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Fig.1 Restriction fragment length polymorphism analysis for
archaeal 16S rDNA clone recovered from anaerobic sewage
sludge(Sample No.1). Lane 1,9,17:marker DNA, Lane 2-8:

representative clones digested with Hae . Lane 10-16:
representative clones digested with Hha
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Fig.2 Hybridization responses of methanogenic probes to nucleic
acids. From 6 target of methanogens and 1 target of the domain
Bacteria. Each nucleic acid was applied to the nylon membranes.
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