S5 Table. A list of amino acid sequences of DUF26 used for constructing phylogenetic tree

Single DUF26 sequences

AT3G04370.1 NYSNQNLFLRAQALSSFLRKLESESSRSKFLKTLVGNEKHAVSGWFQCREDYPSEICHKCVGDLREISSRSC
’ GNATSARIHLRGCHLIYK
AT3G22030.1 GNVNSFNKKTTEFLYKLIGKADRLDVDGINFLYYAAGEMRLGKQTLFAMVQCAKDILSCKDCLEWSIKELS
) KCCDGKQGARVVGTICNLRYELY
ATAG20530.1 KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
) VSGLRRRCPRNKGAIIWYDQCLLKIS
ATAG20540 1 KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
’ VSGLRRRCPRNKGAIIWYDQCLLKIS
ATAG20600.1 NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
’ GILRKFPQCCDGKRGGRVFGTSCNFR
ATAG20630.1 KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
’ VSGLRRRCPRNKGAIIWYDQCLLKIS
ATAG20650.1 KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
’ VSGLRRRCPRNKGAIIWYDQCLLKIS
AT5G41280.1 CNDSSGNFTRNTTYNTNLNTLLSTLSNQSSFANYYNLTTGLGSDTVHGMFLCIGDVNRTTCNACVKNATI
’ EIAKNCTNHREAIIYYFSCMVRYSD
EFJ04200 NVNSAMVVLSSHGSSTTVTSGDGKSRVFGLRECRRDMSAEQCNTCMAVATKNLHRETCYARFDTFL
EFJ10327 SFSPGSAFERNLDAALQSVISSSRSSPSAALGASPDVAYARGECYNNLSPQDCVLCLGMANQTIRGQAPR
TIGARLFSNSSDYSCYLRYENY
EFJ12758 NTSLGSPFQQNWLDVYQVLLDHAPQAVSSEFSHGQSPNTVSGFALCIKGSNCKGCLQTIKANLDRAAPL
SKGARLCMKTSTDVCYMRYEAY
EFJ12964 ESSEDSPFEKNLASAYESLLSPSQESPRQAQAGDDPDTVYGYAACFEGNCEDCLATCKNYFTQVAPHAV
GARLCLKSGSDACYLRYENY
RTYARGSVYGSNLNLLFDRLITTTGYDHVGSGSNRVYGFSECYGSPNCRSCLLAAVNSIRSAAPRAIGARIC
EFJ13641
KALCYLRYENY
EFJ13924 NTSLGSPFQQNWLDVYQVLLDHAPQAVSSEFSHGQSPNTVSGFALCIKGSNCKGCLQTIKANLDRAAPL
SKGARLCMKTSTDVCYMRYEAY
STPYATNQNRLLDILKDTGSDSFIYTSVGDAPYIAYGRAECYGNCGNCLVEARNTIKNAVPQAVGARLCT
EFJ15639
DDCYLRFENY
EFJ15855 NTTEGSPFQKNVETVLNFFYEHNPPNGFATCLGYGDFPNTVYGHTGCYNMSDQPSCSECIKKAYQGIQ
QNAPYTLGGTYWINETEIRCRLRYENY
EFJ16456 NVNSAMVVLSSHGSSTTVTSGDGKSRVFGLRECRRDMSAEQCNTCMAVATKNLHRETCYARFDTFL
EFJ18708 KTTEGSPFQKNVETVLKFFYEHNPPNGFATCLGYGDFPNTVYGHTGCYNMSDQPSCSECIKRAYQGIQQ
YALYALGGTYWINETESRCRLRYENY
EFI22561 ESSEDSPFEKNLASAYESLLSPSQESPRQAQVGDDPDTVYGYATCFEGNCEDCLATCKNYFTQVAPHAVG
ARLCLKSGSDACYLRYENY
EFJ22969 CSDESIPTGSTYWTSLNQTLTDLIQNTAYANNMTYSVKNGGDDVSAYGQAQCFNMVGNPGMCKSCVE
DLVRRAWRECGDAIAGMLMLKDKCTIRYQD
RTYARGSVYGSNLNLLFDRLITTTGYDHVGSGSNRVYGFSECYGSSNCRSCLLAAVNSIRSAAPRAIGARIC
EFJ28936
KALCYLRYENY
EFJ30128 RKTTQGSQFQKNVETVIQFLYEHNPPNGFASCLGYGDFPDTAYGHTGCYNMSDQTSCASCIQQTYSEFQ
QLAPLAVGGVLWTNDTSNRCRIRFENY
EFJ30567 CSDESIPTGSTYWTSLNQTLTDLIQNTAYANNMTYSVKNGGDDVSAYGQAQCFNMVGNPGMCKSCVE
DLVRRAWRECGDAIAAMLMLKDKCTIRYQD
EFJ32980 NTTEGSPFQKNVETVLNFFYEHNPPNGFATCLGYGYFPNTVYGHTGCYNMSDQPSCSECIKKAYQGIQQ
NAPYTLGGTYWINETEIRCRLRYENY
EFJ33692 RNTQPGSAFQRNLSNVYRRIINGATFRQGSISYNAGVDPDRVYGFSACFGGFTAPGDCVQCLVDIRANF
DSVAPLAVGARMCSRNGERTCYLRYENY




LYSFGDPFGKNLGLVLDDLLGTTPGRDFKDYTAISPRPSRFVYGHAKCRHALSAGECGVCLKGVAAALAD

FF33923 QCGNAVGGRAMFVDCFMRYEAY

EFJ37042 RNTQPGSAFQRNLSNVYRRIINGATFRQGSISYNAGVDPDRVYGFSACFGGFTAPGDCVQCLVDIRANF
DSVAPLAVGARMCSKNGERTCYMRYENY

EFJ37434 LYSFGDPFGKNLGLVLDDLLGTTPRRDFKDYTAISPRPFRFVYGHAKCRHALSAGECGVCLKGVAAALAD
QCGNAVGGRAMFVDCFMRYEAY

Gnk2 CNTQKIPSGSPFNRNLRAMLADLKQNTAFSGYDYKTSRAGSGGAPTAYGRATCKQSISQSDCTACLSNL

VNRIFSICNNAIGARVQLVDCFIQYEQ

LOC_0s01g36500.1

CGASNYTADSMYRLNLDGMSASLFPEGAGGSGGGIFVRGSSGADPDKVYAVALCRGDVDDAPACSSCF
DAAFRRAMQLCPRSKDATIYYDECLLRFSD

LOC_0s01g38910.1

CSLSGGRYGQNTTYEDNLKALAARLVGVARVSNFASHTVGSAPDAAYGIALCRGDYTGDECANGLRKAF
ENAVENRLFCDRFRDATIYYDQYMLRFS

LOC_0s01g56720.1

GRVVAQCAAGVAPADCVQCLEGAAREMPRCFREARREEQGEGVGIVVSDDCVLRFD

LOC_0s01g56840.1

TGSNGTAFRANLLTLLASLPDQAAPTGFASMQAGAGGRAPGGDDDDRAFARGSCLGDSTPSQCRDCL
AAAVIDVAEGCGADTRRAGAWLSGCYLAYAD

LOC_0s03g19840.1

NGKTRRRSINSVVSDLVAKAASNGGFATSSAGKGNNVFYGLAQCRGDVSASDCKACLVEAANYTLSFCH
YASDSRMWYDYCFMRYKN

LOC_0s07g35190.1

YAANSTYEANLRYLAATLPAKVMNGSSSSSVDVLAGERPNLIAASASCNSSSSEYHDCGACVAEAFRCAR
RLCPYSRHAVVHLGGGACSVRYY

LOC_0s10g10540.1

CTSTAAGNYTQDGAYAANLGRLLAMLPNETVSKNGGFFNGTVGNGTATVYGLAMCAADFSRADCMD
CLVAAGISAGGVVKRCPGSTTVSAMFDQCLLRYSD

LOC_0s12g41510.1

CSTTGNYTVGNQFEKNLDQLLSTLATAATDDGWFNTSSVGTGTAYQVFGLIMCHADYNATECKKCLAG
APAGIKQVCPGSRTVKANYDACLLRYSD

PTQ30062

RNGTAYQHNVRSVLSKLMAKVQSRPLFDVWDEASDAYDNSETAYGVAGCNTVTPEECRYCLQYIVTNL
QQWCPKDPLSAKIVLKDCYLHYDRY

PTQ32071

AVSACIDSLTEEPMDKKTASAEVKTPDKVVYCSMDCKQNLTLQECQACLQTAKLLRENYCPRAVSASSVI
GICSLMHET

DUF26-A sequences

AFP1

CSGSSYAGSSKAVANINSVLADLVASASSTGGYATSTAGKGNNSIIYGLAQCRGDVSASDCASCLADAAK
QLPSTCSYSSDARIWYDYCFMRYEN

AT1G04520.1

QQFSDPSGLYSQALSAMFGSLVSQSTKTRFYKTTTGTSTTTITGLFQCRGDLSNHDCYNCVSRLPVLSDKL
CGKTIASRVQLSGCYLLYE

AT1G19090.1

SSITDVSPPIYVFLQCREDLSVSDCRHCFNESRLELERKCSGSGGRIHSDRCFLRFDD

AT1G61750.1

CYTSGNYTPNSSYKSNLDTLISVLDSQSSNKGFYSYASGSSPTTTVYGSYLCRGDISSSTCETCISRASKNVFI
WCPVQKEAIIWYEECFLRYSS

AT1G63550.1

CNPTNNFTQTSSYETNRDTLLASLRESSSLGHYSNATEGLSPDTVHGMFLCRGDITTASCVDCVQTATTEI
ASNCTLNKRAVIYYDECMVRYSN

AT1G63570.1

CSVDSFTQTSSYETNRNILLTTLSLTSSLVHYLNATIGLSPDTVYGMFLCRGDINTTSCSDCVQTAAIEIATN
CTLNKRAFIYYDECMVRYSN

AT1G63580.1

PDTYQSNRNTVLSTLRNHSSLGSYYFNATAGLSPNTVYGMFLCIGNISKTSCSNCVHSATLEMDKSCESH
DTSFMFSDECMVRYSD

AT1G63590.1

CTQFDNVTRTSSYLSNRDTVLSTLRNRSSIGSYSNATAGLSPNTIYGMFLCRGDLNRTSCSDCVNATTLEIY
KSCFYRKSALVISNECIVRYSN

AT1G63600.1

CNQFSDNFTQTSTYETNRETVLSSLRLRSSLGSYSNATAGISPDTVRGMFLCRGDISETSCSDCVQTATLEI
SRNCTYQKEAFIFYEECMVRYSD

AT1G70520.1

ETAYVPNFVATMEKISTQVQTSGFGVALTGTGPDANYGLAQCYGDLPLNDCVLCYAEARTMLPQCYPQ
NGGRIFLDGCFMRAENY




AT1G70530.1

CNNRTTTPQQRSLFVTNFLAAMDAVSPLVEAKGYGQVVNGTGNLTVYAYGECIKDLDKKDCDLCFAQIK
AKVPRCLPFQKGTRGGQVFSDGCYIRYDDY

AT1G70690.1

CSPAKFSPSSGYETNLNSLLSSFVTSTAQTRYANFTVPTGKPEPTVTVYGIYQCRGDLDPTACSTCVSSAVA
QVGALCSNSYSGFLQMENCLIRYDN

AT2G01660.1

CSQEKYFPGSPYESNVNSLLTSFVSSASLYTYNNFTTNGISGDSSSVYGLYQCRGDLSSGSGDCARCVARA
VSRLGSLCAMASGGALQLEGCFVKYDN

AT2G31620.1

CINSEGKYKAKNSYESRLKDHLDSMSNILDYGFIHGVGGADSSTYYIKAQCRGDASESKCRSCLFTAFSGIL
RRCPNNRGRIWYDNCFLYIS

AT2G33330.1

PSGLYSQALSAMYGLLVTQSTKTRFYKTTTGTTSQTSVTGLFQCRGDLSNNDCYNCVSRLPVLSGKLCGK
TIAARVQLSGCYLLYE

AT3G21960.1

CINGEGTFKSGSPYEKEIKQLIDFLSSFIKDYSFVHGVSGIGPDDINVKFQCRGDTLQAKCRSCLATAFSEIR
SKCPNNKGRIWYDNCHLDL

AT3G21970.1

CNNTQGRYTHGSTFEKNLNQVLHNISNLDLRYGYAYVSNVVAYKVSKDPNIVFVLLQCRGDSFGSKCHS
CLSTAVSGLRERCPGNRGATIWYDQCLLEIS

AT3G21980.1

KCNNTEGKYSHGSAFEKYINLALRAIDSDNYLNGFAYIERGEDPNKVFVMYQCRGDSYGSKCKSCISAAIS

AT3G21990.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT3G22040.1

CRVGQGKYHPGSRYEKDFDSLTSFVAANKFIDGFVHSSNSDGPNSTTIIFQCRGDSYKSNCRTCYDTALA
GFRKRCPRNKGGIIWYDQCFLDVS

AT3G22060.1

CSDIEGSFTSKSLYESNLNNLFSQLSYKVPSTGFAASSTGNTPNNVNGLALCRGDASSSDCRSCLETAIPEL
RQRCPNNKAGIVWYDNCLVKYSS

AT3G29040.1

CNNTQGTYTRGSTFEKNLNQVIRNISHLHLRYGYTYNSNVEAYEVSKDPNIVFVLLQCRGDSYGSKCHSCL
HTAFSGLRERCRGNKGAIIWYDQCVLEIS

AT3G45860.1

SSILTYSRNSTYFTNLKTLLSSLSSRNASYSTGFQTATAGQAPDRVTGLFLCRGDVSQEVCRNCVAFSVKET
LYWCPYNKEVVLYYDECMLRYSH

AT3G60720.1

CSPEKYTPNTPFESNRDTFLSSVVTSSSDASFNSFAVGNDSSSSSSSSAVFGLYQCRDDLRSSDCSKCIQTS
VDQITLICPYSYGASLQLEGCFLRYET

AT4G00970.1

CLSQQSNFAKSSQFSKNLDSLVSSIPSLKSNTYNFYSLSVGSISDQERVEAIGICNRVVNRVDCLNCIAQAA
VNLTTMYCPQHRGAYVRATKCMFRYSD

AT4G04490.1

EDFSPNTSYVENLESLLPSLASNVIRERGFYNVSLDGVYALALCRKHYEVQACRRCVDRASRTLLTQCRGK
TEAYHWDSENDANVSCLVRYSN

AT4G04500.1

NYGVSRTYLFSSLPSNVVSNGGFYNASFGRDSKNNRVHVVALCRRGYEKQACKTCLEHVIEDTKSKCPRQ
KESFSWVTDEFDDVSCSLRYTN

AT4G04510.1

SFPTNSSYQKNRDSLFSTLSDKVTTNGGFYNASLDGVHVVGLCRRDYDRQGCINCVEESIRQIKTSCSNRV
QSFHCNSDDRERVSCLVRT

AT4G04540.1

SFFNGNSSYAQNRRDLFSTLPNKVVTNGGFYNSSLGKSPNIVHAVALCGRGYEQQACIRCVDSAIQGILT
TTSCLNRVDSFTWDKDEEDNVSCLVSTS

AT4G04570.1

FNGNSSTFAQNRQKLFPTLADKVIINDGFYNASLGQDPDKVYALVSCARGYDQDACYNCVQSLTQNTLT
DCRSRRDSFIWGGNDDVTCLVRSSN

AT4G05200.1

CPNTTTYSRNSSYLTNLRTVLSSLSSPNAAYASLFDNAAAGEENDSNRVYGVFLCRGDVSAEICRDCVAFA
ANETLQRCPREKVAVIWYDECMVRYSNQ

AT4G11460.1

CSEKFGTFTPGGTFDKNRRIILSSLPSEVTAQDGFYNASIGTDPDQLYAMGMCIPGAKQKLCRDCIMDVT
RQLIQTCPNQTAAIHWSGGGKTVCMARYYN

AT4G11470.1

VFFRPNGNYDTNRRLVLSTLASNVSSQNNRFYNVSVGEGAGRIYALGLCIPGSDPRVCSDCIQLASQGLL
QTCPNQTDSFYWTGDNADKTLCFVRYSN

AT4G11480.1

FFRPNGTYDTNRHLILSNLASNVSSRDGYYNGSVGEGPDRIYALGLCIPGTDPKVCDDCMQIASTGILQN
CPNQTDSYDWRSQKTLCFVRYSN

AT4G11490.1

CNETGYFEPWKTYDTNRRQILTSLASKVVDHYGFYNSSIGKVPDEVHVMGMCIDGTEPTVCSDCLKVAA
DQLQENCPNQTEAYTWTPHKTLCFARYSN




AT4G11521.1

YFKPNGTYDLNRRRILSSLASKVTAHNGFYSSTIGQNPNQMFIISMCIPGTKPERCSDCIKGSTDGLLRSCP
NQTVGYVWPDCCMVRYSN

AT4G11530.1

FFKPNSTYDLNRRQILSTLSSNVTSHNGFFNSKFGQAPNRVFINGMCIPGTKPETCSDCIKGASDKISESCP
NKTDAYTWPDCCMVRYSN

AT4G20550.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20560.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20570.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20580.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20590.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20600.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20610.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20620.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20640.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G20670.1

KCSNTQGKYKQGSAFEKNLNLVLSTITSIGNFRDGFRYTEEGEDPNNVFVMFQCRGDSYWSKCPPCISTA
VSGLRRRCPRNKGAIIWYDQCLLKIS

AT4G21230.1

GNFTSNTSYSLNLNRLISSLPDLTPTINGFYNISINGEVNAIALCRGDVKPNQDCISCITTAAKQLVESCPNII
EANIWLEKCMFRYT

AT4G21400.1

CVASGGNFTANSSFAGNLNGLVSSLSSLTSKPYGFYNLSSGDSSGERAYAIGLCRREVKRDDCLSCIQIAAR
NLIEQCPLTNQAVVWYTHCMFRYSN

AT4G21410.1

CVDRGNFTANSTFAGNLNRLVSSLSSLKSQAYGFYNLSSGDSSGERAYAIGLCRREVKRDDCVSCIQTAAR
NLTKQCPLTKQAVVWYTHCMFRYSN

AT4G23130.1

CTNRISRNSIYFSNLQTLLTSLSSNNAYFSLGSHSLTKGQNSDMVFGLYLCKGDLSPESCRECVIFAAKDTR
SRCPGGKEFLIQYDECMLGYSD

AT4G23140.1

CPNTTTYSSNSTYSTNLRTLLSSLSSRNASYSTGFQNATAGKAPDRVTGLFLCRGDVSPEVCRNCVAFSVN
QTLNLCPKVREAVFYYEQCILRYSH

AT4G23150.1

CPNATTYSSNSTYLTNLKTLLSSLSSRNASYSTGFQNATVGQALDRVTGLFLCRGDVSPEVCRNCVTFAVN
NTFSRCPNQREAVFYYEECILRYSH

AT4G23170.1

CPNTTTYSRFSTYSTNLRTLLSSFASRNASYSTGFQNVTVGQTPDLVTGLFLCRGDLSPEVCSNCVAFSVD
EALTRCPSQREAVFYYEECILRYSD

AT4G23180.1

CONTANYTSNSTYNNNLKTLLASLSSRNASYSTGFQNATVGQAPDRVTGLFNCRGDVSTEVCRRCVSFA
VNDTLTRCPNQKEATLYYDECVLRYSNQ

AT4G23190.1

CTTDKGTFRPNGTYDVNRRLILSSLPSNVTDQDGLYYNGSIGQQPNRVYAIGMCIPGSTSEDCSDCIKKES
EFFLKNCPNQTEAYSWPGEPTLCYVRYSN

AT4G23200.1

TYFIPNSTYDTNRRVILSLLPSNVTSHFGFFNGSIGQAPNRVYAVGMCLPGTEEESCIGCLLSASNTLLETCL
TEENALIWIANRTICMIRYSD

AT4G23210.1

CIENRKYFTPNGTYDSNRRLILSSLPNNTASRDGFYYGSIGEEQDRVYALGMCIPKSTPSDCSNCIKGAAG
WLIQDCVNQTDAYYWALDPTLCLVRYSN

AT4G23260.1

CDNTTGTFIPNSPYDKNRRLILSTLASNVTAQEGYFIGSIGIAPDQVFATGMCAPGSERDVCSLCIRSTSESL
LQSCLDQADAFFWSGEETLCLVRYAN

AT4G23270.1

CSVTTTFSSNSTYSTNLKTLLSSLSSLNASSYSTGFQTATAGQAPDRVTGLFLCRVDVSSEVCRSCVTFAVN
ETLTRCPKDKEGVFYYEQCLLRYSN

AT4G23280.1

CSITTTYSSNSTYSTNLKTLLSSLSSRNASYSTGFQNATAGQAPDMVTGLFLCRGNVSPEVCRSCIALSVNE
SLSRCPNEREAVFYYEQCMLRYSN




AT4G23300.1

CIENRKYFTPNGTYDSNRRLILSSLPNNTASQDGFYYGSIGEEQDRVYALGMCIPRSTPSDCFNCIKGAAG
WLIQDCVNQTDAYYWALDPTLCLVRYSN

AT4G28670.1

CNNGTVSNEEAYRRSYQINLDAIRGDMRHVKFGTHEHGDPPERMYVLSQCVSDLSSDECSLCWSRATD
LLSQCFPATGGWFHLDGCFVRADNY

AT4G38830.1

CSNVTGNFTVNTPYAVNLDRLISSLSSLRRNVNGFYNISVGDSDEKVNSISQCRGDVKLEVCINCIAMAGK
RLVTLCPVQKEAIIWYDKCTFRYSN

AT5G37660.1

CSQQKFSPASAYESNLNSLLTSLVNSATYSSYNNFTIMGSSSSDTARGLFQCRGDLSMPDCATCVARAVS
QVGPLCPFTCGGALQLAGCYIKYDN

AT5G40380.1

TFVEDMHSLSLKLTTRRFATESLNSTTSIYALIQCHDDLSPSDCQLCYAIARTRIPRCLPSSSARIFLDGCFLR
YETY

AT5G41290.1

CMKSSRNTTSNTTYNKNLNTLLSTLSNQSSFANYYNLTTGLASDTVHGMFLCTGDVNRTTCNACVKNAT
IEIAKNCTNHREAIIYNVDCMVRYSD

AT5G41300.1

CIDSSRNTTGNTTYNKNLNTMLSTFRNQSSIVNNYNLTTGLASDTVYGMFLCTGDVNITTCNNCVKNATI
EIVKNCTNHREAIIYYIDCMVRYSD

AT5G43980.1

CANQKSPDPTGVFSQNLKNLFTSLVSQSSQSSFASVTSGTDNTTAVIGVFQCRGDLONAQCYDCVSKIPK
LVSKLCGGGRDDGNVVAARVHLAGCYIRYES

AT5G48540.1

CNTNSNISASSQVSKNIDSLLATLVSKTPSKGFKTTTSSSYNNKEKVYGLAQCRGDISNTDCSTCIQDAAKK
IREVCQNQSDSRILYDFCFLRYSQ

AQMGRNLLTVLATLQDQGPAAGGYKSTSFGSMSDTVYGFIQCRGDISAQECSSCARSAVQILNSTCVRN

EFI11427 STKGGRIHPGNCFLRYED

EFJ16458 CGEEKFTNGSSYSTALDNLLATLITNAPVTGFFQSSVQSAELTLYGLLQCRQDMSRDSCDQCARDIGQAV
KSRCSSSLGAKIQLYGCFLRYEN

EFJ17937 CGEEKFTNGSSYSTALDNLLATLITNAPVTGFFQSSVQSAELTLYGLLQCRQDMSRDSCDQCARDIGQAV

KSRCSSSLGAKIQLYGCFLRYEN

LOC_0s01g23970.1

CNATAGNHTAVGSAYLSNLRALGGALSRRALATGFASGSYGAAPDEVHGLVLCRGDFTGGNCTDGLAS
AFRDAAAQFCPGAADATVYYDQYMIRYTN

LOC_0s01g26390.1

CQDSRGKYTSNSTYQANIQSLSSTLPAKAAAPSTGLFATRVAGNAPDTVYALAFCRGDITNASACAGCVA
SGFQDAQQLCPFNKAASLYYDLCLLRFAD

LOC_0s01g36790.1

MDDLNSNVSANGFGTSAVGTTAGLNPNAVFGLGQCYRDLSPVDCKLCFAEVRSLLPKCYPSAGGRLYLD
GCFGRYANY

LOC_0s01g38850.1

CSLSGGKYEPNSTYEANLRALASLLLAEARATAFASDSFGAAPDAVYGIALCRGDYAGDACAGGLRKAFR
DAIDHGVFCAGFRDVTVYYDEHMFRFS

LOC_0s02g43000.1

CSPSKYEPNTAFQSNLNSLLSSIASTASSGAAYNSFTAGGGAGPDPAAGTAAYGLYQCRGDLSPGDCVAC
VRQTVARLGAVCANAYAASLQVDGCYVRYD

LOC_0s02g50200.1

CSQGRYASGTQYASDVDSVLTSVANSAPYSPYANFTSPTSNSVVGVYQCRSDLPASVCTGCVRSAISRLSS
LCAWATGGAVQLRACFVRYGN

LOC_0s03g16950.1

AGNSKAVASINSVLTDLVAKGSTGGGFATSSAGKANNVIYGLAQCRGDVSTSDCQACLASAANQILTSC
NYQSDSRIWYDYCFMRFEN

LOC_0s03g16960.1

SKAVASINSVLTDLVTKGSTGVGFATSTAGKGNNVIYGLVQCRGDVSTSDCQACLASAANQILTSCNYQS
DSRIWYDYCFMRFEN

LOC_0s03g36650.1

CSATDSFAADSSFAGNLGRLVSLLEAKAPAIGFDIATVGVGGDGEDQRVHGLALCRGDVARATCAECIRA
AGALARRVCPSKKDAVVWLDACMLRYS

LOC_0s04g09780.1

CSPQNYTAGSAYGTSLRGVLKDVVDAAVSGGGYAVANDAGGAAHGLAICYADAPPEVCRLCLAMAAG
NLSLACPRAVGGAMLYNNCLLRYA

LOC_0s04g25060.1

CDTSAGTYKAGSAYESNLRDLAAALRADAAASPSALFATGNRGGAPDAVYGLLLCRGDLSVSDCFDCGT
RVLADVGRVCGGRHGRAKDVALVYNQCYARFSN

LOC_0s04g25650.1

CDTSAGTYKAGSAYESNLRDLAAALRAGAAASPSALFATGIRGGAPDAVYGLLLCRGDLSVSDCFDCGTR
VLADVGRVCGGRHGRAKDVALVYNQCYARFSN




LOC_0s04g45460.1

CSPSKYQPGTPFEGNLNSLLASIANAAPNGGYNSFTAGSNGTGDGAAAYGLYQCRGDLGNADCAACVR
DAVGQLNEVCAAAYAASLQLEGCYVRYDS

LOC_0s04g56430.1

CGDGTYEQGSAYENNLLNLALTLRDGASSQEILFSTGSNGAAPNTVYGLLLCRGDISRAACYDCGTSVWR
DAGSACRRAKDVALVYNECYARLSD

LOC_0s05g02200.1

QASVAQVLSELVPRASAGYYATATAGRGGDGSAIWGLAQCRGDIPAPDCALCASAAARQLAGACRGR
ADARVWYDYCFARYDD

LOC_0s05g03920.1

ADQEGFDVSFVNTLELIYQNVTRSGFGAAASGEGADTVYGLGQCMGYLSPTDCQLCYAQSRVKLPHCLP
ATGGRIYLDGCFLRYG

LOC_0s05g41370.1

CPTTSSTNSSHVDDGAFGANLRALLSSLSAAAAASSSGFAENATGAAPDTAYGLAQCRGGIVGGGNGTS
CRSCLDDSVRDAAKACPGEKSAVIISDYCLVRYSN

LOC_0s06g14280.1

CSQARYDAGTQYAADVDTALSALTNSAGYTAYANYTSPSAASGTGLVGVYQCRSDLPAAICGGCVRSAA
TKLASLCNSAAGAGVQLRACFVRYGN

LOC_0s07g30410.1

CGSSGNYTAGSKYQANLQALAATLPSTASSSSPALFAKDAAGGGDAEPDRVFALTLCRGDTASANASSSS
CADCASRAFRDAQSVCPYSKEVAVYYDPCLLYFS

LOC_0s07g30510.1

CGSSGNYTAGSKYQANLQALAATLPSTASSSSPALFAKDAAGGGDAEPDRVFALTLCRGDTASANASSSS
CADCASRAFRDAQSVCPYSKEVAVYYDPCLLYFS

LOC_0s07g34980.1

CSNANTITHMPEGTYKTNLLQLAKNLITNVNQTQLHSANGTAGAAGPDTVYGAVLCRGDSSAESCATRL
QRVLDTAS

LOC_0s07g35004.1

CNTTAARRTYLPNSTFEANLNGLFAVLSRNASASGYAAGAFGAAPDTAYGLLLCRGDFTGNDCSAARLA
SSFQQAASSCLYSKDVAVYYDQYQLRYSDQ

LOC_0s07g35140.1

CNGTRGNFTEGSAFGLNLELLAAELPANASSSRSLFASAAVGAAAAPEDRVFGLALCRGDMRDAAACA
GCVSGAFQRLRALCGRDRDATYYHDLCVVRYS

LOC_0s07g35280.1

SGDVFAPRSTYQSNLALLSAGLAKNASASPALFAAGGVGDPPDTVYGLALCRGDTTNATACGACVAAAF
QDGQQLCAYAREATVFYDPCYLRFS

LOC_0s07g35290.1

CGQSGNFSANSAYQSNLRQLSATLPKNASAALFAAGSLGTVPDIVYALALCRGDANASACESCVDNAFQ
GGQQLCPYNKDVFIVYDLCYLRFTN

LOC_0s07g35300.1

CGQGGNYSANGTYQSNLAGLSATLPKNASASRTLFAKDSLGAVPDIVYALALCRGDVANATACESCVAT
AFQDAQQLCPYDKDAFIVYDLCYLAFSN

LOC_0s07g35310.1

CGTTGNFTANSTYQANLDAVAAALPRNISSSPDLFATAMVGAVPEQVSALALCRGDANATECSGCLATA
FQDVQNMCAYDKDAAIYYDPCILYYSN

LOC_0s07g35330.1

CASGAYAANSTYEANLAVLAAALPGNASTAAAAGYATATVGAVPDQVSALALCRGDANATACRACVA
ASFRVARRDCPSSKDATTYQDGCIVRFSD

LOC_0s07g35340.1

NTYVGNSTFEANLNHLAAELPGNVSTAHTGGFAVATVGADPDQVFALALCRGDVNATACRACVAAAF
VDGKNACPGINGVTVYEDACVVRFS

LOC_0s07g35380.1

CDEGVGNTYVANSTFEANLNVLAAALSPNVSVAPAGFAVATVGADPDKVFAMALCRGDVNASACSAC
VAAAFVDGKKDCPGNSGVAMYEDACVARFSRY

LOC_0s07g35390.1

CNDTAGEFPARRSSYLASINLIAATLPGNASASPDLFATAEGVGAPPDQVSALALCRGDANASTCLACLT
QAFLDLPNACAYHKVAAIFYDSCLLAYSN

LOC_0s07g35410.1

CDMGVATYAANSTFEANLDRLGAELPANVSAARATGGYAVATVGAAPDLVYALALCRGDVNASACGA
CVAAAFADGKRSCPGIKGATVSGPGDGCVLRYS

LOC_0s07g35540.1

TNVTGNSAFDRNLGLLAAALAANASAAGAPGFAVRTAGAAPDQVYALALCRGDVNASACRACVAAAF
VDAKGVCPGGISLYEDACLIRFT

LOC_0s07g35580.1

CGENGNYTANSTYQANLKQLAAALHKNVSSGTGGGRLFASGAVGAVPDAVYALALCRGDINASACADC
VGTIFQDAQQLCPYRKEVSIVYDSCYLRFSN

LOC_0s07g35640.1

CNATAGNYTEGSAYQANVRALASALPANASSSRALFAEGAAGTAPDKVYAIALCRGDTNASSCAACLAA
AFDTAQQLCAFNRRATLFNDPCILRYSDQ




LOC_0s07g35650.1

CDPYSASGRYSENSTFQANVNRLSATLPRNTSSSPAMYATGAAGDVPDKVYGYALCRGDVADAHACER
CVAAALRDAPRVCPLVKDALVFHDLCQLRYSN

LOC_0s07g35660.1

CDTAGGNYTEGSTYQANVRALASALPVNASSSRALFAKGAAGAAPDVVYAIALCRGDTNASSCAACVAT
AFQDAQQLCAFNRRATMFDDPCILRYSDQ

LOC_0s07g35690.1

GNYSKNGTYQVNLDLLSTTLPKNTSSSPAMYATGTVGDVPDKVYGLALCRGDANASACERCVAAALRD
APRRCPLVKDVLVFYDLCQLRYSN

LOC_0s07g35700.1

CGDSGNYTEHGTYHANIQYLATSLPSYASSSPSLFASGSSGTVPDAIYALALCRGDTNSSSCATCVAAAIQS
AQELCPLVKTVIVYDDTCILRFAN

LOC_0s07g35740.1

GTYTANSTYDTNLQSLIAALQQNASTSPTLFAAGALGAAPDAVYGLILCRGDVSSSDCYDCGTRAGQDV
APACNRTRDAILVYNQCYTRFS

LOC_0s07g35750.1

CGTGGTYAANSTYETNLLDLISALQGNASSSPTLYASGAVGSGGRDAVYGVMLCRGDLSTSDCNDCGTR
AGQDVGRVCNRTRDAALVYNQCYVRVSD

LOC_0s07g35790.1

CGTSGGNYTAGSTYESNLLRLASTLRANASASPTLFASGVRGAGPDAVYGLLLCRGDMNPSDCFDCGTR
VGDDVAQACNRTKDAILVYNQCYAQFSD

LOC_0s07g35810.1

CGTSGGNYTAGSTYESNLLRLASTLRANASASPTLFASGVRGVGPDAVYGLLLCRGDMNPSDCFDCGTN
VWRDAGPTCNRTKDAILVYNQCYAQFSD

LOC_0s07g43560.1

CNGSSNYTANSAFQRNLGVLAAALPGNASTSPDLLANATVGGAPDTVYALAFCPPIDNQNASGCRACV
ASAFADARSLCPNNRGAHIIYDGCVLTFS

LOC_0s07g43570.1

CSGRRYAANSSFDASLQQVARTLPGNASSSPLLFATLAVAGEAYALALCQGGTSAGSCNYCVAQTMRD
GEHACAGDADVAMYDDICTVRFSD

LOC_0s07g47230.1

CPSTADGTYAPNSTYQSNLAALAAELIENSTEYGSAAGSFGAAPDAVYGVALCRGDSKGPLCAGYLREAF
DAAMNRTTSSRPLCELRRNVTLFYDRFQLRFA

LOC_0s08g04210.1

INFVVSDLVAKARTGGGFATSKAGRGYDAFYGLAQCRGDVSGGDCDACLAQAAKQMVSYCNYTSDSRL
WYEYCFMRYDNY

LOC_0s08g04230.1

RSINSVVSDLAAKARAGGGFATSSAGRGIDAFYGLAQCRGDVSGGDCDACLAQAAKQMVTNCNYTLDS
RIWYEYCFMRY

LOC_0s08g04240.1

RSVNFVVSDLVAKARTGGGFATSRAGRGYDAFYGLAQCRGDVSGGDCDACLAQAAKQIVSNCNYTSDS
RIWYEYCFMRYYNY

LOC_0s08g04250.1

RAVNFVVSDLVAKARTGGGFATSKAGRGSEVFYGLAQCRGDVSGGDCDACLAQAAKQMVSNCNYTS
DSRIWYEYCFMRYY

LOC_0s10g04720.1

CGNGGNYTANGTYQSNLARLAAALPSNASSSPDHFATATAGQAPDAAYALALCRGDVANATACGDCV
AASFQDARRTCPSDKSATIYYDDCLLRFA

LOC_0s10g04730.1

GVFCDNLKFVSATLPNKTSSSPHHYATAAAGQAPDVVYVLALCRGDLNDTACGESVAYTFARLINESCVA
NYTAGAYYGDCTGVYS

LOC_0s10g17950.1

CNNGSAYAANTTYDTNVHSILATLTARTPNTTTGFATATTGRGTDTEAWGLALCRGDTDRVGCASCLAA
VPAVAFNECRGDMDVTVFYDRCLARFS

LOC_0s10g17960.1

CNNGSSYAANTTYHSNVRAVLTALSAITPNSTARFATASAGRGGADAVWGLALCRGDTDRAGCASCLA
AVPAVAFGECRGDRDVAVFYDRCLARFS

LOC_Os11g28104.1

CSQYNATPAAAFLAALNATFAVLRANLSSAGGGGGFATAAEPRAAAPAFAMAQCRPYVAGAGSCAAC
FDAAASRLRARCGAANGGRAILDGCVVRYES

LOC_Os11g38850.1

CGATNYTARSAYESNLERLIAGLAKNASTPSLFGKGAAGAAPDTVYGVALCRGDLPNASACGDCVAGAS
RVARRACPLAEDVVVADDAGCQLRFS

LOC_Os11g45540.1

CGSSKYTANSIYQSNLDSLLSSSFLVVSGDSSSGALFAKGSRGAAPDTVYAVALCRGDANASACSGCVDA
AYAAATARLCPLSKDAAVFYDECALRFSD

LOC_0s12g41270.1

CSSWNNFSVGSGYQVNLFKLLGNLAAGGAAAGSGGFYSGSYGALSDMVFGVAMCYVDRHWTKCRRC
LDAATSGAAAFCPYSRRVDVMYDECVLRYSD

LOC_0s12g41410.1

CSTTGNYSGDSQYKKNLDQLLSTLATAATDDGWFNTSSVGTGGDDQVFGLIMCYADRNPTQCKECLAG
APAGITQVCPGSRTVNANYDACLLRYSD




LOC_0s12g41490.1

CSTAGNYTGDSQYKKNLDQLFTTLSAGAIAGDWFNTSSVGTGADQVFGLIMCYADRNSTQCQECLAGA
PAGIVQVCPGSRTADANYDACLLRYSD

LOC_0s12g41530.1

CSTTGNYTGDSQYKKNLDQLFTSLSGGAIAGDWFNTSSVGTGADQVFGLIMCYADSNATECQKCLAMA
PAVVQHPCRGSRSVNANYDACLLRYSD

SiCBMIP

GAQTQASISQVLAALVPRASAAYYATATAGSGSSAIWGLAQCRGDIPASDCALCISAAAKQAASSCRGQ
ADVRLWYDYCFLRYTD

DUF26-B sequences

AFP1_DUF26-B

DNPKAFEKAVGKVMGKATAQASAAGSAGLGRDKEQYTPFVSIYGLAQCTRDLAPLTCAQCLSTALSRFG
DYCGAQQGCQINYSSCRVRYEI

AT1G04520.1

AGTGFEERRDTAFGVMQNGVVSGHGFYATTYESVYVLGQCEGDVGDTDCSGCVKNALEKAQVECGSS
ISGQIYLHKCFIAYSY

AT1G19090.1

GEFWRFLDEALVNVTLKAVKNGGFGAASVIKTEAVYALAQCWQTLDENTCRECLVNARSSLRACDGHE
ARAFFTGCYLKYST

AT1G61750.1

FINTVEYRMDRLIQEAYSSSSYFAEETYHVSYLGEVYDLNGLVQCTPDLNQYDCYRCLKSAYNETKDCCYG
KRFALVYSSNCMLTYK

AT1G63550.1

NPTRFNQTLTEKFSELIFNVSSSSLVPYFVEDQERVTQSEGSYDLDTMVQCSPDLDIFNCTVCLRVAFFRIS
TCCGLPSYAKIFTPKCLLRFQT

AT1G63570.1

NSNRFNQTLSNKLDQLIPNVSPSTLIPYFVEDQERVTQLEGSYDLVSMIQCSPDLDPSNCTICLRFAYATVS
TCCGVPSSALIFTPKCILRYR

AT1G63580.1

YNQTLPGKLDELILKAPSSFSSPVPYFVEDKEHVTQVEGSYDLEAMAQCSPDLDPSSCTVCLGLVVEKFSE
CCSQSRWARIHFPKCLLRYD

AT1G63590.1

FSQTLLEKLDALILRASLSSSLPVPYFVDDQQHVTQLEGSYDLHAMVQCSPDLDPRNCTVCLRLAVQRLS
GCCSHAQFARIFYTKCLITYE

AT1G63600.1

PNLDRFPQTLSDKMDELIINATSSPSLSSTPYFVEDQERVKQFEGSFDIDSMAQCSPDLDPRNCTTCLKLA
VQEMLECCNQSRWAQIFTPKCLLRYEA

AT1G70520.1

CGNTTRKNKTFGDAVRQGLRNAVTEASGTGGYARASAKAGESESESAFVLANCWRTLSPDSCKQCLEN
ASASVVKGCLPWSEGRALHTGCFLRYSDQ

AT1G70530.1

NRTVFRDNAAELVKNMSVEAVRNGGFYAGFVDRHNVTVHGLAQCWETLNRSGCVECLSKASVRIGSC
LVNEEGRVLSAGCYMRFST

AT1G70690.1

RTGGNGNVQGVAQCSGDLSTSQCQDCLSDAIGRLKSDCGMAQGGYVYLSKCYARFS

AT2G01660.1

YRVGVSGELQGVAQCTGDLSATECQDCLMEAIGRLRTDCGGAAWGDVYLAKCYARYSA

AT2G31620.1

NKKLFNKNTKALLDKLKEKAIRKEQEPYTRDYMYAAGEESLGTTKLYGMMQCTQDLSVKNCSVCLDSIIA
KLPRCCNGKQGGRVLNPSCTFRYELY

AT2G33330.1

NVAGTGFEQRRDTAFGVMQNGVVQGHGFYATTYESVYVLGQCEGDIGDSDCSGCIKNALQRAQVEC
GSSISGQIYLHKCFVGYSF

AT3G21960.1

DKKSFYKNMKAFLHKLKAKASSKENKPYVKDYMYAAGRESLGTVKLYAMVQCTQDLSLKNCTVCLDWI
MTKLPECCNGKQGGRVLSPSCNF

AT3G21970.1

NVTNDPKRFEDKRRDLLHKLMLEATKDSKENGAKGLLYAVGEMRIGRNKMYAMVQCTQDLWQTGCH
VCLEWITQMKYGEFFYRKPGGRVCGRSCSFRYELY

AT3G21980.1

NDKELFNKETSALLEELTNKATDKNNMIGNKFVLYAAGDKRIGTKNVYAMVQCTKDLVTTTSAACFEWI
FKMFSKCCEGKQGGRVLGTSCNFRYELY

AT3G21990.1

KNMSDRELFNKETSALLEKLANKASDRNNLDGKQLVLYAAGEKRIGTKKVSAMVQCTKDLIFTKCFECLE
GILRKFPECCDGKQGGRVLGTSCNFRYELY

AT3G22040.1

GDTKMFSKKTNDFLQQLIVKADKPDMDGVELLYYAAGEMRIGREKLHAMVQCAKDLADCKSCLEWSF
KELSKCCDGKRGARFLGTSCNLRYELY




AT3G22060.1

NVSDPSTFNSQTKALLTELTKKATTRDNQKLFATGEKNIGKNKLYGLVQCTRDLKSITCKACLNGIIGELPN
CCDGKEGGRVVGGSCNFRYEI

AT3G29040.1

KNVSSNAEQFKNKRKDLFHKLLLGATKDVSDSNDAYAVGETRIGRNKMYAMMOQCALDLTTNGCYVCLE
WIIGRYDSFYFDRRQGTRVLSRSCSLRYELY

AT3G45860.1

NQNQVDEFRDLVSSTLNLAAVEAANSSKKFYTRKVITPQPLYLLVQCTPDLTRQDCLRCLQKSIKGMSLYR
IGGRFFYPSCNSRYENY

AT3G60720.1

CSSKSVENDYDFFKRRDDVLSDLESTQLGYKVSRSGLVEGYAQCVGDLSPSDCTACLAESVGKLKNLCGS
AVAAEVYLAQCYARY

AT4G00970.1

DRNEFIRLQSELLNRLRSMAASGGSKRKYAQGTDPGSPPYTTFFGAVQCTPDLSEKDCNDCLSYGFSNAT
KGRVGIRWFCPSCNFQIE

AT4G04490.1

QEFAARANRTVEVASTADESSVLKYYGVSSAEFTDTPEVNMLMQCTPDLSSSDCNHCLRENVRYNQEH
NWDRVGGTVARPSCYFRWDDY

AT4G04500.1

NMAMFSQEWIAMVNRTLEAASTAENSSVLKYYSATRTEFTQISDVYALMQCVPDLSPGNCKRCLRECV
NDFQKQFWGRQGGGVSRPSCYFRWDL

AT4G04510.1

TLFRQEWEAMVDRTLEAVTIDNSTTVLKYYGALKSEFSEFPNVYMMMQCTPDINSGACKRCLQASVTY
FRDQNWGRQGGGICRPSCVFRWEF

AT4G04540.1

KNMTLFEQEWNAMANRTVESATEAETSSVLKYYSAEKAEFTEFPNVYMLMQCTPDITSQDCKTCLGEC
VTLFKEQVWGRQGGEVYRPSCFFRWDL

AT4G04570.1

TLFKQQWEEMVNRTLEAATKAEGSSVLKYYKAEKAGFTEFPDVYMLMQCTPDLSSRDCKQCLGDCVM
YFRKDYMGRKGGMASLPSCYFRWDL

AT4G05200.1

NITENQVSRFNESLPALLIDVAVKAALSSRKFATEKANFTVFQTIYSLVQCTPDLTNQDCESCLRQVINYLP
RCCDRSVGGRVIAPSCSFRYELY

AT4G11460.1

NLTDFDRLWERLIAHMVTKASSASIKYLSFDNSRFYAADETNLTNSQMVYALMQCTPDVSPSNCNTCLK
QSVDDYVGCCHGKQGGYVYRPSCIFRWDL

AT4G11470.1

AYTRTWDAFMNFMFTRVGQTRYLADISPRINQEPLSPDLIYALMQCIPGISSEDCETCLGKCVYDDYQSCC
NGFIGGVVNKPVCYFRWD

AT4G11480.1

AYTRTWEEFMNSMITRVGRTRYLADISPRIGSARIYALMQCIRGISSMECETCIRDNVRMYQSCCNGFIG
GTIRKPVCFFRWD

AT4G11490.1

IWEALTDRLMSDASSDYNASLSSRRYYAANVTNLTNFONIYALMLCTPDLEKGACHNCLEKAVSEYGNL
RMQRGIVAWPSCCFRWDL

AT4G11521.1

FDRIWDELMSRTITTASRTHGSLSFGHKYYAADVASLTTFQTIYTMVQCTPDVSSGDCEFCLKRTVLDYKK
CCRGHIGGAFVRPFCFIRWDL

AT4G11530.1

TVFDRIWEELMLRTITAASLSSSNGSSFGQKYFAAEVASLTTFQTMYAMMQCTPDVSSKDCEFCLKTSV
GDYESCCRGKQGGAVIRPSCFVRWDL

AT4G20550.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20560.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20570.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20580.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20590.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20600.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20610.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20620.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G20640.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR




AT4G20670.1

NNMSDRGLFNKETSALLEKLAYKASDRNNLDGKQLVLYAAGEKRIGTKKVYAMVQCTKDLIFTKCFECLE
GILRKFPQCCDGKRGGRVFGTSCNFR

AT4G21230.1

SVTDKEGFSKGLGDLLDSLGAKIDAANETKEVKFAAGVKGTIYALAQCTPDLSESDCRICLAQIFAGVPTCC
DGKTGGWWTNPSCYFRFEV

AT4G21400.1

ISANRDEFDRLQIELLDRLKGIAAAGGPNRKYAQGSGSGVAGYPQFYGSAHCTPDLSEQDCNDCLVFGF
EKIPGCCAGQVGLRWFFPSCSYRFET

AT4G21410.1

NRDDFERLQRGLLDRLKGIAAAGGPNRKYAQGNGSASAGYRRFYGTVQCTPDLSEQDCNDCLVFGFEN
IPSCCDAEIGLRWFSPSCNFRFET

AT4G23130.1

TADQSDRFNDAVLSLMKKSAEEAANSTSKKFAVKKSDFSSSQSLYASVQCIPDLTSEDCVMCLQQSIKELY
FNKVGGRFLVPSCNSRYEV

AT4G23140.1

KQIDGFTSFVSSTMSEAAGKAANSSRKLYTVNTELTAYQNLYGLLQCTPDLTRADCLSCLQSSINGMALS
RIGARLYWPSCTARYELY

AT4G23150.1

QFTNLVLSNMNQIAIEAADNPRKFSTIKTELTALQTFYGLVQCTPDLSRQNCMNCLTSSINRMPFSRIGA
RQFWPSCNSRYELY

AT4G23170.1

SQINQFIVLVQSNMNQAAMEAANSSRKFSTIKTELTELQTLYGLVQCTPDLTSQDCLRCLTRSINRMPLS
RIGARQFWPSCNSRYELY

AT4G23180.1

DLLSDLVLPTLNQAATVALNSSKKFGTRKNNFTALQSFYGLVQCTPDLTRQDCSRCLQLVINQIPTDRIGA
RIINPSCTSRYEI

AT4G23190.1

TEFTKIWEGLMGRMISAASTAKSTPSSSDNHYSADSAVLTPLLNIYALMQCTPDLSSGDCENCLRQSAID
YQSCCSQKRGGVVMRPSCFLRWDL

AT4G23200.1

YKTNETEFNTVWSRLTQRMVQEASSSTDATWSGAKYYTADVAALPDSQTLYAMMQCTPDLSPAECNL
CLTESVVNYQSCCLGRQGGSIVRLSCAFRAEL

AT4G23210.1

LTEFKTIWEDLTSRTITAASAARSTPSSSDNHYRVDFANLTKFQNIYALMQCTPDISSDECNNCLQRGVLE
YQSCCGNNTGGYVMRPICFFRWQ

AT4G23260.1

NTNQTVFDIEWNNLTSSMIAGITSSSSGGNNSSKYYSDDIALVPDFKNISALMQCTPDVSSEDCNTCLRQ
NVVDYDNCCRGHQGGVMSRPNCFFRWEV

AT4G23270.1

IDLNASQSLYGMVRCTPDLREQDCLDCLKIGINQVTYDKIGGRILLPSCASRYDNY

AT4G23280.1

KRFAVTKFDLNALQSLYGMVQCTPDLTEQDCLDCLQQSINQVTYDKIGGRTFLPSCTSRYDNY

AT4G23300.1

TDFKNIWEDLTSRTITAASAARSTPSSSDNHYRVDFANLTKFQNIYALMQCTPDISSDECNNCLQRGVLE
YQSCCGNNTGGYVMRPICFFRWQ

AT4G28670.1

KEKSAEFKGLVKEVTKSIVEAAPYSRGFSVAKMGIRDLTVYGLGVCWRTLNDELCKLCLADGALSVTSCLP
SKEGFALNAGCYLRYSNY

AT4G38830.1

NFTGDRDSWEKSLRGLLEGLKNRASVIGRSKKNFVVGETSGPSFQTLFGLVQCTPDISEEDCSYCLSQGIA
KIPSCCDMKMGSYVMSPSCMLAY

AT5G37660.1

YFRAGGSGDVQGMGQCVGDLTVSECQDCLGTAIGRLKNDCGTAVFGDMFLAKCYARYST

AT5G40380.1

FGVAGENGVHALAQCWESLGKEDCRVCLEKAVKEVKRCVSRREGRAMNTGCYLRYSD

AT5G41290.1

LESIVQCTPDLDPRNCTTCLKLALQELTECCGNQVWAFIYTPNCMVSFDTY

AT5G41300.1

SYDLDSLVQCSPHLNPENCTICLEYALQEIIDCCSDKFWAMIFTPNCFVNY

AT5G43980.1

QYESVYVLGQCEGSLGNSDCGECVKDGFEKAKSECGESNSGQVYLQKCFVSYSY

AT5G48540.1

PKKFDNELGALFDKIRSEAVLPKNKGLGKGKTKLTPFVTLNGLVQCTRDLSELDCAQCFATAVGSFMTTC
HNKKGCRVLYSSCYVRYEF

EFJ11427

LAIFQSNSRTALEFLKAKVPRNARKFVAAVAGIGSAVPAYALGQCIPDLSAADCASCLAAAENAIASTCRG
GGGGVCYYSSCTLFFQ

EFJ16458

IASSPGYDDNLKSALATLSRRGSSFTATVGSGKSQVFVLGECRGDLSSQQCDSCVRVAMRNMTDRCIGN
TSGSILLNSCYTRF




EFJ17937

IASSPGYDDNLKSALATLSRRGSSFTATVGSGKSQVFVLGECRGDLSSQQCDSCVRVAMRNMTDRCIGN
TSGSILLNSCYTRF

LOC_0s01g23970.1

AAARFMAKATELMNRTADLAAFGSSSSPSRYATGETWFDEQGVSVVYGLVQCTPDLTGEQCRSCLAGII
AQMPKLFGDASSRPVGGRILGVRCNLRYEK

LOC_0s01g26390.1

LLLFTLLNATAESAASSSRRFTTSRLDVSSLPTLYCLMQCTPDLTAGECAACFEDFPRLTLQYLDGARGGRI
LATRCTMRYEI

LOC_0s01g36790.1

NYTGANPRGFADAVRAALANVTGVAASAAVPGGGDGYAVGSASAGGATAFALAQCWGSLNATACG
QCLRAAAAAAARCAPAAAEGRALYTGCYLRYST

LOC_0s01g38850.1

FGDRVMELINTTAEFAAWNSSKRGYATGEAGFGELDVGATRLGLVEQQCRSSPDLVIFALVQCTPDLSP
AGCLSCLSGIASQMPRWFTGAADYRLGGRILGVRCNLRYE

LOC_0s02g43000.1

CSSSTSRDGAFLSSRDGVLGELQAAAGYKLSTSGTVQGVAQCLGDVPANDCTACLAEAVGQLKGACGT
ALAADVYLAQCYVRY

LOC_0s02g50200.1

GSGGVQAMSQCVGDLGAKACSDCVSAAAGQLKAGCGYATAGEVYLGKCYARF

LOC_0s03g16950.1

DNGKAFQKAVGKVMGKATSQASQAGSGGLGRTKDQYTPFINIYGLAQCTQDLSPLACAQCLSTAVSRF
GQYCGAQQGCAQINYSSCRVRYEI

LOC_0s03g16960.1

DNAKAFQKAVGKVMSKATAQVSQAGSGGLGRVKDQYTPFINIYGFAQCTRDLSPLTCAQCLSTAVSRF
DQYCGAQQGCRILYSSCMVRYEI

LOC_0s03g36650.1

REVSRLMKRLTRTAYLSPLLFAAGEAVAVGGAQRLHGMAQCTKDLSGGDCKMCLESAIDQLLARGCAK
EGGKVLGGSCSLRYDF

LOC_0s04g09780.1

GDAAQFGAALSRLMDRLALAAASSSSSSRGRRFAFGQTNITGDGGDSLYAFVQCVDDLSPDDCRRCLQ
SIAASLPMTRGGRAYSLTCYTRFE

LOC_0s04g25060.1

AAYDRAVTELLAATVRYAVEENPARLFATGQRVGDDARDPGFRNIYSMAQCSPDLPPASCRRCLDGVL
ARWWOQVFPLNGEGARVAGARCYLRSE

LOC_0s04g25650.1

AAYDRAVTELLAATVRYAVEENPARLFATGQRVGDDARDPGFRNIYSMAQCSPDLPPASCRRCLDGVL
ARWWOQVFPLNGEGARVAGARCYLRSE

LOC_0s04g45460.1

CSTSTSGDGDFLKNRDAVLAALQGGLANGYKVSSSGNVQGVSQCLGDLAAGDCTTCLAQAVGQLKGT
CGTSLAADVYLAQCYVRY

LOC_0s04g56430.1

ADVAAYDRAVTRLLAATAEYAAGDIARKLFATGQRVGADPGFPNLYATAQCAFDITLEACRGCLEGLVA
RWWDTFPANVDGARIAGPRCLLRSE

LOC_0s05g02200.1

QNATDPEAFEKAQRKVMARVAADAGDAGGGGLARETARFKDGVTIYGLGWCTRDITAADCGLCVAQ
AVAEMPNYCRFRRGCRVLYSSCMARYETY

LOC_0s05g03920.1

CSNATVSSPASFAATSAALLRNVTAAAPGARDYYYYSASSSSSASALPSVSPRVYAAAQCWRSLNATACA
ACVATARDRVVGRCLPRAAEGYGLNAGCVVRYSTQ

LOC_0s05g41370.1

DNATQPERFKSLLGTLMGNLTDAAARASSPLMFAAGETDLPPFTKIYGMAQCTRDLAAGDCYRCLVGA
VNNIPKCCDGKQGGQVITRSCSIRFEV

LOC_0s06g14280.1

GAAGYVQAMSQCVGDLGAKACTDCVSAASSQLKAGCGYASAGEVYLGKCYARF

LOC_0s07g30410.1

YTTVRMDVVTPPLFSLMQCTPDMSGGDCRQCLQDLVGNTTFNGSVSGVRNIGARCGYRYDTY

LOC_0s07g30510.1

YTTVRMDVVTPPLFSLMQCTPDMSGGDCRQCLQDLVGNTTFNGSVSGVRNIGARCGYRYDTY

LOC_0s07g34980.1

RAQFSQLFSELMEKIAAAVVSRRPVNYLTGRGWFDLKSQTVYALAQCTDGMPPENCRSCLDGIIDEGKK
MVGGGLTGGAVLGMRCSLWYQT

LOC_0s07g35004.1

VAAFDALVAELVNAVADRASNATRRYAAGKAGFAPEAMTVYAIAQCTPDLSPPQCRGCLAGIIDOMPK
WFSGRVGGRILGVRCDFRYEK

LOC_0s07g35140.1

TTRSFFLSLVGTLFGEMAMYGSYNSSARRYASAVMYVNPQLPTVYGLAQCTPDLSPAQCWHCFQGLQE
QNRQWYDGRQGGRILGVRCNFRYESY

LOC_0s07g35280.1

APAEVFDAAVVALLNATADHAAASSPRRFATGVEAFRGWGVRDIYALVQCTPDMSPAGCRSCLAGIIS
WVNDPDYFSGSPTGRVLGVRCNYWYD




LOC_0s07g35290.1

NASATAEVFDAAAATLLNATSGYAAANSSRRFATGEEAFDAADPTIYGLSQCTPDMSPDDCRSCLGGIIA
LIPQYFGRKRGARVIGTRCNYRYEV

LOC_0s07g35300.1

NASAPAEVFDAAVATLLNATSSYAAENSSRRFATGEEAFDAAAATPTIYGLSQCTPDMSPDDCRSCLGRII
ALIPRYLSRRKGGRAIGMRCNFRYE

LOC_0s07g35310.1

SDPGRFNGMVAALVNATADYAAHNSTRRYASGEAVLDRESEFPKVYSWAQCTPDLTPAQCGDCLAAII
AKLPRLFTNRIGGRVLGVRCSYRYE

LOC_0s07g35330.1

FNAAVVALMNATVDTAVAAGSGSNNTKKYFATAVEDFDPKHYPKIYGMAQCAPVMTAAQCRSCLGG
FVSSIPWFLNGKPGGRVLGIWCNLRYS

LOC_0s07g35340.1

VGWFNAAIAKILAALVDHAVATATGNNSTTKKYFATGEEDFDPNIYGFAQCVPDLTQEQCKECLNTFLF
QAKQVYFGKSLSWVGMNSVWCRLMYS

LOC_0s07g35380.1

FNAAVTKILAAMVDHAVTSTTGNSTTKKYFVTGEEEFDPNIYGFAQCVPDLTPAQCNDCLKDLLFYAKQ
AYLGKSLSWVRVNSVWCRLMYS

LOC_0s07g35390.1

ATTEQARFNRLVAALVNATADYAARNSTRRRYASGEADFNAEFPKVYSWAQCTPDLTPASCRSCLAQII
GTYIGFFENRVGGFVRAVWCSFQYST

LOC_0s07g35410.1

WEFNAAVAKILAALVEHTWATTTSNATAKKYFSTGEEEFNPKIYGFVQCVPDLSPEQCKECVRTLHDQAKI
HYMGNSLPWASTYSVWCSLMYS

LOC_0s07g35540.1

WFNAAVAKILAALVEHAWATTTTTTTGNNSTTTIKYFATGEESFNPKIYGFAQCVPVLTPEQCKECLRSLH
DNAKTVYMGNSLRWVGIYSVWCRLMYS

LOC_0s07g35580.1

GRYDRAVTGLLNATARYAAGNTNASSRLFATGVMVGFDAQFPKIYAMAQCSPDLSPAQCGLCLGAMV
ARWWQTFEPNTQGARSVGARCNMRVEL

LOC_0s07g35640.1

DYASAVYDAFSGMLVNATADYAAKDSVRRFGTGEMGFNVFDSPYHNIFSLAQCTPDMSEADCRSCLG
DIIRRMMPKYFVGKPGGRVFGVRCNFRFEAY

LOC_0s07g35650.1

AAFDAAVAMLANATAEYAAAANTSRRYGTAEEEGVDGDGDSGRPRMYALAQCTPDKAADVCRACLT
TLTTVQLPKLYSGGRTGGGVFGVWCNLRYE

LOC_0s07g35660.1

AAAFDAASGRLVNATAGYAAADPVRRFGTGEVGFDDATYPRIFSLAQCTPDLSEADCRSCLGRIIRWVP
QYFAGKPGGRVFGVRCNFRFESY

LOC_0s07g35690.1

AAAAFDAAVAVLVNATADYAAADSSRRYGTGEEEGVDGDSDRPKIYALAQCTPDKTPEVCRTCLSTVIG
QLPKEFSGRTGGGMFGVWCNFRYE

LOC_0s07g35700.1

PAFEAAVVRLINTTADYAATDSVRRFGTGEEAFDETTFPKIYSLAQCTPDMAATACRSCLEDIVGRMVSG
NLIGRMGGRVLGVRCNLWFEV

LOC_0s07g35740.1

DVAGYDRAVTELLSATLMYAVVNTTRLFATGQRVGADPGFPNIYSAAQCTPDLSPALCRSCLEDLVARW
WKTFPRTTVGARIVGTRCSLRSE

LOC_0s07g35750.1

ADVRAYDAAVVSLLNATVRYAVENSTRMFATGQRVGSDPGFSDIYSMAQCSPALSRPLCRSCLDGLVG
QWWDTFPVNVEGARIAGTRCNLRSE

LOC_0s07g35790.1

VAGYDRAVTELLNATVRYAVENSTRLFATGQRVGADPGFRNIYSMAQCSPDLSPAQCRSCLDGLVGQW
WTGFLFPRNGEGARVAGPRCYLRSE

LOC_0s07g35810.1

TDVAGYDRAVTELLNATVRYAVENSTKLFATGQRVGNDTGFSNIYSMAQCSPDLSPAQCRSCLDGLVG
QWWKTFPLNGKGARVAGPRCYLRSE

LOC_0s07g43560.1

SDVGEFNGAIYEVLNATADYTAAAARRFGTGEISFDPTYPVIYSMAWCTPDMAPGRCRACLADTIAQM
HAYFNPNAQGARLVGVRCAARYEI

LOC_0s07g43570.1

AAGRFYRLVGELLDATADYAVANSTARFATGDVGVGGYFDGEPFSKIYALAQCTPDLTPAQCRACLASA
MEEMTRQVFAASSPGGKVIGERCGLRFE

LOC_0s07g47230.1

AGRFREHVAALLNATARDAAAQPDRYGTGDSWFQEGGSMVYALVQCTRDMDPGRCGACLQRIISEM
PRMLDASQIGGRVLGVRCLLRYE

LOC_0s08g04210.1

KAFQKAAGKAMGKATAQAVAVGSSGLGRAKEQYTPFVSVYALAQCTRDLSPPSCAQCLSAAVSKFDKA
CGSGPGCQIDYSSCWARYEI

LOC_0s08g04230.1

FVNVYALAQCTRDLAPPLCAQCLSTTVSKFAEACGSGQGCQIDYSSCWVRYEI

LOC_0s08g04240.1

DNPKAFQKAAGKAMGKATAQAVAVGRSGLGRAKEQYTPFVSVYALAQCTRDLAPPACARCLSEIVSKF
DKTCNSAQGCQIDYSSCWARYEI

LOC_0s08g04250.1

KAFQKVVGKAMVKATTQAVSVGGNGLGRAKEQYTPFVSVYALAQCTRDLAPPACAQCLSSTVSKFDKA
CGAAQGCQIDYSSCWARYEI




LOC_0s10g04720.1

ANVRELLTVTARTAAAAARRFATGFMDGSSESKQTLYSLAQCTPDLAAGDCLACLQRLIAMVNSTTSVR
LGGRVLLLRCNLRFE

LOC_0s10g04730.1

QQLLSETVERAAGAAGRFATGVVDTGRTFPLVYSLAQCTPDLSAGDCLACLRRLTGMINSTMAVRMGA
QIHVTRCYFRYEAY

LOC_0s10g17950.1

AGHFDALVADLAGALADWAAYNSTLRYAAGVMTSGDGFMSTTEDMVHNIYGVVQCTPDQAAAACR
ACLEALRVDMPKVFAGKMGGRFNAVWCNLRYET

LOC_0s10g17960.1

AGRFDALVARLAGALADWAAYNSTRRYAAGLMASGDGFTSTTEDMVHNIHGVVQCTPDQAAAACRA
CLETLRVDMPKVFAGRIGGRFDAVWCNLRYET

LOC_Os11g28104.1

ADGSFAGAARGLVGDLAAAAPRAPGLAAAAARGGVYAAAQCVETVGEGGCAQCLAVPARNIDGCPP
DSDGRAVDAGCFMRYSD

LOC_Os11g38850.1

LVQETARTAAYNSSPPPPATTTYYATGRMDVSATFPTLYSMAQCTPDLRPGGCWRCLQSINDMTTRYF
AGRRGGRILGLWCNFRYETY

LOC_Os11g45540.1

FTQFFIKTMNYIVAQALSTTKHYAAIRVDMDDADASNTVTLPRRLFCLAQCAPDLVEDICYNCLQNFSDL
ATANFAGRQGGRILALRCNLRYDT

LOC_0s12g41270.1

YTDSRGESLTVYGMVQCGRGLLPEECSKCLRHQLGELTTGLPNNTAGIIRGYSCYSRYD

LOC_0s12g41410.1

ETRWQLMSQLAETAGQTKLRLDTGSTRLGSTSMMYGLAQCTRDLAVSECSTCLSDYIVQLSKIFPNNSW
AAIKGYSCYLRYD

LOC_0s12g41490.1

TMNDTRRRLMSQLAERAGDTKLRLDNGSLPYADSKLGTSALYGLAQCTRDLAASECRRCLSGYVDDLSN
TFPNNSGGAIKGYSCYLRYH

LOC_0s12g41530.1

RWQLMSQLAERAGDTKLRLDNGSLPYVDSKLGTSALYGLAQCTRDLAASECRRCLSGYVNDLSNTFPNN
SGGAIKGYSCYLRYQ

SiCBMIP

NASDPAAFDRAERKLMARVAAEAGDAASGGLVRETARFGSATTIYGLGWCTRDITAADCGLCVAQAVA
ELPNYCQFRRGCRVLYSSCMARYETY




