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Identification of bat species by DNA barcoding

Shu-Chia HU

Abstract

Bats belong to the order Chiroptera, which is the largest order of mammals next
only to rodents (order Rodentia). More than 1,400 species of bats are identified in the
world, and 37 bat species are identified in Taiwan till now. External features is
commonly used to identify bat species, such as facial characteristic, outline of ear,
shape of tragus. The molecular method called DNA barcoding, which uses short
standardized DNA sequence of the host to distinguish the animal species is frequently
used now. This study used polymerase chain reaction to amplify the partial
mitochondrial DNA (cytochrome c¢ oxidase subunit 1, NADH dehydrogenase subunit
1 and cytochrome b) of 13 bat species, and analyzed the mtDNA sequence to
distinguish the species to improve the species identification of bat in laboratory in the

future.



