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161, 213, 171 bp, 5.8S 156 bp, II'S2 177, 177, 178, 206, 179 bp.
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Tab 2 Kimura sequence divergence values of taxa in Cordycgms and it’ s ourgroup
1 2 3 4 5 6 7 8 9 10 11
1 C.sinc 0.0000 0.0150 0.0067 0.2165 0.2553 0.0050 0.2727 0.2510 0.5323 0.7207 0.7105
2C.sinb 0.0000 0.0151 0.2183 0.2571 0.0167 0.2812 0.2599 0.5283 0.7253 0.7070
3C. sinz 0.0000 0.2171 0.2561 0.0050 0.2743 0.2525 0.5176 0.7087 0.7172
4 C. mil 0.0000 0.0592 0.2142 0.2396 0.2232 0.4641 0.6659 0.7153
5 B. bas 0.0000 0.2529 0.2522 0.2693 0.4909 0.6899 0.7133
6 H. sin 0.0000 0.2699 0.2481 0.5283 0.7162 0.7163
7 C. gun 0.0000 0.1361 0.6698 0.8180 0.7473
8 M. fla 0.0000 0.5856 0.7354 0.7605
9 C. oph 0.0000 0.1497 0.7923
10 C. min 0.0000 0.9543
11 A. tra 0. 0000
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’ and ITS region with Neighbor — joining method,
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Molecular Evidences Indicating
Multiple Origins in the Entomogenous Cordyceps

WANG Ning X, CHEN Yue-gin, ZHANG Wei-min, LI Tai-hid, QU Liang-hu
Abstract: The nucleotide sequences of rDNA ITS and 5. 8S ribosome DNA from several epresentative
species of (ordeceps were determined and compared with published sequences. Based on sequence da-
ta, the phylogenetic trees were cnstructed using the NJ and Fitch methord. Diversity in the phyloge-
netic tree was found for Cordyceps species, C. sinensis, C.Militaris, C. gunnii, C. gphioglossoide
were closely related to Hirsutella sinensis, Beauveria bassiana, Metarhizjum flavovirde, Cyphomyrmex
minutus respectively. 1DNA ITS sequences analysis indicated Cordyceps species are not a monophyletic
group, and presented new insight into traditional wncepts of the genus Cordyceps.
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