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Demarcating the gene-rich regions of the wheat genome. Nucleic Acids Research, 2004, 32, 3546-3565. 14.5 181
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Fine physical mapping of Ph1, a chromosome pairing regulator gene in polyploid wheat.. Genetics, 1993,
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Comparison of genetic and physical maps of group 7 chromosomes from Triticum aestivum L..
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Analysis of Expressed Sequence Tag Loci on Wheat Chromosome Group 4. Genetics, 2004, 168, 651-663.
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A high-densityfenetic linkage map of Aegilops tauschii, the D-genome progenitor of bread wheat.
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Chromosome Bin Map of Expressed Sequence Tags in Homoeologous Group 1 of Hexaploid Wheat and 9.9 78
Homoeology With Rice and Arabidopsis. Genetics, 2004, 168, 609-623. :

A 2600-Locus Chromosome Bin Map of Wheat Homoeologous Group 2 Reveals Interstitial Gene-Rich

Islands and Colinearity With Rice. Genetics, 2004, 168, 625-637.
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Silencing of a metaphase I-specific gene results in a phenotype similar to that of the Pairing

homeologous 1 ( <i>Phl<[i> ) gene mutations. Proceedings of the National Academy of Sciences of the
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Rapid and Targeted Introgression of Genes into Popular Wheat Cultivars Using Marker-Assisted 95 78
Background Selection. PLoS ONE, 2009, 4, e5752. :

Virus-induced gene silencing (VIGS) of genes expressed in root, leaf, and meiotic tissues of wheat.
Functional and Integrative Genomics, 2012, 12, 143-156.

A Chromosome Bin Map of 2148 Expressed Sequence Tag Loci of Wheat Homoeologous Group 7. 9.9 68
Genetics, 2004, 168, 687-699. ’

Genomic sequencing reveals gene content, genomic organization, and recombination relationships in
barley. Functional and Integrative Genomics, 2002, 2, 51-59.

Wheat Seedling Emergence from Deep Planting Depths and Its Relationship with Coleoptile Length. 05 61
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DNA Content and Ploidy Determination of Bromegrass Germplasm Accessions by Flow Cytometry. Crop L8 42
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Evolution of Rubisco activase gene in plants. Plant Molecular Biology, 2018, 96, 69-87.

High-density mapping and comparative analysis of agronomically important traits on wheat 9.9 a1
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Mapping in the realm of polyploidy: The wheat model. BioEssays, 1994, 16, 841-846.

Mapping QTL for Agronomic Traits on Wheat Chromosome 3A and a Comparison of Recombinant Inbred

Chromosome Line Populations. Crop Science, 2011, 51, 553-566. 18 40

Genetic Dissection of Yield and Its Component Traits Using High-Density Composite Map of Wheat
Chromosome 3A: Bridging Gaps between QTLs and Underlying Genes. PLoS ONE, 2013, 8, e70526.

An Ethylmethane Sulfonate Mutant Resource in Pre-Green Revolution Hexaploid Wheat. PLoS ONE, 05 38
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A DNA fragment mapped within the submicroscopic deletion of Ph1, a chromosome pairing regulator

gene in polyploid wheat.. Genetics, 1991, 129, 257-259.

Flow cytometric sorting of maize chromosome 9 from an oat-maize chromosome addition line.
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Fine structure mapping of a gene-rich region of wheat carrying <i>Ph1<[i> , a suppressor of crossing

over between homoeologous chromosomes. Proceedings of the National Academy of Sciences of the
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Sequencing-based high throughput mutation detection in bread wheat. BMC Genomics, 2015, 16, 962. 2.8 32

Identification and analysis of expressed resistance gene sequences in wheat. Plant Molecular Biology,
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Distribution of genes and recombination in wheat and other eukaryotes. Plant Cell, Tissue and Organ 9.3 30
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Barley, Canola, and Weed Growth with Decreasing Tillage in a Cold, Semiarid Climate. Agronomy
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A PCR4€Based Screening Assay of Ph1, the Chromosome Pairing Regulator Gene of Wheat. Crop Science, 18 04
1996, 36, 719-722. '
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Genome-wide analysis of the HSP101/CLPB gene family for heat tolerance in hexaploid wheat. Scientific
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Genome-Wide Association Study Reveals Novel Genes Associated with Culm Cellulose Content in
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Analysis of recombination and gene distribution in the 2L1.0 region of wheat (Triticum aestivum L.) and 9.9 9
barley (Hordeum vulgare L.). Genomics, 2005, 86, 47-54. )



KuLVvINDER GILL

# ARTICLE IF CITATIONS
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