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Protein complexes

* Many proteins of interest
function as large
assemblies/complexes.

— X-ray
%8 crystallography

* Can be difficult to fully
characterize complexes
(mixtures, won’t crystallize,
low amounts available, size
mismatch with technique).
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* Native MS useful as quick RSy Cryo-EM
complementary tool



Separation and lonization of native Complexes
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lon Mobility: unfolding charge dependent
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CID/SID-IM of CRP (+18)
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Native MS

I nteg rated Unknown complex
) 2x(° +® + )
A p p rOa C h * lA) Solution l . ]
Disruption B) Surface collisions/IM separation

Connectivity + 0o | |09 OO 60 00
060

i Y7 XY,

+ covalent _
|a bel I | N g lC) CCS constrained coarse-l D) Labeling exposed

grained modeling Arg in solution phase

+ modeling

+crosslinking “a‘_)

= structure

E) Homology modeling 1 F) Crosslinking
MD simulation Valldatlon

Song, Nelp, Bandarian, Wysocki
ACS Central Science, 2015.




