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Bacterial Diversity Recovered from Qiyi Glacier and Runoff, Qilian Mts.
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Abstract: Abundance and species diversity of bacteria were investigated respectively by epifluorescence microscope; the culture method and the
analysis of 16S rDNA genes, with snow and runoff samples from Qiyi Glacier in the Qilian Mts. According to the results, the total microbial
cells and bacterial CFU range from 10° to 10’ cells*mL.™" and 0-600 cfu*mL™', respectively. The 16S rDNA gene of 22 bacterial isolates
recovered from snow and runoff samples belong to following groups: Bacteroidetes, Actinobacterias Firmicutes and a> [, - Proteobacteria .
Based on their 16S rRNA sequences, Bacteroidetes forms the largest cluster in terms of abundance (80% of all isolates) and Pedobacter and
Pseudomonas form the dominant genera in terms of abundance (90% of all isolates). Compared with bacteria revealed from ice and snow in
Qinghai-Tibet Plateau> South Pole and North Pole which have been reported, the bacteria belonging to Pantoea> Providencia, Terrabacter,
Aerococcus and Oxalobacteraceae are especially exist in Qiyi Glacier as far as we know.
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Fig.1 Microbial numbers and the corresponding altitudes
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Table 1 Blast result of 16S rDNA of the culturable bacteria of Qiyi Glacial snow and runoff
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Fig.2  Phylogenetic dendrogram of partial 163 rDNA sequences from Qiyi glacial snow and runoff isolates and their closest phylogenetic relatives
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