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Metabolic diversity among main microorganisms inside an arsenic-rich ecosystem revealed by meta-

and proteo-genomics. ISME Journal, 2011, 5, 1735-1747. 9-8 186
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Highly multiplexed targeted proteomics using precise control of peptide retention time. Proteomics,

2012,12,1122-1133.

High-Density, Targeted Monitoring of Tyrosine Phosphorylation Reveals Activated Signaling Networks 0.9 .
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