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ARTICLE

RAXML-NG: a fast, scalable and user-friendly tool for maximum likelihood phylogenetic inference.
Bioinformatics, 2019, 35, 4453-4455.

Phylogenetic Analysis of SARS-CoV-2 Data Is Difficult. Molecular Biology and Evolution, 2021, 38,
1777-1791.

GeneRax: A Tool for Species-Tree-Aware Maximum Likelihood-Based Gene AFamily Tree Inference under
Gene Duplication, Transfer, and Loss. Molecular Biology and Evolution, 2020, 37, 2763-2774.

ParGenes: a tool for massively parallel model selection and phylogenetic tree inference on thousands
of genes. Bioinformatics, 2019, 35, 1771-1773.

SpeciesRax: A Tool for Maximum Likelihood Species Tree Inference from Gene Family Trees under

Duplication, Transfer, and Loss. Molecular Biology and Evolution, 2022, 39, .

NetRAX: accurate and fast maximum likelihood phylogenetic network inference. Bioinformatics, 2022,
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