Prefractionation of Intact Proteins for Mass Spectrometry
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in the sample to optimize performance. PEPPI-MS efficiently recovers the intact proteins from PAGE gels, which enables
Instrumentation used: 21T FT-ICR Mass Spectrometer (bottom) rapid top-down protein identification by 21 T FT-ICR mass spectrometry.

Citation: Takemori, A.; Butcher, D. S.; Harman, V. M.; Brownridge, P.; Shima, K.; Higo, D.; Ishizaki, J.; Hasegawa, H.; Suzuki, J.; Yamashita, M.; et al.
PEPPI-MS: Polyacrylamide-Gel-Based Prefractionation for Analysis of Intact Proteoforms and Protein Complexes by Mass Spectrometry,
J. Proteome Research, (2020) https://doi.org/10.1021/acs.jproteome.0c00303. (ACS Editor’s Choice Selection granted free public access)



https://doi.org/10.1021/acs.jproteome.0c00303

