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Publications

Epide)miological insights into the co-circulation of Zika and dengue viruses in Yangon, Myanmar(2017-
2019

Mutua, M. M., Ngwe Tun, M. M., Nwe, K. M., Lin, H., Kapandji, M., Inoue, S., Thant, K. Z., Takamatsu, Y., Aung, W. W.,

Khin, A. A., Thu, H. M., Urano, T., &amp: Morita, K. (2025).

Transactions of the Royal Society of Tropical Medicine and Hygiene, traf102. i
https://doi.org/10.1093/trstmh/traf102

Background: Zika virus (ZIKV) is a mosquito-borne flavivirus mainly transmitted by Aedes aegypti
and Aedes albopictus . While well-studied in the Americas, data from Southeast Asia, especially
Myanmar, remain limited. This study assessed ZIKV infection among dengue-suspected patients in
Yangon, Myanmar, from 2017 to 2019.

Methods: This was a cross-sectional retrospective study that collected serum samples from 1162
clinically dengue-suspected patients. Reverse transcription quantitative polymerase chain reaction
(RT-aPCR) was used to detect ZIKV RNA and serological assays were used to identify ZIKV-specific
immunoglobulin M (IgM), IgG and neutralizing antibodies. The age, gender, clinical manifestations
and coinfections with dengue virus (DENV) were determined.

Results: Of the 1162 samples, 23 (2.0%) were positive for ZIKV by RT-aPCR. Among these, nine
samples showed coinfection with DENV: four with DENV-1, two with DENV-3 and three with DENV-4.
Of the 111 (9.6%) samples that tested positive for ZIKV IgM, 11 (9.9%) had neutralizing antibodies
against ZIKV, with 9 (8.1%) confirmed as ZIKV positive and 2 (1.8%) classified as probable cases.
Conclusions: Our study reported that 32 cases (2.8%) were confirmed as ZIKV infections by
molecular and sero- logical detection. The findings underscore the need for improved surveillance,
diagnostic accuracy and public health interventions to mitigate the impact of ZIKV.

Genomic and pathogenicity analyses to identify the causative agent from multiple serogroups of non-O1,
non-0139 Vibrio cholerae in foodborne outbreaks

Morita, M., Hiyoshi, H., Arakawa, E., Izumiya, H., Ohnishi, M., Ogata, K., Sasaki, M., Narimatsu, H., Kitagawa, E.,

Akeda, Y., & Kodama, T. (2025).

Microbial Genomics, 11(2). )
https://doi.org/10.1099/mgen.0.001364

In contrast to cholera toxin (CT)-producing serogroups Vibrio cholerae O1 and 0139, which are well
known as the causative agents of cholera, the pathogenesis of CT-negative, non-O1 and non-0139
V. cholerae serogroups (NAG Vibrio) remains largely unexplored. In 2013, Japan encountered three
foodborne outbreaks associated with imported shellfish, resulting in the isolation of 13 different
serogroups of suspected NAG Vibrio from food sources and patients. To identify the specific
serogroup and infection mechanisms responsible for these outbreaks, we conducted whole-genome
sequence analysis and assessed enterotoxicity using animal models. Whole-genome sequencing
revealed that among the 13 NAG Vibrio serogroups, only the 0144 serogroup, which was most
frequently isolated from patients (90.9%), harbored the type 3 secretion system (T3SS) gene
cluster, known for its role in inducing diarrhea in related Vibrio species (V. parahaemolyticus). To
evaluate the contribution of T3SS in NAG Vibrio serogroup 0144 to pathogenicity, we generated a
T3SS-deficient mutant and assessed its enterotoxic activity using a rabbit ileal loop test, which
showed a significant reduction compared to the parental strain. Thus, our study successfully
demonstrated, using bacterial isolates from foodborne outbreaks, that specific NAG Vibrio
serogroup present in food primarily exhibit pathogenesis through the T3SS.
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CTCF Is Essential for the Development and Maintenance of CALM-AF10-Induced Leukemia. Cancer
Sci. Published online August 28, 2025. doi:10.1111/cas.70161

Kuroki Y, Yamagata K, Aikawa Y, Shima Y, Shioneri H, Kitabayashi I.

CTCF is essential for CALM-AF10 AML development. Its loss extends survival and promotes
macrophage-like differentiation of CALM-AF10 AML. RNA-seq identified TGM2 as a key CTCF-regulated
gene, and ChIP-sea showed its epigenetic changes upon CTCF loss. TGM2 knockdown or inhibition
mimics CTCF loss, reducing proliferation and inducing differentiation. These findings reveal a critical
CTCF-TGM2 axis and suggest TGM2 as a potential therapeutic target.
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