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Fig.1 Phylogenetic tree of the clones among the class Euryarchaeota

of the domain Archaea,based on neighbor joining analysis of
partial 16SrDNA sequences. Numbers in parentheses indicate
the frequency of the same RFLP patterns in the total alones.
Numbers at nodes represent bootstrap values for the nodes.
Desulfococcus mobilis is used as the outgroup.
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Fig.2 Phylogenetic tree of the clones among methylotrophic bacteria

in alpha-,beta-,and gamma-Proteobacteria,based on neighbor
joining analysis of partial 16SrDNA sequences.
Numbers at nodes represent bootstrap values for the nodes.
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