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Top-down mass spectrometry of histone modifications in sorghum reveals potential epigenetic
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The Importance of Protein Phosphorylation for Signaling and Metabolism in Response to Diel Light

Cycling and Nutrient Availability in a Marine Diatom. Biology, 2020, 9, 155. 2.8 4

Evolution and regulation of nitrogen flux through compartmentalized metabolic networks in a
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Drought delays development of the sorghum root microbiome and enriches for monoderm bacteria.
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Soybean Roots Grown under Heat Stress Show Global Changes in Their Transcriptional and Proteomic
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Pressurized Pepsin Digestion in Proteomics. Molecular and Cellular Proteomics, 2011, 10, S1-S11. 3.8 41
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Analyzing protease specificity and detecting <i>in vivo</i> proteolytic events using tandem mass

spectrometry. Proteomics, 2010, 10, 2833-2844. 2.2 27

Establishing the Proteome of Normal Human Cerebrospinal Fluid. PLoS ONE, 2010, 5, e10980.

Genome Sequence of the Deltaproteobacterial Strain NaphS2 and Analysis of Differential Gene
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Label-Free Relative Quantitation of Prokaryotic Proteomes Using the Accurate Mass and Time Tag
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On-line Digestion System for Protein Characterization and Proteome Analysis. Analytical Chemistry,
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Rapid Sample Processing for LC-MS-Based Quantitative Proteomics Using High Intensity Focused
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Mass Spectrometry Analysis of Proteome-Wide Proteolytic Post-Translational Degradation of
Proteins. Analytical Chemistry, 2008, 80, 5819-5828.
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Improved False Discovery Rates Using Unique Sequence Tags. Analytical Chemistry, 2008, 80, 1871-1882. 6.5 46

Application of Pressurized Solvents for Ultrafast Trypsin Hydrolysis in Proteomics: Proteomics on
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De Novo Sequencing of Unique Sequence Tags for Discovery of Post-Translational Modifications of
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Protein composition of the vaccinia virus mature virion. Virology, 2007, 358, 233-247.

The distinct proteome of placental malaria parasites. Molecular and Biochemical Parasitology, 2007,
155, 57-65. 11 b6
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