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0.002 1 0. 137, FHEEE K 0. 121. K EHKIEMARE LIBERMFIE > LERRE 0.080, & 6 #gk
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13 Py 6 FAERIE AR I B FAWS. RS R 544403, 544404
R. ferrumequinum . LE N R R E RN R RS 544405
K K4 }
) ) 4 ENARE NS KOLT NS BB BE 555788
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Taxonomic and Phylogenetic Status of Rhinolophus Bats Based on Cyt b Gene Sequence

WANG Yanmei®, HU Fengxia®, ZhAO Xiaojin®

* (a. College of life science; b. College of Fisheries, Henan Normal University, Xingxiang 453007, China)

Abstract; Rhinolophus bats include one genera and 77species, and are mainly distributed in both temperate and tropical
areas. Based on molecular data, we studied the taxonomic status of Rhinolophus bats. The 1140 kb DNA sequences of mt DNA
Cyt b gene from 89 individuals of seven Rhinolophus bats species were obtained. Both of the MP and ML phylogenetic trees
showed that the seven Rhinolophus bats species are clustered into two clades,among which the smaller Rhinolophus cornutus is
closely clustered with Rhinolophus macrotis firstly; the bigger Rhinolophus affinis and Rhinolophus ferrumequinum, Rhinolo-
phus pearsonii, Rhinolophus luctus are clustered as a clade. In molecular trees, Rhinolophus cornutus, Rhinoclophus macrotis
and Rhinolophus pusillus, Rhinolophus ferrumequinum, Rhinolophus pearsonii, Rhinolophus affinis and Rhinolophus luctus are
clustered as two g roups I and II respectively. The group I and II have relatively close relationship, and with very high boot-
strap value, All phylogenetic trees have produced the monophyletic clade of Rhinolophidae. It is necessary to collect more spe-

cies and use more molecular data to resolve the phylogeny of Rhinolophus bats.

Keywords: Rhinolophus bats; Cyt b gene sequence; phylogeny



