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SI. Fig. 1: Protein alignment of P. vulgaris gene products Nfr1 (A), Nfr5 (B), 

Astray (C), RabA2 (D) and NIN (E), by using the Clustal-X v2.1 software [30]. 

Red color represents highly conserved residues; blue color represents variants in 

sequence. 

1.A Nfr1 protein alignment 

 

  



1.B Nfr5 protein alignment 

 



1.C Astray protein alignment 

 

  



1.D Rab protein alignment 

 

  



1.E NIN protein alignment 

 

  



SI. Table 1: Accession number of sequences retrieved from data bases described 

in Methods that were used for the protein alignment and phylogenetic analysis 

  
NFR1 NFR5 ASTRAY NIN RAB 

P. vul. G19833 XP_007141617 XP_007156886 XP_007146305 XP_007137300 ACV82919 

P. vul. BAT93* GCA_001517995 GCA_001517995 GCA_001517995 GCA_001517995 GCA_001517995 

P. vul. G23587** SRX2537723 SRX2537723 SRX2537723 SRX2537723 SRX2537723 

P. vul. G23724** SRX2537724 SRX2537724 SRX2537724 SRX2537724 SRX2537724 

P. vul. G21245** SRX2537725 SRX2537725 SRX2537725 SRX2537725 SRX2537725 

P. vul. G21244** SRX540119 SRX540119 SRX540119 SRX540119 SRX540119 

Glycine max XP_006575588 NP_001341125 NP_001237272 XP_003523488 XP_003537971 

Lotus japonicus CAE02591 CAE02598 BAC20318 CAB61243 CAA98179 

Medicago trunc. XP_024640165 XP_003611889 XP_013459310 XP_003618108 XP_013456161 

 
*Identifier has not been assigned for BAT93 proteins and therefore they were inferred from its assembly 
accession. 
**Idem for P.  vulgaris genomes G23587, G23724, G21244 and G21245, identifier has not been 

yet assigned for  proteins and therefore these were inferred from its SRAs accessions. 



SI. Table 2: Analysis of model topology of proteins Nfr1 and Nfr5. PyMOL (Molecular Graphics System v2.4, Schrödinger, LLC) and 

VMD were used to assess topology and calculate values of root-mean-square deviation, RMSD [32, 33] 

 


