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oncogene activity and anti-proliferative signals. Cell Research, 2015, 25, 1205-18

Top-down and Middle-down Protein Analysis Reveals that Intact and Clipped Human Histones

275 Differ in Post-translational Modification Patterns. Molecular and Cellular Proteomics, 2015, 14, 3142-53 6 41

N

Targeted mass spectrometry analysis of the proteins IGF1, IGF2, IBP2, IBP3 and A2GL by blood
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