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The diversity of Alkaliphiles from Hailaer Soda Lakef-Inner Mongolia
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Abstract£9ifty three strains of organisms were isolated from Hailaer Soda Lake£-Inner Mongolia and
DNA was extracted followed by amplification of 16S rRNA genes and sequencing. The phenotypic charac-
teristics and the subsequent ARDRA showed that these strains displayed great diversity. Phylogenetic a-
nalysis revealed that all of the Gram — negative isolates were confined to the Gamma subdivision of Pro-

teobacteria and that the Gram-positive isolates showed great diversityE-but most of them belonged to the

Bacillus spectrum.
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Table 1 ~ Morphological and physiological characteristics of twenty alkaliphilic isolates
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Fig.2 Phylogenetic tree of the Gram-positive isolates of alkaliphiles based on 16S rDNA sequences
o> %AaAE PAYEEE2EOR Kimurh ™ 1980£€«2TEYWEEAAEDT £6+ YA TOAEDT x” 2E0A neighbor-joining -%-"£%-1y 100 “T bootstrap -0T6EUpA

PABALOETRYTO. 057 G+T 0. 05 Y%o» YAAEP¥T»E-B “U+T Bacillus ED

Evolutionary distances were calculated by the method with Kimuraf™ 1980£Ctwo-parameter calculation model and the topology was inferred by the neighbor

joining method based on bootstrap analysis of 100 replicates. Bar£-0.05 substitutions per nucleotide. B. = Bacillus
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Fig.3 Phylogenetic tree of the Gram-negative isolates of alkaliphiles based on 16S rDNA sequences
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Evolutionary distances were calculated by the method with KimuraE™ 1980£Ctwo-parameter calculation model and the topology was inferred by the neighbor-

joining method based on bootstrap analysis of 100 replicates. Barf-0. 1 substitutions per nucleotide. H. = Halomonas
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