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Supplementary Table 1. PCR conditions and best-fit model for each marker used.

Amplification process was conducted in a reaction of 25 uL, containing 50-100ng DNA, 2.5 mM of 1X buffer, 1.5
mM MgCI2, 2.5 uM dNTP mix (uM 10), 10 pmol of each primer, 1 unit of Taqg DNA polymerase (Invitrogen), and

distilled water to bring the reaction volume to 25 pL.
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Primers sequence
Cytochrome b

Glud-G: 5’-TGACTTGAARAACCAYCGTTG-3’
H16460: 5’-CGAYCTTCGGATTAACAAGACCG-3’

Hypervariable D-loop region
RCA: 5’-TTCCACCTCTAACTCCCAAAGCTAG-3’
RCE: 5’-CCTGAAGTAGGAACCAGATG3’

First intron of Ribosomal Protein S7

S7TRPEXIF: 5’-TGCCCTCTTCCTTGGCCGTC3’



S7TRPEXIR: 5’-AACTCGTCTCGCTTTTCGCC-3’





