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Bacterial communities in Agaricus bisporus compost analysed by denatu-
ring gradient gel electrophoresis
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Abstract: PCR-denaturing gradient gel electrophoresis ( DGGE) was emloyed to analyze the V3 regions of bacterial
16S ribosomal DNA collected from the compost for Agaricus bisporus cultivation in spring and winter. The dominant DNA were
cloned, sequenced and analyzed. Bacillus sp, Flavobacterium sp. , Lysinibacillus sp. , Thermus thermophilus , Pseudomonas
Jfragi, Solibacillus silvestris , Thermobifida fusca, and two kinds of uncultured bacteria were identified in the compost. The bac-
teria in spring and winter showed similar changing trend during phase I composting and similar community at the end of com-
posting. The bacterial community structure differed at initial composting, phase I composting and phase II composting. The
community diversity was environmental temperature-dependant. The bacteria existing in the compost all through the process of

composting shared high sequence similarity with that of the bacteria degrading lignocellulose, which was favorable for the com-

post to be applied as culture matrix.
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Fig.1 DGGE profiles of 16S rDNA V3 fragments from compost

samples of two composting cycles( spring and winter)
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Fig.2 Bacteria diversity index (R) of the mushroom compost

during different fermentation stages
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