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Fig. 1 Autofluorescent cells attached to the hindgut epithelium of 16S
R-eticzditermes chinensis  Snyder as shown by F420 epifluorescence DNA 93.2% ~99.7%
microscopy .
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Fig.2 ARDRA profile of archaea clones from R. chinensis digested with Afa I A and Msp I B .
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Fig.3  Phylogenetic analysis of 165 rDNA sequences of the symbiotic methanogens in the gut of Reticulitermes chinensis Snyder. Sequences

obtained in this study are shown in bold. The 16S rDNA sequence of Methanosarcina barkeri M59144  was used as an outgroup to root the

tree. The tree was constructed by neighbor-joining method of Mega 4.0. Bootstrap values 500 replicates higher than 50% were indicated .

The scale bar indicated 2% sequence divergence.
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Phylogenetic analysis of symbiotic archaea in the gut of Reficulitermes chinensis
Snyder
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Abstract Objective To analyze the phylotypes of symbiotic archaea in the gut of Reticulitermes chinensis Snyder by using non-
cultivating method. Methods We amplified 16S rRNA genes of the symbiotic archaea from the DNA extract of the whole gut
with the universal archaeal 16S rDNA primer. A clone library of archaeal 16S rDNA was established and selected clones were
sequenced and phylogeneticly analyzed. Results Five 16S tDNA sequences with the similarity between 93.2% and 99.2% to
each other were obtained from Reticulitermes chinensis Snyder. Phylogenetic analysis showed that the five clones were clustered
with Methanobrevibacter clones or isolates obtained from Reticulitermes speratus and Reticulitermes flavipes. Conclusion The
results showed that symbiotic archaea in the gut of Reticulitermes chinensis were affiliated with Methanobrevibacter .
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