36

papers

60

all docs

236925

3,137 25
citations h-index
60 60
docs citations times ranked

345221
36

g-index

3991

citing authors



10

12

14

16

18

*

ARTICLE IF CITATIONS

Fusarium fruiting body microbiome member Pantoea agglomerans inhibits fungal pathogenesis by

targeting lipid rafts. Nature Microbiology, 2022, 7, 831-843.

Defining upstream enhancing and inhibiting sequence patterns for plant peroxisome targeting signal

type 1 using larged€scale <i>in silico<[i> and <i>ind€%ovivo<[i> analyses. Plant Journal, 2022, 111, 567-582. 57 5

PhyKIT: a broadly applicable UNIX shell toolkit for processing and analyzing phylogenomic data.
Bioinformatics, 2021, 37, 2325-2331.

Dissecting Incongruence between Concatenation- and Quartet-Based Approaches in Phylogenomic 56 28
Data. Systematic Biology, 2021, 70, 997-1014. :

A genome-scale phylogeny of the kingdom Fungi. Current Biology, 2021, 31, 1653-1665.e5.

Rooting the Animal Tree of Life. Molecular Biology and Evolution, 2021, 38, 4322-4333. 8.9 93

PhyloFisher: A phylogenomic package for resolving eukaryotic relationships. PLoS Biology, 2021, 19,
e3001365.

Examination of Gene Loss in the DNA Mismatch Repair Pathway and Its Mutational Consequences in a

Fungal Phylum. Genome Biology and Evolution, 2021, 13, . 2.5 10

Repeated horizontal gene transfer of <i>GAL</i>actose metabolism genes violates Dollod€™s law of
irreversible loss. Genetics, 2021, 217, .

Feature frequency profile-based phylogenies are inaccurate. Proceedings of the National Academy of 71 3
Sciences of the United States of America, 2020, 117, 31580-31581. )

An investigation of irreproducibility in maximum likelihood phylogenetic inference. Nature
Communications, 2020, 11, 6096.
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