
A  

Nud              MVQSKKKFRGVRQRHWGSWVSEIRHPLLKRRVWLGTFETAEEAARAYDEAAILMSGRNAKTNFPVPRSANGEIIVAPAAAA  81 

Os06ERF          MGQSKKKFRGVRQRHWGSWVSEIRHPLLKRRVWLGTFETAEEAARAYDEAAILMSGRNAKTNFPVARNATGELTPAAAVAG  81 

Os02ERF          MVQPKKKFRGVRQRHWGSWVSEIRHPLLKRRVWLGTFETAEEAARAYDEAAVLMSGRNAKTNFPVQRNSTGDLATAADQDA  81 

AtWIN1/SHN1      -MVQTKKFRGVRQRHWGSWVAEIRHPLLKRRIWLGTFETAEEAARAYDEAAVLMSGRNAKTNFPLNNNNTGETSEGKTDIS  80 

AtSHN2           -MVHSRKFRGVRQRQWGSWVSEIRHPLLKRRVWLGTFETAEAAARAYDQAALLMNGQNAKTNFPVVKSEEGSDHVKDVNSP  80 

AtSHN3           -MVHSKKFRGVRQRQWGSWVSEIRHPLL---VWLGTFDTAETAARAYDQAAVLMNGQSAKTNFPVIKSN--GSNSLEINSA  76 

                     .:********:*****:*******   :*****:*** ******:**:**.*:.******: ..              

 

Nud              RDIRGGVGSSSSG----AAGASSLSQILSAKLRKCCKTPSPSLTCLRLDTEKSHIGVWQKRAGARADSSWVMTVELNKEPA 158 

Os06ERF          RDGRVGGGSGSSSSMTANGGGNSLSQILSAKLRKCCKTPSPSLTCLRLDPEKSHIGVWQKRAGARADSSWVMTVELNKDTA 162 

Os02ERF          RSNGGSRNSSAGN----------LSQILSAKLRKCCKAPSPSLTCLRLDPEKSHIGVWQKRAGARADSNWVMTVELNKEVE 152 

AtWIN1/SHN1      ASSTMSSSTSSSS----------LSSILSAKLRKCCKSPSPSLTCLRLDTASSHIGVWQKRAGSKSDSSWVMTVELGPASS 151 

AtSHN2           LMSPK-----------------SLSELLNAKLRKSCKDLTPSLTCLRLDTDSSHIGVWQKRAGSKTSPTWVMRLELGNVVN 144 

AtSHN3           LRSPK-----------------SLSELLNAKLRKNCKDQTPYLTCLRLDNDSSHIGVWQKRAGSKTSPNWVKLVELGDKVN 139 

                                        **.:*.***** **  :* *******  .***********:::...**  :**.     

 

Nud              AAAPPTPSDSTVSATPS---------SSTSTSTTGSP---PEAMEDEERIALQMIEELLSRSSPASPSHGLLHGEEGSLLI 227 

Os06ERF          VSSAATVAAATAVSSSDQPTPSDSTVTTTSTSTTGSPSPPPPAMDDEERIALQMIEELLGRSGPGSPSHGLLHGGEGSLVI 243 

Os02ERF          PTEPAAQPTSTATASQVT-------------------------MDDEEKIALQMIEELLSRSSPASPSHGEGEGSFVI--- 205 

AtWIN1/SHN1      SQETTSKASQDAILAPTTEVEIGGS--------------REEVLDEEEKVALQMIEELLNTN------------------- 199 

AtSHN2           ESAVDLGLTTMNKQNVEKEEEEEEA-----------------IISDEDQLAMEMIEELLNWS------------------- 189 

AtSHN3           ARPGGDIETNKMKVRNEDVQED-------------------------DQMAMQMIEELLNWTCPGSGSIAQV--------- 186 

                                                                :::*::******. .                         

 

 

 

 

 

 

 

 
SI Fig. 7 Similarity of the deduced amino acid sequence of Nud candidate to ERF family proteins of 

the Arabidopsis WIN/SHN clade members and rice homologs. A rice homologous protein 
BAD35470 on chromosome 6 (locus id Os06g0604000, see http://rapdb.dna.affrc.go.jp/) and another 
homologous rice protein BAD15859 on chromosome 2 (locus id Os02g0202000) were abbreviated as 
Os06ERF and Os02ERF, respectively. (A) Alignment of deduced amino acid sequences. Amino acid 
identity and similarity are indicated with an asterisk and dot(s). In this figure, “mm” and “cm” 
respectively denote conserved middle motif and conserved C-terminal motif. The single nucleotide 
change in Mut.4129 (nud1.b) causes V134→D amino acid substitution (marked in red) within the 
“mm” motif. The 1-bp deletion in Mut.3041/6a (nud1.c) causes frame shift starting at position 164 
(T164→S, marked in blue) and an early stop codon appears at 200 within the “cm” motif. (B) 
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