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apoptosis and G2/M arrest by activation of Chk/Cdc25C and p53/p21 pathway. Virology Journal,
2018, 15, 169

98  Cross-species infection of mice by rabbit hepatitis E virus. Veterinary Microbiology, 2018, 225, 48-52 33 9

Transcriptomic signatures differentiate survival from fatal outcomes in humans infected with Ebola
virus. Genome Biology, 2017, 18, 4

6 Rabbit hepatitis E virus is an opportunistic pathogen in specific-pathogen-free rabbits with the L
9 capability of cross-species transmission. Veterinary Microbiology, 2017, 201, 72-77 33 7
A comparison of host gene expression signatures associated with infection in vitro by the Makona

and Ecran (Mayinga) variants of Ebola virus. Scientific Reports, 2017, 7, 43144

94  Virus genomes reveal factors that spread and sustained the Ebola epidemic. Nature, 2017, 544, 309-315 50.4 238

Heme oxygenase-1 metabolite biliverdin, not iron, inhibits porcine reproductive and respiratory
syndrome virus replication. Free Radical Biology and Medicine, 2017, 102, 149-161

Deep Sequencing of RNA from Blood and Oral Swab Samples Reveals the Presence of Nucleic Acid
92  from a Number of Pathogens in Patients with Acute Ebola Virus Disease and Is Consistent with 5 26
Bacterial Translocation across the Gut. MSphere, 2017, 2,

Immunopathogenesis and Virus-Host Interactions of Enterovirus 71 in Patients with Hand, Foot and
Mouth Disease. Frontiers in Microbiology, 2017, 8, 2249

o MYH9 is an Essential Factor for Porcine Reproductive and Respiratory Syndrome Virus Infection.
9 Scientific Reports, 2016, 6, 25120 49 53

Elucidation of the Cellular Interactome of Ebola Virus Nucleoprotein and Identification of

Therapeutic Targets. Journal of Proteome Research, 2016, 15, 4290-4303




(2014-2016)
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