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Genetic differentiation and distributing pattern of Cordyceps sinensis in China
revealed by rDNA ITS sequences
HAO Jiarrjin' , CHEN G Zhou' , LIAN G Hong-hui*, YANG Xiao-ling' , L | Shan' , ZHOU Tong-shui® ,
ZHANG Wen-ju’ , CHEN Jiakuan®
(L <chool of Life Science and Technology , Tongji University, Shangha 200092, China; 2 Key L aboratory of Biodiversity
Science and Ecological Engineering, Ministry of Education, Institute of Biodiversity Science,
School of Life Science, Fudan University , Shanghai 200433, China)

Abgract : Objective  To investigate the genetic differentiation and distributing pattern of Cordyceps
sinensis in China Methods Molecular phylogenetic tree was constructed by neighbour-joining analysisfor
the difference of ribosomal DNA internal transcribed spacers (rDNA ITS) of C sinensis Results Little
differencein the ITSI-5 851 TS2 sequences were detected among the 21 populationsof C sinensis collected
from the main producing areasin China Their genetic distances just ranged from 0 to 0. 018 The GC con-
tentsof ITSL and 1TS2 sequences showed extremely sgnificant positive correlation with the latitudes of
each C sinensis populations, and no sgnificant correlation with the longitudes and altitudes Based on the
I TS sequences, the C sinensisfrom the main producing areasin China should be divided into four groups,
which seemsto match with the geographic distribution along latitudinal gradient ,i. e area around Qinghai
Lake, areaincluding Mid-southern of Qinghai- Gansu- Schuan-Northeastern of Tibet , Yunnan, and Linzhi
and Milin of Tibet, regectively. Conclusion The tiny difference of rDNA |TS sequences are more suit-
able for revealing the distributing pattern of C sinensis resources with large geographic ranges in China
The resultsfarther confirm that the genetic differentiation of C sinensis exists among different latitudes
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Table 1 Longitudes, latitudes, altitudes, and GC contents of |ITS sequences in 21 populations of C sinensis
/° /° /m GC /%
QL 100 22 38 02 2700 72 24 EU545160
GC 100 17 37.32 3200 72 24 EU545161
TJ 99. 03 37.28 3200 72 24 EU545162
HZ 101 57 36 49 2 260 71 64 EU545163
GH 100. 61 36. 27 3 200 72 24 EU545164
GN 100. 75 35 57 3100 71 64 EU545165
XH 99. 99 35 06 4 300 71 64 EU545166
HN 101 62 3475 3 600 71 64 EU545167
LQ 102 50 34. 60 3106 71 64 EU545168
MQ 100 26 34 49 4 200 71 64 EU545169
MA 102 04 33 97 3473 71 64 EU545170
YS 96. 97 33 03 4 500 71 64 EU545171
SQ 98 06 33 01 4 200 71 64 EU545172
ZD 95 03 32 92 4 300 71 64 EU545173
NQ 93 68 31 53 4 000 71 64 EU545174
DQ 95 63 31 42 4 300 71 64 EU545175
KD 101 95 30 03 4 200 71 64 EU545176
Lz 94. 25 29. 58 3000 70.75 EU545177
ML 94 13 2918 3700 70.75 EU545178
TQ 98 56 28 29 3559 71 64 EU545179
SG 98 72 27. 78 4 500 71 34 EU545180
* GC ITSL 1T 335 (9 (@)

* GC Contents are percentage of guanosine (G and cytidine (C) to ITSL and I TS2 sequence with 335 bp
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