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Fig. 1 Distribution and structure of the arsenic metabolic genes in R. palustris
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Fig. 2 Phylogenetic relationships based on arsR gene
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Fig. 3 Phylogenetic relationships drived

from ArsC amino acid sequences
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Fig. 4 Phylogenetic relationships based on arsM gene
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Diversity and Evolutionary Analysis of Arsenic Metabolism

Gene in R. palustris

GUO Shao-wei', LYU Chang-jiang"*, ZHANG Yi', ZHAO Chun-gui'

(1. College of Chemical Engineering, Huaqiao University, Xiamen 361021, Chinaj;
2. Department of Chemical and Biological Engineering, Zhejiang University, Hangzhou 310027, China)

Abstract;: The arsenic metabolic mechanisms and evolution relations of the arsenic metabolic genes in Rhodo pseudomonas
palustris were explored based on the data of the whole genome sequence. The results showed that arsenic metabolic gene
clusters existed in seven R. palustris strains mainly contained arsC, arsR, arsM, arsB, acr3p and arsH genes. There was
considerable regulation gene (arsR) diversity among R. palustris strains in same species. Both type | and type [[ of Ar-
sC were found in six strains of R. palustris, and the arsM gene with low homology in different R. palustris strains was
widely found in five strains. It is also manifested that arsenic metabolic mechanisms were mainly arsenate reduction and
arsenite methylation in cytoplasm, whereas the distinction and diversity of arsenic metabolic genes were relied on different
strains.

Keywords: Rhodopseudomonas palustris; arsenic resistance; gene clusters; bioinformatics
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