKNRVGSPVSRK

HYSSSSGVKLRTNSTKVANKRNSVSSSKRRSKTKKESCSASRGTSFAIVKASIDPEKDF

RESMVEMVVENNIRASKELENLLACYLSLNSNEYHDLIIKAFEQIWFDLSDLHL* 

 

>SlOFP13  Solyc11g006670 

MGKKMNLGSWQWPSCTHSKTQSFRANHIFKTINSIFLDPSNTDHHHHGVVEIETTPES

WFTNSSESASFSTESEETGEPLMELIIKGVRSERLFFEPNCTSSSILEHQDQSQDQNQN

QNQSQSQSRDQDQSQSQSQEKLKEIEEDVDEELPFKESVALALESEDPYLDFKKSMEE



MVDTHEIKDWESLQELLQWYLKMNGKNNHGFIIGAFVDLLIGFTPSNCDSITCYSSAASS

FSSIEEKGE* 

 

>SlOFP14  Solyc03g034100 

MAKLLKFRISKAISNSFHSCRSKDPCTLPQHPVPSFLQNTQFITDDHLLFEEMIQQNNES

QLISTHHEHFPIITSPSFKHHVSVTPITATGQCSSRNGEAFSTTSDDSHTRSPSHEFKWK

KEEDKWQHFIKTNSDDDTKQQPRRKISYSFSSDNSDNDKILIEIKKKISTSKTNFFMMMS

TTSSSSSMDENEINFTSKKTKWDYHEDIDITNEDEENETETFISSSRKSHVEFPDDSSLN

FSHEFDTIYKNTTRRCQKKIGYSKRRDHVKNTRSRSSRDMNNIGRRSSISTSTTSSDGE

LPPRLSVFKKLIPCNVEGKVKESFAIVKKSEDPYEDFKSSMMEMILEKKIFEKNDLEQLLQ

CFLSLNAKNCHGVIVEAFSEIWETLFSPNHN* 

 

>SlOFP15  Solyc01g007810 

MKLSSLFKNSSQNSSSTTTTTPWPWSLPTCGKPKTLSFRLEKNQHNIYNSTFHLDDIND

TTSCSFDDFFSEIDETSSSSTTTINGQDCIEKVIKGLRLEKERLFFEPEETSSILDFQENKN

ISITSSNININVVDEGNIISFVPMGLDSNDPFVDFRKSMEEMVEAYEIKDWENLEELLTCYL

KVNCKSNHGYIVGAFVDLLVNLATFSDNNNNVGVDIGAGVGAGVDESTIIMTTIDEEQQC

LSSSTTTTTTTTNHSFTSPLSFCSSSCSTSSSITSTSACLSLLLEEDEVIQTKKH* 

 

>SlOFP16  Solyc09g065350 

MPRTTLGTNFNLCFTKLKRSLPLRSIDDNDNDNDNERHQQQHHSMHFCNSVKNFNSLY

DLSSSECNIPTSSSTDESDYNYELENNTPDLATIYASQRFFFSSPGHSNSIIDSSSSISSSI

ASTSSSVGSDAPLEGASRFQRIHPTRIWIFDDRCKKWWRHVD* 

 

>SlOFP17  Solyc09g082080 

MPRILQKKFYHCLPSFKCLPTILSLPFEETEEEKTEQKKIKNFNSVFDIPSSDSATTSKSLT

NSSTTTTEEEDNNTNCTFTSFEDSDYTNIPDFSNIFASQRFFFSSPGNSNSIIDFPPENPK

VVTGGVAVQTYSPDPYSDFRRSMQEMVEAHELTNVKANWGFLHELLLCYLNLNPKHTH

KYIIRAYSDLVVSLMSMDDSEKKTEGIARP* 

 

>SlOFP18  Solyc10g083080 

MEFFSLFKSKKKPSFSPMLCRLPRCGNLRTLSIRDENNHNIFNSQRFCINVDDDIVDEVIE

GLKFEKKRFFFESGEKTSSILNVSSSKLSKSIGNKRLEFPPSDESCVITHIDSIDAYGETST

RSIFKGSSSRLTKNDYSTSNNKFESLPLNNSCVISPSAMRVTSIDPYGYIKKYMEITVEEN

QGIKDWKESLKEICAWYLENNDNDKNIHKFIIGAFCDLWMSYSGTSTTNTPFGFSTSEPP

SPYFMSLIEAKADQIIATSTSSVIP* 

 

>SlOFP19  Solyc10g083070 

MKFSSLFKSNKKPSFSPMLCRLPRCGDLRTLSIRDENNHNIFNSQRFYNNVDDEMVDEV

IESLKLEKDRFFVEAGQKTSLILDMSSSRLSKKRTISKRLEFLPFNNDSCVITSMDSIDAYG

ETSRSILEGSSSRLSKSTNNSTSSKRLGYLPSNDSMDSYGDQETSSILDMSSSSSNDNI

SSKGLGYLPSNESMDATSILERSKSNSSHGFVYYVPCKKTYAIMRLISRDPYEDIKYFLEK

MVDENLEIEDWEESLEELCGWLLEINEKNIHKYIVGAFCDLWMSYSCTSTINTPFGFSSS

KPPSLYFMSLIENEADRMIAASTSSVTP* 



 

>SlOFP20  Solyc10g083090 

MKFSSLFKSKKKPPFSPMLCRLSRCGNLRTLSIRDENNHNIFNSQRFYNNVDDEMVDEV

IENLKLEKDRFFVESGQKTSSLLDMSSSRLSKRRTISKRLEFLPFNNDSYVITLMDSIDAY

GETSRSILEGSSSRLSKSTNNSTSSKRLSYRPSNDSMDSYGDQETSSILDMSSLSSNDS

ISSNGLGYLPSNESMDATSILERSKSNSSHGFVYYVPCKKTYVIMRLISRDPYEDIKYFLE

RMVDENLEIEDWKESLEELCGWLLEINEKNIHKYIVGAFCDLWMSYSCTSTTNTPFEFNS

SKPPSLYFMSMIEDEADQMIAASTFSVIS* 

 

>SlOFP21  Solyc10g083100 

MKFFSLFKSKKKPSFSPMLCRLPRCGNLRTLSIRDENNHNIFNSQRFCINVDDDIVDEVIE

GLKFEKKRFYFEAGEKTSSILDVSCAITHIDSIDAYGKTSTRSILKGTKSRLSKNDNSTSND

MVESLPLNDSCVITPSVMRVTSIDPYGYIKKHMEMMVEENQGIKDWKESLKEICALYLEI

NYIDKNIHRFIIGAFCDLWMSYSGTSTTNTPFGFSTSEPPSPYFMSLMEA* 

 

>SlOFP22  Solyc10g082060 

MNLSSLFKSKKKSSFSPFLCPLPHCGIPKTLSLRVENNDNIFNSQRLYNNVDDDMVDKM

VEGLKIEKDRFFFEAGEKTSSIMKVSSSILAKSNNELEILPIDESCVITPIDSMDIPCGEGAI

SIRDQVSSSTLSNNTNNSGKQVEYLPFNDSCIIKLSSSMDPYGSFKKSMVKMVEANLGIK

DWNEFLEEMLAWYLEVNEKNNHKYIIGAFCDLWISYSFTSSTTNIPNSFLFSSSEPKSVIS

PTSTSFVIS* 

 

>SlOFP23  Solyc06g074020 

MTRKYDQCLVDNMFGPFPESCCPDEALEMAKQALATRRLSFEENESCSVLSMVGFPFK

DCLLLAVETENPKMDFLHSMEQMTKVYGAQRGDMVDWEFMEELLTWFLKINNMKNQH

FIVAAFIDLCLGGHVQDVEPVENVEPLTDDIVNVILEELWWGL* 

 

>SlOFP24  Solyc03g120190 

MPKQLQKSLSDYLTKKKKKATAQQTTNSANKTLSSSTSWLLRGCRHPKTPSFSAVDRKE

KNVQGENEAATLADVDRFVFENFKSFYYKDDDNEAEIVENPNSLSESPRHIIPPLNHTGS

RRFFIAPGSSSSLIEEARTSMTVSDDTGSTSAITITTVTNTNSNELSAISTEYSKETLNAND

FITLVTYSPSPYDDFRQSMQEMMEARLKDQGKINWEFMEELLFCYLDLNDKKSYKYILS

AFVDQIVILRENSGRVPAISRNVRPLDGELNQRDT* 

 

>SlOFP25  Solyc06g082450 

MNTSCCLKFNNPCKKIVKLFKFKLRKPLFIRRLRIFRPSTRCESNTSTRRKQASQVLSVF

RFIRRSKPREEDQVMALKSFSGHIKAPVPSPITPAYARLSGATKKEVVIFQDDVEDACRSF

ENYLAEMIVEEGKMRDIMDVEELLYCWKNLKSPVFIDLVCRFYGELCKDLFSHTYKDDIN

SPQKIMQ* 

 

>SlOFP26  Solyc01g090870 

MKVKVFGRFKCKLFNPCKKIARLFKFRLRKPLFIRRLKFRRSVHKTERLRRVEREEDQV

MELKSFSEVELHNKAPFPSPLTPAYVRLSAATRKDVPVLDNAEDACRSFENYLVETIVEE

GKMRDLADVEELLYCWKNLKSPVFIELVSRFYGELCRDLFSNSYEDNVNTPKRLL* 



Oryza sativa 

>OsOFP01  LOC_Os01g12690 

MAMDHRGGGGGGGRSSSRLRDRLARMFRPGALLRSTCNNHATASTSSSSSSAAAAAG

GVVTASACSSSRALLAADAAAAVDYCGRESFLASSRRDYSDAAATALVGRTESFSTALD

RLHRRGGGTPLPPSRFSVDASPKKEDAAAAAAAAKEKEMTTAAARDVQGFHYHHHRR

HGSLGGGGGCGKSDKARRLLSNPYGFTTSDDADTDGDDVFSSDADDRGGRVVAGGG

GGAKKGETEAFFSSSRSFSSDSSEFYTKKKKRNKPKKKSPSTASSKAAPPPPPPPPPTT

RHQIRRKRRAARASSCVDTCGVRDGFRPVVSAAEEQVRRGFAVVKRSRDPYADFRSS

MVEMVVGRQLFGAAELERLLRSYLSLNAPRHHPVILQAFSDIWVVLHGG* 

 

>OsOFP02  LOC_Os01g40970 

MQEDNISKKAKLRKSIQLFLSRNLKKIPPIHIPSSAIPAKITSNRLLSTCRFPRTPSLHGGG

GGGGDHRTTDDDDGSNGRDQAATLSDVDRFLFDNFRSLYIHDGDNHQQRRQPPPSPG

KFTQPAAAETSSSRSESVAEDARGTSSGDEDDNNSSTAIMLFSVDPYTDFRRSMQNIIE

MHHGEEPQPLDWDFLEELLFYYLQLNEQSVHKYILKAFADLTAGAHVSCPARGKPQWA

DKSVRSRKHY* 

 

>OsOFP03  LOC_Os01g43610 

MHTPFVDKSPHRRLDGLGAGGWLKQRLAQILVRSTCTTNTTTTTTTTSSTAFVSLDKTN

ADTHQEPPPPPSPYFCTPCTYQRPKLDAPGRPRRRRRSASLVHISIDCTGGAGATSGR

RSVHSDAPLLPYSSSLPTKDGRKQSRARRKARSSPSTSRRHCPSSSWGRARLPRGAP

GQYSSSSSTVTDDELAPFSTDEEGGEEADTRTLFSSLSFSSDSTSEFYHTNSSSSLARK

GHKNAPARRPPARRASARITSDPADAFRPVVSVAATKKQHNDMKKKEETAIKRQLGTDD

DTAAGAGMAVVKRSSNPYADFRSSMVEMVVERRICSVPEMEELLGSYLSLNSPQHHPAI

LAAFEDVWEAVFGEE* 

 

>OsOFP04  LOC_Os01g53160 

MDGGGSGAGRKKLKHRLAAILSVFTRRAGDRKRRGEEGAAAPPPPPPPLAFPSYSRLG

GAGGKKAAAGKHERRLSLSVPRPPPLVNITIDCAGRRSVDAADPSLLAPLDLDARKMER

RLTGTGLPYETGEWEGRKCPPSTPFAAAPPLARWKERASVSSRRLSTHSSRRLMSSSS

SDDEYDEDSRNLFSSRSFSSDSSDFYNCPRKNTRARASVSGPCRAPPPSSRRGTSQS

CRYSFELPRGSTASAATDGGFAVVKRSSDPYEDFRKSMEEMIAEGAACGGGDGDGELS

AERLLETYLVLNSPRHYPAILAAFADVRETLFP* 

 

>OsOFP05  LOC_Os01g54570 

MKWGLRSSRHNQREKQQRTQEEEHKHEQQEDKGNKSRAAFLSFSPLAWLSKLTAKNN

AAAAKPKPAAPADKSAVAATGGFPSCFFKGASSSTSTSVSLSSSAASQSSLADSSPADH

QAPRRLSVGNDGDTAEAAAARQLYHRRRHYSVGGDRDLQTLRNLIPFSRAASPIPVPAP

FVPALKTTPPLLPSDTDEEKRPRSRRRRRRSGGGGRRSFSGRTPGARVAATVRVRSPR

RVASAAAAAVSELERFAVVRRTSDPQREFRASMVEMIASKRIGRPEELETLLACYLSLNA

DEHHDCIVKVFRQVWFELNPARVAAVAPPRS* 

 

>OsOFP06  LOC_Os01g60810 



MGRHKFRLSDMIPNAWFFKLRDMRAARGGAGAGGGGASHGGVVTQSSVAVSRAGRA

CRPLPNTPRHGALSLPHRASYYYTPRAGDLLVGSPLHPKCSDTQFPPLQLSPPRKSRR

RHRRRSVKLAPSVSGSSVLSSPVSTGCRCGRKPELVVVEAPDTPPCRRDKFVGYNDDD

DDEEEEEVEFKKPTVAVAACDELDGKVITSATDIIIDLRTEKRPDKVLPPIVTKPARRELDG

CDLEEKHIDVVRRASAKKPTTLLEQSKPRRSVSSARRLKTRANTPRIVAKKSKPPPPPPP

AAARSPAPTTKPPLAESFAVVKSSRDPRRDFRESMEEMIAENGIRTAADLEDLLACYLSL

NAAEYHDLIVDVFEHIWANLADIKM* 

 

>OsOFP07  LOC_Os01g64410 

MVIGRLALSSFFHNKARDTSPSPPPAPATAPPWVWPSCKNPRTQSFRAATAPPPPPGSR

TIASIFLDSAESSFTTSSARHDCSDSLSTASEASAGAEAADTADDAIVRGLRSSDRLLFDP

GASATSSILEEKSSDAAGEASFIGGVAVAFESEDPYVDFRVSMEEMVVAHGVGNWGWL

EEMLGWYLRANGKDTHAAILAAFIDVIVAIADPALASCSSHRRSSTCTITEESSLEVAEKQ

AKLAV* 

 

>OsOFP08  LOC_Os01g64430 

MSGRSSRRGSFSLRQPPVVDIGCNCRRPKLFSIFSSSSSSSFRRGGSKPKSPNASSTS

TTTAFTATTGGAGTATSTDSSWGPASFTTNSLFEEPAAAQQEQEQLETRRRRRQQRRR

RRRAGATSFARGGDVGGHDDEQQQLQEQAPYRRVAKESVAVAVESAEPYEDFRESMV

QMVVEKEIYAWDDLNDLLHQFLSLNSPRHHPLILHAFADLWTRNGLFSPPSPCQF* 

 

>OsOFP09  LOC_Os02g45620 

MMSPGVSAKKRHAGAGFTLGCGCKDAKSVSVSASAAGTPSTTATRRRSAGTNPSGST

TTDTLTMTSASSSFLWEHSVVEFDHDGGGGCGPESFSGLLRELSELEQSVASWGRKSH

HQHHDKKHSPAPSSPLPPQEDRKEKNGGNGDATDKPGDCRDGGGGGDGVGVALDGS

VAVVKQSDDPLGDFRQSMLQMIVENGIVAGEDLREMLRRFLTLNAPHHHDVILRAFAEIW

DGVFAATASLVHHHHPPPSSRREPVAPAARPPAPRTPPRHRHPSPRAWRV* 

 

>OsOFP10  LOC_Os03g03480 

MADQGLPSKKKKKKGSSAAAARGFMCGCGGAKSVSVVSRLSAAGNISPATTTPPTMTS

SATATSAKTTRVTVPTPAPNTVHDADGTPSVGTLLLQLRELERGVRALGVREDRGIRPAT

PPPPRHRRSASDASSGGRRRRGRLEEESVPVVTESDDPLGDFRRSMAQMIVENEITAT

PELRELLHRFLSLNSSRHHHLILRAFADVCEELFAGAGEHNHHRPRRRPTKPLPYSATTN

* 

 

>OsOFP11  LOC_Os03g06350 

MLGCFSRLRRPASAGAAPAPMAQSDDASTSTSAGGGGGCTAETSPCSSSSSLRCKNS

GGVGGEDDDDGVGGGGAVVAENASALSDSGLSSAIASRRFFLSSPGRSNSIVDSSAHG

AAVGVGAAGVAVPTYSPDPHADFLRSMEEMVAALRLDARRRGDRARLHELLLCYLALN

DRRAHKYVVSAFTDLLLRITAAANLDDGEPPRHGRHLHESH* 

 

>OsOFP12  LOC_Os03g10150 

MAKRLFHSCRSPSVADAVVTSTTTLLATDHPPFFPGSCPRRVPRRRPQQPPPGACAAG

YAADDLTPARGTPAYRWLKSSQWHVIEAAGITDDDHTPRLKIDARSRLRRSRRRLHRRA



DPVSGSSGDSGWFTSDEDSYANSCGVGVGGGEAETLVTSTTTESSSGASGNCGGSGE

VDGVVVAGSFAVVKRSDDPRADFRRSMAEMVVGRAIYDADGLERLLRCFLALNHQRHR

RDIVAAFGDVWEAVFSNPTSSQRRIVTSDSAICKAAATVSNRR* 

 

>OsOFP13  LOC_Os03g21870 

MPASSSSSRWSWLHKLKLRRRRKKKSKRASPASTARPSDASAVPPAAPRQPPAAAAPA

GGLSPCCCYCPNRESYYLNSADRARQEDRQDMLLPCDDEVEEEEALDVGVDVVHRRA

DGLDAPPATPELKLRPIVTSRRHAAAGKNEASDSSSTSAATTPSTRARGFHVRPTAASR

RLRRVGSSGGGHDSNNAGTPVSAPAPASSSSSVSAGRPSRRPRRRRMWLRESEAVVL

ESTEPELELVDSMIEMLCTNGVRRLEDLQDLLACYLSLNAAEHHRTIVALFRRVVLVWIHL

GSQRLLPGQ* 

 

>OsOFP14  LOC_Os04g33870 

MPPLNPPHLHFGKLRKRARAVAAGGGRQPAAAMAKKGLVGILYKLRDVHHRAPPTPTSP

SSSSSPHCHGRHQLCYPPAPSSWPWPSCRHPRTSSFRWPTAPQQGQADDDAAAAAG

SVYRTVNTVYDTSSLEHFNPRRSSLDEASSCIADRSFFAVESEVEVEEEKEKEKELQLRE

TAVVRGVRSERLFFEPAGAEFLPKQEMARGKNDDEATAMDVVARKNDDVDEATPMTTP

QTGKNEAEAAEAAALKGGAVVLTVESEDPYGDFRSSMADMVAAHGLRDWEGLEELLA

WYLKLNAKGVHGVIVGAFIDMLVSLASSPIPSQSPSSSCITFEDYSSATMEEES* 

 

>OsOFP15  LOC_Os04g37510 

MVQARLQSMIDAAAGRSSAASRPRPLPRHGTTETAAERQVQRGGPCRCACNYCGGHY

DDGGGGASCGQRRPCVVLVAVDRRTSDPREEFRRSIAEVITAKRMAEPAELRALLNCYV

SVNAREHRAAILEAFHEVCSGLFSRKR* 

 

>OsOFP16  LOC_Os04g48830 

MSPSAAAKMRLGGGGGGGGFMLGCGCRDAKAVAVAVSATSPCSAATETSTATTATWRR

ARTHPSASASASTGTLTVPSASSSFLWDDADAEADGEEVDFKRESSATTPSFSGLLRQL

NELEQSVMTWGWKSPRRGNHFSPPPPPPPPPPLPLRPVVLHRAVDAGGKRSNKEDDA

KFSSPPPSSHCPTTQLHRKVKSVDQRNREDDEAHFAPPAPPPLPLPPQQLRNVKGVDK

GGSKEDSKHCPPPPQAPKHRKTKSCDNNDGFTAGKLDGSLAVVKQSEDPRGDFRRSM

LNMIVENRIVTGDELRELLHRFLELNAPHHHDAILRAFAEIWDEVFAGPDEPRHGPPRPP

PRQRTPPRRRHPLPAWRL* 

 

>OsOFP17  LOC_Os04g58820 

MVRKLVASLFLGGGGGGGGGNDACSLSSSSSTASSWQWPSCTQARTLSFARHDAPAS

ADDDDSKRRRQQEEEEDDYCVYKTSVMNPAFFLDDHSTCRSYSSAASAVNDVVDDDD

EVIIRGLRSSNRRLFFEPESTSSIVVKGRAVDADAAAFDGATAMSIDSADPYGDFRRSME

EMVMSHMSGGGHDWGWLEEMLGWYLRANGKKTHGFIVGAFVDLVVALASSPSSATAS

SSAFQLPLQKGSQIN* 

 

>OsOFP18  LOC_Os05g12808 

MDDGAKSGGGGGGRTKRLKDRLARLLLLRSPCSSSSSTSTTFTAATNVSTTTTTTTASS

TATTAAFLPRVEPFSAALDLLRHPPHPPPPEEEKKDINRRNSSRRRGHFKPKLSSNPYGF



TTSDDDGEGADGDDDDDDNDGTEAFFSSRSLVSSDSSGFYACSSKQQLLPHKSKANR

HRHHRRHRQQKPTTTRRRRRRASGCVDDACSVRDAAAFRPLVSTTAEEEVRKGLAVV

KRSSDPYGDFRESMAEMIVERQVFAAAELERLLRSYLSLNPPRLHPVILQAFSDIWVVLR

GG* 

 

>OsOFP19  LOC_Os05g12808 

MSSHERFRLSHLMPNSWFYKLRDMKRPRPTSSRMITAADHAARSSRRSSSSSSSIHHY

YLHGHGTTTPKPLPLSPPRRSYYPYLERAKQMPLMEKESQLISHSPLHQRIPATAIPGDH

HDGEFQDLQLRPIRTRPPSAAAASAEPRRTASGSGTCPSSPRMRSRRLHVLGGCECRA

GSGRRRSGGGGFAVVKASAEPARDFRESMVEMVVGNGMRSPEDLLELLECYLSLNAR

EHHGVIMEAFRGVWVEIVADADCCVGL* 

 

>OsOFP20  LOC_Os05g36970 

MAPLMSGSGGGGSARRRPLRQPPVVDDDDVGCSCPKQRLLRSLLSSLVSRARGALGG

RAVSRPKSSAPPSSSASTTTTAAAAFTSTSTTGASATTVDSSKESWGPATYAATNTHTLY

EVEDEVRRQRRKDMRRRRRRRAAAWDEEEEEEGAAAVAVAVEVESAAPYEDFRESMV

AMVVEKEMYAWEELNALLHQFLTLNSPRHHALILHAFADLWAPRSGLFCPPSPCQAL* 

 

>OsOFP21  LOC_Os05g36990 

MHVLFCSDSRRTLQNQTNTCTTSTEENPTSKAHIHTNKHPPSAASAAALASTATPMVRK

LPLSSVLYTINSARDIPPSSPPPPAATPPAWMWPSCKHPRAHSFRSPSAASAAAAAKTIA

SIFLDSGESSFANSSARMHHDCASDSLSTESDVSATAEDMADAIVRGLRSDRLLFEPRA

PSSSILDKKPVRRAAGGGDDDDDGAASFGGGVAVAFDSEDPYEDFRASMAEMLAAHG

VGDWGWLEAMLGWYLRANGKETHAAIVAAFVDLVVSTAARGSSSSRHSSFTLAGTDLE

SSSAGGGAAGHISFRLR* 

 

>OsOFP22  LOC_Os05g39950 

MLSSEPGVLTGRYGPPFSETRKEQKEQRNLAPHALSRRYLSRAGHGVVALWPGPPFDL

SLLLHSSSSYSAEERRRRRRRAGERRAREDMGRRKFRLSDMMPNAWFYKLRDMRAR

GGRGATAMQPPSSSSLMRGSRAAQQQAGTWRLGTSSSSSSLLPHRASYYYTTRDREV

PPLPPPPPPRGVDDQFPSLTLSPPLPTRNSRRRHRVGRFGSTEMDGGELVLAPSDDHD

GCSHQEPPVADASGSSRCRRDMFIGRDGGRGVEFRRRATTVDGPEEDAAVDVKVITSD

ADIIIDLGADDDDDTPERVLRPVVTRPARRELDWCEPAEVKHVDLAELMTPRASSASASS

EKSISTGKPRRSSVSSRRRLKTRTNSPRLAACRKGKPTARATTTTPTQPPLAHSFAVVKT

SSDPRRDFLESMEEMIAENGIRDAGDLEDLLACYLSLNSGEYHDLIVEVFEQVWTGLAA

ACGVMP* 

 

>OsOFP23  LOC_Os05g44090 

MGWGIRRQPQQQAAAAAERGGGGKGKAAAFSFSPLSWIAKLTARSSHGKCGGAKHAP

AASMAGPSCRLPKRAAAAAASSSSVVAAVDDVAAGRSSPPRRSPVDVAPRRLSVGNDS

AEAVARRLCQQQRRRRRHCSLGGDRDLPPLGHLIPFSLAGSPASQPPENAAAAAAGGA

TPSDTDAGAKLRTRRHRRRAHRRRRSSLGGSGRRSFSVSGRMPAVRIRPPRAAASAPE

LERLAVVRRTRDPQRAFRESMVEMIASSGGSIAARPEELERLLACYLALNADEHHDCIVK

VFRQVWFEYINLHLHLSRRRRARHC* 



 

>OsOFP24  LOC_Os07g48150 

MSDSCKMPLPLFHRNISLLPLAANFSVIKSGVQPRCTHCSSAHPHSPRPHCLTAAAAAT

MPLLSSWLFHKLRRRRSAARGEPDVVEAASKKQQPPMAAAAAAAPCSPSPNRASYYF

ASRERCLPPARAATDNHKLRDTRFPRSPQPNDDIVFDVVAVSASPARGQFDGMKAMPE

LKLRPILTKRATAKNDGDEGDALDSGTSAAASPTSRVRRFVHHAKPSSGRRKGRVAALP

ADATSRRRRRRRRCRWLYESLVVVKESADPEEDFLESMAEMIAANDVRSPRDLEELLA

CYLALNAAEHHRAIVGAFRRAWLHAAAATAAPPSPSPIK* 

 

>OsOFP25  LOC_Os08g01190 

MVNRKKKKTKLGITSLLFSSSSSSGRDTSTTTSGLPYSYSSCSNMSSSSSAAAAAWQW

PSCKQPRTLSFRQQQQTMMKTMNSAYLSAGFSFASRDSHSSTCSCCRSRTASDASAS

ADAVTRALRSDRLFFDPDASPAAAADLKLNKAKANKTKKKVEAFGGATAMTIESSNPYR

DFRESMEAMVTSGGGGGGADDWRWLEEMLGWYLRANVKSTHGLIVGAFLDLLVSAAA

SPAASSSSSSPAAKGKYSSCCSACSSSSIKLEEEHQLRHY* 

 

>OsOFP26  LOC_Os10g29610 

MAGCLPTAGLRRALTLPSPSPAAAVGHEEGSSTSAASTTVGTGVAPVVVVGVDLVPAFL

DDLDPPLYLDDVEAEADAGGLSTAIASRRLFFESPGRSNSIVDSAEHPAAAAAAVVPRGN

GGASTSSSSSSGRPAAAPSRAAAAATGKGVRVCGDEQARPVPVSTAAPREEFLKSMTE

MVDAMGLDVARRGGDRARLHELLLSYIALNDRDALPDILGAFTDLLLALNAHGPAATPAD

GVVRERGGGGDARRKA* 

 

>OsOFP27  LOC_Os10g38880 

MKVMTLRRGGAGAGIRIKKKARGFMCGGCGGSKAVSVSDGSDKQSPMATPPPNTSST

TTTTTTGSAGNKTTAAAGSSSFSPSYDYDYVDTDADTSVGSTPSVAALLRQLGELERSV

RSLQGAVAEGRGAKNDGRGGGRRHRRTVSDGGGGGSGRVEESVAVVKESADPLFDF

RRSMLQMIVEKEIVGGAELRELLHRFLPLNSPHHHHVILRAFAEIWEEVFAGYERTPDFLV

SSRHRRPTKKKLPASYTAADDDDDDSWNAA* 

 

>OsOFP28  LOC_Os11g05770 

MAKKKGFTSIFSRLLVVTGGGDDERGGGAAATTSPSPPPWPWPSCGNRPRTVSSRRD

GGCSTSAAAAASAAAARRIAGEMYKTVNSVYFDYSAADGYSCFDDDDGRVVDDDDDG

DSFSTTTASEEWSEAVIRSLGRTSTDRFFFDPGPPTNSILAAAAVPETKPVAAAAVFHDE

EKEKLPEPPASLVEESVAVAVESEDPYSDFRSSMEEMVAAHGLRRWDALEELLVWYLRV

NGKHNHALIVAAFVDLLVGLAAAATTTGTTPTTTTTTSSGRSTASTSTACDITTTTTITTSS

ATATMEPCPCGGGSSDDLEEEEEEARVMISLGASSCSLAPSTFANS* 

 

>OsOFP29  LOC_Os11g05780 

MSTSMARRGGGGGGGGGRHQFPVGRRRRHVPVVDSGCGCRPRRPRLLSLASFIWPS

SMSSACKQAAAAAVAVPARVGGGGSKSKSSPYYFRSSSSAASFSSSSAATTYSTASYYS

SSRGGGGGAKKKKQEEEPPYLAPPKGKAAAKSPSRRKKKTAEEDDGGGGVGVAVEKE

SSDPRADFRESMVQMVVEMGLCHWDDLRSMLRRLLALNAPAHHAAILTAFAEVCAQLA

APSPPPPPYGGHHRRS* 



 

>OsOFP30  LOC_Os12g06150 

MGKKGGLTSLFSRLAVAAADSPSCAKNPPHTASFRGFYYVDEPCTTAGGGGGGRSPAA

GRLRKGGDEMYKTVNSVFFDDSADAAHAVADGCAFSGEDDDDDDRFSTTTAADEEWS

EAVIRSLGRRTSTDRFFFDAGPGRPAATNSILATVRPRRPPPPPPPPPPAEEEKEKAAAE

AAQLPGKSSSTSSSQLVEESVAVAVESEDPYGDFRASMEEMVAAHGLRDWDALEELLS

WYLRVNGKHNHPLIVAAFVDLLLALAAVPSSSSSDTTTTTTAAATTTTSDTSCSTASTSTT

SNGATSVTAAATAAEQCGGGGGGGDEEAGCSSSSSCCAASDHDHEEVSAIS* 

 

>OsOFP31  LOC_Os12g06160 

MSTAASRARRGGGGGGGRHFPVGGGRWRHVPVVDTGCGCRPRRPRQLLMSLPSFLR

PSALKPPVPRSTSSHSSSFFPSSASTASFSSSSAATYTTTYSSSSATNQYPYYGKAAAAA

AAPVTVTTNNHGKSSSSSSSSSAAAAARRRPSRKKRYEKMAAAEEEEDVGVAVEKESS

DPRADFRESMVQMVVEMGLCGWDDLRCMLRRLLALNAPRHHAAILTAFAEVCAQLAAP

PAPAPPPPPQPTAAYHYHYYHY* 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Capsicum annuum 

>CaOFP1  PHT93985.1 

MSSKIKKWNFGKLCISNGAGCSGCNKPNLADIVEPKPKIPIQTNPSSNNICHTSTNSCEIN

GHVYSMADDKNDDFDQDDQTSTTFSIDISSLSPPSSYQNENNLSQSEANSGSRVCTCP

EIDNTFVVVTNSDDPFQDNHISKPFSITNIDSLSALNFDQNYGTNFSQSETNSEVKISTCQ

KIDVGLIVAKNLDDPFHDHHTSVTLSNKTKPLSPSKSKQNDDINLSRIEVNSESKVNTCSK

IGSSLALVKNLDNPFHDNHTCPTHSFNTKLLSPPSSNQNACTNLSQSETNSESKIDTCPK

TSNTLAVVINSDDPFQDFKKSMLQMISEKEIYSSEDLEELLNYFLKLNSPSHHYIIIQAFMEI

LNND* 

 

>CaOFP2  PHT95520.1 

MSTTHRRRRIILSNVTVKLGCSSXXXXXAAAFAEGFGRIGGESVAVEKDSDDPYLDFRQS

MLQMILEKEIYNKDDLKELLNCFLQLNSPYYHGIIIRAFTEIWNGVFSLRPGVAGASSPFLH

GGEGHVTYM* 

 

>CaOFP3  PHT95521.1 

MKLSSLFKNSSQTSSPWPWPLPTCTKPKTLSFRLNKDDDDNNNNIFNSTFHLDNDNDT

TSYSLDEFFSEVDETSFSTTTTINGQDCIEKVIKGLRLEKERLFFDFQESNNIINTSTSVDN

IDISFVPIFDKESAIVMGLDSKDPFVDFRESMEEMVEAHGVQDWESLEELLTCYLKVNCK

SNHGYIVGAFVDLLVNLGTNSNDDGVGGLSCADSSVLMSHPFQFLQKYTSFGESNTHP

STLGASDSTMMKSVNEEQCVSSSSTTTSHNSFTSPLSFCSSSTSSSSVCLSLLEEEDEV

IQRKKQC* 

 

>CaOFP4  PHT90291.1 

MKWGKKKTSSSLITNVFPVSWLSKFKQKKDGNSEYQEAAKMKHKGKVNLTSFTSRSDV

SLKEGRFYDDDPYWRLSFTENNFEAHHQNQQIQNPLWCGSYDECDQDSTWNSKSILG

EEKQKFNDMVSRKIREKPKKMLISQSEAEFSNRRRNSIRDEKLRKLSRRALEERIAENAR

EPDPEEETAAEVIEKDIFEIEPENEKVVRRGKVKSTAYNTRKMRSLSKKDSSLNSIEESCM

MLKSMNLEEEAGALSEEEFESECLEMKEMRIKETSEKSGYQQRKSVYINQKRRRKHGV

KVRAYSPRTTAKMECRIKALEDVKKAKMKMRQKTKEKMGGDRTVFDSYAVMKSSFDPF

SDFRDSMIEMITQRGIKNSEELEELLACYLTLNCDEYHDLIIKVFRQVWFELKPVNIGAEL

QKCRCSDD* 

 

>CaOFP5  PHT91194.1 

MGKSLKLRFSKVIASFNSCRSKEPSSVPQNPNFYPSHTTNNSKLSTNPNTPYEPEFKW

QKEEKFHVISSSFVSEEEEEEEQCEEEEIHLAIKPPTTPPRFSTHHVEKTEKKKRRVKKT

KTRSRAIRMSTSSAEEYCRTESEEETETLVSSSRSFDFSSDDDSSTDFNPQLETICETATI

RRRYKRNGNTKRRVKHSRPSFSSSKGRRSSVSTSSDSELPARLSVFKKLIPCSVDGKVK

ESFAIVKKSQDPYEDFKRSMMEMILEKEMFEKNELEQLLQCFLSLNGKHYHGVIVDAFS

EIWGTLFLGNSNNNDGNDRGRRKSSHSHPPAAVCRMSL* 

 

>CaOFP6  PHT85943.1 

MPKILQKKFYHCFPNFKCLPTLLSLPLDETHEEEKITDEENTFKNFNSVFNIIPSDSTTASK



SLTNSSTTTTEAEEEEEETDNHNYIFSSFDDSDYSDHSDSNNIPDFSNIFASQRFFFSSP

GNSNSIVDFPATTTSLSPENTKVVNGGVAVQRYSPDPYSDFRRSMQEMVEAHELKDVK

DNWEFLHELVLCYLNLNPKHTHKYIIGAFSDLVVSLVSLEEGKMTEGTARS* 

 

>CaOFP7  PHT88768.1 

MPKQLQKTLSDYLSKKKNKSTAPQQPAVSTVKTLSSPTNWWFRGCRHPKTPSFSAIDH

KEKNVQAKNDAATLADVDRFVFENFKSFYSKDDNSETEGNKISNSNIVKKGKKEEIIAQN

NEENAGGSKSLSESPSVPRSRRFFMAPGSLSSLIEVAARASMTISDDTGSTSAITTTNTT

NETVLNPDDFITLVTYSPSPYDDFRQSMQEMMEARLNDQGKINWEFMEELLFCYLNLND

KKSYKYILSAFVDQVIVLRENSGRVPAISRSVRTLDGELSKRNM* 

 

>CaOFP8  PHT84793.1 

MLSRIAKILLVSSHPEVYEPCDDSFALVDALVADRINLLQHQPSICMEIDINPHALRVTSET

VDAHGVYAELVNIDISSGLEKRLTGLVDVMVVNPPYVPTPEDEVGCEGITSAWAGGEDG

RSICWRFSSILFRLNISASSLLLLKGIVFLDMTRRFKLKLSMPSFRFCRSNKASFLPKSPLP

ISLYKFSNGSILDNSPVPVPPSTPHHYSAYIFRKDHNLAHKTYNSPSSEYSDHDNNNMRR

RRSRNSKLNMSFSSADSGWLNFTSECDDEKPNDETESFIFSPSFESSFDVDYPMDPLT

GTMNRTKKNNNAKVRRLKRYLSNSFKDSVTKASVVERLMPSCMADGKVNESFAIVKKS

ADPYDDFKRSMMEMILEKEMFEAKDLEQLLLCFLSLNSRHYHAVIVEAFTEIWEELFDKS

FEVSGSKDPKISMNNHT* 

 

>CaOFP9  PHT82131.1 

MSTNKKRFITRSVTIKLGCSSSCIRPKFSSIFHPKPRQHKKTTDEKTNNYANAEKTVEGF

GRIIGESVAVEKDSDDPYVDFRQSMLQMILEKEIYSKDELRELLNCFLQLNSPYYHGIIVR

AFTEIWHCVFSVNLGVSGADSPFL* 

 

>CaOFP10  PHT82132.1 

MKFPSFFKIQETCPFIPCENLKTPSLRVENNHNIFNSQRFYNNVDDDEIVENVIEELKEVK

ERFFIEGGGKTSSILEVSSSKNNDGSNTSEFQPCSDSSSVMMMIDSMDYFDNSKKLKG

KWVEANQGIQTSSILEVGSSSKSDDISSKRFEFVPLNDSSFVMMDSMNPLGNSNKSMK

EMVKSSSKNNNSSSIGLKFMPFNDSSVIVLMNSVNPYEDFKKSMEEMLEENQQIKDCEK

CLEELLIWYLKSNGENNYRYIIDALSDLVNDYNSSTNATSCSHSFTNSPFFDSTPSVSASS

PFLSLLEAEDEIVDEITTRRFSV* 

 

>CaOFP11  PHT82493.1 

MAKKLKICSIFKRKEQPLLAIATWQWPSCTHSKTLSFRGDDNIFKTINSIFFDPFDGIETPQ

SSSSNSISIDEEIIKGARSERLFFKPDATSSIVQQHEEEIQENDDLPFKESIILAMESNDPYL

DFKISMKEMVESQGIKDWDNLQELLAWYLKLNGEINHGFILGAFLDLLMELVFPITTPSIIS

DNSTTSYSSAASSSFSCPSSPLSSLGQKEIEEQEKGKVP* 

 

>CaOFP12  PHT79195.1 

MEEKVEANQEIKISSILEEASSSKGNNNSGNGLEFQPFNDSCVIADMDSVKPYRDFKKS

MEEMLEANQETKDCEKFLEELLIWYLKSNGKIILGILLMHFFIC* 

 



>CaOFP13  PHT79899.1 

MCACCTNTSLTFIYTPYLHTHLFHDTHTTKRNLLQMVNHKTKKMLQRQRNRVSFSANMP

DDVRGAIADSICVVKYSMDPLTDIRESIKEMVKIVGIKDWKEMEELVYCYIVLNSKEVHSFI

QEAFLSLCT* 

 

>CaOFP14  PHT80370.1 

MGNHRFKFSDMMPNTWFYKLKDMSKTKNHKTPFSSTSSKSQFSQPRSSFSYTRKSIRV

DKIYNSHAAYTFLDPPRKSSSSSKKKSKRKTIYKPSPKHIPSSITSSNNNYASVSNKLGSA

SSVSSTEDNKFPELDFLNSPSSDWPNTCSCHFTSSSTDIIIDVNDIARSNIFNNIDTAYAEI

SELDQLPPILTKQSSSIKNIKQDDNAKPRREKEPTNKVGSPVSRKHYLSNSSGVRLRTNS

TKIASKRNSVSSKRRSKAKKEKCSTSTGTSFAIVKASIDPEKDFRESMIEMVVENNIRASK

DLENLLACYLSLNSNEYHDLIIKAFEQVWFDLSDLHL* 

 

>CaOFP15  PHT76741.1 

MQNSKAAAAKKQKLKGCSALCCSCRLSVSSSSEEVESSSSGRYPTISSLTHAMVQERL

DKMIREREEAKNEERRRRRAERDEKTKFIVMIAMEKSSYDPREDFRESIGQMIMANRIC

DPKDLRRLLNYYVSMNAEEYRGVILEVFHQVCTSFFLSCKQSSSHQV* 

 

>CaOFP16  PHT74641.1 

MKVSKGSKTHRSNKESNLVKSCSSNSGWFSSEGENGETEDAIFSLSSGYFSESFRRKK

YNQKSWETSRCSSELSANSVSTALSENRANGRAESNLNESKWVKSINGLDFAASRTEQ

NRGKVSRSARKTAGTYRKKYNQASSVMSRSSSELSMNSISTTLIEEMTNKRVGSNLNEL

KQLKSINDYYFPTSKTEQNRTTTSKTARRTAEKQTRSGGRTHRKIIPVENFDYYNECTSD

TRRRTTKSHRIIKKLRSINSDEMGKFTIVVDGRIEESIAVEKNTSDPYSDFRTSMLEMIVEK

QIFGIKDLQRLLHCFLSLNSPSFHNIIFEVFSEICETFFN* 

 

>CaOFP17  PHT72525.1 

MPRNTLGTNLNLCFTKLKRPLPPQSANHNSNEHHSSLHFCNSITNFNSLYNLSLDCNSNI

PTSSSSTNYSTTISEESDYIYELATTPDLATVYASQRFFFSSPGHSNSIIDSSSSSMSSSLT

STLSSVEPRESDALVVDGSIAIPTYSPDPYLDFRISMQEMVEARGLTDIRGNWDLLHELL

MCYLTLNPKSTHKYIVDAFADLIVCLMTSKSSQHLDPCAGSTSKCSQKCILDYKNPS* 

 

>CaOFP18  PHT70189.1 

MGNYKFRLSDMMPNAWIYKLKDMSKVSSKSKGHSHTTSSSSTSSQHSSLNLQPDKKR

QPPHKLCCQRKSYYISRNLNPSETFPHNPVSSNSPKASDNFHFTEPPRRSSTKKRSVN

RRRNSSSPKLVTSSVSASCSGRASIKSVWTKADSNTPEEYPNSPHSSSSSSMSSSLSLS

SDKIQAPKKLDPVTSISPSCIKDTDNLDQKFHSISKIDLPPIITKSEKFDQNQIIIKQEQSIAR

RASSGVKLRTNSPRITNCRKIQASRKSVSSRRTSVTESFAVVKSSRNPQKDFRESMVEM

IVENNIRASKDLEELLACYLSLNSDEYHDLIIKVFKQIWFDITKY* 

 

>CaOFP19  PHT71118.1 

MVEANQGIENSSILEVGSSSKSDDSSSKGFEFVPLIDSSVLTMNLVDPLGDSKKSMKGM

VESNHKTKTSSILEVASTLRSDNNISNGLKYLSFNDSFVLALMNSVNPYEDFKKSVEEML

EVNQQTKDCEKCLEELLIWYLKSNGKNNHSHSFTIPPFFGSTPGVSASPPFLSLLEAEDE



IVDEKILCVIS* 

 

>CaOFP20  PHT71146.1 

MKLPSFFKIQETCPFIACGNLKTLSFRVENNHNIFNSQRFYNNVDDEIVENVIEDLKKEKE

RFFYEGGERTSSILEVSSSKNNGDSNTFEFQPFSESSCVTTRMNLKDPFGNSKKSKGK

MVEVNQGIEISSIREVGSTSKSDDSSSKGFEFVPLNDSSILMMDSVNPLENSKKSMKEV

VESSSKSDYNSSNGLEYLPFNDSSIIALMNSVNPYEDFKKSMKEMLEANQQTTECEKCL

EELLIWYLKSNGKANHRYIIDAFFDLVNDYTSSINTTSCSHSFTNSPFFGSTPSVSATSPF

LSLLEADDEIVNEITMTRRFSL* 

 

>CaOFP21  PHT71148.1 

MNSVNPYEDFKKSMEEMLKANQQTKEYEKCLEELLIWYLKSNGNRYIIDAFFDLLNGYT

SSTNTTSCSHSFTYSPFFGSTQSVSASPLFLSLLEAEDEIVNEIATTRRFSL* 

 

>CaOFP22  PHT71152.1 

MDSVNPSGNSKKSKKEVVESSSKSDNSSSNGLEIILFNGSSIIALMDSDNPYEDFKKSIE

EMLEANQQPKDCEKCLEELLIWYLKSNGKANHRHIIDAFFDLLNGYSSSTNTTSCSHSFT

ISPFFGSTPSVSASPPFLSLLELRMRVLMRLQQHEDSRFNLIGGI* 

 

>CaOFP23  PHT69076.1 

MSSKNKKKWNCMITSNGKSNCGCTKPKLSEIIDPKPKQKQKQKPEHISTNLPAKIVGSVA

IVKDSNDPYEDFRRSMIQMIMEKEIYKYDDLNELLNCFLELNSPFHHDVIVKAFMEIWDN

GKNFNKEGGGGGSVD* 

 

>CaOFP24  PHT65371.1 

MGKKMNLGSWQWPSCAHTKTLSFRANANNSNNIFKTINSIFLDPCSTDHHQHGVVETE

TTPESWFTNSSESASFSTESDETGEPLMELIIKGVRSERLFFEPNCTSSLILDEQKVNQD

QNQNQEPKKLEQEEEDDVDDDDQELPFKESVALAMESEDPYLDFKKSMKEMVETNEIK

DWESLQELLRWYLKMNGKINHGFIIGAFVDLLIEVSPPTCDSITCYSSAASSFSAPSSPLS

LVGNKEIEEQEKGSSSS* 

 

>CaOFP25  PHT62009.1 

MFGLFPESACCSTCPEEALEMAKQALASRRLSFEENDSCSVLSMAGFPFKDCVVLAVD

TENPKMDFMHSMEQMTKAYGGWEGEMDWGFMEELLTWFLKINDIKNQHFIVAAFVDLC

LVPS* 

 

>CaOFP26  PHT60812.1 

MTNSKIKKFNFDKEFSNFDYKGLFSSDEESEDEEFDNNTLFSSRSFSNSDSSEYSSLGX

AALAVVKKSKDPYGDFRESMLEMIMENQIFGGKELENLLECFLKLNSKYHHGVIIDVFTEI

CEALFSSLS* 


