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Table 1  diversity index of the clone library
Diversity estimate
Sample No.of . Species Richness Shannon Index Simpson Index
OTUs FSR 95% Cls Chao & Shen  95% Cls MLE  95% CIs
Xiaoerkuler lake 39 0.919 455 (40.8,63.1)  3.283 (2.916,3.650)  0.07953  (0.04404, 0.11503)

Cls: Confidence interval; MLE: maximum likelihood estimator; Chao & Shen: based on Horvitz-Thompson estimator and sample coverage

method; FSR: Estimation of species richness; C: Estimated sample coverage
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Fig. 2 Neighbour-joining tree constructed showing the phylogenetic relationships among acinobacterial 16S rRNA gene sequences (partial clone se-

quences, 640 bp) obtained from the sediment sample of Xiaoerkule salt lake and their closely related sequences downloaded from GenBank. All of bootstrap

values over 50 are shown based on neighbour- joining analyses of 1000 resamples data sets. Bar, 0.02 sequence divergence.
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Actinobacterial diversity of a sediment sample from Xiaoerkule Lake
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Abstract: [Objective] The aim of study was to investigate Actinobacterial diversity in Xiaoerkule salt lake, to lay a
foundation for furthering to tap. [Methods] Actinobacterial diversity in this sediment from Xiaoerkule Lake was investi-
gated by culture-independent method and phylogenetic analysis based on 16S rRNA gene sequences. Total DNA of sedi-
ment sample was extracted using SDS-CTAB method. The primers for the class Actinobacteria were used for actinobacte-
rial 16S rRNA gene amplification and then a clone library was constructed for the sediment sample. [Results] Fifty-one
clones screened from 160 clones on the basis of Hae III digestion patterns were sequenced, and their sequences were de-
posited in the GenBank. Clone sequences (52.9%) belonged to Acidimicrobidae and 5 suborders of Actinobacteridae. The
other clone sequences (47.1%), which formed one large distinct clade in phylogenetic tree among phylum Actinobacteria,
may represent one new suborder or new class. [Conclusion] There was abundant actinobacterial diversity in the sediment
of Xiaoerkule Lake, and the result implied that there were large numbers of unknown actionobacterial groups here.
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