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Within the last decade, the development of antigen chip technology has enabled
the simultaneous measurement of thousands of peptides in biological samples. Fin-
ding sets of peptides which can uniquely characterize TB patients and healthy
individuals, can, for example, help to develop better diagnostic tests and to identify
candidate vaccine antigens. In this work we use the procedure for variables selection
which is applicable in a high-dimensional setting worked out by Läuter et al (2009)
and new identification technique of control peptides that gives high mean response
and low coefficient of variation across all replicates (Ngo et al, 2009).

Using profile analysis (of sets of peptides), as the next step, will facilitate the
study of behavior of the immune system of vaccinated individuals over time.
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