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P. morsei

L. crassicorne

L. bipertitum

L. speculiferum

L. complicatum

L. japonicum

L. satoi

L. emarginatum

L. flavum

L. tsudai

L. arcuatum

MyaMin.

Max.

TIM + Inv model

-lnL = 1868.10413

mtDNA COI 760bp/1,140bp

Bootstrap replicate : 10,000
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( )L. complicatum7.

Source of
variation

Among
groups

Among
populations
within
groups

Within
populations

4

3

43

d.f. p

p > 0.05

p > 0.05

p > 0.05

values

CT = 0.19343

SC = 0.03431

ST = 0.22110

Percentage
of variation

19.34

2.77

77.89

Variance
components

0.06504

0.00930

0.2619

Sum of
squares

3.412

0.925

11.262

AMOVA Table

Haplotype
Network Cladogram

3.

L. orientale

L.bipertitum

L. speculiferum

L. complicatum

L. crassicorne L. naraense

L. satoi

11-12

12

14-15

19-20

L. japonicum 20

20

8

11
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