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Phylogenetic analysis of gibbons at Taipei Zoo

Kuang — Yu Hu*, Nien — Hsiu Lin*, and Ci Wen Yang**

Abstract

To identify the species of gibbons at the Taipei Zoo, mitochondrial DNAs from
their hair follicle samples were isolated and subjected to polymerase chain reac -
tion (PCR) -sequencing. DNA sequences for both the 252 -base —pair (bp)
segment of the cytochrome b gene ond the 896 -bp fragment of ND4 and ND5
(NADH Dehydrogenase complex ) genes were successfully determined and used
to construct phylogenetic trees. Preliminary genetic data indicate that 30 gibbons
at the Taipei Zoo are 1 H. leucogenys, 2 H. gabriellae, 4 H. muelleri, 4 H.
agilis, 17 H. lar, 1 H. syndactylus, and one suspected hybrid of H. Klossii.

In addition, 3 living specimens outside the Taipei Zoo are 1 H. muelleri and 2
H. leucogenys. Except for the gibbon G2, the molecular analysis is consistent
with morphological analysis. Moreover, for gibbons Gl11, G13, G15, Gl6, GIS,
and G25, which were doubtfully identified by morphological analysis, molecular
analysis provides a method of choice for classification. Those findings indicate
that 9 of the gibbons housed at the Taipei Zoo were incorrectly identified. The
result derived from this study will be essential to the success of the Taipei Zoo
Gibbon Conservation Project.
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