Supplementary table 1.
Variation of BPH mitochondrial haplotypes.
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The numbers are base positions in sequences (position 103-1120 in cox1 and position 1436-1928 in cox2). White bases in black background indicate the amino acid alteration compared with haplotype 1; G155A (Va l-> Met), T257A (Leu -> Met), T331A (Ile -> Met), A1094G (Thr -> Ala) and A1506G (Ile -> Val). Other base alterations are synonymous.
