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Two bacterial consortia, KOT-consortium and RN-consortium were isolated from the soil
samples near the railway Nakorn Ratchasrima province and from roadside of Ratchadumnern Road,
Bangkok, respectively. When cultured the purified isolates strain KOTLB from KOT-consortium and
RN402 from RN-consortium in carbon free mineral medium (CFMM) supplemented with pyrene to
the final concentration 100 mg/l for 20 days, percentage of pyrene remaining were 8.77% and
34.37%, respectively. In addition, both strains could degrade phenanthrene. On the basis of 16S
rDNA nucleotide sequence of both strains, the strain KOTLB and RN402 were belong to the genus
Diaphorobacter and Pseudoxanthomonas, respectively. DNA amplification of the strain KOTLB and
RN402 which extracted from CFMM supplemented with pyrene by Polymerases Chain Reaction
(PCR) with primers specified to gene encoding alpha subunit of terminal dioxygenase of
Mycobacterium vanbaalenii PYR-1 (nidA) was conducted. The expected PCR product size was 508
bp. The result exhibited that amino acid sequences of PCR product were similar to NidA of
Mycobacterium sp. JLS which could degrade pyrene. Southern hybridization by using PCR product
of nidA from both strains as a probe found that both have nidA located on megaplasmid. This is the
first report showing that genus Diaphorobacter and Pseudoxanthomonas could degrade PAHSs.
Moreover, it also inferred that Diaphorobacter sp. KOTLB and Pseudoxanthomonas sp. RN402 had

nid catabolic genes involved in PAHs degradation and the location of nidA was on megaplasmid.





