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Genome-wide identification of the DUF668 gene family in cotton and expression profiling analysis of
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Genome-wide association analysis reveals quantitative trait loci and candidate genes involved in yield
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Quantitative Trait Locus Analysis and Identification of Candidate Genes for Micronaire in an
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Integrative transcriptomic and gene co-expression network analysis of host responses upon
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Rapid Mining of Candidate Genes for Verticillium Wilt Resistance in Cotton Based on BSA-Seq Analysis.
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Nanopore-Based Comparative Transcriptome Analysis Reveals the Potential Mechanism of
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Genetic dissection of QTLs linked with seedling, yield and fiber quality traits of upland cotton under
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Quantitative Trait Loci and Transcriptome Analysis Reveal Genetic Basis of Fiber Quality Traits in
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Temporal salt stress-induced transcriptome alterations and regulatory mechanisms revealed by
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Disequilibrium evolution of the Fructose-1,6-bisphosphatase gene family leads to their functional
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QTL mapping for plant height and fruit branch number based on RIL population of upland cotton.
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CarNAC2, a novel NAC transcription factor in chickpea (Cicer arietinum L., is associated with
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