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Abstract

The Taiwanese woolly bat (Karivoula sp.), a new species of Taiwan, was found recently
and often caught in the bamboo forest. However, the bamboo forests in Taiwan are not
continuous. In fact, habitat fragmentation has been identified as one of the important factors
leading to the disruption of populations in many kinds of bats. This study aims to understand
the effect that bamboo forest fragmentation has on the population structure of the Taiwanese
woolly bat in three years. The results of the first year reveal that there are two lineages of
the Taiwanese woolly bat. The most haplotypes of lineage 1 are wildly distributed over north
and central Taiwan, and the haplotypes of lineage 2 are distributed in south Taiwan. Base on
Fst, mismatch distribution analysis and nested clade analysis, we suppose the two lineages of

the Taiwanese woolly bat ar¢ demographic expansion recently.
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KN3 1 0.0667 I

KNG 3 0.2 I

KS2 1 0.0667 1

HT ) R R KNI 2 0.1333 I

e ok A &R KS1 1 0.0667 II
s KNI 1 0.0667 I
S KNI 3 0.2 I

KN5 ] 0.0667 I

D K KN2 3 0.15 I
KS6 2 0.1 II

FERAEE KS4 1 0.05 I

EX 5 SES KS1 1 0.05 II
REAR KS1 3 0.15 11

KS4 ] 0.05 I
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R KN7 0.05 I

| KS4 0.05 II

KS5 0.05 i

=i E3 KS4 0.2 II

e NS KN6 0.05 I

KS4 0.05 I

HER  {EEARRAE KS1 0.5 II
= R KS1 0.5 I
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R= REFAEREHERENEEERK2P)

FREFI REF 1
RET 0.0014
RBEN 0.0188 0.0016
B EBRFEA
F0 FEBH Dxy BB TR R
North Center South
North 0.00721
Center 0.00565 0.0048
South 0.01308 0.0131 0.00861
B LSRR B - HARUEES Dxy fE
FH SEIREEHIEHEs)
North Center South
North
Center -0.06309
South 0.39538 0.48849
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