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Fig 2 The magnified molecular ion peaks of four peptides in Fig. 1
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Study on Possibility of Analysis of Mixtures of Peptides and Proteins by
Matrix assisted Laser Desorption Honization Time of F light Mass Spectrometry

ZHANG Zhen ying , DENG Hui min , LI Jun, DENG Qin ying, ZHAO Shan %ai
(Instrumental Analysis & Research Center,
Sun Yat sen(Zhongshan) University, Guangzhou 510275, China)

Abstract: The possibility of analysis of peptides and proteins mixtures by matrix assisted laser desorption fionization time -
of flight mass spectrometty (MALDITOF MS) was studied. The results showed that this method can detect molecular
ions of the peptides and proteins in the mixed samples. Under reflex mode, isotopeaks of molecular ion peaks for all
peptides were clearly discriminated on the base line level. Under liner mode, molecular ions of mixed peptides and
pwoteins also were detected and distinguished clearly.
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