Table S3 The identified amino acid sequences of KRP in tomato, tobacco, Arabidopsis,
capsicum and eggplant.

>SIKRP1
MRRKYKCKSKGIIGEVVIMEVAEVAVKMTREREVLEVVDTRKRKKRDGDLEMSPTVARV
RRNSVISESPASELSSQGNTVLCEPAVSSNFDNVSASGFGDNESSNVTKGSSKFLDLDEDSV
EIATSYSELRESREIILSSSKFKVEFQSTPKPQHAKSCRRRLTEATMPSEAELDVFFAAAEKD
LHKHFAEKYNFDFAKEEPLEGRYEWVRQ

>SIKRP2
MGKYLRKSGHVMESSSLGVRTRSTTLALQRLQSSSSSTPPPSLPSASDSCYLQLRSRRLHK
PPTPIPCPNSHPHSASVGSVDEISFPDNNLHFQHTHRSTRESTPCSLVREVDEMVNPGSATR
RTELNTTTQRRRNFILRNIPSAHEIEEFFTFAEQQQQRLFMEKYNFDVVNDVPLSGRYEWIR
VNH

>SIKRP3
MGKYMRKRKTKATGEVVAVLDVSPLGVRTRAKTLALKRLQKSSSGGGDGGDVGGGCYL
QLRSRRLEKPLVGFEGKRRKHPLKESKRQNRSLRVREMKGQSWNSGSGEGEEEKKEQVQ
ENQKEIDNNGSFEVENLLEFDGRERTTRESTPCNLIRDPDSIPTPGSSTRANNASEGNGREP
TSAQRIIPTAHEMNDFFAGTEEKQQKQFIEKYNFDPVNDKPLPGRYKWVKVDR

>SIKRP4
MGKYIRKTRKTEDVSPLGVLTRAKALALNGGDGGSYLELRSRRLVKPFTVLEGRRQKNG
VPKNPNLVNPNPNQQIPNVCVNSEEGKGVKEMENQKEKEKSCLGPEDSFGENLLEFEGRK
RTTRESTPCSLIRDSDNIQTPGSSTRRTNANEANGRVPNSIQPTIPTDLEMEEFFTRAEKEQQ
RKFIEKYNFDPVNEKPLPGRYEWVKVNH

>SIKRP5
MDVLLMMRKKRKICDNYTPVVSSDKYEPDGSSMSCCSSNSKSRDLDEKCGEVAEKEEKL
IEEEYESEKMPPVEEFDELESNEIEEFGKEMASVEEFDELELKEIEEFGEEIELDEMTSVEEF
DELEMNEMPSLEEEVELDEMLFPLEEPEPPLIPTTEELEEFFTRHEQRISTRLRQNYNFDFE
KEEPLEGRFEWVPIRKMKF

>SIKRP6
MGEFLKKCEKINGGMKVTELGNGGLRIRDNDVEEEVTSNCSMSYSTKRRKFGSVTDVDF
SENSASPATSVTSVHIPTNSQCSSCYESGEVMMKSILKSLDLKAEKFGTDNSASFNGGFSEN
FKPIDQPNPPSEHCGDSEDMESSSTTTKKSSSSASAPRKQLSASKVPPEAEIEEFFSAAEKRE
QKRFAEKYNYDIVKDAPLEGRYQWVSLKPRRINE

>0IT30955
MRRRYNKSKSKGIGEMTVMEVGKVEEVAVKMTASAEREVLEVADHAKKRKMCDGDLE
MSPTVACVRSHSEDILVAQESLVTPTSELSSPKENAALSSNFDDALASCCASNGSSKSLDLE
EETVEIATSKSKERASLCSSIKAELRQMEPTTRAHHPKSRRRLTAEKMPSETDLEEFFAAAE
KDILKRFTKKYNFDFVKEDPLEGHYEWVRSTVKP

>0IT30650
MGKYMRKSKTTGEVALLEVSHTQSSPLGVRTRAKTLALQRLQKSNSTGNGSGGDGGGG
GGSYLQLRSRRLEKPNKEGKRQKYPLKDPNLPNPVKNNQSSKTSSTRLRQGHSWNSVSV
EERLGDEKKEEINLQETQNEIKDNSCGEGGVEASFGENLLEFEGRERTTRESTPCSLIRDAD
NIQTPGSSTRPTNATEDNSRVSNSTRRHIPTAREMNDFFGGPEEQQQRQFIEKYNFDPVND
KPLPGRYEWEKVDR

>0IT28532



MGRYMRKCKGIGEVTIMDVSDDVDLDVPTMTTKKRKLSSDGDVKLISPALLRCRSQSGV
GDAQAGSLVSPASSVNLNDASNLDQDLASCCSRNGSTEVTKSNAKSLDLNENNVVASAES
KEEKLSSERQRTPEKMPSEKEIEDFFAVRKKTIFKRFREKYNFDFEKEEPLEGRYEWVRIAS
>0IT19452
MGKYMRKAKITGDVAVMEVSQATPLGVRTRARTLALQRLHSSSTPPPPSSASASDSCYLQ
LRSRRLEKPPTPLSDPRKTKNLLTEENPKSDSRFLVSGSVGSVSITQKDGFLDVNEISFGENT
LDFEPRDRSTRESTPCSLVREADATVNPGSATRRTNLNTTAQRTRDSILRNIPSAQEMEEFFT
FAEQQQQRLFMEKYNFDVVNDLPLPGRYEWIRVDY

>0IT07235
MGDFLRKCEKIREMKVMEIGHGGSRTREDVEVISSSLSSSKRRKFDAASNVDFSENSASPA
TSVTSVHIPTNSQCSSTCYESGEVVKSNLKSLDLKAEGFETDNSASFNGGYSVNFKPIDQP
NPPTEHCGDSEEMESLSTTTKKSSSSAVSAHRKPPSAAKVPSEVEIEEFFSVAEKREQKRFA
EKYNYDIAKDVPLKGRYQWVILKP

>0IT08281
MGKYMRKAKITGDVAVMEVSQATPLGVRTRARTLALQRLHSSSTPPPPSSASASDSCYLQ
LRSRRLEKPPTPLSDPRKTKNLLTEENPKSDSRFLVSGSVGSVSITQKDGFLDVNEISFGENT
LDFEPRDRSTRESTPCSLVREADATVNPGSATRRTNLNTTAQRTRDSILRNIPSAQEMEEFFT
FAEQQQQRLFMEKYNFDVVNDLPLPGRYEWIRVDY

>0I596940
MGKYMRKSKKSGEVSVSPLGVLTRAKTLALSKLVSPAATESGSGGDGGSYLELRSRKLIK
PFSVLEGRKQKNGVSKDPNLLNPKNPNVLRTSSEEVKENSCFGGDVAVEASFGENLLEFE
GRKRTTRESTPCSLIRDSDNMQTPGSSTRRINATSRVPNLLRTNIPTAHEMDEFFTSAEEQQ
RRRFIEKYNFDPLNEKPLPGRYEWVKVDC

>AtKRP1
MVRKYRKAKGIVEAGVSSTYMQLRSRRIVYVRSEKSSSVSVVGDNGVSSSCSGSNEYKK
KELIHLEEEDKDGDTETSTYRRGTKRKLFENLREEEKEELSKSMENYSSEFESAVKESLDC
CCSGRKTMEETVTAEEEEKAKLMTEMPTESEIEDFFVEAEKQLKEKFKKKYNFDFEKEKP
LEGRYEWVKLE

>AtKRP2
MAAVRRRERDVVEENGVTTTTVKRRKMEEEVDLVESRIILSPCVQATNRGGIVARNSAGA
SETSVVIVRRRDSPPVEEQCQIEEEDSSVSCCSTSEEKSKRRIEFVDLEENNGDDRETETSWI
YDDLNKSEESMNMDSSSVAVEDVESRRRLRKSLHETVKEAELEDFFQVAEKDLRNKLLEC
SMKYNFDFEKDEPLGGGRYEWVKLNP

>AtKRP3
MGKYMKKSKITGDISVMEVSKATAPSPGVRTRAAKTLALKRLNSSAADSALPNDSSCYLQ
LRSRRLEKPSSLIEPKQPPRVHRSGIKESGSRSRVDSVNSVPVAQSSNEDECFDNFVSVQVS
CGENSLGFESRHRFVVFFFFFLFFMFPLLVCTRESTPCNFVEDMEIMVTPGSSTRSMCRATK
EYTREQDNVIPTTSEMEEFFAYAEQQQQRLFMEKYNFDIVNDIPLSGRYEWVQVKP
>AtKRP4
MGKYIRKSKIDGAGAGAGGGGGGGGGGESSIALMDVVSPSSSSSLGVLTRAKSLALQQQ
QQRCLLQKPSSPSSLPPTSASPNPPSKQKMKKKQQQOMNDCGSYLQLRSRRLQKKPPIVVIR
STKRRKQQRRNETCGRNPNPRSNLDSIRGDGSRSDSVSESVVFGKDKDLISEINKDPTFGQ
NFFDLEEEHTQSFNRTTRESTPCSLIRRPEIMTTPGSSTKLNICVSESNQREDSLSRSHRRRP
TTPEMDEFFSGAEEEQQKQFIEKYNFDPVNEQPLPGRFEWTKVDD



>AtKRP5
MGKYIKKSKVAGAVSVKDKSHPPALGFRTRAAAAKNLALHRLRSHSDEADSFNYLQLRS
RRLVKLPLLTNTRKQQKQQLIPSVNQCQTKNPRASSGPAKKLEPDTTTEEACGDNERISRS
DCNFGDKGFDLESENRSMISDSKSIQSEIEDFFASAEQQQQRFFIQKYNFDIVSDNPLPGRY
EWVKVMP

>AtKRP6
MSERKRELAEEASSTSFSPLKKTKLNDSSDSSPDSHDVIVFAVSSSSVASSAALASDECSVTI
GGEESDQSSSISSGCFTSESKEIAKNSSSFGVDLEDHQIETETETSTFITSNFRKETSPVSEGL
GETTTEMESSSATKRKQPGVRKTPTAAEIEDLFSELESQDDKKKQFIEKYNFDIVNDEPLEG
RYKWDRL

>AtKRP7
MSETKPKRDSEYEGSNIKRMRLDDDDDVLRSPTRTLSSSSSSSLAYSVSDSGGFCSVALSEE
EDDHLSSSISSGCSSSETNEIATRLPFSDLEAHEISETEISTLLTNNFRKQGISSSENLGETAEM
DSATTEMRDQRKTEKKKKMEKSPTQAELDDFFSAAERYEQKRFTEKYNYDIVNDTPLEG
RYQWVSLKP

>SMEL_000g015370
MGKYLRKPRNTGDVVVMEPSLGVRTRARTLALQSSDSCYLQLRSRRLYKPSTTPHQSITQ
KLDVNHFEPRDSTRETTPCSMVREVDSMVNPGSATRRTELNTTQRRRNFILRNIPSAHEIEE
FFTFAEQQQQRLFMDKYNFDVANDLPLSGRYEWIRVNH

>SMEL 001gl118310
MKASMGEFLKKCEKIRAGRKVTEDENGGLRVRDNDLEVTSSLTSSTKRRKFDDSVTDVD
FSENSTSPAASVTSVHIPTNSQCSSCNEPGEVMMKTVFKSLDLKVRLNQAEEFETDNSASF
NGAFSSENFKPIDQLNPPSEHCGDSEDMESSSTTTKKSYSDASAHRKQPPASKVPPEAEIEE
FFAAAEKREQKIFAEKYNYDIVKDTPLEGRYQWVSLKP

>SMEL _002g167200
MEVVEVPVKMTREGEVLEVTETRKRKKRDGDLVEMSPTAARVRTHSGVSVVPESLESQA
SELISSKGNTVSCKPAVIPNFDDALASCFGDNEPSGVTKGSSKFVDLNELSVEIAPSNSEFRE
RPAPSIPQSFSFSSPFIEDKASFRSRTTTVSRKFKVELHKLESTPRPQHAKSCRRRLIEAKMPS
EAELTDFFAAAEKDLHKHFAEKYNFDFAKEEPLEGRYKWVRQ

>SMEL _003g173930
MIYEQRIKEVTITEVSDVPKKRKICDHFRLKSHNGVADMPPGISVSPAENGVEVTEKKKMS
SPKERREESEKPEVKKTPENESPPHRVREEFPPSREEFEAFFARHQKERLKRFREKYNFDFE
KEEALEGRYKWVQIHEN

>SMEL _005g241220
MGKYIRKGKTKKAGEVVAVLDVSSFGVLTRAKTLALQKSTSGGGGGGGGGSGDGGCYL
QLRSRRLEKPLVGFEKKRRKHPLKESNRSLRVREMKGQSWNSGDGEGEEEKKEETQNEA
NNNGSCEGENLLEGRNTRESTPCNLIRDADNIQTSSSSIRPNNASEANGGGPHSPQLVIPTE
QELSRVFRTNEKQQQKEFMEKYNFDVVNDKPLPGRYKWVKIDD

>SMEL _009g334280
MGKYIRKAKKAGDVSPLGVLTRAKALALNGGDGGSYLELRSRRLVKPFTVLEGRRQKNG
VSKNPNLVNPNPTKIPNVCVNSEEKESLGAKEMENLKEKEKSCCGPEDSFGENLLEEGRK
RTTRESTPCSLIRDSDNIPTPGSSTRRTNANVANSGVVPNSTQATMPTSREMDEFFARAEAK
QQRRFIEKYNFDPVNDKPLPGRFEWVKVDP

>PHT72728.1



MGKYLRKAKITGDVAVMEATTLGVRTRARTLALQRLQSSSSPSPSPSPPPSSASDSCYLQL
RSRRLQKSTPLPHPHTTEVSKEHPESNRGRVTEY VNDFGAEISFGGNTLDFERSDSTRESTP
CSVVREADAMVNPGSATRLADSSATAQITRNSILSNIPSAHEIEEFFTFAEQQQQRLFMEKY
NFDVANDLPLSGQYEWIRVNH

>PHT78525.1
MKIKSDDYDLFIIGQYPNSFSSNGLVNYGEWIINDDESLTEFLTLPSDYASQIKLNILQVYVK
KERTSRHAHSPAQTNVYTQLENPTNIDDARLSQYSNFFDMNVSQYFMSSNVPTQISVPDL
NEILNQSDWGLTLGETNNDDFLEQDYNYGQSSQLGWVDNAGTSSNIPLLLNLDVAEYYR
DNVSRDEHVIPENIENGDQANYGELSQSDDSASNNADGGECPYDSSSSDDGVRFNSRQRS
MSISPYPKQESIPQTSMQRPTSMSQSNNRPRFYSNEVLFLDHFQEAPDVFMDKHENNFVPT
YQGCSFKLCATKDSSNNLWKIDKYIGEHTCNMGHCRGGHNNLDVDMIATVLVPYIEKTPR
YPIKDCQISVLNKFRKIISRRKAFLGRKHAFEQVYGNWEASFCELPRFIAAMKHFKPGFVN
EWYNFDPVNEKPLRGCYEWVKIDP

>PHT85361.1
MGKYIRKNKKGGEVSPLGGSYLELRSGRLVKPFMVLEGRKQRNGVSKNANPKDCLAKE
MEKMKGDGNGNSCCGENLLEFEGRKRTTRESTPCSLIRELDNIQTPGSSTRRIDANEGNSR
QAIIPTAREMDEFFSSGEEQEVKNFIEKYNFDPVNEKPLPGRYEWVKVDC

>XP 047259206.1
MGKYMRKSSKKPEVGVLDVSPLGVCTRAKVKQLQNSNSAAVAGVDVDGGGYMOQLRST
RRLEKPKPFVGFERKRRKCPLKDQEGHSWNSGDEKKEEIQEKMNEININGGGGGDDAGV
EASCGENLMEFERAARETTPSSLIRNPDSVRTPPGSSNRRNYAEANGRVPYAAGRDIPPTTR
DMNDFFAGPEEKQQREFIEKYNFDPVNEKPLPGRYEWVKIDP

>PHT91594.1
MKVAVKMKREREVLEVAETRKRKKRDADLEMLPTTVACVRSHDSGVSVAPASLELSPVSE
LTSQGNTTVSCKPAVSSNFADNESNDATKGSSKFLDLDEDDSVEIATSNSELREREAILPSD
LKVELHKLEATPQQQLAKCRCRRSNTEAKMPSEAELDEFFVAAEKDLHKQFAEKYNNSLS
FFTHLSLFSIFYSARKTVFTIHEFACGNRYNFDFAKEEPLEGRYKWVRQ

>XP 016539606.1
MKASMGEYLKKCEKFSEMKVEEIENGGLITRGNDDEVEVTSTLSSSTKKRKVDFSENSAS
PATSVTSVDIPANSQFSSCYESGEVIMMKKNILKSLDLKAEEFETDNSASFNGGFSENFKQI
DQONLTSEHTGDSEEMESSSTTTKKSSSSGSDDPRKLPSAAKFPPEAEIEEFFAEAEKREQK
RFAEKYNYDIVKDAPLEGRYQWVILKP



