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Abstract

The recent popularization of the MALDI-TOFMS (Matrix Assisted Laser Desorption/Ionization
Time of Flight) method has brought forth the development of the methods to obtain information on
chemical structures, as well as the methods to measure molecular weights with high speed and high
sensitivity.

The best way to study chemical structures is to use an MS/MS instrument that also permits mass
spectrometry. Low cost MS instruments, however, can be used for this application through the use of
some particular methods. Combined use of matrices and/or enzymatic degradation with an MS instru-
ment, for example, is a reliable method for the study of chemical structures.

The advanced computer hardware and software further enhance the reliability and efficiency of the

structure study.

Keywords : MALDI, TOFMS, MS/MS, Protein ladder sequencing, Post source decay, Collision induced
dissociation, Curved field reflectron
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