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1

Table 1  Diversity analysis of bacterial community

Hha 1 Msp 1
Sample T-RFs Shannon-Weiner Simpson Evenness T-RFs Shannon-Weiner Simpson Evenness

(©)) index (H') index(D) index (E) (S) index (H’) index (D) index (E)
samplel 25 2.33 0.85 0.72 27 2.18 0. 81 0.70
sample2 30 2.32 0.83 0.70 26 2.06 0.8 0.71
sample3 31 2.51 0.87 0.71 26 2.41 0.88 0. 64
sample4 35 2.61 0. 89 0.70 30 1.95 0.62 0.67
sample5 29 2.37 0.82 0.71 25 2.32 0.72 0.88
2.2 ( 2) 4 5 ;
2 3 1 o

Rescaled Distance cluster combine

CASE 0 3 10 15 20 25

Label Num L L L L |
Sample2 2

Sample3 3 J

Samplel 1

Sampled 4

Sample5 5

2

Fig.2 Dendrogram of the hierarchical clustering analysis of bacterial community.
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Fig.3 The phylogenetic groups in the different samples.
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Table 2 The dominant bacterial identified by MiCA
Sample of){:leivled Oﬁz)rvled Area/% Accession Similar group Phylum
sample 1 210.74 147.77 6.7 EF592490 Bacillus
61.74 88. 88 6.1 EF452662 Paenibacillus Firmicutes
176. 96 129.23 5.3 EU131161 Acetobacter
61.74 462. 81 21.2 AM411057 Pseudomonas Proteobacteria
179. 02 142.27 16.9 HQ327127 Arthrobacter Actinobacteria
96. 31 141. 81 8.5 ¥J529274 Acidobacterium Acidobacteria
91.08 138.71 7.6 FJ481334 Chloroflexus Chloroflexi
104. 47 96. 42 4.8 AB470321 Bacteroides Bacteroidetes
sample 2 156.76 82.74 6.7 EF620446 Azotobacter
61.73 127.2 6.3 D14510 Rhizobium Proteobacteria
84. 86 152.56 8.4 HQ717396 Sphingomonas
61.73 147. 65 7.2 AB043863 Bacillus Firmicutes
212.06 138.71 4.2 AY382189 Paenibacillus
112.9 163.77 13. 4 DQ923132 Micrococcus Actinobacteria
91. 89 86. 81 12.1 EU373307 Cytophaga Bacteroidetes
91. 89 138.71 11.2 FJ481260 Chloroflexus Chloroflexi
82. 81 114.25 5.5 FJ542891 Planctomyces Planctomycetes
sample3 61.83 462.74 12.1 AM411057 Pseudomonas
61.73 125. 21 5.3 EF101308 Rhizobium Proteobacteria
91.08 86. 86 4.7 AMI110991 Flavobacterium
112.9 163.77 16.3 HM222656 Micrococcus Actinobacteria
70.32 125.21 14.7 HQ397030 Chloroflexus Chloroflexi
61.83 81.72 18.7 AB098576 Bacillus Firmicutes
91 86. 63 8.6 EU373337 Cytophaga Bacteroidetes
sample4 61. 69 129. 41 11.8 FJ529292 Rhodobacter
81.73 402.53 9.6 AB097175 Sphingomonas Proteobacteria
570.97 142.27 5.4 AB196247 Burkholderia
78.74 142.36 9.5 EU266494 Arthrobacter Actinobacteria
173.2 138.91 5.0 EU181235 Rhodococcus
211.99 82.85 14.0 EU685825 Bacillus Firmicutes
96. 29 91.75 11.7 AB470321 Bacteroides Bacteroidetes
sample5 61.8 80. 41 16.3 HQ834307 Arthrobacter
173.2 138.91 8.4 EU181235 Rhodococcus Actinobacteria
142. 12 125.21 4.6 HQ530520 Microbactertum
84. 89 152.34 14.6 HQ717396 Sphingomonas Proteobacteria
78.74 142.36 11.3 AB098576 Bacillus Firmicutes
95. 09 91.05 9.4 AY643081 Bacteroides Bacteroidetes
18-19 R
3 20 -21 .
(21.2%) (18.1%) 21.4% 22.1%
(54.5%) (27.3%) " Azotobacter  Rhizobium
; Sphingomonas Pseudomonas Rhizobium
(41%) 9% °* Flavobacterium <Mojave
322-23
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Terminal restriction fragment length polymorphism
analysis of endolithic bacteria community at special
habitats in Xinjiang

Wenting Mu' Tao Zhang® Jian Sun’ Jun Zeng” YingHua Xu® Zunfeng Wu’

Wen Hu® Kai Lou®

' College of Life Science and Technology of Xinjiang University Urumqi 830046 China
? Institutes of Microbiology Xinjiang Academy of Agriculture Science Urumgqi 830091 China

Abstract: Objective In order to investigate the composition and diversity of endolithic bacteria at special habitats in
Xinjiang. Methods Five rock samples were collected including Wusus granite (sample 1) Glacier No. 1 and Mulei’s
metamorphic rock (sample 2 sample 3) Yumin and Tokesun’s Rock varnish (sample 4 sample 5). Endolithic bacterial
community composition and diversity were analyzed by the method of Terminal Restriction Fragment Length Polymorphism.

Results Differences in diversity indexes among samples were not apparent. Clustering analysis suggested that similarity
coefficient was higher in same rock type sample 2 and sample 3 were grouped together then sample 1 clustered with
them and sample 4 and sample 5 were classified together. All samples harbored these phyla such as Firmicutes
Actinobacteria Proteobacteria and Bacteroidetes. Acidobacteria and Planctomycetes existed in sample 1 and sample 2
respectively; Sample 5 was dominated by Actinobacteria while other samples were dominated by Proteobacteria.

Conclusion The endolithic bacterial composition of same rock type collected at various habitats was different.
Meanwhile a diversity of novel species and lineages maybe existed in rocks.

Keywords: endolithic bacteria T-RFLP(Terminal Restriction Fragment Length Polymorphism)  diversity
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