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Fly ash is a waste product of the fossil fuel power industry. Crushed coal is subjected to
stringent processing (temperature and pressure) resulting in the formation of highly
alkaline fly ash. Thus, fresh fly ash has been considered to be a sterile product
incapable of supporting microbial populations. In this study pro- and eukaryotic
populations of fly ash were investigated using denaturing gradient gel electrophoresis
(DGGE). Total DNA was extracted from fly ash samples of differing age. The 16S
bacterial gene and a partial sequence of the eukaryotic internal transcribed spacer
sequence (ITS2) of the rDNA operon were amplified by means of PCR. DGGE
fingerprint profiles obtained were analysed before excising portions of the bands.
Selected bands were then sequenced, analysed and compared with known sequences
deposited in GenBank. Phylogenetic analyses were performed resulting in the grouping
of these representatives according to the closest possible relative. Based on initial
phylogenetic relationships it is clear that eukaryotes form the predominant population of
fly ash. Preliminary identification of these representatives indicates that the microbial
population in fly ash increases with time displaying differing predominant groups of
organisms.
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