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Plant Biology, 2017, 17, 37.

Enhancing Integrated Pest Management in GM Cotton Systems Using Host Plant Resistance. Frontiers 3.6 49
in Plant Science, 2016, 7, 500. ’

Molecular mapping of bunchy top disease resistance in Gossypium hirsutum L.. Euphytica, 2016, 210,
135-142.

Genome-wide identification and characterization of the homeodomain-leucine zipper | family of genes

in cotton ( Gossypium spp.). Plant Gene, 2016, 7, 50-61. 2.3 4

Integrated mapping and characterization of the gene underlying the okra leaf trait in<i>Gossypium
hirsutumc</[i>L. Journal of Experimental Botany, 2016, 67, 763-774.

Identification of novel and conserved microRNAs in Panax notoginseng roots by high-throughput

sequencing. BMC Genomics, 2015, 16, 835. 2.8 38

Baseline Survey of Root-Associated Microbes of Taxus chinensis (Pilger) Rehd. PLoS ONE, 2015, 10,
e0123026.

Development of a 63K SNP Array for Cotton and High-Density Mapping of Intraspecific and Interspecific

Populations of <i>Gossypium</[i> spp.. G3: Genes, Genomes, Genetics, 2015, 5, 1187-1209. 1.8 226

Jasmonic acid is associated with resistance to twospotted spider mites in diploid cotton (Gossypium) Tj ETQq1 1 O.Z§4314 rgé%T [Ove

Transcriptome and Complexity-Reduced, DNA-Based Identification of Intraspecies Single-Nucleotide
Polymorphisms in the Polyploid <i>Gossypium hirsutum</i> L.. G3: Genes, Genomes, Genetics, 2014, 4, 1.8 22
1893-1905.

Genome sequencing and analysis of the paclitaxel-producing endophytic fungus Penicillium
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