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ARDRA Analysis of 16S rRNA Genes from the Archaeal

Community in Landfill Leachate
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Abstract: Using PCR and a pair of specific primers, archaeal small subunit 16S rRNA genes were
selectively amplified from total genomic DNA extracted from the microbial community in the leachate of a
full-scale sanitary landfill, and an archaeal 16S rDNA clone library was subsequently established. Clones
were screened by colony hybridization with an archaeal oligonucleotide probe. and diversity of amplified
16S rDNA fragments in the library was gained by a restriction fragment length analysis (ARDRA). The
cloned 16S rDNA fragments were reamplified. and restriction analysis was performed following separate
digestion with enzymes Hha I and Hae . A total of 70 cloned 16S rDNA fragments were analyzed, and
they were finally clustered into 21 different groups (ARDRA patterns), with two most abundant groups
accounting for 60% of all the 16S rDNA clones. The remaining 19 groups presented at low levels, of
which a total of 14 groups were represented by a single clone. By the method of ARDRA, we could rapidly
estimate the population structure of Archaea in the landfill leachate.
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