37

papers

45

all docs

394421

2,151 19
citations h-index
45 45
docs citations times ranked

302126
39

g-index

4183

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Comprehensive benchmarking and ensemble approaches for metagenomic classifiers. Genome Biology,
2017, 18, 182.

Immune complement and coagulation dysfunction in adverse outcomes of SARS-CoV-2 infection. 30.7 255
Nature Medicine, 2020, 26, 1609-1615. :

The spatial landscape of lung pathology during COVID-19 progression. Nature, 2021, 593, 564-5609.

Fundamental Biological Features of Spaceflight: Advancing the Field to Enable Deep-Space Exploration. 28.9 185
Cell, 2020, 183, 1162-1184. )

Comprehensive Multi-omics Analysis Reveals Mitochondrial Stress as a Central Biological Hub for
Spaceflight Impact. Cell, 2020, 183, 1185-1201.e20.
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