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I E3ubiquitin-proteinligase RNF4 - Quillajasaponaria

65 E3 ubiquitin-protein ligase RNF4 Quillajasaponaria(2)
E3 ubiquitin-proteinligaseRNF4 Caryaillinoinensis

E3 ubiquitin-proteinligase RNF4 Meliaazedarach

E3 ubiquitin-proteinligase RNF4 Ziziphusjujubavar. spinosa

E3 ubiquitin-protein ligase RNF4  Vitis riparia

E3 ubiquitin-proteinligase RNF4 Camellia lanceoleosa

E3ubiquitin-proteinlike Actinidiachinensisvar. chinensis
XP 027093240.1 E3 ubiquitin-protein ligase RNF4 isoform X1 Coffea arabica
E3 ubiquitin-proteinligase RNF4  Sesamum indicum
E3 ubiquitin-ligaseRNF4-like Olea curopacasubsp. europaca

100 L————— E3ubiquitin-protein ligase RNF4-like Oleaeuropaeavar. sylvestris

L3 ubiquitin-proteinligase RNI'4  Ipomoeatriloba

97 E3 ubiquitin-protein ligase RNF4isoform X1 Capsicum annuum
08 % StRNF4-like Solanum mberosum
E3 ubiquitin-proteinligase RNF4-like Nicotiana tomentosiformis
85 E3ubiquitin-proteinligase RNF4  Capsicum annuum
99 i E3 ubiquitin-proteinligase RNF4 Solanumpennellii
100 E3 ubiquitin-proteinligaseRNF4 Solanum lycopersicum
o050
Figure S1. Sequence alignment and evolutionary analysis of StRNF4-like. (A)
Comparison of the actual StRNF4-like sequence with the reference sequence.
The asterisks in the figure represent that all sequences have the same amino
acid at this position and are conserved sequences. (B) Evolutionary analysis of
StRNF4-like. The red triangle in the figure represents the StRNF4-like.
- 2~
[ v-qpcRIEM H-qPCREEM 7-qPCR—%— RNA-seq 4 12 R?=0.956
460 ol .
g st
=g
~
g U“ 6 F
O
< K
o
Z @
9
41
2
0 |
CKS1 TSl ZS1  CKS2 HS2 ZS2  CKS3 1IIS3 ZS3 0 1 2 8 4 3 6
StRNF4-like log2FC_RNA-seq

Figure S2. Validation of qPCR for StRNF4-like.



