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Mass spectrometry (MS) is emerging as a leading technique in the proteomics revolution and it becomes one of the
critical components in cancer research recently. However, there are many challenges in both MS data processing and
data analysis. In this talk, we present some recent progress on MS data processing using mathematical tools and
statistical methods. A novel algorithm for MALDI-TOF MS data processing is developed, which includes the application
of splines for data smoothing and baseline correction, wavelets for adaptive denoising, multivariable statistics techniques
such as clustering analysis, and signal processing techniques to evaluate the complicated biological signals. A MatLab
implementation shows the processing steps consecutively including step-interval unification, adaptive wavelet denoising,
baseline correction, normalization, peak detection for biomarkers discovery. (Received January 07, 2005)



