Table S1. Sequences in the evolutionary tree.

Species  Accession = name sequnenceYTH motif
name number code
Migut.NO MgDF1 KLSSVAPDREQYNQPEFSVTYDDARFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQDAQQRPG
0538.1 A GCPVFLFESVNTSGQFVGVAEMTGPVDENKNVEYWQQDKWVGCFPVKWHIVKDLPNSLLKHITLEN
NENKPVTNSRDTQEVKLDQGLQVLKIFKDHTSKQCILDDFEFYEDRQKRIQEKKAKQQQY
Migut.D0O MgDF2 EKSSVTPDLEEYNRPDFPETYSDAKFFIIKSYSEDDVHKSIKYNIWASTSNGNKKLEAAYQDAQQKPGGC
2575.1 A PVFLFFSVNTSGQFVGVAEMVGPVDENKNVEYWQQDKWIGCFPLKWHIVKDLPNSSLKHITLENNEN
Mimulu KPVTNSRDTQEVKLEPGLAVLKIFKDHTSRQCILDDFDFYEDRQKKIQEKKARQQQF
S Migut.JoOO MgDF1 VESTSKLHVHHLNSPDFITDYDRAKFFVIKSFSEDNIHKSIKYSVWASTPLGNRKLDAAYCETKEMEGIC
guttatus 855.1 B PVFLLESVNASGQFCGVAEMIGPVDFENDADYWQQDRWSGQFPVKWHIIKDVPNSRFRHILLENNEN
KPVTHSRDSQEVKLEQGIEMLQIFKNHDAETSLLDDFNFYDEREKTLLERKAKQRAI
Migut.O0 MgDF1 AQGNITIFKDQYNKIDFPVDYANAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLTTAYQDAHRTTL
0389.1 C GDLRGCPIFLFFSVNASGQFCGVAEMTGPVDFHRDMDFWQQDKWSGSFPVKWHIIKDLPNSNFRHIIL
ENNENKPVTNSRDTQEICYEKGLEMLRIYKSHTLKTSLLDDFMYYENRQRILQEERTRLLRK
Migut.G0O MgDF2 AQGNITIFKDQYNKIDFPVDYANAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLTTAYQDAHRTGL
0015.1 C GDLRGCPIFLFFSVNASGQFCGVAEMTGPVDFHRDMDFWQQDKWSGSFPVKWHIIKDLPNSNFRHIIL
ENNENKPVTNSRDTQEICYKKGLEMLRIYKSHTLKTSLLDDEMYYENRQRILQEERTRLLRK
Migut.NO MgDF3 EQIGLPAKVDKFNLQDFQTVYENAKFYVIKSYSEDDIHKSIKYDVWSSTQNGNRKLDAAFNEANARTN
0839.1 C CPVFLFFSVNASGQFVGVAEMIGHVDFSKSMDFWQLDKWNGFFPLQWHIVKDVPNTLLRHIILENND
NRPVTFTRDTQEIGLKQGLEMLSIFKNHSGKKSLLDDYSFYEKREKELKAKRKNAARS
Migut.HO MgDC1 SRNATPLPQGASRYFVVKSCNRENLELSVQQGVWATQRSNEAKLNEAFESVENIILIFSVNKTRHFQGC
1337.1 A AKMTSRIGGSVGGGNWKHAHGTAHYGRNFALKWLKLCELTFDKTRHLRNPYNENLPVKISRDCQEL
EPSIGEQLASLLYLEPDSDLMAIATIAAELKREEEK
MigutM0 MgDC2 SRTATPLPQGTSRYFVVKSCNNENLELSVQQGVWATQRSNEAKLNEAFESVDNIILIFSVNKTRHFQGC
1886.1 A AKMTSRIGGSISGGNWKNAHGTAHYGQNFSVKWLKLGELSFNKTRHLRNPFNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSDLMAVALAAEAKREEEK
Migut. A0 MgDC1 SSEMKKDKLNNTRYFIIKSLNHENIQLSVKKEIWATQVMNEPILEEAFQNSGKVILIFSVNMSGFFQGYA
0893.1 B QMMSSVGWRRDTIWSQASGKSNPWGRSFKVKWLRLNDLAFQKTLHLKNPWNDFKPVKISRDCQELP
GDIGRALCELLDEGGGIDLNLKRDEIARGDFSASR
Eucgr.B03 EgDF1 NKVSVIPDREQYNKADFPEDYEDAKFFIIKSYSEDDVHKSIKYSVWASTPNGNKKLDAAYREAQEKPGS
590.1 A SPVFLFESVNTSGQFVGLAEMVGPVDFHKSVEYWQQDKWNGCFPVKWHIVKDVPNSMLKHITLENN
ENKPVTNSRDTQEVKLVQGLKMIKIFKEHPVKTCLFDDFEFYENRQKAIQEKKARQQYQ
Eucalyp Eucgr.B03  EgDF2 NRSSVVPDCTQYNKVDFPEDYNDAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYREAQEKA
tus 591.1 A AGCPIFLFFSVNTSGQFVGLAEMVGPVDFHKNVEYWQQDKWMGCFPVKWHIVKDVPNNLLKHITLE
grandis NNENKPVTNSRDTQEVKLPQGLKMIKIFQTHLVKTCLLDDFDFYENRQRAIQEKKARQLQF
Eucgr.Jo3  EgDF1  SASITKIPHGSYNHIDFITEYDDAKFFVIKSYSEDNVHKSIKY GVWASTPNGNRKLDAAYREAKEKPDTC
195.1 B PVFLFFSVNASAHFCGVAEMVGPVDFDRSFDYWQQDRWSGQFPVKWHVIKDVPNSQLRHIVLENND
NKPVTNSRDTQEVKLEQGIEMLNIFKNYETDTSILDDFEFYEEREKVIQEGKARQQAS
Eucgr.HO EgDF1  AQGIIIDTDQYNKDDFCVDYEDAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSAYEDAQKIAAE
4096.1 C KTTNCPIFLFFSVNASGQFCGVAEMVGQVDFHKNMDFWQQDKWTGSFPVKWHIIKDVQNTAFRHIIL
ENNENKPVTNSRDTQEIMQKQGLEMLKIFKNNGLKTSLLDDFTYYEGRQKLMQEERARMYVS
Eucgr.E02 EgDC1 GRGPTPLPPGVSRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSAANVILIFSVNRTRHFQGC
496.1 A AKMTSRIGGAASGGNWKYAHGTAHYGRNFSVKWLKLCELSFQKTRHLRNPYNENLPVKISRDCQELE
PSVGEQLASLLYLEPDSELMPISLAAESKREEEK
Eucgr.D0O EgDC1 SIANRKGRWYSIRYFIIKSLNHHNLQLSIEKGIWATQVMNEPILEEAFHNSGKVILIFSVNMSGFFQGYA
1949.1 B QMMSPIGWRRDKVWSQGNGRNNPWGRSFKVKWLRLYDLPFQKTLHLKNLLNDNKPVKISRDCQELP
QDVGEALCELLDCDADVDGETRRDSAPLEK
Glyma.08 GmDF1 DKTSTVPDRDQYNKADFPEEYTDAKFFVIKSYSEDDIHKSIKYNVWASTQNGNKKLDAAYHEAQQKP
G124600.1 A GGCPVFLFFSVNTSGQFVGLAEMIGPVDENKSVEYWQQDKWNGCFPLKWHVVKDVPNNLLRHITLD
NNENKPVTNSRDTQEVMLEPGLKLIKIFKEYTSKTCILDDFGFYEARQKTILEKKAKQQFP
Glyma.05 GmDF2 DKTSTILECDQYNKADFPEEYTDAKFFVIKSYSEDDIHKSIKYNVWASTQNGNKKLDAAYQEAQQKPG
G166600.1 A GTPVFELFFSVNTSGQFVGLAEMIGPVDENKSVEYWQQDKWNGCFPLKWHIVKDVPNNLLRHITLDNN
ENKPVTNSRDTQEVMLEPGLKLIKIFKEYTSKTCILDDFGFYEARQKTILEKKAKQQFP
Glyma.19 GmDF3 KEVPPVPDKEQYNGKDFAENYSDAKFFVIKSYSEDDIHKSIKYSAWASTPNGNKKLDAAYQEAKEKPG
G110800.1 A GCPIFLLFSVNTSGQFVGLAEMLGPVDFGKTVDYWQQDRWTGCFSVKWHVIKDIPNSVLRHITLENNE
NKPVTNSRDTQEVKFEKGVQIAKIFKEHSSQTCILDDFGFYEAREKATQEKKSKEQQL
Glyma.l6 GmDF4 KEVPLVPDKEQYNGKDLAENYSDAKFFVIKSYSEDDIHKSIKYSAWASTPNGNKKLDSAYQEAKEKPG
G041600.1 A GCPIFLLFSVNTSGQFVGLAEMLGPVDFGKTVDYWQQDRWTGCFSVKWHVIKDIPNSVLRHITLENNE
NKPVTNSRDTQEVKFEKGVQLVKIFKEHSSQTCILDDFGFYEDREKVTQEKKSKEQQL
Glyma.02 GmDF5 KEVPLVPNNEQYNGKDFPENYSDAKFFVIKSYSEDDIHKSIKYKVWASTFNGNKKLDAAYHESKEKPG
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DCPVFLLFSVNTSGQFVGLAEMVSPLDFGRTVEYWQQDRWSGCFSVKWHIIKDIPNSVLRPITLENNEN
KPVTNSRDTQEVKFEKGIQILKIFKQHSSKTCILDDFGFYETREKMIQERKSMEQQL
SASTAKFQNESLNRSDFATDYKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDDAYRQAMEKQ
DACPIFLFFSVNASAQFCGVAEMVGPVNFDKSVDFWQQDKWSGQFPLKWHIIKDVPNSQFRHIILENN
DNKPVTNSRDTQEVKLGQGVEMLTIFKNYETDVSILDDFDFYEDRQKAMQERKARQQSS
SGSTAKFQNESLNWSDFATDYKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYLQAMEKQ
DACPIFLFFSVNASAQFCGVAEMVGPVNFDKSVDFWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLEN
NDNKPVTNSRDTQEVKLTQGVEMLTIFKNYETDVSILDDFDFYEDRQKAMQERKARQQSS
TQENHISTDQYNREDFPVNYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSTHEDAKRIASGN
FGSCPIFLFFSVNASGQFCGVAEMIGPVDFNKDMDFWQQDKWSGSFPVKWHIIKDVPNANFRHIILEN
NENKPVTNSRDTQEIMYSKGLEMLKIFKNHNLKTSLLDDFMYYENRQKIMQEEKAKLLIR
TQENIISTDQYNREDFPVNYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSAHEDAKRIASGK
FGSCPIFLFFSVNASGQFCGVAEMIGPVDFNKDMDFWQQDKWSGSFPVKWYIIKDVSNANFRHIILEN
NENKPVTNSRDTQEIMYSKGLEMLKIFKNHHLKTSLLDDFIYYENRQKIMLEEKTKLLIR
EQGNIVIYPDQYNMEDFPLGYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLENAYEDAKKIAA
EKSEVCPIFLLESVNASGQFCGVAEMVGTVDFSKNMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIIL
ENNENKPVTNSRDAQEIMYLKGLEMLKIFKNHTLKTSLLDDFMYYENRQKIMQDEKAKFLVK
EQGNIVIYPDQYNKEDFSLDYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKLENAYEDAKKIAAEK
SEVCPIFLFFSVNASGQFCGVAEMVGTVDENKNMDFWQQDKWSGSFPLKWHIIKDVPNPNFRHITLEN
NENKPVTNSRDTQEIMYWKGLEMLKIFKNNTLKTSLLDDFMYYENRQKIMQDEKA
GNVTNKIRADQYNLPDFPTKYDHALFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDGAFQDAQKRM
EEKGCKCPVFLFFSVNASGQFCGVAEMTGRVDFNKSMDFWQQDKWNGYFPVKWHIIKDVPNPQLRH
IILENNDHKPVTSSRDTQEVSFPQGVEMLNIFKNYVARTSILDDFEFYESRQKVMQEKKTRQSMP
GNVTNKIRTDQYNLPDFPTKYDHALFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDGAFQDAQKRME
EKGCKCPVFLFFSVNASGQFCGVAEMTGRVDFNKSMDFWQQDKWNGYFSVKWHIIKDVPNPQLRHII
LENNDHKPVTNSRDTQEVSFPQGVEMLNIFKNYVARTSILDDFEFYESRQKVLQEKKTRQSMP
NRTATPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNESKLNEAFDSVENVILVESVNRTRHFQGC
AKMTSRIGGSVAGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSELMAISVAAESKREEEK
NRTATPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNESKLNEAFDSVENVILIFSVNRTRHFQGCA
KMTSKIGGSVAGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELEP
SIGEQLASLLYLEPDSELMAISVAAESKREEEK
PTGIGVEKWHNIKYFIIKSLNHONIHLSIEKGIWATQIMNEPILEEAFHNSGSVILIFSVNMSGSFQGYAQ
MMSSIGRGRDNVWSEGTGKSNPWGRSFKVKWMCLNDLPFHKTLHLKNPLNDYKPVKISRDCQELSP
DIGLALCELLDGKNYTDCLPTSLSRDEFSLKG
PAGIGVEKCHNTKYFVIKSLNHQNIHLSIEKGIWATQIMNEPILQEAYHNSGSVILIFSVNMSGSFQGYA
QOMMTSIGRGRDNAWSEGTGKSNPWGRSFKVKWLCLNDLPFHKTLHLKNPLNDYKPVKISRDCQELSP
DIGLALCKLLDGKNDTDGLLTSLSRDEFSLKG
KDKTSVPDREQYNKADFPEDYTDAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLHAAYQEAQEKSG
GCPVFLLFSVNTSGQFVGLAEMLGPVDFNKNLEYWQQDKWNGCFPVKWHIVKDVPNSLLKHITLEN
NENKPVTNSRDTQEVKLEPGLKMIKIFKEHLSKTCILDDFGFYESRQKTIQEKKAKQQQF
NTTATKVHDESYNKPDFVTEYNDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYREVKEKHD
GCPIFLFFSVNASAQFCGVAEMVGPVDFDKSLDYWQQDKWSGQFPVKWHMIKDVPNSQFRHIILENN
DNKPVTNSRDTQEVKLEHGIEMLNIFKNYETDMSILDDFDFYEDRQKAMQERKARQQAS
GLSASGINLDSFNRLDFVTDYEDAKFFIIKSFSEDNVHKSIKYSVWASTPHGNKKLDAAYHEAQRIKGSC
PVFLFFSVNASGQFCGVAEMVGSVDFEKDADYWQQDRWSGQFPVQWHIIKDVPNIRFRHILLENNDN
KPVTHSRDCQEVNLKQGIELLKIFGDYDARTSIIDDFEFYDEREKSLKERKVRQQAC
AQGNIIIRTDQYNKDELPVDYVDAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLNSAYEDALRIAAG
KPRGCPIFLFFSVNASGQFCGVAEMGGPVDFNKDMDFWQQDKWSGSFPVKWHIIKDVPNTSFRHIVLE
NNENKPVTNSRDTQEIMYKKGLEMLKIFKNHTLKTSLLDDFMYYEERQKFMQEERSRLLVR
DSIASAIRKDQYNLPDFPTKYEQALFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDSAYQDAEEKVAQ
KSCKCPVFLFFSVNASGQFCGVAEMIGRVDFNKSMDFWQQDKWNGYFPVKWHIIKDVPNPQLRHIIL
ENNENKPVTNSRDTQEVKFLQGIEMLNIFKNHLSKTSILDDFDFYESRQKVMQEKRIRQSTP
EELSFTVHRDQYNLPDFQTDYEKAKFYVIKSYSEDDVHKSIKYDVWASTPNGNKKLDASFRDAESKSRE
TGTQCPIFLFFSVNGSGQFIGLAEMAGQVDFNKDMDFWQVDKWSGFFPVKWHVIKDIPNTQLRHIILE
NNDNRPVTFTRDTQEIGLKQGLEMLNIFKSYTAKTSLLDDFIFYEDREKSLKAKRSSKPAT
ANRSAPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNESKLNEAFDSAENVILIFSVNRTRHFQGC
AKMMSRIGGSVSGGNWKYAHGSAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSELMAVSIAAESKREEEK
TTGRKKGTLYDTRYFIIKSLNHQNIQLSIEKGIWATQVMNEPILEEAFHNSGKVILIFSVNMSGSFQGYA
QMMSSVGWRRDNVWSQGSSRSNPWGRSFKVKWLQLNDLPFQKTLHLKNPLNEYKPVKISRDCQELSP
DVGEALCELLDGTNDVNGLNSVAMEDFPSKR
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Potri.003
G222700.1
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DKTTVVPDREQYNKADFPEEYDNAKFFIIKSYSEDDVHKCIKYNVWASTPNGNKKLDAAYQEAEQKS
GGCPVFLLFSVNTSGQFVGLAEMTGRVDFDKSVEYWQQDKWTGYFPVKWHIVKDVPNSFLKHITLEN
NENKPVTNSRDTQEVKLEQGLKLIKIFKDHSSKTCILDDFVFYEDREKMIQEKKAKQQQL
DKTTEVPDREQYNKADFPVEYVDAKFFIIKSYSEDDVHKCIKYNVWASTPNGNKKLDA AYQEAGQKS
GGCPVFLLFSVNTSGQFVGLAEMTGRVDFDKSVEYWQQDKWTGYFPVKWHFVKDVPNSLLKHITLEN
NENKPVTNSRDTQEVKLEQGLEMIKIFKEHSSKTCILDDFGFYEDREKMIQEKKAKQQQL
ENLLQIPDREQYNKEDFPEEYSDAKFFVIKSFSEDDVHKSIKYSVWTSTPNGNKKLDAAYKQGKENPGD
CPVFLLFSVNTSGQFVGLAEMVGPVDFNKTVEYWQQDKWTGCFPLKWHIIKDVPNGCLRHITLENNE
NKPVTNSRDTQEVIFEKGVQILKIFKDHKGKTSILDDFSFY AGRERIMQEKR AKHNIH
SKPSAKIHDESYNQSDFVTEYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDTAYHEAKDKQDP
CPVFLLFSVNASAQFCGVAEMVGPVDFDKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLENN
DNKPVTNSRDTQEVKLEQGVEMLNIFKNYETDTSILDDFDFYEDRQKAMQDRKARQQAS
SKPSAKIHDESYNQPDFVIEYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDTTYREAKEKQDPC
PVFLLFSVNASAQFCGVAEMTGPVDFDKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLENND
NKPVTNSRDTQEVKLEQGIEMLNIFKNYETDMSIIDDFDFYEDRQKAMQERKARQQAS
NSASSGIQLDLYNQLDFVTDYKDAKFFIIKSFSEDNVHKSIKYSVWASTPHGNKKIDAAYREAKEKEGN
CPVFLLFSVNASGQFCGVAEMVGPVDFEKDAEYWQQDRWNGQFPVQWHIVKDVPNSRFRHILLENN
DNKPATHSRDSQEVKLEQGIEMLKIFKDHDAPTSILDDFDFYDQCERALKERKAKQQPS
NSASSGVQLDLYNRPVEFVTDYKNAKFFIIKSFSEDNVHKSIKYSIWASTPHGNKKIDAAYREAKEKEGN
CPVFLLFSVNASGQFCGVAEMVGPVDFEKDADYWQQDRWNGQFPVQWHIIKDVPNSRFRHILLENN
DHKPVTHSRDSQEVKLEQGIEMLKIFKDYDAPTSIIDDFGFYDQCERALKERKAIQQPS
QKAVADVHSESHNQVDFATDYKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNKKLDAAYREAKEN
HGTCPIFLLFSVNASAQFCGVAEMVGPVDFDKNVDFWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLE
NNDNKPVTNSRDTQEVELEQGAEMLGIFKNYESHSSILDDFQFYEERQKVMQVRKSRPQAS
GLGNIVIQTDQYNKDDFESTDYLDAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQTAFEDAQKLAV
GRPRGCPIFLFFSVNASGQFCGVAEMIGPVDLHRDMDFWQQDKWSGSFLVKWHIIKDIPNSSFRHIILE
NNENKPVTNSRDTQEIMYKQGLEMLKTFKNHPLRTSILDDFMYYENRQKIMQDEKARLMFK
ELGNIVIQTDQYNKDDFSTDYADAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLHSAFEYAQKLDL
GRPRGCPIFLFFSVNASGQFCGVAEMVGPVDFNRDMDFWQQDKWSGSFLVKWHIIKDIPNSSFRHIILE
NNENKPVTNSRDTQEIMYKQGLEMLKMFKNHPLKTSILDDFVYYENRQKIMQEEKARLMFK
NSITSVISRDQYNLPDFPTNYDHAFFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLNSA YLDSQQKIAQI
GCSCPVFLFFSVNASGQFCGVAEMTGRVDFNKNMDFWQQEKWNGYFPVKWHIIKDIPNPQLRHIILE
NNENKPVTNSRDTQEVKFPQGIEILNIFKNYVSKTSILDDFDFYESRQKVMHERRPRSLIS
NSIASVISRDQYNLPDFPTKYNHAFFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDSAYQDAQQKIAE
KGNSCPVFLFFSVNASGQFCGVAEMVGRVDFNKNMDFWQQDKWNGYFPVKWHIIKDVPNPQLRHII
LENNENKPVINSRDTQEVKFPQGIEILNIFKNYVTKTSILDDFDFYESRQKVMQEKRPRPFIP
DMLGFAMHKEQYNLPDFEIEYSNAKFFVIKSYNEDDIHKSIKYDVWASTPNGNKKLDAAFHNAEEVSS
ETGTKCPIFLFFSVNGSGQFVGLAEMVGQVDFNKDMDFWQIDKWNGFFPVKWHVIKDIPNGQLRHIV
LENNDGHSVTFSRDTQEIGLEKGLEMLNIFKSYSAKTSMLDDFNFYENREKSLNTKKSNKPAT
DELGIAMRKEQYNLPDFETEYANAKFFVIKSYSEDDIHKSIKYDVWASTPNGNKKLDAAFHNAEEVSS
DTGYKCPIFLFFSVNGSGQFVGFAEMVGQVDFNKDMDFWQIDKWNGFFPVKWHVVKDIPNGHLRHI
VLENNDGHSVTFSRDTQEIVLKQGLEMLNIFKSYSAKTSLLDDFNFYEKREKSLNTKKGNKPAT
SSFFSCVSPSQFVYFIVKSCNRENLELSVQQGVWATQRSNEIKLNEALDSADNVILIFSVNRTRHFQGCA
KMASKIGASVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPFNENLPVKISRDCQELEP
SIGEQLASLLYLEPDSELMAVSLAAEAKREEEK
VLYVVVFWLRVKLYFIVKSCNLENLELSVQQGVWATQRSNEPKLNEAFDSAENVILIFSVNRTRHFQGC
AKMTSKIGASVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPFNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSDLMAISVAAEAKREEEK
SSINKKRKLCNTRYFIIKSLNQHNIQLSIENGIWATQVRNEPILEEAFHNSGRVILIYSVNMSGFFQGYAQ
MISSVGWRHDNLWSEGSGKSNPWGRSFKVKWLRLNDLPFQKTLHLKNPLNDYKPVKISRDCQELPED
IGEALCELIDGERDTDGMVKSFPRDDLPMKR
DRTSVFPDRDQYNHADFPVEHTEAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYREAQEKSA
GCPVFLFFSVNTSGQFVGLAEMVGHVDFHKNVEYWQQDKWNGCFSVKWHVVKDVPNSLLKHITLE
NNENKPVTNSRDTQEVKLEQGLQMLKIFKEHCSKTCILDDFAFYESRQKTIQEKK AKQQQF
GNLTLVPDKEQYNSEDFPENYSDAKFFIIKSYSEDDVHKSIKYNMWASTANGNKKLDAAYQEAQGKS
GSCPIFLLFSVNASGQFVGVAEMVGSVDFNRSLEYWQQDKWTGCFPVKWHVIKDIPNSLLKHITLENN
ENKPVTNSRDTQEVKFEQGIQVLKIFKNHSSKTTILDDFGFYEARQRTMQEKKAKQQLF
STSTAKTNDGLYNQLSFVTEYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYREAKEKQA
ACPVFLLFSVNASAQFCGVAEMVGPVDFDKSVDYWQQDKWSGQFPVKWHITKDVPNSQFRHIVLEN
NDNKPVTNSRDTQEVKLEQGIEILNIFKNYETDTSILDDFDFYEDRQKAMQERKARQQAS
NGTCTGVHRESYNRLDFVTEYKDAKFFVIKSYSEDN VHKSIKYGVWVSTPNGNKRLNSAFHEAKEKHG
NCPIFLLFSVNASAQFCGVAEMVGPVDYDKSVDYWKQDKWTGQFPVKWHIIKDVPNSQFRHIILENN



Vitis
vinefera

Sonalu
m
lycopers
icum

Medicag
0
truncat
ula

1

GSVIVTO
103223600
1
GSVIVTO
101764900
1
GSVIVTO
103669600
1
GSVIVTO
102324800
1
XP_00228
1594.1

GSVIVTO
101989500
1
Solyc01g0
28860.2.1

Solyc05g0
32850.2.1

Solyc12g0
99090.1.1

Solyc01gl
03540.2.1

Solyc02g0
21760.2.1

Solyc02g0
70240.2.1

Solyc08g0
07730.2.1

Medtr8g0
88390

Medtr7g0
85500

Medtr6g0
32970

Medtr4g0
05110

Medtrdgl
23630

Medtr2g0
63460

Medtr2g0
32660

VvDF3

VvDF1

VvDF2

VvDF3

VvDC1

VvDC1

B

SIDF1A

SIDF1B

SIDF1C

SIDF2C

SIDC1A

SIDC2A

SIDC1B

MtDF1

MtDF2

MtDF3

MtDF1

MtDF1

MtDF2

MtDF3
C

DNKPVTNSRDTQEVELEQGNEMLNIFRNYESDSSILDDFDFYEDRQKAMQEKKTQHKAS

DASNSVVHFDSYNQPDFVTDYENAKFFIIKSYSEDNVHRSIKYSVWASTALGNRKLDAAYQKAKEIETN
CPIFLCFSVNASSQFCGVAEMVGPVNFEKDAEYWQQDRWSGLFPVKWHIIKDVPNSLFRHILLENNEN
KPVTHSRDTQEVNLEQGIEMLKIFKSYDAHTSILEDFDFYEQRERASKERKARQQAC
AQGNIIIYTDQYNKDDFPVDYVDAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLENAYEDAQRIAL
GKRRGCPIFLFFSVNASGQFCGVAEMIGPVDFHKDMDFEFWQQDKWSGSFPVKWHIIKDVPNTNFRHIIL
ENNENKPVTNSRDTQEIRFKQGLEMLKIFKNHTTKTSLLDDFMYYENRQRIMQDEKTRLLIK
NCIASLIRRDQYNLPDFPTKYDHAFFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDGAYQEAKERMGD
RGSKCPVFLFFSVNASGQFCGVAEMIGRVDFNKNMDFW QQDKWNGFFPVKWHIIKDVPNPQLRHIIL
ENNDNKPVTNSRDTQEVRFPQGIEILNIFKNYVSKTSILDDFDFYESRQKVMQDKKIKPSMP
EELGLMVRRDQYNLQDFQTEYENAKFY VIKSFSEDDIHKCIKYDVWASTPNGNKKLDAAFHDAEAKA
NETGTKFPIFLFFSVNGSGQFVGVAEMVGQVDFNKDMDFWQLDKWNGFFPVKWHIVKDIPNSQLRHI
TLESNENRSVTYTRDTQEIGLKQGVEMLKIFKNYSARTSMFDDENFYENREKSLHARRSSKPPP
NKTASPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQGC
AKMTSKIGGFVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSELMAISLAAESKREEEK
SSANKKGKLYSTRYFIIKSLNHHNIQLSMEKGIWATQVMNEPILEEAFHNSGKVILIFSVNMSGFFQGYA
QMMSSVGWRRDNVWSQGSGGNNPWGRSFKVKWLRLHDLPFQKTLHLKNPLNDYKPVKISRDCQEL
SQEIGEALCELLDGKTDVGDNLRKNDFSGDDLPPRR
DKPSLMPDREQYNHPDFPVTYADAKEFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQEAQQNS
GGCPVFLFFSVNTSGQFVGVAEMVGPVDENKNVEYWQQDKWVGCFPVKWHIVKDVPNSLLKHITLE
NNENKPVTNSRDTQEVKVEQGLQVLKIFKDHISKQCILDDFEFYEDRQKRIQDKKAKQQLF
VELTSILQPGQYNRPEFVTDYEHAKFFVIKSFSEDNVHKSIKYGVWASTPQGNRKLDAAYAEAKEMNA
NCPVFLFFSVNASGQFCGVAEMVGPIDFENSAEYWQQDRWSGKFPVKWHVIKDVPNSQFRHILLEHN
DNKPVTHSRDSQEVKLPEGLEMLKIFKNYETDTSLLDDFTYYDEREKSLLEKKSKQRPL
VQGNIVIHADEYNRGDFLMDFVNAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLNSAYEDAQRITP
GNPRGCPIFLFFSVNASGQFCGVAEMTGPVDFYKDMDFWQQDKWSGSFPVKWHFIKDVPNPNFRHIT
LENNENKPVTNSRDTQEIRYKKGIEMLKVEKDYASRTSLLDDFMYYENRQKLLQEEKAKLLIR
DQLVPAVQREKYNKEDFKTQYDNAKEFYIIKSYSEDDIHKCVKYDVWSSTPNGNKKLDTAFVESEAKAS
GTGSSCPVFLFFSVNGSGQFLGVAEMVGQVDENRNMDFWQLDKWSGFFPLKWHIVKDVPNTQFRHII
LENNDNRPVTYSRDTQEIGLKEGLEMLNILKNYSEKTSILDDFNFYEKREKVLKAKRSSKPVI
DRTAVVLPQGTSRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQGC
GKMTSRIGGAANGGNWKHEHGTAHYGRNFSLKWLKLCELSFQKTHHLRNPYNENLPVKISRDCQEL
EPSVGEQLASLLYLEPDSELMAISLAAESKRLEEK
NQAAIPLPQGPSRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSINRTRHFQGL
AKMTSRIGGAAKGGNWKHEHGTAHYGRNFSVKWLKLCELSFQKTRHLRNPYNENLPVKISRDCQEL
EISVGEQLASLLYVEPDSELMAISLAAESKREEER
STAIEKGKLYSIRYFVIKSLNHENIQLSVNRGIWATQAMNEAILDEAFHNSSKVILIFSVNTSGYFQGYAQ
MISSVGLRRDQVWSQGNGGRNSWGRSFEVNWLRLYDLPFQRTLHLKNPWNQNKPVKISRDCQELPP
DIGEALCELLDGQDALDVNLKMDVFARNELSSKR
EKNSTTPDREQYNKADFPEEYTDAKFFVIKSYSEDDIHKSIKYNVWASTQNGNKKLDAAYQEAQQKSG
GCPIFLLFSVNTSGQFVGLAEMTGPVDFNKSLEYWQQDKWMGCFPLKWHIVKDVPNNVLRHITLENN
ENKPVTNSRDTQEIMLEPGLKLLKIFKEYSSKTCILDDFGFYEGRQKTILEKKAKQQFP
EVVPLVLNKEQYNGEDLSENYSDAKFFIIKSYSEDDVHKSIKYSVWASTPNGNKKLDAAYQEAGGCPIF
LLESVNTSGQFVGLAEMTGPVDFDKTVEYWQQDRWTGCEFNVKWHIIKDIPNGVLRHITLENNENKPV
TNSRDTQEVKFEKGVQIVKIFKEHASKTSILDDFGFYESREKTTQERKFKEQQL
KEVHPVPDKQQYTGEDLSENYSDAKFFVIKSYSEDDIHKSMKYNVWTSTPNGNKKLDAAYLEAKEKSA
DCPIFLLESVNTSGQFVGLAEMVSPVDFDRTVEYWQQDRWTGCESVKWRIIKDIPNNVLRHITLENNEN
KPVTNSRDTQEVKFEKGVEILKIFKEHSSKTCILDDFAFYEAREKTIQEKKAKEQLS
NASTAKFQDESLNRPDFATDFKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYCQAKEKQ
DACRIFLFFSVNASAQFCGVAEMVGPVNFDKSVDFWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLEN
NDNKPVTNSRDTQEVKLQQGIEMLTIFKNYETDTSILDDFDFYEDRQKAMQERKARQQSS
NTQENIIYTDQYNREDFPIDNEIAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSAYEDARRKATG
KSGGCPIFLFFSVNASGQFCGVAEMVGPVDFNKDMDFEWQQDKWSGSFPVKWHIIKDVPNGNFRHIILE
NNEFKPVTNSRDTQEIMYRKGLEMLKIFKNYTLKTSLLDDFIYYENRQKVMQEEKTKFLMK
VNGNTKIRTDQYNLPDFPTKYDHALFFVIKSYSEDDVHKSIKYDVWASTPNGNKRLDNAFQDAQNRM
EEKGSKCPVFLFFSVNASGQFCGVAEMIGRVDFNKSMDFWQQDKWNGYFPVKWHIIKDIPNPQLRHIT
LENNDHKPVTNSRDTQEIHFPQGIEMLNIFKNYVSRTSILDDFDFYESRQKVMQEKKIRQPMP
EQDSIHIYTDQYNKEDFPLDYDNAKFFVIKSYSEDDVHKSIKYNVWSSTVHGNRKLGNAYEDTKKVSAE
KSGVCPIFLFFSVNASGQFCGVAEMIGSVDFNKDMDFEFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILD
NNENKPVTNSRDTQEIMYSKGLEMLKIFKNHTLKTSLLDDFMYYENRQKIMHDQKAKLLIR



Citrus
sinensis

Arabido
psis
thaliana

Medtr2g0
05840.1

orangel.l
g005158m

orangel.l
g010141m

orangel.l
g005934m

orangel.l
g038459m

orangel.l
g006798m

orangel.l
g005441m

orangel.l
g008255m

orangel.l
g048663m

orangel.l
g005338m

orangel.l
g015749m

AT3G039
50

At3g1346
0

AT5G610
20

AT1G555
00

AT3G130
60

AT1G279
60

AT5G581
90

AT3G173
30

AT1g4811
0

AT1G792
70

MtDF4
C

CsiDF1
A

CsiDF2
A

CsiDF1
B

CsiDF2
B

CsiDF3
B

CsiDF1
C

CsiDF2
C

CsiDF3
C

CsiDC1
A

CsiDC1

B

ETC1

ECT2

ECT3

ECT4

ECT5

ECT9

ECT10

ECT6

ECT7

ECT8

DEFAFTVCRDQYNLPDFQTKYETAKFYMIKSFNEDDIHKGIKYDVWTSTPHGNKKLNAAFQNAEAKL
SQTGTQCPIFLFFSVNASGQFVGVAEMLGPVDFKKDMKFWKLDKYNGFFPIKWHIIKDVPNRQFAHIT
LQINENKCVTFSRDTQEITLKEGLEMLKIFKSYPAKTSLLDDFDFYENREKLCRSQRTEHTGW
DKISLSPDRDEYNKADFPEEYTDAKFFVIKSYSEDDVHKSIKYSVWASTPNGNKKLDAAYQEAQQKSRS
CPVFLLFSVNTSGQFVGLAEMAGPVDENKNVEYWQQDKWTGCFPVKWHIVKDVPNSLLKHITLENN
ENKPVTNSRDTQEIKLEQGLKLIKIFKDHPSKTCILDDFGFYETRQKTIQEKKAKQQQF
DNLPLIPDKEKYSGEDFPESYSDAKFFIIKSYSEDDVHKSVKYNMWTSTPNGNKKLDAAYREAKEKSSD
CPVFLLFSVNASGQFVGVAEMVGPVDFDKTVEYWQQDKWVGCFPLKWLIIKDVPNSSLRHITLENNE
NKPVTNSRDTQEVNFEIGIQILKIFKSHSSKRCILDDFGFYEARERIMQQKKAKQHQL
SKSVVKILDESYNQPDFVTDYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNKKLDAAYCEAKEKQDP
CPVFLFFSVNASAQFCGVAEMIGPVDFEKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLENND
NKPVTNSRDTQEVKLEQGIEMLNIFKNYVTDMSILDDFDFYEDRQKAMQERKARQQAS
NSSGSGINFELYNQFDFPTDYENAKFFVIKSFSEDNVHKSIKYGVWASTPHGNKKLDAAYHEAKETDN
RCPIFLLESVNASGQFCGVAEMVGPVDFENSADYWQQDRWSGQFPVKWLIIKDVPNSRFRHLLLENN
DNKPVTHSRDSQEVKLEQGVEMLRIFKEHDARTSILDDFDFYDERERSLKERRAKQQVS
NGTLDGILKGSYNQLDFVTNYKVAKFFIIKSYSEDNVHKSIKYGLWASTPNGNKKLDAAYREAKEKHG
TCPIFLLFSVNASAQFCGVAEMVGPVDFDKSVDYWLQDKWSGQFPVKWHIIKDVPNSQFRHIILEKND
NKPVTNSRDTQEVELEQGIEMLNIFKNYESYSSILDDFHFYEQRQKAMQERKAGQQAN
VEGNIICTEHYNKEDFQVDYVDAKFFVIKSYSEDDVHKSIKYGVWSSTSHGNKKLQSAYEDAQKLAAG
KPGGCPIFLFFSVNASSQFCGVAEMIGPVDFYKDMDFWQQDKWSGSFPVKWHIIKDVPNTSLRHIILRN
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SKMISYDRVDRFCQQELLSQFRDAKFFVIKSYSEDNVHKSIKHCVWASTKNGNKKLDAAYREAKKKDV
ACPVFLLFSVNASSQFCGVAEMVGPVDFNTSVEYWQQDRWSGHFPVQWLIVKDVPNSLFRHIITESND
NKPVTNSRDTQEVGLEKGIEMLDIFISCEMRSSILDDENFYEERQIAIQDRKARQRAV
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NDNKPVTHSRDSQEVKLRQGIEMLRIFKEYEAHTSILDDFGYYDELEGQKVGEDGTRKKA
AEGNIVINPDRYNKEDEFSIEYSDARFFVIKSYSEDDVHKSIKYGVWSSTLNGNKKLQSVYEDAQRIATEK
SRECPIFLFFSVNSSGLFCGVAEMTGPVSFDRDMDFWQQDKWSGSFPVKWHIIKDVPNSYFRHIILHNN
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EMLSPVGWRRDQIWSQGGGKNNPWGRSFKVKWLRLSELPFQKTLHLKNPLNDYKPVKISRDCQELPE
DIGEALCELLDANSCDDGLLNSSSRDDYSTKR
NAKFFVIKSYSEDDVHKGIKYNVWSSTPNGNKKLQSAYEDAQRIASGEPRGCAIFLFFSVSDIPLILSFAL
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NAKFFVIKSYSEDDVHKGIKYNVWSSTPNGNKKLRSAYEDAQRIAFGEPRGCPIFLFFSVRDIPLILSFAL
KYYIPQVNASGQFCGVAEMTGPVDFHKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNEN
KPVTNSRDTQEMFFSTHYAGDNLTIKLRD
DAKFFIIKSYSEDNVHKSIKYGIWASTPNGNRKLDAAYREAKEKNTCPVFLFESVNASAQFCGVAEMV
GPVDFDKSVDYWQQDKWSGQFPVKWHIIRDVPNSQFRHIVLENNDNKPVTNSRDTQEAKLEQGIEML
KIFNNYES
NAKFFIIKSFSEDNVHKSIKYSVWASTPLGNRKLDAAYHEVKDANGHCPVFLLESVNASGQFCGVAEM
IGPVDFEHDVDYWQQDRWSGQFPVRWHIIKDVPNNQFRHILLENNDNKPVTHSRDSQEVKLEQGIEIL
KIFKDYEA
NAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLQSAYEDARRIAAGEPRGCPVFLFFSVNASGQFCGV
AEMTGPVDFYKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNENKPVTNSRDTQEVCFVFIP
DTLFTC

NAKFYVIKSYSEDDIHKCIKYDVWSSTPNGNKKLDA AFHDAEAKACETGTKCPIFLFFSVNGSGQFIGV
AEMIGPVDFNKDMDFWQLDKWNGFFPVKWHIIKDTPNTQLRHIILENNDNRSVTYSRDTQEIGFKQGI
EMLNIFNSYSE
ISRYFIVKSCNRENLELSVEQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQGCAKMTSKIGGSV
GGGNWKYAHGSAHYGRNFSVKWLKLCELSFHKTRLLRNPYNENLPVKISRDCQELEPSVGEQLASLLY
LEPD
NAKFFVIKSYSEDDVHKGIKYNVWSSTPNGNKKLQSAYEDAQRIASGEPRGCAIFLFFSVSDIPLILSFAL
KYYIPQVNASGQFCGVAEMTGPVDFHKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNEN
KPVTNSRDTQEIRCRQGIEMLKIFKLYTS
DAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQEAQQKSGGCPVFLFFSVNTSGQFVGVAEM
TGPVDFHKNFEYWQQDKWNGCFPYVYNWHIVKDVSNSLLKHITLENNENKPVTNSRDTQEVKLEQGLQ
LLKIFKDHSSK
GTRYFIKSLTHONIQLSIEKGIWATQVMNEPILEEAFHNSSKVILIFSVNMSGFFQGYAQMMSSVGWRR
DNVWSQGSGGKNPWGRSFKVKWLRLHDLPFQKTLHLKNPLNDYKPVKISRDCQELPQDIGEALCELL
DGKDD

* All accession numbers relate to the JGI Phytozome, Metazome or MycoCosm databases
** In cases when a name was already attributed to a protein, this name was kept with the new name, refering to the species of origin and to the phylogenetic classification of the protein, added in parenthesis
*** For these species, only the core YTH motif are indicated

Table S2. Conserved Motif analysis of YTH proteins in Camellia chekiangoleosa.

Motif Logo E-value Sites Width
1 Q,N@P.F.w.zuAKEFYIKS‘KEW.K.IK.WW§SI..,NI§KL83A, ; .
2 EG:AEN VOF SouheNCaDRNsCaf V. 1LEDY NosfR ol 49e215 7 50
3 1 TRINTC 4GS SOM0D. I ¥ MEVQlAQTESL I 1.2¢-09 4 50
S R T 7o ; o
S NS SIS R | 2o : “
° SEMNBN VTs3R00QBses 4.6e-084 10 2
7 R ; p
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Table S3. Primer sequences.

Primer Name Primer Sequense (5'-3')
CchYTH1-Q-F GGTGCTATGTTAGGAGTTG
CchYTH1-Q-R AAGCCATTACTAGAAGTGAGA
CchYTH2-Q-F CAAGAACGGTACAATCAGC
CchYTH2-Q-R TACACGAAACTCACCAAAT
CchYTH3-Q-F ATGAGTCTTACAACTGCCCGAA
CchYTH3-Q-R GTGTGCTGGCCCATATACCAT
CchYTH4-Q-F AGTCTTTCTCTTGTTTTCGGTCA
CchYTH4-Q-R CTTTGATTATATGCCACCGGACA
CchYTH5-Q-F CCCTTCTTAGATACTGGTGCAT
CchYTH5-Q-R TACCCTAGCAAAGGAACGTGTC
CchYTH6-Q-F GCAAGCTTCATCTCAAACCGAA
CchYTH6-Q-R TGCTGCTTCTTCAGTTGTCGTT
CchYTH7-Q-F CGGCTAACGACAAGAACGA
CchYTH7-Q-R TCATCAGCTCCCGAACCAC
CchYTHS8-Q-F GACGCTGTTGTAGGTAATG
CchYTHS8-Q-R GATGTAGCTGATCGGAGAT
CchYTH9-Q-F CGTCCTCATTCTCATCTCA
CchYTH9-Q-R TCTAAAGGTGCTTCCATAC

CchYTH10-Q-F TCTAAAGGTGCTTCCATAC

CchYTH10-Q-R CGCAGCCATTTCACCITAA

Actin-F GTGGTTGTGAATGGAGGGCA
Actin-R AGGCCAGGAGACCCATTACA
CchYTHO9-F ATGGTTTCATCAATATCACATGGAAATAACTCCCC
CchYTH9-R CATGGGAAAAAATGTACCCTCAACATTTGCAA
1305-CchYTH9-F TTTGGAGAGAACACGTCTAGAATGGTTTCATCAATATCACATGGAA
1305-CchYTH9-R CTTGCTCACCATGTAGTCGACCATGGGAAAAAATGTACCCT

Table S4. PLAAC of YTH proteins in Camellia chekiangoleosa.

Protein Name LLR PAPAprop PAPAfi
CchYTH1 1.709 -0.043 -0.126
CchYTH2 7.976 0.011 -0.005
CchYTH3 8.537 -0.022 -0.004

CchYTH4 5.516 0.047 -0.043




CchYTH5 10.072 0.023 -0.002

CchYTH6 10.361 0.109 -0.096
CchYTH?7 23.847 0.019 -0.173
CchYTHS8 6.537 -0.007 -0.005
CchYTH9 11.980 0.016 -0.168
CchYTH10 -11.558 0.053 -0.007
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CehYTH6 LPLDSRSRKSAASSNISKSIHESQPLKTLGKLGSGYQSANLMKGYHPVGNFSSFINQNQGVIMHNS!
CchYTHS LPYVYHTPSY GYAQSPYNPYNPYIPGAMLGVYDGPFGRGAQAVDNISHGKALSHRNQLKMALTSSN

INYRSNSRVWNGNNKFNRLRDRNVGFDAS: G v PSNP 114
RGPRTNKSKNHLAVKAYTTRAGESDAQ 133

CehYTHS LPYVYYTPSYGYGYAQTPYNPYNPYIPGAMIGVDGPFMGTQQYYTIPPY ENPASSPAYFNMVVQSG! RAEPFLDTGAFTANRADGPVLKNSL! TFTLTPPKPASNQ 115
CehYTHI LPYVYYTPSYGYAQSPYNPYNPYIPGAMLGVDGPFVGTQQYYAIPSYENPL! sFPMVI PEMI TTEPFLDTGVFTAHRTDGPGHNNLSPASATLHTAPKPASNQ 11
CehYTH2 LPYVYYT ‘GYAQSPYNPYNPYIPGAMLGVDGPFVGTQQYYAIPSYE? GFPMVIQSGPEMI TEPFLDTGVFTAHRTDGPGHNNLSPASATLOTAPKPALNG 110
CehYTHY TPYPLAVKGONTLNGTNDLEKDRSSVAPDREQYNKVDFPESYTDAKFFIIKSYSEDDVHKSIKYNYVWASTPNGNKKLDAAYQEAQOQKSGGCPVFLFFSYNTSGQ 103
CehYTH3 LPSVGQDAQI QYPFSGPPYYQHLVPPSMQYITPPT QPVLNSVVSIDQQVDGMLLGPRPSYPSPVTSFGRGNFSGNPGGFGFHDLQQGFDAFRTSGLWSDWSKPSDRQ 13
CehYTH4 LPISQNDMVTSGSSGQEGLVDNVLFGPGSGYFVHFGSFSGGGLSGEPLSNRSNSETGSYMSPLTSPTVYPPPIGILGPYEHNAGQVSQQQRTSHGFGLVASSSARNYPHGGSYQ 113

Figure S1. Y/P/Q-rich region in CchYTHSs. The Y/P/Q amino acids are highlighted in yellow. The number at
the end represents the number of amino acids.



