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Frontiers in Microbiology, 2020, 11, 720. ’
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Analysis of the Rumen Microbiome and Metabolome to Study the Effect of an Antimethanogenic
Treatment Applied in Early Life of Kid Goats. Frontiers in Microbiology, 2018, 9, 2227.
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Toward Automatic Reconstruction of a Highly Resolved Tree of Life. Science, 2006, 311, 1283-1287.

Assessment of methods for amino acid matrix selection and their use on empirical data shows that ad

hoc assumptions for choice of matrix are not justified. BMC Evolutionary Biology, 2006, 6, 29. 3.2 o7

Genome Phylogenies Indicate a Meaningful i+-Proteobacterial Phylogeny and Support a Grouping of the
Mitochondria with the Rickettsiales. Molecular Biology and Evolution, 2006, 23, 74-85.

Evidence of Positive Darwinian Selection in Putative Meningococcal Vaccine Antigens. Journal of 18 9
Molecular Evolution, 2005, 61, 90-98. )

The Shape of Supertrees to Come: Tree Shape Related Properties of Fourteen Supertree Methods.
Systematic Biology, 2005, 54, 419-431.

Clann: investigating phylogenetic information through supertree analyses. Bioinformatics, 2005, 21,
390-392. 41 196

The Opisthokonta and the Ecdysozoa May Not Be Clades: Stronger Support for the Grouping of Plant
and Animal than for Animal and Fungi and Stronger Support for the Coelomata than Ecdysozoa.
Molecular Biology and Evolution, 2005, 22, 1175-1184.

Does a treed€“like phylogeny only exist at the tips in the prokaryotes?. Proceedings of the Royal Society 06 114
B: Biological Sciences, 2004, 271, 2551-2558. :

Detecting Adaptive Molecular Evolution: Additional Tools for the Parasitologist. Advances in
Parasitology, 2003, 54, 359-379.

Fatty acid biosynthesis in Mycobacterium tuberculosis: Lateral gene transfer, adaptive evolution, and
gene duplication. Proceedings of the National Academy of Sciences of the United States of America, 7.1 119
2003, 100, 10320-10325.

CRANN: detecting adaptive evolution in protein-coding DNA sequences. Bioinformatics, 2003, 19,

1726-1726.

An algorithm for detecting directional and non-directional positive selection, neutrality and negative

selection in protein coding DNA sequences. Gene, 2002, 300, 43-51. 2.2 47



