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Table 1

Closest match identification of bacteria 16S rRNA V3 region sequence from DGGE bands in mice feces.
DGGE band no. Closest relative in GenBank Max identity (%) Accession no. Classification
Band 1 Bacteroides xylanisolvens 97 NR_042499 Bacteroidetes; Bacteroides
Band 2 Clostridium clostridioforme 100 NR_ 044715 Firmicutes; Clostridium
Band 3 Bacteroides acidifaciens 98 NR_112931 Bacteroidetes; Bacteroides
Band 4 Parabacteroides distasonis 96 NR 041342 Bacteroidetes; Parabacteroides
Band 5 Enterobacter bugandensis 98 NR_148649 Proteobacteria; Enterobacter
Band 6 Enterobacter tabaci 98 NR_146667 Proteobacteria; Enterobacter
Band 7 Enterobacter bugandensis 99 NR_148649 Proteobacteria; Enterobacter
Band 8 Clostridium hathewayi 99 NR_036928 Firmicutes; Clostridium
Band 9 Clostridium hathewayi 98 NR 036928 Firmicutes; Clostridium
Band 10 Clostridium symbiosum 84 NR_118730 Firmicutes; Clostridium
Band 11 Shimwellia blattae 99 NR_074908 Proteobacteria; Enterobacter
Band 12 Barnesiella intestinihominis 88 NR_113073 Bacteroidetes; Barnesiella
Band 13 Muribaculum intestinale 89 NR_144616 Bacteroidetes; Muribaculum

Band 14 Culturomica massiliensis 87 NR_144745 Bacteroidetes; Culturomica
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