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Phylogenetic analysis of Polyura in China inferred from mitochondrial COII

sequences( Lepidoptera: Nymphalidae)
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Abstract: Phylogenetic analysis of 5 Chinese species of the genus Polywra was conducted based on mitochondrial COTI
sequences. The results showed that there were 11.4% polymorphic loci in 405 bp length of partial COIL in 12 specimens
of the 5 species of Polyura. and most of them were transformed through transition. The difference among individuals
within species (0.5% - 1.5% ) was almost all lower than the difference among species ( > 4% ), except that the
difference between 2 individuals of P. athemas was higher than that between P. eudomippus and P. nepenthes . The
dendrogram of the Chinese Polyura inferred by maximum likelihood method showed that there are 2 distinet clusters in the
Chinese Polyura, in which one includes P. narcoea, P. endamippus and P. nepenthes, and the other includes P.
schreiber and P. athamas. The topological structure of the dendrogram is consistent with the morphological result.
Therefore» the results of molecular phylogenetic analysis support the morphological results in genus Polyura .
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Table 1 The collection locations, date, and collectors of the studied specimens of Polyura
and the accession number of COIl in EMBL GenBank

itk mAHS FHEMA HAERT ] KEEE COll 77 GenBank ERS
Species Specimen code  Collection location Callection date Collector GenBank accession number of COII
SRcAeplIp: S
= =
o Nanshanxi» Taiwan 1984.8.10 CHEN Li-Zhen AJ515566
KRR = R B R AR AN BN
P eudamippus Doubleday 38 Xishuangbanna, Yunnan 1998.5 WU Yun AJS15588
¢ EREE
= North Guangdong 1995.5.5 CHEN Xi-Chang AJS15602
WFE ML sl
= Hupingshan, Hunan 1999.7.6 YAOQ Jin-Xian AJS07636
— Rk Mo 2% g
P . nareoea Hewitson El6 Baoxings Sichuan 1999.7.26 SUN Kai AJ507638
EEERE i IR
=REA i
£36 Taidong, Taiwan 2000.3.25 TSU Yu-Feng AJ507641
] o
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= ’ N
AL R Z5 . .ﬁET’&E\- 1999.8.7 R AJS15233
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ER e = R B R AR AN BN
P. schreiber Godart H Xishuanghanna, Yunnan 1998.5 WU Yun AJ515235
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Table 2 The divergence of mitochondrial COII among butterflies of Polyura ( upper triangle: number of transition / transversion:

lower triangle: total number of divergent base: PX: Pupilio wuthus)

mAHS

Specimen code 38 35 E9 El6 E3e Z1 Vil 6 H Wi W2 PX
9 3/1 2/0 1472 1572 1572 18/3 18/3 19/4 1874 8/1 9/1 22/35
38 4 5/1 1573 16/3 14/3 18/6 18/6 18/3 16/3 872 9/2 19736
55 2 6 1472 1572 15/2 18/5 18/5 1974 18/4 9/1 10/1 22/35
E9 16 18 16 1/0 3/0 15/4 15/4 15/4 1572 17/1 18/1 25/33
El6 17 19 17 1 4/0 16/4 16/4 16/4 16/2 18/1 19/1 26/33
E36 17 17 17 3 4 14/5 14/5 14/4 1472 16/1 17/1 24/33
Al 23 24 23 19 20 19 0/0 8/3 11/5 16/6 1746 18/38
75 23 24 23 19 20 19 0 8/3 11/5 16/6 1746 18/38
6 23 23 23 19 20 18 11 11 11/4 16/5 1745 17/37
H 22 21 22 17 18 16 16 16 15 20/3 21/3 22/32
Wi 9 10 10 18 19 17 22 22 21 23 1/0 20/34
W2 10 11 11 19 20 18 23 23 22 24 1 20/34
PX 57 35 57 58 59 57 36 36 54 54 54 54
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Fig. 1 The dendrogram of 5 species of Polywa butterfly based on mitochondrial COII sequence by maximum likelihood

method C Papilio suthus as outgroup)
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Support for each branch is given by bootstrap replicate.
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