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Identification of QTL Associated with Regrowth Vigor Using the Nested Association Mapping

Population in Switchgrass. Plants, 2022, 11, 566.

Genomic regions associated with salinity tolerance in lowland switchgrass. Crop Science, 2021, 61, 18 3
4022-4037. :

Genomea€wide quantitative trait loci detection for biofuel traits in switchgrass (<i>Panicum) Tj ETQq1 1 0.7843141¢BT |Overlock 10
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Viral Metagenomics: Analysis of Begomoviruses by lllumina High-Throughput Sequencing. Viruses,
2014, 6,1219-1236.

Genome-wide analysis of alternative splicing of pre-mRNA under salt stress in Arabidopsis. BMC 0.8 234
Genomics, 2014, 15, 431. :

A KH-Domain RNA-Binding Protein Interacts with FIERY2/CTD Phosphatase-Like 1 and Splicing Factors
and Is Important for Pre-mRNA Splicing in Arabidopsis. PLoS Genetics, 2013, 9, e1003875.
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Genome Structures and Halophyte-Specific Gene Expression of the Extremophile <i>Thellungiella
parvula</i> in Comparison with <i>Thellungiella salsuginea</i> (<i>Thellungiella halophila</i>) and
Arabidopsis. Plant Physiology, 2010, 154, 1040-1052.

Arabidopsis cytochrome P450s through the looking glass: a window on plant biochemistry. 6.5 76
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Untranslated Regions from C4 Amaranth AhRbcS1 mRNAs Confer Translational Enhancement and
Preferential Bundle Sheath Cell Expression in Transgenic C4Flaveria bidentis. Plant Physiology, 2004,
136, 3550-3561.

Isolation of gibberellin metabolic pathway genes from barley and comparative mapping in barley,
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The 3' non-coding region of a C4 photosynthesis gene increases transgene expression when combined
with heterologous promoters. , 2001, 46, 325-334.

Quantitative regulation of the Flaveria Mel gene is controlled by the 3'-untranslated region and

sequences near the amino terminus. , 2001, 46, 251-261. 25

Normalisation of cereal endosperm EST libraries for structural and functional genomic analysis.
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