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Melioidosis is a zoonotic infectious disease caused by Burkholderia
(B.) pseudomallei. It is predominantly endemic in Southeast Asia[1-3].
Clinical manifestations are often non-specific, commonly presenting
as pneumonia or skin abscesses[4], and may progress to severe sepsis
with a high case-fatality rate of 10%-50%I5]. Due to its early flu-
like symptoms, melioidosis is frequently misdiagnosed by clinicians
in non-endemic regions. Beijing, located in the North Temperate
Zone, rarely reports melioidosis cases; the lack of awareness
among healthcare professionals may lead to misdiagnosis and fatal
outcomes.

In June 2023, a hospital in Beijing reported a case involving a
6-year-old male who had traveled to Thailand in May. On 24 May,
the patient was stung on both dorsa of the feet by a jellyfish, and
the wounds were repeatedly exposed to soil and contaminated
water during the trip. That evening, he developed low to moderate
fever, which progressed to a high fever of 41.5 °C one day later,
accompanied by chills, rigors, paroxysmal dry cough, tachypnea,
cyanosis, and postprandial vomiting. CT imaging revealed multiple
inflammatory nodules in both lungs. Metagenomic next-generation
sequencing of bronchoalveolar lavage fluid strongly suggested B.
pseudomallet (Figure 1). The patient was treated with ceftazidime
and meropenem. Subsequent culture and biochemical identification
confirmed the pathogen as B. pseudomallei, with MLST typing
identifying it as ST395-a sequence type not previously reported in
China. For source tracing, whole-genome SNP phylogenetic analysis
was performed using 144 global B. pseudomallet genomes from
the NCBI database. The results indicated close genetic relatedness
between the isolate and strains from Thailand (Figure 1). A

comprehensive diagnosis confirmed an imported case of melioidosis

from Thailand.

Metagenomic sequencing played a critical role in diagnosing this
imported case, enabling rapid pathogen screening and providing
precise microbiological evidence to guide therapy. Further
optimization of metagenomic next-generation cost and bioinformatic
workflows is recommended for broader application.

With increasing global travel, trade, and climate change-including
recent extreme rainfall and wind events in northern China-
melioidosis cases are no longer rare in northern regions[6.7]. It
is imperative that epidemiologists and clinicians enhance their
awareness, diagnostic capability, and management of melioidosis.
Strengthening health education for travelers is also essential to

mitigate its impact on public health.
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Figure 1. Pathogen identification and phylogenetic analysis of Burkholderia (B.) pseudomallet from the imported melioidosis case. A: Pathogen abundance
distribution of de novo assembled contigs (=1 000 bp). The y-axis represents predominant pathogens, and the x-axis indicates their corresponding contig
counts; B. pseudomallei accounted for 83.9% of total contigs. B: Whole-genome SNP (wgSNP) phylogenetic tree of 145 B. pseudomallei strains. The 145
strains were clustered into four clades (Australia, South America, South Asia [, South Asia [ ). The Beijing isolate was positioned in the South Asia [[

clade and exhibited a close evolutionary relationship with Thai strains GCA_038983115 and GCA_038983225 (red-outlined clade).
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