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T he analytical results obtained by potassium dichromate oxidation method, microwave digestion method and this

method have no significant difference. But this method features ease of operate, less sample consumption, more

rapid and better accuracy.
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Effects of laser intensity on desorption ionization and stability of peptides. Huang Heqging ( School o
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Effects of laser intensity on the desorption ionization and stability of acidic peptide (AP) were studied with

matrixassisted laser desorption/ ionization time-of flight mass spectrometry. The experimental results show that

excessively strong laser intensity will affect the desorption ionization and stability of AP and will cause part of AP

to decompose into 3~ 8 new peptide structures. So optimization of laser intensity is the key factor for accurately

analysing m ass spectrometric information of peptides.
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