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Tandan M ass Spectrametry Acquisition Strategy
Based on Exclusion of Precursor lons

M IWei', WANG Jing', YNGWan-Tao’, JAWef, CAlYur, QAN Xiso-Hong *
! (National Institute of M etrology, D ivision of B iological, Energy and EnvirormentM easurenent, Beijing 100013)
* (State Key L aboratory of Proteamics Beijing Proteane Research Center,
Beijing Institute of Radiation M edicine B eijing 102206)

Abstract Due b the complexity of proteame samples, comprehensive analysis o characterize all proteinswas
still not possible with present methodologies It has been shavn that replicate runs could increase the number
of identified proteins However, the redundancy of protein identificationswas high High-abundant peptides
tended to be analyzed repeatedly in different runs To reduce the redundancy and mprove the efficiency of
identification, we studied the M SM S acquisition method of linear ion trgp Fourier trandom ion cyclotron
reonancemass pectrametry (LTQ-FT) and an acquisition strategy based on exclusion of precuror ionswas
developed It proved that the strategy could extramely reduce the redundancy of MSM S acquisition and
improve the efficiency of protein identifications

Keywords Liquid chramatogrgphy-electrogray ionization mass gectrametry/mass pectrometry, Precursor

ion exclusion list, Tandan mass gectrametry acquisition
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