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The context is a familiar one in chemometrics: data measured along an x-axis at a suitable resolution with an effectively continuous function in the y-direction. Some samples may be from one condition (response) and other samples from another condition, or there may be several conditions being investigated. The data is highly multivariate if one regards the height at each x-point as a variable that can influence the response.

With mass spectroscopy data, we will describe how to fuse together different streams of functional data so as to borrow strength and obtain peptide fingerprints for pattern recognition. At the same time as amalgamating aspects of the data, the methods will also be able to bring out clear and important differences between the samples. Issues of preprocessing of mass spectroscopy data will also be touched on. 

I will introduce the idea of wavelets to obtain functional estimates of noise which can then be compared with peaks in the mass spectrum so as to identify possible candidate peptides. We will look at ways of concentrating attention on those peaks that are informative for discrimination.

