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Effect of Fc-Glycan Structure on the Conformational Stability of IgG Revealed by Hydrogen/Deuterium
Exchange and Limited Proteolysis. Biochemistry, 2016, 55, 860-868.

Metabolomics analysis of soy hydrolysates for the identification of productivity markers of

mammalian cells for manufacturing therapeutic proteins. Biotechnology Progress, 2015, 31, 522-531. 2.6 28
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Prediction of Collision-Induced-Dissociation Spectra of Peptides with Post-translational or
Process-Induced Modifications. Analytical Chemistry, 2011, 83, 8642-8651.

High-mannose glycans on the Fc region of therapeutic IgG antibodies increase serum clearance in 05 411
humans. Glycobiology, 2011, 21, 949-959. :

Rapid LC&€“MS screening for lgG Fc modifications and allelic variants in blood. Molecular Immunology,
2011, 49, 338-352.

Automated in-solution protein digestion using a commonly available high-performance liquid

chromatography autosampler. Analytical Biochemistry, 2011, 411, 284-291. 2.4 21
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Prediction of Electron-Transfer/Capture Dissociation Spectra of Peptides. Analytical Chemistry, 2010,

82, 1990-2005.
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Analytical Chemistry, 2007, 79, 5723-5729. :

Rearrangement of terminal amino acid residues in peptides by protease-catalyzed intramolecular
transpeptidation. Analytical Biochemistry, 2006, 356, 282-290.

Peptide conformation in gas phase probed by collision-induced dissociation and its correlation to
conformation in condensed phases. Journal of the American Society for Mass Spectrometry, 2006, 17, 2.8 20
786-794.

Prediction of Low-Energy Collision-Induced Dissociation Spectra of Peptides with Three or More
Charges. Analytical Chemistry, 2005, 77, 6364-6373.

De Novo Peptide Sequencing Based on a Divide-and-Conquer Algorithm and Peptide Tandem Spectrum 6.5 73
Simulation. Analytical Chemistry, 2004, 76, 6374-6383. :

Prediction of Low-Energy Collision-Induced Dissociation Spectra of Peptides. Analytical Chemistry,
2004, 76, 3908-3922.

Disulfide structure of alfimeprase: A recombinant analog of fibrolase. Protein Science, 2001, 10, 76 12
1264-1267. :

De Novo Peptide Sequencing by Two-Dimensional Fragment Correlation Mass Spectrometry. Analytical
Chemistry, 2000, 72, 2337-2350.

Comparison of continuous and pulsed labeling amide hydrogen exchange/mass spectrometry for
studies of protein dynamics. Journal of the American Society for Mass Spectrometry, 1999, 10, 675-684.

Optimizing Spectroscopic Signal-to-Noise Ratio in Analysis of Data Collected by a
Chromatographic/Spectroscopic System. Analytical Chemistry, 1999, 71, 39-45.

A universal algorithm for fast and automated charge state deconvolution of electrospray

mass-to-charge ratio spectra. Journal of the American Society for Mass Spectrometry, 1998, 9, 225-233. 2.8 478
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