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The Yearly Variation of the Genetic Lineages and Pathotypes
of Magnaporthe grisea in Chongqing

HAN Hai-bo's YANG Shui-ying’ s XIONG Yan’, QING Ling’,
SUN Xian-chao’, GOU Zhi-gin', JIANG Yan-bing’
(1. Fuling Institute of Agricultural Science, Chongqing 408000 China;
2. College of Plant Protection, Southwest University, Chongqing 400715, China)

Abstract: The population structure of Magnaporthe grisea isolates collected from Chongqing area
was determined with the rep— PCR technique. Each isolate was amplified with 2— 17 DNA bands.
Clustering analysis with UPGM A classified 73 isolates into 12 genetic lineages at a genetic simi-
larity of 0.8. The pathotypes of 66 Magnaporthe grisea isolates in the genetic lineage were tested
by traditional plant pathology . The 66 isolates were divided into 5 groups (ZA, ZB, ZC, ZF, ZG )and
22 pathotypes.ZA and ZB were the dominant groups and ZA 11, ZB11 were the major pathotypes.
The genetic lineages and pathotypes of Magnaporthe grisea changed in different years, and the
genetic diversity became more complicated and changeable in recent years.
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