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ARTICLE IF CITATIONS
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Genome Biology, 2022, 23, 2.

Best practices for benchmarking germline small-variant calls in human genomes. Nature 17.5 973
Biotechnology, 2019, 37, 555-560. :

An open resource for accurately benchmarking small variant and reference calls. Nature

Biotechnology, 2019, 37, 561-566.

Joint Variant and <i>De Novo</i> Mutation Identification on Pedigrees from High-Throughput

Sequencing Data. Journal of Computational Biology, 2014, 21, 405-419. 1.6 80



