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Increased adaptive immune responses and proper feedback regulation protect against clinical dengue.
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Inhibition of protein kinase C promotes dengue virus replication. Virology Journal, 2016, 13, 35.
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The genetic control of immunity to Plasmodium infection. BMC Immunology, 2015, 16, 14. 2.2 12
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aegypti (Linnaeus): Implications for dengue control amidst global warming. Parasites and Vectors,
2022, 15, 74.

Validation of genotype imputation in Southeast Asian populations and the effect of single nucleotide
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