19

papers

28

all docs

687363

607/ 13
citations h-index
28 28
docs citations times ranked

752698
20

g-index

1350

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Genomic Characterization of SARS-CoV-2 Isolated from Patients with Distinct Disease Outcomes in
Mexico. Microbiology Spectrum, 2022, ,e0124921.

The Alpha Variant (B.1.1.7) of SARS-CoV-2 Failed to Become Dominant in Mexico. Microbiology Spectrum, 2.0 21
2022, 10, e0224021. )

Genomic epidemiology of SARS-CoV-2 transmission lineages in Ecuador. Virus Evolution, 2021, 7,
veab051.

Parallel evolution in the emergence of highly pathogenic avian influenza A viruses. Nature 19.8 23
Communications, 2020, 11, 5511. :

The Potential Role of Endogenous Viral Elements in the Evolution of Bats as Reservoirs for Zoonotic
Viruses. Annual Review of Virology, 2020, 7, 103-119.

Genomic Analysis of Early SARS-CoV-2 Variants Introduced in Mexico. Journal of Virology, 2020, 94, . 3.4 32

Evolutionary Dynamics of Oropouche Virus in South America. Journal of Virology, 2020, 94, .
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