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» We explored the ability of the LTQ-Orbitrap to
analyze non-covalent protein complexes.

» We determined accurate mass of protein complexes
and their protein subunits covering a mass range of
13-240kDa.

» Top-down analysis of the protein complexes and their
subunits determined post-translational modifications
and truncated isoforms.

Introduction

» Mass spectrometry has become a powerful
complementary technique for the structural
characterization of proteins [1].

» The mass spectrum of an intact protein defines the
native primary sequence of the gene product and its
heterogeneity.

» Top-down fragmentation analysis of protein and
protein complexes provides useful information about
sites of post-translational modifications [2, 3].

» Three purified protein  complexes from the
enteropathogenic E.coli (EPEC) were analyzed on
LTQ-Orbitrap.
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Deconvoluted MS/MS spectrum 791.48m/z, z=17

Determined protein mass
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Determined modifications/isoforms
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