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Fig.1 Phylogenetic reconstruction by Kimura's 2-parameter
distance and bootstrap confidence level
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Abstract: R.confucianus and R.fulvescens are the mountain murines with widely geographic distribution. R. ¢.
lotipes is restrictedly distributed in the west region of Guangdong province and Hainan province. The karyotypic and some
of their morphological charactenstics differ from the other species in genus Rattus. The most of morphological
characteristics of subspecies R. c. lotipes are identical to R. confuctanus, but few features are similar to R.
fidvescens . The various opinions have been in the discussions for the classification positions of R. filvescens and R.
confucianus, and the subspecies differentiation of R. confucianus. In this study, the sequences of mitochondrial
cytochrome b (Cyt b) and 12S rRNA gene fragments were detected. The Cyt b and 12S rRNA gene fragments between
R. confucianus and its subspecies R. c. lotipes separately include 19 variable sites and 11 variable sites. 2 sites of
insertion/deletion in the 12S rRNA fragment are observed. The Cyt b and 12S rRNA fragments between two populations of
R. fulvescens separately include 3 variable sites and 11 variable sites. This analysis shows that R. ¢. lotipes is closer to
R. c. confucianus than to R. fulvescens. The position of this subspecies is confirmed by the data of mtDNA. The
sequences divergences in Cyt b and 12S rRNA gene between Longmen and Hong Kong populations of R . fidvescens reflect
the natural selection for their history of geographic isolation.
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