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Figure S7. DNA polymorphism sites in the GS (glutamine synthetase) and SOD2 (manganese-superoxide dismutase)
alignments of C. siamense s.1. isolates. The 858 bp long GS alignment is made up of a long partial intron (1-850 bp)

and a short partial coding region (851-858 bp), the 374 bp long SOD2 alignment is entirely in the coding region.



