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Fig.3  Phylogenetic tree analysis of 16S rRNA gene of bacteria community in scorpionidae intestine using culture-independent method .
Numbers in parentheses represent the sequences’ accession number in GeneBank. The number at each branch points
is the percentage supported by bootstrap. Bar 5% sequence divergence.
1 16S rRNA

Table 1 BIAST results of 16S rRNA sequences of the bacteria isolated from scorpionidae intestine and their main physilogical features

Strain Sequences source with Glucose Nitrate H,S V.p Indole Oxidase  Catalase Gelatin
highest identity % fermentation  reduction production Production liquefactions
X2 Enterobacter aerogenes 99 F + - + + - - + +
X3 Exiguobacterium sp. 99 F - - - - - - + +
X5 Serratia marcescens 99 F + - + + - - + +
X7 Sphingomonas sp. 99 - - - - - - - + _
X9 Agromyces sp. 99 0 - - - - - - + +
X10 Micrococcus sp. 99 (0] - - - - - + + +
X13 Ochrobactrum anthropi 99 (0] + - - - — + + _
X14 Agrococcus lahaulensis 99 A - - - - - - + +
X17 Deinococcus sp. 98 0] - - - - - + + +
X18  Microbacterium esteraromaticum 98 (6] + - + - — - + +
X19 Gordonia hydrophobica 98 F + - + - — _ + _
X20 Gordonia defluvii 98 F + - + - - - + _
X21 Rhodococcus zopfii 99 F + - + - - - + +
X22 Janibacter sp. 100 A + - - - - - + +
X23 Kocuria rosea 99 F + - - - - — + +
X24 Nocardia corynebacterioides 100 - - + - - - - + +
X25 Microbacterium arborescens 99 F - + - - - - + +
X26 Ornithinimicrobium sp. 97 A - - - - — — + +
Glucose fermentation oxidation O  fermentation F  no action —  produce alkaline A .
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Fig.4 Phylogenetic tree analysis of 16S rRNA genes of bacteria community in scorpionidae intestine using culture-dependent method. Numbers
in parentheses represent the sequences’ accession number in GeneBank. The number at each branch points

is the percentage supported by bootstrap. Bar 5% sequence divergence.
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Microbial diversity in scorpion intestine Buthus martensii Karsch

WANG Bao-jun LIU Ying"~ JIANG Jia-tong LIU Bin LIU Shuang-jiang
Institute of Microbiology ~ Chinese Academy of Sciences  Beijing 100080  China

Abstract Scorpion is an important officinal animal and has a high nutritional value. In this study the culture-
independent and culture-dependent methods were used to investigate the microbial diversity in the scorpion’ s intestine.
Results based on culture-independent method showed the bacteria to be related to o [ Y-proteobacteria. Bacteria
isolated by the culture-dependent method were high G + C  gram-positive bacteria. The genera Enterobacter  Serratia
and Ochrobactrum were detected by both methods. To sum up the results from the two methods the bacteria in scorpion
intestine belong to 23 genera which are Enterobacter Serratia Pseudomonas Acinetobacter Aeromonas Citrobacter

Pedobacter  Delftia  Ralstonia  Ochrobactrum — Sphingomonas — Exiguobacterium — Gordonia  Nocardia  Rhodococcus

Janibacte Kocuria Micrococcus  Agromyces Microbacterium  Agrococcus  Deinococcus  Ornithinimicrobium — and some
uncultured species. The two methods have both advantages and shortcomings. However when used simultaneously they
complement each other.
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