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Abstract ; Applying regular morphology combined with the technology of ITS sequence analysis, the identi-
fication and phylogenetic analysis of the 4 cultivated strains and 5 wild morel isolates mainly collected from
Sichuan province and Chongging municipality were carried out. The study followed the sequence identifica-
tion program required by data bank of multilocus sequence typing( MLST). The phylogenetic tree was con-
structed with reliable sequences obtained from BLAST one-by-one comparison. The results suggested that
the cultivated morel varieties were identified as Morchella importuna, M. sextelata and M. septimelata. In
addition,5 wild isolates were identified as M. elata and M. importuna ,respectively.
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