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Supplementary files

Supplementary Table 1. Molecular genetic diversity indices computed from microsatellite
and mitochondrial control region data. 

LB (LB1+LB2) LB1 LB2 Japan

Microsatellites
No. of samples 25 176
Mean No. of alleles 7.9 2.73
HO 0.74 0.55
HE 0.76 0.51
Reference This study Han et al. (2010)8

mtDNA CR
No. of samples 71 25 46 66
No. of haplotypes 15 10 14 57
H 0.8241±0.0371 0.8733±0.0412 0.7942±0.0560 0.9953±0.0036
π 0.0033±0.0022 0.0033±0.0022 0.0033±0.0022 0.0165±0.0085
Reference This study & This study Han et al. (2007)11 Mizuno et al.(2003)10

Han et al. (2007)11

Number of samples, mean number of alleles per locus, observed (HO) and expected (HE,) heterozygosities are given for the Liaodong Bay
Phoca largha population using species-specific (LB1, our study) and non-species-specific (LB2)8 microsatellite loci. For mtDNA control
region (CR), number of samples and of haplotypes, as well as haplotype (H) and nucleotide (π) diversities are given for the spotted seals
from Liaodong Bay population (LB1, our study; LB2;11 LB: combined LB1 and LB2 data) and the Japanese population (Japan).10

Supplementary Table 2. Mitochondrial genetic differentiation (control region) in terms
of pairwise F-statistics (above diagonal, Φst values; below diagonal, Fst values) among
spotted seal samples from Liaodong Bay population (LB1, our study; LB211; LB: com-
bined LB1 and LB2 data) and Japanese population (Japan).10

A

LB1 LB2 Japan
LB1 -0.004ns 0.328***   
LB2 0.006ns 0.370***   
Japan 0.062***  0.103***  

B

LB Japan
LB 0.338***      
Japan 0.091***   
***, P<0.001; **, P<0.01; *, P<0.05; ns, P>0.05

Supplementary Figure 1. Bayesian skyline plots (BSPs) of effective population size of the
Liaodong Bay population. The black line represents the median posterior effective popu-
lation size through time. The blue area shows the 95% highest posterior densities’ (HPD)
limits for effective population size. Time is measured in units of mutations per site on the
X-axis, and the population size is presented as Nem on the Y-axis, where Ne is the effective
population size and m is the rate of mutation per generation.
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