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Fig. S1. Haplotype networks for M. galloprovincialis. Size of circles is approximately proportional to the frequency of each haplotype. Perpendicular tick marks on the 

lines joining haplotypes represent the number of nucleotide substitutions. 
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Table S1. Pairwise FST among populations of M. galloprovincialis 

DL YT WH RS QD JN RZ WZ BUS OGA 

DL 

YT –0.0553

WH 0.0206 0.0449 

RS 0.0379 0.0634 –0.0554

QD 0.0058 0.0348 –0.0278 –0.0372

JN 0.0498 0.0660 –0.0542 –0.0646 –0.0481

RZ –0.0558 –0.0335 0.0651 0.0666 0.0193 0.0811 

WZ 0.0113 0.0393 –0.0597 –0.0643 –0.0603 –0.0842 0.0424 

BUS –0.1146 –0.0830 –0.0315 –0.0319 –0.0728 –0.0180 –0.1237 –0.0553

OGA 0.0728 0.0863 –0.0484 –0.0615 –0.0415 –0.1080 0.1057 –0.0882 0.0146 

AWA 0.0554 0.0682 –0.0441 –0.0387 –0.0166 –0.0665 0.1020 –0.0589 0.0108 –0.0789


