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Suturogenesis. Cell Reports, 2020, 32, 107871.
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Origin, distribution, and potential risk factors associated with influenza A virus in swine in two
production systems in Guatemala. Influenza and Other Respiratory Viruses, 2017, 11, 182-192.
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Influenza A(HIN1)pdmO9 virus infection in marine mammals in California. Emerging Microbes and

Infections, 2013, 2, 1-2. 6.5 11



ANA S GONZALEZ-REICHE

# ARTICLE IF CITATIONS
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