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ABSTRACT
TE 140352

The genetic varations of ten samples of Tricholoma crassum from
Northeastem in Thailand using morphology and PCR - RFLP analysis were studied.
The PCR amplification of the ITS (intemal transcribed spacer) and IGS (intergenic
spacer} regions of the nuclear ribosomal repeat with two primers 1TS1-4 and O1
- LR12R followed by digestion and PCR - RFLF analysis was performed. The two
regions were digested separately with restriction enzymes : Hindill, Ddel, Haelll,
EcoRl and Hinfi. The PCR - RFLP results were correlated with groups of closely
related isolates and when cluster analysis using Similarity Coefficient and UPGMA
in WinBoot program, were used. The samples were grouped into three distinct

groups which were refated to their geographnical origin Burirum isolate.





