Hyphenation of high-performance liquid chromatography or super-
critical fluid chromatography to mass spectrometry: techniques and

data evaluation

Abstract

The hyphenation of highly efficient separation methods such as high-performance liquid chro-
matography (HPLC) or supercritical fluid chromatography (SFC) to spectroscopic methods that
provide structural information, such as mass spectrometry (MS), represents a very powerful
tool for chemical and biological analysis. Exploitation of different chromatographic separation
modes as well as miniaturization of chromatographic separation are prime prerequisites both
to enable the efficient on-line interfacing of HPLC and MS and to facilitate the analysis of

femtomol to attomol amounts of analytes present in complex samples.

This workshop will introduce the basic principles of chromatographic separation in liquid and
supercritical phase and discuss separation conditions that are suitable for the on-line hyphen-
ation to mass spectrometry by means of atmospheric pressure ionization (including ESI, APCI,
APPI).

Moreover, various approaches to data-dependent (DDA) or data-independent (DIA) data ac-
quisition alongside with application in the qualitative and quantitative analysis of complex

mixtures will be discussed.

As far as data interpretation is concerned, the workshop will provide some guidelines of sys-
tematic data interpretation based on (accurate) intact molecular mass and fragment ion mass
data.

Finally, the workshop will discuss some selected examples of application from the analysis of

metabolites, drug degradation products, pharmaceuticals, drugs of abuse, and lipids.
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