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Figure 1. The haplotype network inferred from mitochondrial D-loop gene of TN ‘ % IR 2RW EF& PR A il M
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Figure 2. The haplotype frequence inferred from mitochondrial D-loop gene of 8 PR RS F12500 2 = 2 b R /gy R EE TR AHE I B ET o
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Table 2 Characteristics and genetic diversity indices for twelve microsatellite loci in
0.60 Bufo bankorensis
0.40
Locus Naa ARb Hoc HEd FST RST F]S
0.20 -
B192 3 2281  0.095  0.094  0.037 0042  -0.012
0.00 | I | | | | | | | F14 4 3.094 0.344 0.362 0.074 0.083 0.051
W W W
1500M 2000M 2500M E2500M  E2000M E1500M E1000M EO500M EOOOOM B123 4 2950 0.121 0.189 0.022 0.025 0358
Figure 3. Clustering of individuals by structure at K=2. Individuals are represented by F23 3 2960 0205 0424 0112  0.124 0517
vertical bars. Each vertical column represents one individual, and the separation of F46 16 11.506 ~ 0.760  0.886  0.023  0.026  0.142
the column into two colors represents the estimated probability of belonging to one B447 4 3.342. 0392 0398 0.064  0.071  0.015
population or the other. Different colors in the same individual indicate the k24 3 2051 0106 0.101  0.002  0.003  -0.049
percentage of the genome shared with each cluster according to the admixture Baes 14 2.964 07960818 0015 0.017 - 0.027
. . | . . A21 6 3337 0545  0.57 0.044  0.049  0.044
proportions. The y-axis represents the probability to belong to a certain cluster, while
. . - . C s A35 3.854 0555  0.551  0.049  0.054  -0.007
on the x-axis is reported each population delimited by a black solid vertical line.
Al4 18 10969 0.813  0.858  0.043  0.049  0.052
/‘ WISDOM A31 12 7.905 0553 0762  0.033  0.037 0274
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32 Wit ' Two geographical groups (East)(West)(mtDNA)
30 Bt filitis \ Among groups 35.58 Fer=0.355 0.010
jz i ! . - E2500M Among populations within groups 2.27 Fsc=0.035 < 0.000
‘; | | ' ' ' Within populations 62.15 Fst=0.378 < 0.000
-3,650’ i { Axe 3 (11.02 Two geographical groups (East)(West)(microsatellite)
R i< |3 Among groups 430 Fer=0.043 0.007
Figure 4. Plot of principal coordinate (PCA) axes for nine populatlons of Bufo bankorensis Among populations within groups 2.79 Fsc=0.029 < 0.000
Within populations 92.91 Fsr=0.070 <0.000

based on population genetic distance. Percentage values represent variation justified by
each axis.
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