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Abstret: DN A fingerprints of 73 Magnaporthe grisea isolates collected from the rice in Chongqing
were tested with the rep—PCR technique. Polymorphism of DNA fingerprints existed among the
isolates. The tested isolates showed 2—17 DNA bands after amplification. UPGM A analysis clus-
tered 73 isolates into 12 genetic lineages at 0. 8 genetic similarity. Of these lineages, L7, L9 and
12 were dominate lineages. The results indicated that genetic structure of M. grisea population
in Chongging was multiplicity and complexity, and the results also revealed that genetic lineage
isolates were directly related to variety and geography distribution.
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