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(57) Abstract: In the present invention, base sequences (hereinafter referred to as "sample sequences") obtained by DNA
sequencing of a sample that includes microbial flora are clustered, said clustering including the following: grouping to-
gether base sequences having 100% homology with the sample sequences to generate primary Operational Taxonomic
Units (OTUs); and further clustering the sample sequences to generate secondary OTUs, each comprising a specified
center sequence and the sample sequences having homologies equal to or above a specified threshold with the specified
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center sequence. However, the specified threshold is under 100%. For each secondary OTU, the sequence of the primary
OTU that has the highest sequence count of all the primary OTUs included in the secondary OTU is designated as a
representative sequence of the secondary OTU, and the representative sequence is compared against a database to infer
the lineage of the secondary OTU.
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