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Introduction

During the last years, there is a growing interest in the application of proteomics and
glycoproteomics for research of new clinical biomarkers. A significant part of these studies
is focused on the development of novel high sensitivity analytical platforms for the
purification, preconcentration, separation, identification and characterization of intact
proteins and glycoproteins, peptides, glycopeptides and glycans in biological samples to
improve prevention, diagnosis, prognosis, follow-up and therapeutic treatment of different
diseases.
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Electrospray ionization mass spectrometry (MS) coupled to high performance separation
techniques, such as nano or capillary liquid chromatography and capillary electrophoresis
(nanoLC-MS, CapLC-MS and CE-MS) are nowadays widely accepted by the scientific

community in proteomics research, because of the unbeatable advantages for the o N
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However, there are still many analytical challenges related to the structural oe—— ey - E

microheterogeneity of proteins and glycoproteins, the wide dynamic range of protein - Offine or on-line SPE  and MS/Ms
concentrations, the sample matrix complexity and the detection sensitivity. In particular,
these three last issues are closely related with selection of an appropriate sample
pretreatment.
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present an overview of different innovative methods that we have developed to be applied
off-line or on-line before CE-MS and CapLC-MS, for the analysis of intact proteins and
glycoproteins, peptides, glycopeptides and glycans in biological samples [3,4].
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