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Genome-wide
association analysis
reveals
quantitative trait
loci and candidate
genes involved in
yield components
under multiple field
environments in
cotton (Gossypium
hirsutum)

BMC PLANT BIOLOGY
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Genome—wide
association analysis
reveals loci and
candidate genes
involved in fiber
quality traits under
multiple field
environments in
cotton (Gossypium
hirsutum)

FRONTIERS IN PLANT
SCIENCE
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Genome—wide
association reveals
genetic variation of

lint yield
components under
salty field
conditions in cotton
(Gossypium hirsutum
L.)

BMC PLANT BIOLOGY
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Genome—wide
association analysis
reveals loci and
candidate genes
involved in fiber
quality traits in
sea island cotton (
Gossypium barbadense

)

BMC PLANT BIOLOGY
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Genetic Basis of
Fiber Improvement
and Decreased Stress
Tolerance in
Cultivated Versus
Semi—-Domesticated
Upland Cotton

FRONTIERS IN PLANT
SCIENCE
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Transcriptome—wide
N6-methyladenosine
profiling of cotton
root provides
insights for salt
stress tolerance

ENVIRONMENTAL AND
EXPERIMENTAL
BOTANY
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GbCYP86A1-1 from
Gossypium barbadense
positively
regulates defence
against Verticillium
dahliae by cell
wall modification
and activation of
immune pathways

PLANT
BIOTECHNOLOGY
JOURNAL
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Combining genome—
wide and
transcriptome—wide
analyses reveal the
evolutionary
conservation and
functional diversity
of aquaporins in
cotton

BMC GENOMICS
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2019
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Genome-Wide
Association Studies
Reveal Genetic
Variation and
Candidate Genes of
Drought Stress
Related Traits in
Cotton (Gossypium
hirsutum L.)

FRONTIERS IN PLANT
SCIENCE
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