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this study.
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Table 1 Distribution of 16S rRNA gene clones detected
in the thermophilic UASB reactor granules

Phyla Number of clones %
Firmicutes 83 58
Chloroflexi 12 8
Synergestis 5 4
Proteobacteria

Alpha subclass 1 1

Beta subclass 2 1
Bacteroidetes 2 1
Nitrospira 1 1
Actinobacteria 1 1
BA024 25 18
OP8 7 5
EM3 3 2
Total 142 100
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Fig. 2 Phylogenetic tree of 16S rRNA gene the phylum
BA024. The tree was constructed with the neighbor-joining
method. The scale bar represents the number of changes of
nucleotides per sequence position. Branch points show difference
of bootstrap value obtained with 1,000 resamplings.
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Fig. 3 Phylogenetic tree of 16S rRNA gene the phylum OP9.
The tree was constructed with the neighbor-joining method. The
scale bar represents the number of changes of nucleotides per
sequence position. Branch points show difference of bootstrap
value obtained with 1,000 resamplings.
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Fig. 4 In situ hybridization of dispersed cells of the
thermophilic granular sludge whith Cy3 labeled C2-90P828
probe. Phase contrast (A) and epifluorescent (B) micrographs
are shown for an identical field. Bar represents 10 gm.
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