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assemblers. GigaScience, 2019, 8, . 6.4 150

Computational strategies to combat COVID-19: useful tools to accelerate SARS-CoV-2 and coronavirus
research. Briefings in Bioinformatics, 2021, 22, 642-663.

Integrating cultivation and metagenomics for a multi-kingdom view of skin microbiome diversity and

functions. Nature Microbiology, 2022, 7, 169-179. 13.3 58
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Differential transcriptional responses to Ebola and Marburg virus infection in bat and human cells.
Scientific Reports, 2016, 6, 34589.

Chlamydia buteonis, a new Chlamydia species isolated from a red-shouldered hawk. Systematic and 0.8 45
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Massive Effect on LncRNAs in Human Monocytes During Fungal and Bacterial Infections and in
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Chromosome-level genome assembly and transcriptome-based annotation of the oleaginous yeast
Rhodotorula toruloides CBS 14. Genomics, 2021, 113, 4022-4027.
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