
Table S1. Sequences in the evolutionary tree. 

Species 
name 

Accession 
number 

name 
code 

sequnenceYTH motif 

 
 
 
 
 
Mimulu

s 
guttatus 

Migut.N0
0538.1 

MgDF1
A 

KLSSVAPDREQYNQPEFSVTYDDARFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQDAQQRPG
GCPVFLFFSVNTSGQFVGVAEMTGPVDFNKNVEYWQQDKWVGCFPVKWHIVKDLPNSLLKHITLEN
NENKPVTNSRDTQEVKLDQGLQVLKIFKDHTSKQCILDDFEFYEDRQKRIQEKKAKQQQY 

Migut.D0
2575.1 

MgDF2
A 

EKSSVTPDLEEYNRPDFPETYSDAKFFIIKSYSEDDVHKSIKYNIWASTSNGNKKLEAAYQDAQQKPGGC
PVFLFFSVNTSGQFVGVAEMVGPVDFNKNVEYWQQDKWIGCFPLKWHIVKDLPNSSLKHITLENNEN
KPVTNSRDTQEVKLEPGLAVLKIFKDHTSRQCILDDFDFYEDRQKKIQEKKARQQQF 

Migut.J00
855.1 

MgDF1
B 

VESTSKLHVHHLNSPDFITDYDRAKFFVIKSFSEDNIHKSIKYSVWASTPLGNRKLDAAYCETKEMEGIC
PVFLLFSVNASGQFCGVAEMIGPVDFENDADYWQQDRWSGQFPVKWHIIKDVPNSRFRHILLENNEN
KPVTHSRDSQEVKLEQGIEMLQIFKNHDAETSLLDDFNFYDEREKTLLERKAKQRAI 

Migut.O0
0389.1 

MgDF1
C 

AQGNITIFKDQYNKIDFPVDYANAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLTTAYQDAHRTTL
GDLRGCPIFLFFSVNASGQFCGVAEMTGPVDFHRDMDFWQQDKWSGSFPVKWHIIKDLPNSNFRHIIL
ENNENKPVTNSRDTQEICYEKGLEMLRIYKSHTLKTSLLDDFMYYENRQRILQEERTRLLRK 

Migut.G0
0015.1 

MgDF2
C 

AQGNITIFKDQYNKIDFPVDYANAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLTTAYQDAHRTGL
GDLRGCPIFLFFSVNASGQFCGVAEMTGPVDFHRDMDFWQQDKWSGSFPVKWHIIKDLPNSNFRHIIL
ENNENKPVTNSRDTQEICYKKGLEMLRIYKSHTLKTSLLDDFMYYENRQRILQEERTRLLRK 

Migut.N0
0839.1 

MgDF3
C 

EQIGLPAKVDKFNLQDFQTVYENAKFYVIKSYSEDDIHKSIKYDVWSSTQNGNRKLDAAFNEANARTN
CPVFLFFSVNASGQFVGVAEMIGHVDFSKSMDFWQLDKWNGFFPLQWHIVKDVPNTLLRHIILENND
NRPVTFTRDTQEIGLKQGLEMLSIFKNHSGKKSLLDDYSFYEKREKELKAKRKNAARS 

Migut.H0
1337.1 

MgDC1
A 

SRNATPLPQGASRYFVVKSCNRENLELSVQQGVWATQRSNEAKLNEAFESVENIILIFSVNKTRHFQGC
AKMTSRIGGSVGGGNWKHAHGTAHYGRNFALKWLKLCELTFDKTRHLRNPYNENLPVKISRDCQEL
EPSIGEQLASLLYLEPDSDLMAIAIAAELKREEEK 

Migut.M0
1886.1 

MgDC2
A 

SRTATPLPQGTSRYFVVKSCNNENLELSVQQGVWATQRSNEAKLNEAFESVDNIILIFSVNKTRHFQGC
AKMTSRIGGSISGGNWKNAHGTAHYGQNFSVKWLKLGELSFNKTRHLRNPFNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSDLMAVALAAEAKREEEK 

Migut.A0
0893.1 

MgDC1
B 

SSEMKKDKLNNTRYFIIKSLNHENIQLSVKKEIWATQVMNEPILEEAFQNSGKVILIFSVNMSGFFQGYA
QMMSSVGWRRDTIWSQASGKSNPWGRSFKVKWLRLNDLAFQKTLHLKNPWNDFKPVKISRDCQELP
GDIGRALCELLDEGGGIDLNLKRDEIARGDFSASR 

 
 

 
Eucalyp

tus 
grandis 

Eucgr.B03
590.1 

EgDF1
A 

NKVSVIPDREQYNKADFPEDYEDAKFFIIKSYSEDDVHKSIKYSVWASTPNGNKKLDAAYREAQEKPGS
SPVFLFFSVNTSGQFVGLAEMVGPVDFHKSVEYWQQDKWNGCFPVKWHIVKDVPNSMLKHITLENN
ENKPVTNSRDTQEVKLVQGLKMIKIFKEHPVKTCLFDDFEFYENRQKAIQEKKARQQYQ 

Eucgr.B03
591.1 

EgDF2
A 

NRSSVVPDCTQYNKVDFPEDYNDAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYREAQEKA
AGCPIFLFFSVNTSGQFVGLAEMVGPVDFHKNVEYWQQDKWMGCFPVKWHIVKDVPNNLLKHITLE
NNENKPVTNSRDTQEVKLPQGLKMIKIFQTHLVKTCLLDDFDFYENRQRAIQEKKARQLQF 

Eucgr.J03
195.1 

EgDF1
B 

SASITKIPHGSYNHIDFITEYDDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYREAKEKPDTC
PVFLFFSVNASAHFCGVAEMVGPVDFDRSFDYWQQDRWSGQFPVKWHVIKDVPNSQLRHIVLENND
NKPVTNSRDTQEVKLEQGIEMLNIFKNYETDTSILDDFEFYEEREKVIQEGKARQQAS 

Eucgr.H0
4096.1 

EgDF1
C 

AQGIIIIDTDQYNKDDFCVDYEDAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSAYEDAQKIAAE
KTTNCPIFLFFSVNASGQFCGVAEMVGQVDFHKNMDFWQQDKWTGSFPVKWHIIKDVQNTAFRHIIL
ENNENKPVTNSRDTQEIMQKQGLEMLKIFKNNGLKTSLLDDFTYYEGRQKLMQEERARMYVS 

Eucgr.E02
496.1 

EgDC1
A 

GRGPTPLPPGVSRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSAANVILIFSVNRTRHFQGC
AKMTSRIGGAASGGNWKYAHGTAHYGRNFSVKWLKLCELSFQKTRHLRNPYNENLPVKISRDCQELE
PSVGEQLASLLYLEPDSELMPISLAAESKREEEK 

Eucgr.D0
1949.1 

EgDC1
B 

SIANRKGRWYSIRYFIIKSLNHHNLQLSIEKGIWATQVMNEPILEEAFHNSGKVILIFSVNMSGFFQGYA
QMMSPIGWRRDKVWSQGNGRNNPWGRSFKVKWLRLYDLPFQKTLHLKNLLNDNKPVKISRDCQELP
QDVGEALCELLDCDADVDGETRRDSAPLEK 

 
 
 
 
 
 
 
 
 

 
 
 
 

Glyma.08
G124600.1 

GmDF1
A 

DKTSTVPDRDQYNKADFPEEYTDAKFFVIKSYSEDDIHKSIKYNVWASTQNGNKKLDAAYHEAQQKP
GGCPVFLFFSVNTSGQFVGLAEMIGPVDFNKSVEYWQQDKWNGCFPLKWHVVKDVPNNLLRHITLD
NNENKPVTNSRDTQEVMLEPGLKLIKIFKEYTSKTCILDDFGFYEARQKTILEKKAKQQFP 

Glyma.05
G166600.1 

GmDF2
A 

DKTSTILECDQYNKADFPEEYTDAKFFVIKSYSEDDIHKSIKYNVWASTQNGNKKLDAAYQEAQQKPG
GTPVFLFFSVNTSGQFVGLAEMIGPVDFNKSVEYWQQDKWNGCFPLKWHIVKDVPNNLLRHITLDNN
ENKPVTNSRDTQEVMLEPGLKLIKIFKEYTSKTCILDDFGFYEARQKTILEKKAKQQFP 

Glyma.19
G110800.1 

GmDF3
A 

KEVPPVPDKEQYNGKDFAENYSDAKFFVIKSYSEDDIHKSIKYSAWASTPNGNKKLDAAYQEAKEKPG
GCPIFLLFSVNTSGQFVGLAEMLGPVDFGKTVDYWQQDRWTGCFSVKWHVIKDIPNSVLRHITLENNE
NKPVTNSRDTQEVKFEKGVQIAKIFKEHSSQTCILDDFGFYEAREKATQEKKSKEQQL 

Glyma.16
G041600.1 

GmDF4
A 

KEVPLVPDKEQYNGKDLAENYSDAKFFVIKSYSEDDIHKSIKYSAWASTPNGNKKLDSAYQEAKEKPG
GCPIFLLFSVNTSGQFVGLAEMLGPVDFGKTVDYWQQDRWTGCFSVKWHVIKDIPNSVLRHITLENNE
NKPVTNSRDTQEVKFEKGVQLVKIFKEHSSQTCILDDFGFYEDREKVTQEKKSKEQQL 

Glyma.02 GmDF5 KEVPLVPNNEQYNGKDFPENYSDAKFFVIKSYSEDDIHKSIKYKVWASTFNGNKKLDAAYHESKEKPG



 
 
 
 
 

Glycine 
max 

G072000.1 A DCPVFLLFSVNTSGQFVGLAEMVSPLDFGRTVEYWQQDRWSGCFSVKWHIIKDIPNSVLRPITLENNEN
KPVTNSRDTQEVKFEKGIQILKIFKQHSSKTCILDDFGFYETREKMIQERKSMEQQL 

Glyma.08
G226100.1 

GmDF1
B 

SASTAKFQNESLNRSDFATDYKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDDAYRQAMEKQ
DACPIFLFFSVNASAQFCGVAEMVGPVNFDKSVDFWQQDKWSGQFPLKWHIIKDVPNSQFRHIILENN
DNKPVTNSRDTQEVKLGQGVEMLTIFKNYETDVSILDDFDFYEDRQKAMQERKARQQSS 

Glyma.07
G000900.1 

GmDF2
B 

SGSTAKFQNESLNWSDFATDYKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYLQAMEKQ
DACPIFLFFSVNASAQFCGVAEMVGPVNFDKSVDFWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLEN
NDNKPVTNSRDTQEVKLTQGVEMLTIFKNYETDVSILDDFDFYEDRQKAMQERKARQQSS 

Glyma.17
G038400.1 

GmDF1
C 

TQENIIISTDQYNREDFPVNYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSTHEDAKRIASGN
FGSCPIFLFFSVNASGQFCGVAEMIGPVDFNKDMDFWQQDKWSGSFPVKWHIIKDVPNANFRHIILEN
NENKPVTNSRDTQEIMYSKGLEMLKIFKNHNLKTSLLDDFMYYENRQKIMQEEKAKLLIR 

Glyma.07
G233400.1 

GmDF2
C 

TQENIIISTDQYNREDFPVNYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSAHEDAKRIASGK
FGSCPIFLFFSVNASGQFCGVAEMIGPVDFNKDMDFWQQDKWSGSFPVKWYIIKDVSNANFRHIILEN
NENKPVTNSRDTQEIMYSKGLEMLKIFKNHHLKTSLLDDFIYYENRQKIMLEEKTKLLIR 

Glyma.15
G136400.1 

GmDF3
C 

EQGNIVIYPDQYNMEDFPLGYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLENAYEDAKKIAA
EKSEVCPIFLLFSVNASGQFCGVAEMVGTVDFSKNMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIIL
ENNENKPVTNSRDAQEIMYLKGLEMLKIFKNHTLKTSLLDDFMYYENRQKIMQDEKAKFLVK 

Glyma.09
G031200.1 

GmDF4
C 

EQGNIVIYPDQYNKEDFSLDYENAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKLENAYEDAKKIAAEK
SEVCPIFLFFSVNASGQFCGVAEMVGTVDFNKNMDFWQQDKWSGSFPLKWHIIKDVPNPNFRHITLEN
NENKPVTNSRDTQEIMYWKGLEMLKIFKNNTLKTSLLDDFMYYENRQKIMQDEKA 

Glyma.15
G265400.1 

GmDF5
C 

GNVTNKIRADQYNLPDFPTKYDHALFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDGAFQDAQKRM
EEKGCKCPVFLFFSVNASGQFCGVAEMTGRVDFNKSMDFWQQDKWNGYFPVKWHIIKDVPNPQLRH
IILENNDHKPVTSSRDTQEVSFPQGVEMLNIFKNYVARTSILDDFEFYESRQKVMQEKKTRQSMP 

Glyma.08
G162200.1 

GmDF6
C 

GNVTNKIRTDQYNLPDFPTKYDHALFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDGAFQDAQKRME
EKGCKCPVFLFFSVNASGQFCGVAEMTGRVDFNKSMDFWQQDKWNGYFSVKWHIIKDVPNPQLRHII
LENNDHKPVTNSRDTQEVSFPQGVEMLNIFKNYVARTSILDDFEFYESRQKVLQEKKTRQSMP 

Glyma.15
G128500.1 

GmDC
1A 

NRTATPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNESKLNEAFDSVENVILVFSVNRTRHFQGC
AKMTSRIGGSVAGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSELMAISVAAESKREEEK 

Glyma.09
G022200.1 

GmDC
2A 

NRTATPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNESKLNEAFDSVENVILIFSVNRTRHFQGCA
KMTSKIGGSVAGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELEP
SIGEQLASLLYLEPDSELMAISVAAESKREEEK 

Glyma.01
G214100.1 

GmDC
1B 

PTGIGVEKWHNIKYFIIKSLNHQNIHLSIEKGIWATQIMNEPILEEAFHNSGSVILIFSVNMSGSFQGYAQ
MMSSIGRGRDNVWSEGTGKSNPWGRSFKVKWMCLNDLPFHKTLHLKNPLNDYKPVKISRDCQELSP
DIGLALCELLDGKNYTDCLPTSLSRDEFSLKG 

Glyma.11
G027800.1 

GmDC
2B 

PAGIGVEKCHNTKYFVIKSLNHQNIHLSIEKGIWATQIMNEPILQEAYHNSGSVILIFSVNMSGSFQGYA
QMMTSIGRGRDNAWSEGTGKSNPWGRSFKVKWLCLNDLPFHKTLHLKNPLNDYKPVKISRDCQELSP
DIGLALCKLLDGKNDTDGLLTSLSRDEFSLKG 

 
 
 

 
Prunus 
persica 

Prupe.6G
002200.1 

PpDF1
A 

KDKTSVPDREQYNKADFPEDYTDAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLHAAYQEAQEKSG
GCPVFLLFSVNTSGQFVGLAEMLGPVDFNKNLEYWQQDKWNGCFPVKWHIVKDVPNSLLKHITLEN
NENKPVTNSRDTQEVKLEPGLKMIKIFKEHLSKTCILDDFGFYESRQKTIQEKKAKQQQF 

Prupe.3G
027100.1 

PpDF1
B 

NTTATKVHDESYNKPDFVTEYNDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYREVKEKHD
GCPIFLFFSVNASAQFCGVAEMVGPVDFDKSLDYWQQDKWSGQFPVKWHMIKDVPNSQFRHIILENN
DNKPVTNSRDTQEVKLEHGIEMLNIFKNYETDMSILDDFDFYEDRQKAMQERKARQQAS 

Prupe.1G
002400.1 

PpDF2
B 

GLSASGINLDSFNRLDFVTDYEDAKFFIIKSFSEDNVHKSIKYSVWASTPHGNKKLDAAYHEAQRIKGSC
PVFLFFSVNASGQFCGVAEMVGSVDFEKDADYWQQDRWSGQFPVQWHIIKDVPNIRFRHILLENNDN
KPVTHSRDCQEVNLKQGIELLKIFGDYDARTSIIDDFEFYDEREKSLKERKVRQQAC 

Prupe.1G
109700.1 

PpDF1
C 

AQGNIIIRTDQYNKDELPVDYVDAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLNSAYEDALRIAAG
KPRGCPIFLFFSVNASGQFCGVAEMGGPVDFNKDMDFWQQDKWSGSFPVKWHIIKDVPNTSFRHIVLE
NNENKPVTNSRDTQEIMYKKGLEMLKIFKNHTLKTSLLDDFMYYEERQKFMQEERSRLLVR 

Prupe.4G
124900.1 

PpDF2
C 

DSIASAIRKDQYNLPDFPTKYEQALFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDSAYQDAEEKVAQ
KSCKCPVFLFFSVNASGQFCGVAEMIGRVDFNKSMDFWQQDKWNGYFPVKWHIIKDVPNPQLRHIIL
ENNENKPVTNSRDTQEVKFLQGIEMLNIFKNHLSKTSILDDFDFYESRQKVMQEKRIRQSTP 

Prupe.1G
579100.1 

PpDF3
C 

EELSFTVHRDQYNLPDFQTDYEKAKFYVIKSYSEDDVHKSIKYDVWASTPNGNKKLDASFRDAESKSRE
TGTQCPIFLFFSVNGSGQFIGLAEMAGQVDFNKDMDFWQVDKWSGFFPVKWHVIKDIPNTQLRHIILE
NNDNRPVTFTRDTQEIGLKQGLEMLNIFKSYTAKTSLLDDFIFYEDREKSLKAKRSSKPAT 

Prupe.4G
089500.1 

PpDC1
A 

ANRSAPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNESKLNEAFDSAENVILIFSVNRTRHFQGC
AKMMSRIGGSVSGGNWKYAHGSAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSELMAVSIAAESKREEEK 

Prupe.5G
086300.1 

PpDC1
B 

TTGRKKGTLYDTRYFIIKSLNHQNIQLSIEKGIWATQVMNEPILEEAFHNSGKVILIFSVNMSGSFQGYA
QMMSSVGWRRDNVWSQGSSRSNPWGRSFKVKWLQLNDLPFQKTLHLKNPLNEYKPVKISRDCQELSP
DVGEALCELLDGTNDVNGLNSVAMEDFPSKR 



 
 
 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 
 
 

Populus 
trichoca

rpa 

Potri.003
G222700.1 

PtDF1A DKTTVVPDREQYNKADFPEEYDNAKFFIIKSYSEDDVHKCIKYNVWASTPNGNKKLDAAYQEAEQKS
GGCPVFLLFSVNTSGQFVGLAEMTGRVDFDKSVEYWQQDKWTGYFPVKWHIVKDVPNSFLKHITLEN
NENKPVTNSRDTQEVKLEQGLKLIKIFKDHSSKTCILDDFVFYEDREKMIQEKKAKQQQL 

Potri.001
G002000.1 

PtDF2A DKTTEVPDREQYNKADFPVEYVDAKFFIIKSYSEDDVHKCIKYNVWASTPNGNKKLDAAYQEAGQKS
GGCPVFLLFSVNTSGQFVGLAEMTGRVDFDKSVEYWQQDKWTGYFPVKWHFVKDVPNSLLKHITLEN
NENKPVTNSRDTQEVKLEQGLEMIKIFKEHSSKTCILDDFGFYEDREKMIQEKKAKQQQL 

Potri.019
G034300.1 

PtDF3A ENLLQIPDREQYNKEDFPEEYSDAKFFVIKSFSEDDVHKSIKYSVWTSTPNGNKKLDAAYKQGKENPGD
CPVFLLFSVNTSGQFVGLAEMVGPVDFNKTVEYWQQDKWTGCFPLKWHIIKDVPNGCLRHITLENNE
NKPVTNSRDTQEVIFEKGVQILKIFKDHKGKTSILDDFSFYAGRERIMQEKRAKHNIH 

Potri.014
G001000.1 

PtDF1B SKPSAKIHDESYNQSDFVTEYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDTAYHEAKDKQDP
CPVFLLFSVNASAQFCGVAEMVGPVDFDKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLENN
DNKPVTNSRDTQEVKLEQGVEMLNIFKNYETDTSILDDFDFYEDRQKAMQDRKARQQAS 

Potri.007
G002800.1 

PtDF2B SKPSAKIHDESYNQPDFVIEYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDTTYREAKEKQDPC
PVFLLFSVNASAQFCGVAEMTGPVDFDKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLENND
NKPVTNSRDTQEVKLEQGIEMLNIFKNYETDMSIIDDFDFYEDRQKAMQERKARQQAS 

Potri.006
G079900.1 

PtDF3B NSASSGIQLDLYNQLDFVTDYKDAKFFIIKSFSEDNVHKSIKYSVWASTPHGNKKIDAAYREAKEKEGN
CPVFLLFSVNASGQFCGVAEMVGPVDFEKDAEYWQQDRWNGQFPVQWHIVKDVPNSRFRHILLENN
DNKPATHSRDSQEVKLEQGIEMLKIFKDHDAPTSILDDFDFYDQCERALKERKAKQQPS 

Potri.018
G149800.1 

PtDF4B NSASSGVQLDLYNRPVFVTDYKNAKFFIIKSFSEDNVHKSIKYSIWASTPHGNKKIDAAYREAKEKEGN
CPVFLLFSVNASGQFCGVAEMVGPVDFEKDADYWQQDRWNGQFPVQWHIIKDVPNSRFRHILLENN
DHKPVTHSRDSQEVKLEQGIEMLKIFKDYDAPTSIIDDFGFYDQCERALKERKAIQQPS 

Potri.001
G056100.1 

PtDF5B QKAVADVHSESHNQVDFATDYKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNKKLDAAYREAKEN
HGTCPIFLLFSVNASAQFCGVAEMVGPVDFDKNVDFWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLE
NNDNKPVTNSRDTQEVELEQGAEMLGIFKNYESHSSILDDFQFYEERQKVMQVRKSRPQAS 

Potri.010
G152300.1 

PtDF1C GLGNIVIQTDQYNKDDFSTDYLDAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQTAFEDAQKLAV
GRPRGCPIFLFFSVNASGQFCGVAEMIGPVDLHRDMDFWQQDKWSGSFLVKWHIIKDIPNSSFRHIILE
NNENKPVTNSRDTQEIMYKQGLEMLKTFKNHPLRTSILDDFMYYENRQKIMQDEKARLMFK 

Potri.008
G100200.1 

PtDF2C ELGNIVIQTDQYNKDDFSTDYADAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLHSAFEYAQKLDL
GRPRGCPIFLFFSVNASGQFCGVAEMVGPVDFNRDMDFWQQDKWSGSFLVKWHIIKDIPNSSFRHIILE
NNENKPVTNSRDTQEIMYKQGLEMLKMFKNHPLKTSILDDFVYYENRQKIMQEEKARLMFK 

Potri.010
G175500.1 

PtDF3C NSITSVISRDQYNLPDFPTNYDHAFFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLNSAYLDSQQKIAQI
GCSCPVFLFFSVNASGQFCGVAEMTGRVDFNKNMDFWQQEKWNGYFPVKWHIIKDIPNPQLRHIILE
NNENKPVTNSRDTQEVKFPQGIEILNIFKNYVSKTSILDDFDFYESRQKVMHERRPRSLIS 

Potri.008
G080800.1 

PtDF4C NSIASVISRDQYNLPDFPTKYNHAFFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDSAYQDAQQKIAE
KGNSCPVFLFFSVNASGQFCGVAEMVGRVDFNKNMDFWQQDKWNGYFPVKWHIIKDVPNPQLRHII
LENNENKPVINSRDTQEVKFPQGIEILNIFKNYVTKTSILDDFDFYESRQKVMQEKRPRPFIP 

Potri.004
G223800.1 

PtDF5C DMLGFAMHKEQYNLPDFEIEYSNAKFFVIKSYNEDDIHKSIKYDVWASTPNGNKKLDAAFHNAEEVSS
ETGTKCPIFLFFSVNGSGQFVGLAEMVGQVDFNKDMDFWQIDKWNGFFPVKWHVIKDIPNGQLRHIV
LENNDGHSVTFSRDTQEIGLEKGLEMLNIFKSYSAKTSMLDDFNFYENREKSLNTKKSNKPAT 

Potri.003
G008400.1 

PtDF6C DELGIAMRKEQYNLPDFETEYANAKFFVIKSYSEDDIHKSIKYDVWASTPNGNKKLDAAFHNAEEVSS
DTGYKCPIFLFFSVNGSGQFVGFAEMVGQVDFNKDMDFWQIDKWNGFFPVKWHVVKDIPNGHLRHI
VLENNDGHSVTFSRDTQEIVLKQGLEMLNIFKSYSAKTSLLDDFNFYEKREKSLNTKKGNKPAT 

Potri.001
G357800.1 

PtDC1
A 

SSFFSCVSPSQFVYFIVKSCNRENLELSVQQGVWATQRSNEIKLNEALDSADNVILIFSVNRTRHFQGCA
KMASKIGASVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPFNENLPVKISRDCQELEP
SIGEQLASLLYLEPDSELMAVSLAAEAKREEEK 

Potri.011
G089800.1 

PtDC2
A 

VLYVVVFWLRVKLYFIVKSCNLENLELSVQQGVWATQRSNEPKLNEAFDSAENVILIFSVNRTRHFQGC
AKMTSKIGASVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPFNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSDLMAISVAAEAKREEEK 

Potri.001
G113500.1 

PtDC1B SSINKKRKLCNTRYFIIKSLNQHNIQLSIENGIWATQVRNEPILEEAFHNSGRVILIYSVNMSGFFQGYAQ
MISSVGWRHDNLWSEGSGKSNPWGRSFKVKWLRLNDLPFQKTLHLKNPLNDYKPVKISRDCQELPED
IGEALCELIDGERDTDGMVKSFPRDDLPMKR 

 
 
 
 
 

 
 
 
 
 
 

GSVIVT0
102549400

1 

VvDF1
A 

DRTSVFPDRDQYNHADFPVEHTEAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYREAQEKSA
GCPVFLFFSVNTSGQFVGLAEMVGHVDFHKNVEYWQQDKWNGCFSVKWHVVKDVPNSLLKHITLE
NNENKPVTNSRDTQEVKLEQGLQMLKIFKEHCSKTCILDDFAFYESRQKTIQEKKAKQQQF 

GSVIVT0
103339500

1 

VvDF2
A 

GNLTLVPDKEQYNSEDFPENYSDAKFFIIKSYSEDDVHKSIKYNMWASTANGNKKLDAAYQEAQGKS
GSCPIFLLFSVNASGQFVGVAEMVGSVDFNRSLEYWQQDKWTGCFPVKWHVIKDIPNSLLKHITLENN
ENKPVTNSRDTQEVKFEQGIQVLKIFKNHSSKTTILDDFGFYEARQRTMQEKKAKQQLF 

GSVIVT0
102946000

1 

VvDF1
B 

STSTAKTNDGLYNQLSFVTEYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYREAKEKQA
ACPVFLLFSVNASAQFCGVAEMVGPVDFDKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLEN
NDNKPVTNSRDTQEVKLEQGIEILNIFKNYETDTSILDDFDFYEDRQKAMQERKARQQAS 

GSVIVT0
101049400

VvDF2
B 

NGTCTGVHRESYNRLDFVTEYKDAKFFVIKSYSEDNVHKSIKYGVWVSTPNGNKRLNSAFHEAKEKHG
NCPIFLLFSVNASAQFCGVAEMVGPVDYDKSVDYWKQDKWTGQFPVKWHIIKDVPNSQFRHIILENN



 
 
 

Vitis 
vinefera 

1 DNKPVTNSRDTQEVELEQGNEMLNIFRNYESDSSILDDFDFYEDRQKAMQEKKTQHKAS 
GSVIVT0
103223600

1 

VvDF3
B 

DASNSVVHFDSYNQPDFVTDYENAKFFIIKSYSEDNVHRSIKYSVWASTALGNRKLDAAYQKAKEIETN
CPIFLCFSVNASSQFCGVAEMVGPVNFEKDAEYWQQDRWSGLFPVKWHIIKDVPNSLFRHILLENNEN
KPVTHSRDTQEVNLEQGIEMLKIFKSYDAHTSILEDFDFYEQRERASKERKARQQAC 

GSVIVT0
101764900

1 

VvDF1
C 

AQGNIIIYTDQYNKDDFPVDYVDAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLENAYEDAQRIAL
GKRRGCPIFLFFSVNASGQFCGVAEMIGPVDFHKDMDFWQQDKWSGSFPVKWHIIKDVPNTNFRHIIL
ENNENKPVTNSRDTQEIRFKQGLEMLKIFKNHTTKTSLLDDFMYYENRQRIMQDEKTRLLIK 

GSVIVT0
103669600

1 

VvDF2
C 

NCIASLIRRDQYNLPDFPTKYDHAFFFVIKSYSEDDIHKSIKYNVWASTPNGNKRLDGAYQEAKERMGD
RGSKCPVFLFFSVNASGQFCGVAEMIGRVDFNKNMDFWQQDKWNGFFPVKWHIIKDVPNPQLRHIIL
ENNDNKPVTNSRDTQEVRFPQGIEILNIFKNYVSKTSILDDFDFYESRQKVMQDKKIKPSMP 

GSVIVT0
102324800

1 

VvDF3
C 

EELGLMVRRDQYNLQDFQTEYENAKFYVIKSFSEDDIHKCIKYDVWASTPNGNKKLDAAFHDAEAKA
NETGTKFPIFLFFSVNGSGQFVGVAEMVGQVDFNKDMDFWQLDKWNGFFPVKWHIVKDIPNSQLRHI
TLESNENRSVTYTRDTQEIGLKQGVEMLKIFKNYSARTSMFDDFNFYENREKSLHARRSSKPPP 

XP_00228
1594.1 

VvDC1
A 

NKTASPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQGC
AKMTSKIGGFVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLASLLYLEPDSELMAISLAAESKREEEK 

GSVIVT0
101989500

1 

VvDC1
B 

SSANKKGKLYSTRYFIIKSLNHHNIQLSMEKGIWATQVMNEPILEEAFHNSGKVILIFSVNMSGFFQGYA
QMMSSVGWRRDNVWSQGSGGNNPWGRSFKVKWLRLHDLPFQKTLHLKNPLNDYKPVKISRDCQEL
SQEIGEALCELLDGKTDVGDNLRKNDFSGDDLPPRR 

 
 
 
 

 
 
 
 
 

Sonalu
m 

lycopers
icum 

Solyc01g0
28860.2.1 

SlDF1A DKPSLMPDREQYNHPDFPVTYADAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQEAQQNS
GGCPVFLFFSVNTSGQFVGVAEMVGPVDFNKNVEYWQQDKWVGCFPVKWHIVKDVPNSLLKHITLE
NNENKPVTNSRDTQEVKVEQGLQVLKIFKDHISKQCILDDFEFYEDRQKRIQDKKAKQQLF 

Solyc05g0
32850.2.1 

SlDF1B VELTSILQPGQYNRPEFVTDYEHAKFFVIKSFSEDNVHKSIKYGVWASTPQGNRKLDAAYAEAKEMNA
NCPVFLFFSVNASGQFCGVAEMVGPIDFENSAEYWQQDRWSGKFPVKWHVIKDVPNSQFRHILLEHN
DNKPVTHSRDSQEVKLPEGLEMLKIFKNYETDTSLLDDFTYYDEREKSLLEKKSKQRPL 

Solyc12g0
99090.1.1 

SlDF1C VQGNIVIHADEYNRGDFLMDFVNAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLNSAYEDAQRITP
GNPRGCPIFLFFSVNASGQFCGVAEMTGPVDFYKDMDFWQQDKWSGSFPVKWHFIKDVPNPNFRHII
LENNENKPVTNSRDTQEIRYKKGIEMLKVFKDYASRTSLLDDFMYYENRQKLLQEEKAKLLIR 

Solyc01g1
03540.2.1 

SlDF2C DQLVPAVQREKYNKEDFKTQYDNAKFYIIKSYSEDDIHKCVKYDVWSSTPNGNKKLDTAFVESEAKAS
GTGSSCPVFLFFSVNGSGQFLGVAEMVGQVDFNRNMDFWQLDKWSGFFPLKWHIVKDVPNTQFRHII
LENNDNRPVTYSRDTQEIGLKEGLEMLNILKNYSEKTSILDDFNFYEKREKVLKAKRSSKPVI 

Solyc02g0
21760.2.1 

SlDC1A DRTAVVLPQGTSRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQGC
GKMTSRIGGAANGGNWKHEHGTAHYGRNFSLKWLKLCELSFQKTHHLRNPYNENLPVKISRDCQEL
EPSVGEQLASLLYLEPDSELMAISLAAESKRLEEK 

Solyc02g0
70240.2.1 

SlDC2A NQAAIPLPQGPSRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSINRTRHFQGL
AKMTSRIGGAAKGGNWKHEHGTAHYGRNFSVKWLKLCELSFQKTRHLRNPYNENLPVKISRDCQEL
EISVGEQLASLLYVEPDSELMAISLAAESKREEER 

Solyc08g0
07730.2.1 

SlDC1B STAIEKGKLYSIRYFVIKSLNHENIQLSVNRGIWATQAMNEAILDEAFHNSSKVILIFSVNTSGYFQGYAQ
MISSVGLRRDQVWSQGNGGRNSWGRSFEVNWLRLYDLPFQRTLHLKNPWNQNKPVKISRDCQELPP
DIGEALCELLDGQDALDVNLKMDVFARNELSSKR 

 
 
 
 

 
 

Medicag
o 

truncat
ula 

Medtr8g0
88390 

MtDF1
A 

EKNSTTPDREQYNKADFPEEYTDAKFFVIKSYSEDDIHKSIKYNVWASTQNGNKKLDAAYQEAQQKSG
GCPIFLLFSVNTSGQFVGLAEMTGPVDFNKSLEYWQQDKWMGCFPLKWHIVKDVPNNVLRHITLENN
ENKPVTNSRDTQEIMLEPGLKLLKIFKEYSSKTCILDDFGFYEGRQKTILEKKAKQQFP 

Medtr7g0
85500 

MtDF2
A 

EVVPLVLNKEQYNGEDLSENYSDAKFFIIKSYSEDDVHKSIKYSVWASTPNGNKKLDAAYQEAGGCPIF
LLFSVNTSGQFVGLAEMTGPVDFDKTVEYWQQDRWTGCFNVKWHIIKDIPNGVLRHITLENNENKPV
TNSRDTQEVKFEKGVQIVKIFKEHASKTSILDDFGFYESREKTTQERKFKEQQL 

Medtr6g0
32970 

MtDF3
A 

KEVHPVPDKQQYTGEDLSENYSDAKFFVIKSYSEDDIHKSMKYNVWTSTPNGNKKLDAAYLEAKEKSA
DCPIFLLFSVNTSGQFVGLAEMVSPVDFDRTVEYWQQDRWTGCFSVKWRIIKDIPNNVLRHITLENNEN
KPVTNSRDTQEVKFEKGVEILKIFKEHSSKTCILDDFAFYEAREKTIQEKKAKEQLS 

Medtr4g0
05110 

MtDF1
B 

NASTAKFQDESLNRPDFATDFKDAKFFVIKSYSEDNVHKSIKYGVWASTPNGNRKLDAAYCQAKEKQ
DACRIFLFFSVNASAQFCGVAEMVGPVNFDKSVDFWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLEN
NDNKPVTNSRDTQEVKLQQGIEMLTIFKNYETDTSILDDFDFYEDRQKAMQERKARQQSS 

Medtr4g1
23630 

MtDF1
C 

NTQENIIYTDQYNREDFPIDNEIAKFFVIKSYSEDDVHKSIKYNVWSSTPHGNKKLQSAYEDARRKATG
KSGGCPIFLFFSVNASGQFCGVAEMVGPVDFNKDMDFWQQDKWSGSFPVKWHIIKDVPNGNFRHIILE
NNEFKPVTNSRDTQEIMYRKGLEMLKIFKNYTLKTSLLDDFIYYENRQKVMQEEKTKFLMK 

Medtr2g0
63460 

MtDF2
C 

VNGNTKIRTDQYNLPDFPTKYDHALFFVIKSYSEDDVHKSIKYDVWASTPNGNKRLDNAFQDAQNRM
EEKGSKCPVFLFFSVNASGQFCGVAEMIGRVDFNKSMDFWQQDKWNGYFPVKWHIIKDIPNPQLRHII
LENNDHKPVTNSRDTQEIHFPQGIEMLNIFKNYVSRTSILDDFDFYESRQKVMQEKKIRQPMP 

Medtr2g0
32660 

MtDF3
C 

EQDSIIIYTDQYNKEDFPLDYDNAKFFVIKSYSEDDVHKSIKYNVWSSTVHGNRKLGNAYEDTKKVSAE
KSGVCPIFLFFSVNASGQFCGVAEMIGSVDFNKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILD
NNENKPVTNSRDTQEIMYSKGLEMLKIFKNHTLKTSLLDDFMYYENRQKIMHDQKAKLLIR 



Medtr2g0
05840.1 

MtDF4
C 

DEFAFTVCRDQYNLPDFQTKYETAKFYMIKSFNEDDIHKGIKYDVWTSTPHGNKKLNAAFQNAEAKL
SQTGTQCPIFLFFSVNASGQFVGVAEMLGPVDFKKDMKFWKLDKYNGFFPIKWHIIKDVPNRQFAHIT
LQINENKCVTFSRDTQEITLKEGLEMLKIFKSYPAKTSLLDDFDFYENREKLCRSQRTEHTGW 

 
 
 
 
 
 

 
 
 
 

Citrus 
sinensis 

orange1.1
g005158m 

CsiDF1
A 

DKISLSPDRDEYNKADFPEEYTDAKFFVIKSYSEDDVHKSIKYSVWASTPNGNKKLDAAYQEAQQKSRS
CPVFLLFSVNTSGQFVGLAEMAGPVDFNKNVEYWQQDKWTGCFPVKWHIVKDVPNSLLKHITLENN
ENKPVTNSRDTQEIKLEQGLKLIKIFKDHPSKTCILDDFGFYETRQKTIQEKKAKQQQF 

orange1.1
g010141m 

CsiDF2
A 

DNLPLIPDKEKYSGEDFPESYSDAKFFIIKSYSEDDVHKSVKYNMWTSTPNGNKKLDAAYREAKEKSSD
CPVFLLFSVNASGQFVGVAEMVGPVDFDKTVEYWQQDKWVGCFPLKWLIIKDVPNSSLRHITLENNE
NKPVTNSRDTQEVNFEIGIQILKIFKSHSSKRCILDDFGFYEARERIMQQKKAKQHQL 

orange1.1
g005934m 

CsiDF1
B 

SKSVVKILDESYNQPDFVTDYKDAKFFIIKSYSEDNVHKSIKYGVWASTPNGNKKLDAAYCEAKEKQDP
CPVFLFFSVNASAQFCGVAEMIGPVDFEKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIVLENND
NKPVTNSRDTQEVKLEQGIEMLNIFKNYVTDMSILDDFDFYEDRQKAMQERKARQQAS 

orange1.1
g038459m 

CsiDF2
B 

NSSGSGINFELYNQFDFPTDYENAKFFVIKSFSEDNVHKSIKYGVWASTPHGNKKLDAAYHEAKETDN
RCPIFLLFSVNASGQFCGVAEMVGPVDFENSADYWQQDRWSGQFPVKWLIIKDVPNSRFRHLLLENN
DNKPVTHSRDSQEVKLEQGVEMLRIFKEHDARTSILDDFDFYDERERSLKERRAKQQVS 

orange1.1
g006798m 

CsiDF3
B 

NGTLDGILKGSYNQLDFVTNYKVAKFFIIKSYSEDNVHKSIKYGLWASTPNGNKKLDAAYREAKEKHG
TCPIFLLFSVNASAQFCGVAEMVGPVDFDKSVDYWLQDKWSGQFPVKWHIIKDVPNSQFRHIILEKND
NKPVTNSRDTQEVELEQGIEMLNIFKNYESYSSILDDFHFYEQRQKAMQERKAGQQAN 

orange1.1
g005441m 

CsiDF1
C 

VEGNIIICTEHYNKEDFQVDYVDAKFFVIKSYSEDDVHKSIKYGVWSSTSHGNKKLQSAYEDAQKLAAG
KPGGCPIFLFFSVNASSQFCGVAEMIGPVDFYKDMDFWQQDKWSGSFPVKWHIIKDVPNTSLRHIILRN
NENKPVTNSRDTQEIMHTEGLEMLKIFKNHPRDTSLFDDFMYYEKRQKFMQEERARLVFK 

orange1.1
g008255m 

CsiDF2
C 

EVLSPTVSRDQYNLPDFQVEYEKAKFYVIKSYSEDDIHKCIKYDVWSSTPNGNKKLDATFNEAEAKADE
TGTRCPIFLFFSVNGSGQFVGLAEMMGKVDFNKDMDFWQLDKWNGFFPVKWHVIKDVPNTLLRHITL
ENNENKPVTHSRDTQEIGLKQGLEMLKIFKSYSAKTSLLDDFNFYENKERSFHGKKSSKPAT 

orange1.1
g048663m 

CsiDF3
C 

DSISSLIWKDQYNLPDFRIKYDHALFFVIKSYSEDDIHKSIKYSVWSSTPNGNKKLDAAYEDAQSRIAEKG
SKCPVFLFFSVNASGQFCGVAEMIGRVDFNKNMDFWQQDKWNGYFPVKWHIIKDVPNPQLRHIILEN
NDKKPVTNSRDTQEVKFPQGIEILNIFKNYPSKTSILDDFDFYESRQKVMQEKKVRLSVS 

orange1.1
g005338m 

CsiDC1
A 

NRNATPLPQGISRYFIVKSCNRENLELSVQQGVWATQRSNEAKLNEAFDSAENVILIFSVNRTRHFQGC
AKMTSKIGGSVGGGNWKYAHGTAHYGRNFSVKWLKLCELSFHKTRHLRNPYNENLPVKISRDCQELE
PSIGEQLAALLYLEPDSELMAISVAAEAKREEEK 

orange1.1
g015749m 

CsiDC1
B 

STDNNKGKLYNTRYFIIKSLNHQNIQLSIEKEIWATQVMNEPILEEAFHNSGKVILIFSVNMSGFFQGYA
QMMSSVGWRRDNVWSQGNGKNNPWGRSFKVKWLRLNTLPFQKTLHLKNPLNDYKPVKISRDCQEL
PQDIGEALCHLLDGKDDVDGIQTSFHRDDLPAKR 

 
 
 
 
 
 

 
 
 
 
 
 
 
 
 
 

Arabido
psis 

thaliana 

AT3G039
50 

ETC1 DVSAVDLQRYNGENFPESFVKAKFFVIKSYSEDDVHNCIKYGAWSSTPTGNKKLNAAYYEAKENSQEC
PVYLLFSVNASGQFVGLAEMVGPVDFNKTMEYWQQDKWIGCFPVKWHIIKDIPNSLLRHITLANNEN
KPVTNSRDTQEVNLEHGTKIIKIFKEYMSKTCILDDYKFYETRQKIIRDKKIKQKKQ 

At3g1346
0 

ECT2 DNTCVVPDREQYNKEDFPVDYANAMFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLAAAYQEAQQK
AGGCPIFLFFSVNASGQFVGLAEMTGPVDFNTNVEYWQQDKWTGSFPLKWHIVKDVPNSLLKHITLE
NNENKPVTNSRDTQEVKLEQGLKIVKIFKEHSSKTCILDDFSFYEVRQKTILEKKAKQTQK 

AT5G610
20 

ECT3 SEDVSLLDPKDYNKIDFPETYTEAKFYVIKSYSEDDIHKSIKYSVWSSTPNGNKKLDASYNEAKQKSDGC
PVFLLFSVNTSGQFVGLAEMVGPVDFNKTVEYWQQDKWIGCFPVKWHFVKDIPNSSLRHITLENNEN
KPVTNSRDTQEVKLEQGIKVIKIFKDHASKTCILDDFEFYENRQKIIQERKSKHLQI 

AT1G555
00 

ECT4 TVTCVLPDREECNRDDFPVEYKDAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQEAQQKSS
GCPVFLFFSVNASGQFIGLAEMKGPVDFNKNIEYWQQDKWTGSFPLKWHILKDVPNSLLKHITLEYNE
NKPVTNSRDTQEVKLEQGLKVVKIFKEHNSKTCILDDFSFYEARQKTILEKKAKQQQS 

AT3G130
60 

ECT5 NKGSAKEHEESNNADFVTDYTNAKLFIIKSYSEDNVHKSIKYNVWASTPNGNKKLDAAYREAKDEKE
PCPLFLLFSVNASSQFCGVAEMVGPVDFEKSVDYWQQDKWSGQFPVKWHIIKDVPNSQFRHIILENND
NKPVTNSRDTQEVKLEQGIEMLKIFKNYDADTSILDDFGFYEEREKIIQDRKARRQPS 

AT1G279
60 

ECT9 SKMISYDRVDRFCQQELLSQFRDAKFFVIKSYSEDNVHKSIKHCVWASTKNGNKKLDAAYREAKKKDV
ACPVFLLFSVNASSQFCGVAEMVGPVDFNTSVEYWQQDRWSGHFPVQWLIVKDVPNSLFRHIIIESND
NKPVTNSRDTQEVGLEKGIEMLDIFISCEMRSSILDDFNFYEERQIAIQDRKARQRAV 

AT5G581
90 

ECT10 DSSTAGPNPSLYNHPEFVTDYKNAKFFIVKSFSEDNVHRSIKYNVWASTPHGNKKLDTAYRDAEKMG
GKCPIFLFFSVNASGQFCGVSEMVGPVDFEKDAGYWQQDRWSGQFPVKWHIVKDIPNNRFCHILLQN
NDNKPVTHSRDSQEVKLRQGIEMLRIFKEYEAHTSILDDFGYYDELEGQKVGEDGTRKKA 

AT3G173
30 

ECT6 AEGNIVINPDRYNKEDFSIEYSDARFFVIKSYSEDDVHKSIKYGVWSSTLNGNKKLQSVYEDAQRIATEK
SRECPIFLFFSVNSSGLFCGVAEMTGPVSFDRDMDFWQQDKWSGSFPVKWHIIKDVPNSYFRHIILHNN
ENKPVTNSRDTQEIILKQGLEVLKLFKHHAEKTSLLDDFMYYEDRQRLMQEERARLPFR 

AT1g4811
0 

ECT7 AEGNIVINPSQYNKEDLRIDYSNAKFFVIKSYSEDDVHKSIKYNVWSSTLHGNKKLQSAYEDAQRIATE
KSCECPIFLFFSVNASGLFCGMAEMTGPVSFDKDMDFWQQDKWSGSFPVKWHIIKDVPNSYFRHIILQ
NNENKPVTNSRDTQEIMLKQGLEVLKIFKDHMERTSLLDDFVYYESRQRVMQDERTRLPYR 

AT1G792
70 

ECT8 NGVGSVIRRDQYNLPSFQTKYEEAIFFVIKSYSEDDIHKSIKYNVWSSTLNGNKKLDSAYQESQKKAADK
SGKCPVFLFFSVNASGQFCGVAEMIGRVDYEKSMEFWQQDKWTGYFPVKWHIIKDVPNPQLRHIILEN



* 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  1.3e-218 8 50 

2  4.9e-215 7 50 

3 
 

1.2e-096 4 50 

4  
7.3e-088 4 49 

5 
 

2.3e-084 4 50 

6  4.6e-084 10 21 

7 
 

1.6e-052 4 42 

NENKPVTNSRDTQEVRLPQGNEVLNIFKNYAAKTSILDDFDFYENREKVMVQKKLRFPPV 
AT1G098

10 
ECT11 NSFALALRREMYNLPDFQTDYEDAKFFVIKSYSEDDVHKSIKYSVWSSTINGNKKLDAAFRDAETKTLE

DGKKRPIFLFFSVNASRQFVGLAEMVGYVDFNKDLDFWQVDKWSGFFPVEWHVVKDIPNWELRHIIL
DNNEDKPVTHTRDTHEIKLKEGLQMLSIFKKYSAVTFLLDDMDFYEEREKSLRAKKEHKPAT 

AT1G304
60 

CPSF30 NRTSHPLPQGVNRYFVVKSNNRENFELSVQQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQG
CAKMTSRIGGYIGGGNWKHEHGTAQYGRNFSVKWLKLCELSFHKTRNLRNPYNENLPVKISRDCQEL
EPSVGEQLASLLYLEPDSELMAISIAAEAKREEEK 

AT4G119
70 

ECT12 KANKNSKPGYRTRYFIIKSLNYDNIQVSVEKGIWATQVMNEPILEGAFHKSGRVILIFSVNMSGFFQGYA
EMLSPVGWRRDQIWSQGGGKNNPWGRSFKVKWLRLSELPFQKTLHLKNPLNDYKPVKISRDCQELPE
DIGEALCELLDANSCDDGLLNSSSRDDYSTKR 

Camelli
a 

chekiang
oleosa 

Cch01T00
2587.1 

CchYT
H1 

NAKFFVIKSYSEDDVHKGIKYNVWSSTPNGNKKLQSAYEDAQRIASGEPRGCAIFLFFSVSDIPLILSFAL
KYYIPQVNASGQFCGVAEMTGPVDFHKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNEN
KPVTNSRDTQEIRCRQGIEMLKIFKLYTSK 

Cch02T00
2736.1 

CchYT
H2 

NAKFFVIKSYSEDDVHKGIKYNVWSSTPNGNKKLRSAYEDAQRIAFGEPRGCPIFLFFSVRDIPLILSFAL
KYYIPQVNASGQFCGVAEMTGPVDFHKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNEN
KPVTNSRDTQEMFFSTHYAGDNLTIKLRD 

Cch02T00
3694.1 

CchYT
H3 

DAKFFIIKSYSEDNVHKSIKYGIWASTPNGNRKLDAAYREAKEKNTCPVFLFFSVNASAQFCGVAEMV
GPVDFDKSVDYWQQDKWSGQFPVKWHIIRDVPNSQFRHIVLENNDNKPVTNSRDTQEAKLEQGIEML
KIFNNYES 

Cch03T00
2158.1 

CchYT
H4 

NAKFFIIKSFSEDNVHKSIKYSVWASTPLGNRKLDAAYHEVKDANGHCPVFLLFSVNASGQFCGVAEM
IGPVDFEHDVDYWQQDRWSGQFPVRWHIIKDVPNNQFRHILLENNDNKPVTHSRDSQEVKLEQGIEIL
KIFKDYEA 

Cch05T00
0069.1 

CchYT
H5 

NAKFFVIKSYSEDDVHKSIKYNVWSSTPNGNKKLQSAYEDARRIAAGEPRGCPVFLFFSVNASGQFCGV
AEMTGPVDFYKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNENKPVTNSRDTQEVCFVFIP
DTLFTC 

Cch07T00
0910.1 

CchYT
H6 

NAKFYVIKSYSEDDIHKCIKYDVWSSTPNGNKKLDAAFHDAEAKACETGTKCPIFLFFSVNGSGQFIGV
AEMIGPVDFNKDMDFWQLDKWNGFFPVKWHIIKDTPNTQLRHIILENNDNRSVTYSRDTQEIGFKQGI
EMLNIFNSYSE 

Cch08T00
1554.1 

CchYT
H7 

ISRYFIVKSCNRENLELSVEQGVWATQRSNEAKLNEAFDSVENVILIFSVNRTRHFQGCAKMTSKIGGSV
GGGNWKYAHGSAHYGRNFSVKWLKLCELSFHKTRLLRNPYNENLPVKISRDCQELEPSVGEQLASLLY
LEPD 

Cch09T00
4551.1 

CchYT
H8 

NAKFFVIKSYSEDDVHKGIKYNVWSSTPNGNKKLQSAYEDAQRIASGEPRGCAIFLFFSVSDIPLILSFAL
KYYIPQVNASGQFCGVAEMTGPVDFHKDMDFWQQDKWSGSFPVKWHIIKDVPNPNFRHIILENNEN
KPVTNSRDTQEIRCRQGIEMLKIFKLYTS 

Cch12T00
1174.1 

CchYT
H9 

DAKFFIIKSYSEDDVHKSIKYNVWASTPNGNKKLDAAYQEAQQKSGGCPVFLFFSVNTSGQFVGVAEM
TGPVDFHKNFEYWQQDKWNGCFPVNWHIVKDVSNSLLKHITLENNENKPVTNSRDTQEVKLEQGLQ
LLKIFKDHSSK 

Cch13T00
1809.1 

CchYT
H10 

GTRYFIIKSLTHQNIQLSIEKGIWATQVMNEPILEEAFHNSSKVILIFSVNMSGFFQGYAQMMSSVGWRR
DNVWSQGSGGKNPWGRSFKVKWLRLHDLPFQKTLHLKNPLNDYKPVKISRDCQELPQDIGEALCELL
DGKDD 



8 
 

6.5e-050 5 40 

9 
 

4.1e-045 4 29 

10 
 

1.7e-043 10 15 

 
 
 
 
 

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 

CchYTH8-Q-F GACGCTGTTGTAGGTAATG 

CchYTH8-Q-R GATGTAGCTGATCGGAGAT 

CchYTH9-Q-F CGTCCTCATTCTCATCTCA 

CchYTH9-Q-R TCTAAAGGTGCTTCCATAC 

CchYTH10-Q-F TCTAAAGGTGCTTCCATAC 

CchYTH10-Q-R CGCAGCCATTTCACCTTAA 

Actin-F GTGGTTGTGAATGGAGGGCA 

Actin-R AGGCCAGGAGACCCATTACA 

CchYTH9-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 

CchYTH7 23.847 0.019 -0.173 

CchYTH8 6.537 -0.007 -0.005 

CchYTH9 11.980 0.016 -0.168 

CchYTH10 -11.558 0.053 -0.007 
 
 

 

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


