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Table 1. Latitude, longitude, altitude of samples

Sample Latitude (N) Longitude (E) Altitude/m Colony number of culturable bacteria
Snow-acc 35°14'56.04" 81°0528.04" 6126.92 2.27x10* CFU/mL
Snow—bal 35°13'39.15" 81°06'54.84" 5938.20 2.41x10° CFU/mL
Snow—abl 35°13"22.37" 81°07'05.86" 5871.60 1.0x10° CFU/mL
Snow—ter 35°13'10.36" 81°07'14.63" 5832.46 2.7x10* CFU/mL
Soil-ter 35°13'06.82" 81°07'13.03" 5800 5.1x10° CFU/g
Soil-100 35°13'02.66" 81°07'15.17" 5789 9.05x10’ CFU/g
Soil-200 35°12'59.52" 81°07'15.88" 5776 1.1 15><106CFU/g
Soil-300 35°12'56.26" 81°07'16.39" 5765 1.26x10° CFU/g
Soil—400 35°12'53.11" 81°07'17.45" 5756 1.59x10° CFU/g
Moraine deposit 35°13'06.82" 81°07'13.03" 5800 7x10"CFU/g
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Figure 1. Neighbor-Joining tree showing the phylogenetic relationships of culturable bacteria from Chongce Ice Cap
based on 16S rRNA gene sequences for Actinobacteria. Numbers in parentheses indicate the GenBank accession
numbers. The number after each isolates’ accession number indicates the number of their colonies. Numbers at branch
points are the percentage supported by bootstrap. Scale bar equals approximately 2% nucleotide divergence.
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Figure 2. Neighbor-Joining tree showing the phylogenetic relationships of culturable bacteria from Chongce Ice Cap

based on 16S rRNA gene sequences for Proteobacteria.
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Figure 3. Neighbor-Joining tree showing the phylogenetic relationships of culturable bacteria from Chongce Ice Cap
based on 16S rRNA gene sequences for Firmicutes and Bacteroidetes.
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#* 2. AR CEMKIEIEFARARKTE LHENERE

Table 2. Relative abundance of culturable bacteria in the genus level in Chongce Ice Cap of West KunLun

Colony number

Phylum Genus
Glacial snow Glacial soil Moraine deposits
Actinobacteria Arthrobacter 0 168 50
Kocuria 2 1 0
Modestobacter 2117 0 0
Rhodococcus 0 2
Mycobacterium 7 0 0
Nocardioides 2 0 2
Patulibacter 0 0 1
Pseudomonas 0 3 0
Psychrobacter 2 0 0
Xenophilus 0 17 0
Massilia 5 2
Proteobacteria
Methylobacterium 6100 0 0
Skermanella 0 0 1
Paracoccus 1 0 0
Brevundimonas 784 0 0
Bacillus 433 2 0
Brevibacterium 0 1 0
Firmicutes Aerococcus 0 0 1
Paenisporosarcina 0 1 0
Lysinibacillus 3 0 0
Bacteroidetes Hymenobacter 994 1 2
Flavobacterium 0 2 0
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FAT TR 22 I PRI ARAT ) ] 15 57 B PR T A 1) )
SHEUINALR RS ST e, ankilin-= k)1 Ay
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Abstract: [Objective] We studied the difference of bacterial community composition among glacial snow, moraine
deposits and glacial soil on Chongce Ice Cap of West Kunlun Mountains. [Methods] Based on traditional culture-
dependent and 16S rRNA sequence analysis, we analyzed the community structure of bacteria on the level of genus
and phylum. [Results] Results show that glacial bacteria were composed of Firmicutes, Proteobacteria, Actinobacteria
and Bacteroidetes on the phylum level. Glacial snow was dominated by Proteobacteria, whereas glacial soil and
moraine deposits were dominated by Actinobacteria. On the genus level, glacial soil was dominated by Arthrobacter,
while glacial snow was dominated by Methylobacterium, Modestobacter, Hymenobacter, Brevundimonas and
Bacillus. Bacterial composition was similar between glacial soil and moraine deposits, but different from glacial snow.
Skermanella may be unique on Chongce Ice Cap. [Conclusion] Our study indicated the vulnerability of bacterial
diversity in glacial snow with glacial retreat, and the importance of bacterial resources preservation on glacial snow

environments.
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