8

papers

8

all docs

1478505

1,094 6
citations h-index
8 8
docs citations times ranked

1720034

g-index

1681

citing authors



ARTICLE IF CITATIONS

Lifestyle transitions in plant pathogenic Colletotrichum fungi deciphered by genome and
transcriptome analyses. Nature Genetics, 2012, 44, 1060-1065.

Genus-wide sequencing supports a two-locus model for sex-determination in Phoenix. Nature 12.8 86
Communications, 2018, 9, 3969. :

A Genome-Wide Survey of Date Palm Cultivars Supports Two Major Subpopulations in<i>Phoenix
dactylifera</i>. G3: Genes, Genomes, Genetics, 2015, 5, 1429-1438.

The Genomics of Colletotrichum. , 2014, , 69-102. 38

A Colletotrichum graminicola mutant deficient in the establishment of biotrophy reveals early
transcriptional events in the maize anthracnose disease interaction. BMC Genomics, 2016, 17, 202.

Novel subpopulations in date palm (Phoenix dactylifera) identified by population-wide organellar

genome sequencing. BMC Genomics, 2019, 20, 498. 2.8 26

Evidence for a diffusible factor that induces susceptibility in the C olletotrichum &€“maize disease

interaction. Molecular Plant Pathology, 2014, 15, 80-93.

Evidence of Recombination Suppression Blocks on the Y Chromosome of Date Palm (Phoenix) Tj ETQq0 O O rgBT /O3vgrloch 1Q Tf 50 462



