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Melioidosis, caused by Burkholderia pseudomallei, is considered to be endemic to Northern Australia and Southeast Asia, with
high mortality and relapse rates, regardless of powerful antibiotic therapy. Here we report the first genome sequence of Burk-
holderia pseudomallei strain BPC006, obtained from a melioidosis patient in Hainan, China. The genome sizes of the 2 chromo-
somes were determined to be 4,001,777 bp and 3,153,284 bp.

Burkholderia pseudomallei is an opportunistic pathogen which
can cause a tropical disease, melioidosis, affecting almost all

organs (6). B. pseudomallei can be found widespread in water and
soil in regions where it is endemic, such as Hainan, Guangdong,
and Guangxi in China (3, 5). It was also classified as a category B
pathogen by the CDC in 2006. However, little is known about the
B. pseudomallei strain without molecular epidemiological or clin-
ical data in China. Here we first report the complete genome of B.
pseudomallei strain BPC006, an isolate from a melioidosis patient
in Hainan, China.

B. pseudomallei strain BPC006 was identified and deter-
mined as highly pathogenic by the bioMérieux system, with
95% probability. The whole-genome shotgun sequencing was
then performed with 454 Titanium. In total, 494,449 reads with
a mean length of 325 bp were generated. Newbler 2.3 was car-
ried out to perform the assembly of raw sequencing reads.
Next, 480,015 reads (97.1% of the total) were assembled into 8
contigs and 13 contigs, with a length of 3,997,601 bp and
3,138,777 bp in chromosome I (BPC006_1) and chromosome
II (BPC006_2), respectively. The order of contigs was deter-
mined by alignment with the published genome sequence of B.
pseudomallei strain 1106a (GenBank accession numbers
CP000572 and CP000573). Gaps between contigs were closed
by local assembly and sequencing PCR products using an ABI
3730 capillary sequencer.

B. pseudomallei has a large chromosome and a small chro-
mosome. BPC006_1 has 4,001,777 bp, with a 68.0% G�C con-
tent, and BPC006_2 has 3,153,284 bp, with a 68.5% G�C
content. The annotation was performed using the Xbase anno-
tation server (2) and RAST server (1). BPC006_1 has 4,118
coding sequences (CDSs), including 4,057 protein-coding
genes, 52 tRNA genes, 3 16S rRNA genes, 3 23S rRNA genes,
and 3 5S rRNA genes, which cover 87.05% of the chromosome.
Meanwhile, BPC006_2 has 3,125 coding sequences, including
3,115 protein-coding genes, 7 tRNA genes, 1 16S rRNA gene, 1
23S rRNA gene, and 1 5S rRNA gene, which cover 87.55% of the
chromosome.

The comparison analysis revealed the highest homology be-
tween B. pseudomallei strain 1106a and strain BPC006. Com-
pared with B. pseudomallei 1106a, BPC006_1 has a deletion of

14 CDSs between positions 80816 and 81463 and a mutation of
10 CDSs between positions 3800125 and 3819938. In addition,
a 47.6-kb lysogenic insertion within 58 CDSs occurs on
BPC006_1 and a 59.6-kb lysogenic insertion within 79 CDSs
occurs on BPC006_2. Among those CDSs, phage-related prod-
ucts from other Burkholderia species (like B. pseudomallei
strain 1026b, B. pseudomallei strain 112, and B. pseudomallei
strain 9) were largely found, revealing important roles of lyso-
genic phage-mediated insertion and gene transfer within dif-
ferent species. Such innovation strategy would be helpful for
deep analysis of evolution and mutation of the first Chinese B.
pseudomallei strain and for understanding the origin of the
prevalent pathogen.

The complete genome sequencing vividly shows the features of
B. pseudomallei strain BPC006, which is a key to further research
into B. pseudomallei in China and enriches its molecular epidemi-
ological documentation. Deep analysis of the complete genome
would be helpful for us in understanding the evolution of the
bacterium and its adaptation to the environment, such as high
temperatures and antibiotics (4).

Nucleotide sequence accession numbers. The genome se-
quences of B. pseudomallei strain BPC006 have been deposited in
the GenBank database under the accession numbers CP003781
and CP003782.
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