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Taxonomic Status of Parnara batta Evans ( Lepidoptera ;. Hesperiidae )
Inferred from Mitochondrial COI Gene Sequences

GUO Dong'?, FAN Xiao-ling' , WANG Min'
(1 College of Resources and Environment, South China Agricultural University , Guangzhou 510642, China;
2 High-Tech Research Center,Shandong Academy of Agricultural Sciences,Ji'nan 250100, China)

Abstract : The characterization and genetic distance of mitochondrial COI gene sequence (1 380 bp) from
20 individuals covering 4 species were analyzed in the skipper genus Parnara. Phylogenetic trees were re-
constructed with maximum parsimony ( MP) and Bayesian inference ( Bl) using two Pelopidas species as
outgroups. The results indicated that the smallest sequence divergence among species was 3. 3% , whereas
the largest instraspecific genetic distance was 0. 9% . The tree showed that Parnara batta was quite differ-
ent from Parnara guttata and strongly supported,and their average genetic distance was 3. 5% . The mo-
lecular analysis and their sympatric distribution , together with the differences of morphological characteris-

tics , suggested that Parnara batta is a distinct species.
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Tab.2 Pairwise distance matrixe of the genus Parnara
EE= I =V 1 2 3 4 ) 6 7 8 9 10 11 12 13 14 15 16 17 18 19
1 P. guttata 1
2 Poguttata? 0.001
3 P guttata3 0.003 0.001
4 P gutata4 0.003 0.001 0.003
S  Poguttate 5 0.001 0.000 0.001 0.001
6 P.guttata®6 0.002 0.001 0.002 0.002 0.001
7 P.oguttate7 0.002 0.001 0.002 0.002 0.001 0.001
8 P.baal  0.036 0.034 0.036 0.036 0.034 0.033 0.035
9 Pobaa2  0.036 0.034 0.036 0.036 0.034 0.033 0.035 0.001
10 P.baa3  0.036 0.034 0.036 0.036 0.034 0.033 0.035 0.001 0.001
I1 Pbatad  0.036 0.035 0.036 0.036 0.035 0.034 0.036 0.002 0.002 0.002
12 Pobatad  0.036 0.034 0.036 0.036 0.034 0.033 0.035 0.001 0.001 0.001 0.002
13 P.gangal 0.050 0.049 0.049 0.049 0.049 0.048 0.049 0.051 0.051 0.051 0.052 0.051
14 P.ganga2 0.051 0.050 0.050 0.051 0.050 0.049 0.051 0.050 0.050 0.050 0.051 0.050 0.004
15 P.ganga3 0.054 0.052 0.052 0.052 0.052 0.051 0.053 0.052 0.054 0.054 0.054 0.054 0.006 0.007
16 P.gangad 0.053 0.051 0.051 0.052 0.051 0.051 0.052 0.051 0.051 0.051 0.052 0.051 0.004 0.004 0.007
17 Pbadal  0.063 0.062 0.062 0.063 0.062 0.061 0.062 0.067 0.067 0.067 0.067 0.067 0.054 0.056 0.058 0.056
18 P.bada2  0.063 0.062 0.062 0.063 0.062 0.061 0.062 0.067 0.067 0.067 0.067 0.067 0.055 0.057 0.059 0.057 0.009
19 P.badad  0.061 0.059 0.059 0.06! 0.059 0.059 0.060 0.064 0.064 0.064 0.065 0.064 0.052 0.054 0.056 0.054 0.004 0.007 |
200 P.bade3  0.060 0.059 0.059 0.060 0.059 0.058 0.059 0.064 0.064 0.064 0.064 0.064 0.051 0.053 0.055 0.053 0.003 0.007 0.001
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