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S2 Figure. Pairwise comparisons between the mtDNA of two strains of M. incognita (A) and two strains of M. graminicola 
(B), respectively, using the program VISTA. The Y-axis represents the sequence identity (50-100%). Protein (in violet) and rRNA 
(in yellow) genes are indicated in the standard nomenclature. tRNA genes (in red) are designated by a single-letter abbreviation. 


