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Semaphorin 4D is a potential biomarker in pediatric leukemia and promotes leukemogenesis by
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Molecular characterization of the viral structural gene of the first dengue virus type 1 outbreak in
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Clinical Characteristics and Risk Factors for Severe Dengue Fever in Xishuangbanna, During the
Dengue Outbreak in 2019. Frontiers in Microbiology, 2022, 13, 739970.

Regulatory sequence analysis of semaphorin 4D 5' non-coding region. Journal of Cancer, 2019, 10,

903-910. 1.2 2

The excretion rate and stability of HAAg in human fecal samples after live attenuated hepatitis A
vaccination. Journal of Medical Virology, 2020, 92, 3312-3318.

Molecular characterization of structural protein genes of dengue virus serotype 1 epidemic in 0.9
Yunnan, Southwest China, in 2018. Archives of Virology, 2021, 166, 863-870. :

Complete genome characterization of the 2018 dengue outbreak in Hunan, an inland province in
central South China. Virus Research, 2021, 297, 198358.

Two cases of hand, foot and mouth disease caused by enterovirus A71 after vaccination. International

Journal of Infectious Diseases, 2021, 108, 190-197. 1.5 2

Sweeping analysis of transcript profile in dengue virus serotype 3 infection and antibody-dependent
enhancement of infection. Virulence, 2021, 12, 2764-2776.

Molecular Characterization of the Viral Structural Genes of Human Rhinovirus Al1 from Children
Hospitalized with Lower Respiratory Tract Infection in Kunming. International Journal of Infectious 1.5 2
Diseases, 2022, , .

Secondary cross infection with dengue virus serotype 2/3 aggravates vascular leakage in BALB/c mice.
Journal of Medical Virology, 2022, 94, 4338-4347.

Comparison analysis of microRNAs in response to dengue virus type 2 infection between the Vero

cell-adapted strain and its source, the clinical C6/36 isolated strain. Virus Research, 2018, 250, 65-74. 11 1

Soluble Sema4D Level Is Positively Correlated with Sema4D Expression in PBMCs and Peripheral Blast

Number in Acute Leukemia. Disease Markers, 2022, 2022, 1-8.

The Safety, Immunogenicity, andAlmmunopersistence of Hepatitis A VaccineAin HBs-Ag-Positive

Participants: A Retrospective Study. Frontiers in Cellular and Infection Microbiology, 2021, 11, 672221. 18 0



