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The Characteristics and Applications of REFELEX I MALDI-TOF

Wang Hongqi Huang Shunyan
(Bruker Instruments , Ltd . Beijing 100081, P.R. China)

Abstract REFELEX I MALDI-TOF is the most sensitive MALDI-TOF mass spectrometer (MS) in
the world . With our patented gridless pulse ion extraction (PIE), and gridless double focusing reflec-
tron design, it can measure molecular weight of a molecule with high precision and give structural in-
formation with post source decomposition (PSD) analysis. It is an ideal MS instrument for researchers
especially those who are working on the proteome project. In this article , we will decribe some of the
characteristics of the intrument , its basic design and some applications.
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