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Flexibility in crosstalk between H2B ubiquitination and H3 methylation in vivo. EMBO Reports, 2014,
52 65 26
15, 1077-84
Single-step enrichment by Ti4+-IMAC and label-free quantitation enables in-depth monitoring of
phosphorylation dynamics with high reproducibility and temporal resolution. Molecular and Cellular
Proteomics, 2014, 13, 2426-34

Flexibility in crosstalk between H2B ubiquitination and H3 methylation in vivo. EMBO Reports, 2014,
59 15,1220-1221 65 4

Daily rhythms in the cyanobacterium synechococcus elongatus probed by high-resolution mass
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