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ARTICLE

An Automated Method for Scanning LC&”MS Data Sets for Significant Peptides and Proteins, Including

Quantitative Profiling and Interactive Confirmation. Journal of Proteome Research, 2007, 6, 2888-2895.

Detection of artifacts and peptide modifications in liquid chromatography/mass spectrometry data
using two-dimensional signal intensity map data visualization. Rapid Communications in Mass
Spectrometry, 2006, 20, 1558-1562.

Differential expression analysis ofEscherichia coli proteins using a novel software for relative
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Reproducibility of LC-MS-based protein identification. Journal of Experimental Botany, 2006, 57,
1509-1514.

A neuroproteomic approach to targeting neuropeptides in the brain. Proteomics, 2002, 2, 447.
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