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ABSTRACT

Aerobic endospore-forming rod bacteria are the highly diverse group of
prokaryotic microorganisms inhabiting in natural habitats such as soil that contains
certain kinds of nutrients for their growth. They play an important role in the ecosystem as
the major saprophyte or the organic decomposer to make the nutrient cycling that is
essential to growth of living organisms and ecologicai balances. They also produce
many kinds of primary and secondary metabolites applied to different fields of
biotechnological application, including industry, medicine, agriculture and environment.
However, taxonomic studies of aerobic endospore-forming rod bacteria in the nutrient-
rich forest soils of all of national park and wildlife sanctuary in Thailand expected as the
high biclogical diversity of living forms were limited and could nct find the taxonomic
data of these bacterial groups on the basis of numerical and molecular approaches. In
this study, the data of biological diversity of aercbic endospore-formers were not only
generated, but also many novel bacterial strains were collected. Additionally, they might
be considered as the high potential strains for biotechnological applications. From the
results obtained, a total of 183 strains of aerobic endospore-formers were isolated from
soil samples coliected from many sites of the dry evergreen forest in Kaeng Krachan
National Park by dilution plate count and heat treatment. They were identified on the
basis of numerical taxonomy and amplified ribosomal DNA restriction analysis (ARDRA).

Based on simple mafching coefficiency (Sg,) and unweighted pair-group method



(UPGMA) at 83 % similarity inferred as the species cui-off line value in numerical
approach, and the Dice coefficiency and UPGMA at 90 similarity, 183 strains of aercbic
endospore-formers were identified as 6 species, including Baciflus cereus and relatives
(68 strains), B. megaterium (28 strains), B. mycoides {13 strains), Paenibacifius

polymyxa (15 strains) and Lysinicillus fusiformis (29 strains).





