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Abstract: 477 bacteria strains were isolated from pit mud and fermented grains of a famous distillery in Guizhou. Through morphological and
physiological characterization, it was found that most bacteria were Bacillus (446 strains), accounted for 93.50 %. And these bacteria were sub-di-
vided into 20 groups (XJ-1 ~ XJ-20). Using 16S rDNA sequencing and homologous analysis, we succeeded in constructing phylogenetic tree.
The results showed that these Bacillus were mainly Bacillus licheniformis (32.96 %). In addition, Bacillus subtilis, Bacillus cereus and Bacillus
badius also held high proportion. There were a certain amount of Bacillus niabensis and Bacillus bataviensis. A handful of uncertain Bacillus sp.
and Bacillus sphaericus were discovered at the same time. Besides, a little bit of undefined Brevibacillus sp. (1.57 % of the total) were found un-
expectedly. These results indicated that there was high bio-diversity of Bacillus in Luzhou-flavor liquor pits in Guizhou and Bacillus licheniformis
was the dominant species, which was quite similar with Luzhou-flavor liquor pits in Sichuan but there was also difference between them.
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