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Zhang Jiali'”® , Huang Yuhang',Song Ming® ,Ren Yangyang' ,Zhang Mengting' , Liu Xia',Sun Wei’,Chen Shilin'~’
(1 School of Chemistry ,Chemical Engineering and Life Science ,Wuhan University of Technology , Wuhan 430070,
China; 2 Amway( China ) Botanical Research and Development Center ,Wuxi 214145, China; 3 Institute of
Chinese Materia Medica ,China Academy of Chinese Medical Sciences , Beijing 100700, China )
Abstract Objective:ITS sequence was used as a barcode to identify Lasiosphaera Calvatia and its adulterants. Methods ; We col-
lected 21 samples of Lasiosphaera Calvatia and extracted their DNA, then amplified their ITS sequences. We also downloaded se-
quences of Lasiosphaera Calvatia’ s adulterants from GenBank. Sequences were assembled and analysis their variable sites. The
Kimura 2-Paramter( K2P) genetic distances and compute the Neighbor-joining( NJ) phylogenetic tree were computed. Results; The
maximum intraspecific K2P genetic distances of the ITS sequence of Calvatia gigantea( Batsch ex Pers. ) Lloyd is 0. The maximum
intraspecific K2P genetic distances of the ITS sequence of Lasiosphaera fenzlii Reich. is 0. 003. The maximum intraspecific K2P ge-
netic distances of the ITS sequence lengths of Calvatia lilacina( Mont. et Berk. ) Lloyd is 0. 003. The minimum interspecific K2P ge-
netic distances of Calvatia gigantea and adulterants is 0. 019, Lasiosphaera fenzlii and adulterants is 0. 031, while Calvatia lilacina
and adulterants is 0. 634. The maximum intraspecific genetic distances of Calvatia gigantea , Lasiophaera fenzlii and Calvatia lilacina
were all less than the minimum interspecific genetic distances of themselves and their adulterants. the NJ tree based on ITS se-
quence showed that Calvatia gigantea , Lasiosphaera fenzlii and Calvatia lilacina can gather into a branch sperately. Conclusion:ITS
sequence was able to identify Lasiosphaera Calvatia from their adulterants, which is suitable in the identification of Lasiosphaera
Calvatia and its adulterants.
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