Global and targeted complexome analysis of the cytosolic proteome of Enteropathogenic

» Global and targeted (T3SS) complexome analysis of EPEC was
performed in an attempt to identify putative functional protein
complexes.

» ~1300 polypeptides were identified participating in >200 known and
putative cytosolic protein complexes.

» 15/54 predicted T3SS related proteins were identified.

Introduction

» The molecular pathogenesis of the Enteropathogenic Escherichia coli
(EPEC) is still poorly understood.

» The type Ill secretion system (T3SS) is a central element of the
pathogenesis mechanism.

» A pathogenicity island called the locus of enterocyte effacement
(LEE) encodes 41 T3SS proteins [1, 2]. Another 13 T3SS proteins are
encoded in non-LEE loci [2].

» We seek to elucidate the EPEC complexome especially within T3SS
proteins.
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LEE locus- gene organization and protein assemblies.
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More than 200 known protein complexes were identified in the present study with apparent molecular masses
which are in agreement with the bibliographic data. 23 selected known protein complexes are shown in the
above figure and table.
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15 T3SS proteins were identified from the
cytoplasm of EPEC after CN-PAGE.

12 putative protein complexes of T3SS proteins were determined.
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EspB was the only protein identified in the
purified protein complex of an apparent molecular
mass of ~300 kDa.
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