
Supplemental Analyses 

Methods 

The genome assembly of Magnetovibrio blakemorei strain MV-1T was annotated using the Joint 

Genome Institute IMG system [1] and the RAST (Rapid Annotation using Subsystem Technology) 

server [2]. The genome sequence comparison and Blast Dot Plot of Varunaivibrio sulfuroxidans 

strain TC8T vs. Magnetovibrio blakemorei strain MV-1T were obtained by aligning the two 

genomes, and blastp comparison of the putative genes identified in both genome within RAST 

server using default value. 

Results 

The lower mean value of bastp similarty (57.42 %) (Fig. S1) of the proteins of V. sulfuroxidans 

TC8T and M. blakemorei strain MV-1T indicates that the two genomes are phylogenetically 

distant and could explain the high degree of dispersion of the Blast Dot Plot (Fig. S2), along with 

the high level of genome fragmentation of the M. blakemorei genome.  
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Supplemental Figure Legends 
 

 
 
Figure S1. Comparative percent protein sequence identity of Varunaivibrio sulfuroxidans strain 
TC8T vs. Magnetovibrio blakemorei strain MV-1T. 
  



 
 
Figure S2. Blast Dot Plot analysis of Varunaivibrio sulfuroxidans strain TC8T vs. Magnetovibrio 
blakemorei strain MV-1T. 


