Identification of Univeque Proteins in  Burkholderia Species by Comparative Proteomics Analysis. 
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Bacteria of the Burkholderia genus is classified as Gram-negative β-proteobacteria. Several of the Burkholderia species are known to be disease-causing, such as B. pseudomallei and B. mallei, two closely related species which are the causative agents of melioidosis and glanders, respectively. The non-pathogenic species include B. thailandensis, a non-pathogenic species that is closely related to both B. mallei and B. pseudomallei, whereas B. xenovorans LP400 is known to be an outstanding biodegrader of polychlorinated biphenyls (PCBs). Comparative protein sequence analyses was done among seven Burkholderia species/strains, i.e. B. cenocepacia AU 1054, Burkholderia sp. 383, B. mallei ATCC 23344, B. xenovorans LB400, two strains of B. pseudomallei, K96243 and 1701b, and B. thailandensis E264. The total proteome of each species/strain was retrieved from the RefSeq project at the National Center for Biotechnology Information (NCBI). In order to identify unique proteins in each Burkholderia species/strains, we performed a comparative proteomics analysis using local NCBI BLASTP. Each proteome was converted into a database using the formatdb function, and the seven proteome was searched against the databases. Identification of unique proteins were defined by proteins that did not show any significant similarity with proteins from other species/strains. We present here the unique proteins identified from each Burkholderia species/strains studied in this analysis. This information is hoped to lead to the identification of novel proteins that may be involved in the pathogenicity of the pathogenic species of Burkholderia and contribute to our understanding of the host-pathogen relationship in those diseases, and also improve our general understanding of the Burkholderia genus.

