42

papers

45

all docs

430874

1,546 18
citations h-index
45 45
docs citations times ranked

345221
36

g-index

1893

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Phylogenomics and the evolution of hemipteroid insects. Proceedings of the National Academy of
Sciences of the United States of America, 2018, 115, 12775-12780.

Rates of niche and phenotyf)e evolution lag behind diversification in a temperate radiation. 71 115
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 10874-10882. :

Anchored Hybrid Enrichment-Based Phylogenomics of Leafhoppers and Treehoppers (Hemiptera:) Tj ETQq1 1 0.784314 rgBT ﬁ)gerloc

Evolutionary Relationships of &€ceCandidatus Riesia spp.,a€-Endosymbiotic Enterobacteriaceae Living

within Hematophagous Primate Lice. Applied and Environmental Microbiology, 2007, 73, 1659-1664. 3.1 90

For common community phylogenetic analyses, go ahead and use synthesis phylogenies. Ecology, 2019,
100, e02788.

aTRAM - automated target restricted assembly method: a fast method for assembling loci across

divergent taxa from next-generation sequencing data. BMC Bioinformatics, 2015, 16, 98. 2.6 78

aTRAM 2.0: An Improved, Flexible Locus Assembler for NGS Data. Evolutionary Bioinformatics, 2018, 14,
117693431877454.

Two Bacterial Genera, Sodalis and Rickettsia, Associated with the Seal Louse Proechinophthirus

fluctus (Phthiraptera: Anoplura). Applied and Environmental Microbiology, 2016, 82, 3185-3197. 3.1 63

Unlocking the black box of feather louse diversity: A molecular phylogeny of the hyper-diverse genus
Brueelia. Molecular Phylogenetics and Evolution, 2016, 94, 737-751.

Primates, Lice and Bacteria: Speciation and Genome Evolution in the Symbionts of Hominid Lice.

Molecular Biology and Evolution, 2017, 34, 1743-1757. 8.9 51

Phylogenomics from Whole Genome Sequences Using aTRAM. Systematic Biology, 2017, 66, syw105.

Mutational Meltdown in Primary Endosymbionts: Selection Limits Muller's Ratchet. PLoS ONE, 2009, 4,

4969, 2:5 43

Spatial Phylogenetics of Florida Vascular Plants: The Effects of Calibration and Uncertainty on
Diversity Estimates. IScience, 2019, 11, 57-70.

Spatial phylogenetics of the North American flora. Journal of Systematics and Evolution, 2020, 58, a1 39
393-405. )

Simultaneous radiation of bird and mammal lice following the K-Pg boundary. Biology Letters, 2018, 14,
20180141.

Impacts of Inference Method and Data set Filtering on Phylogenomic Resolution in a Rapid Radiation of

Ground Squirrels (Xerinae: Marmotini). Systematic Biology, 2019, 68, 298-316. 5.6 33

Genome Sequence of <i>Candidatus</i> Riesia pediculischaeffi, Endosymbiont of Chimpanzee Lice, and
Genomic Comparison of Recently Acquired Endosymbionts from Human and Chimpanzee Lice. G3: Genes,

Genomes, Genetics, 2014, 4, 2189-2195.

Phylogenomics usm% Target- restrlcted Assembly Resolves Intra-generic Relationships of Parasitic Lice

(Phthiraptera: <i>Columbicola</i> ). Systematic Biology, 2017, 66, syx027. 5.6 22



20

22

24

26

28

30

32

34

36

ARTICLE IF CITATIONS

Integrating phylogenomic and population genomic patterns in avian lice provides a more complete
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