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ABSTRACT

Survey and identification of entomopathogens collected from vegetable crops areas
was conducted in Chiang Mai, Lamphun and Lampang provinces. It was found that 6
pathogens available for control several species of vegetable pests including Hyphomycetes,
Beauveria bassiana, Hirsutella sp., Metarhizium sp., Nomuraea rileyi and Entomophthorales,
Zoophthora aphidi, and Erynia neoaphidis. Study on their morphology, pathogenicity and
genetical characteristic revealed that B. bassiana and Metarhizium sp. could be mass
propagated on artificial media in sufficient quantity for the test and genomic DNA extraction.
Thus DNA fingerprinting of B. bassiana was analyzed using RAPD-PCR (randomly amplified
polymorphic DNAs — polymerase chain reaction) marker and OPA-3 primer could differentiate
the entomopathogenic isolates obtained from homopterous insects as group one and those
obtained form lepidopterous insects, formulated microbial insecticides and soil samples as
group two. The vegetative compatibility test using non-utilizing (nit) mutant compatible pairs
revealed 3 isolates out of 9 isolates of B. bassiana, exhibiting vegetative compatibility group
(VCG) indicating possible genetic exchange. The result obtained so far was preliminary and
was in the initial stage of the investigation. It is anticipated that further study on DNA
fingerprint and pathogenicity of the VCG of B. bassiana be conducted using RAPD-DNA with
additional and/or reproducible primers. Additionally, another molecular marker, RFLP
(restriction fragment length polymorphism) may be used for comparison. Finally the genetic

distance and the phylogenetic tree of B. bassiana could be constructed.



