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Purified or partially purified ‘
protein complex

Covalently crosslink reactive
groups with a bi-functional reagent
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Identify crosslinked peptides and the sites of crosslinking by database searching
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BDRG crosslinker
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Chemical Formula: CsgH3gF 1gN5O14S C19H1I9NO5 MW: 341.12
Exact Mass: 1047 22
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Identification of Crosslinked peptides
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(M/Zm)*n - nH+ = [(M/Zm1*n)-nH+] + [(M/Zm2*n)-nH+]
MW pepride A.B MW peptide A MW peptide B

1. Single differential search on Lys residue.

2. Only two major fragments for either A---B or B---A linkage.
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Example of a crosslinked peptide
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1. IDed modified peptides from the same precursors.
2. Independent verification of crosslinks by the high accurate masses.
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Crosslinking map of RNA Pol | Core factor
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Figure 6. Molecular model of Core Factor



Study the architecture of the SAGA complex
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Figure 2. BS3 intermolecular crosslinking map of SAGA-TBP complex.
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Figure 7. Model for the molecular architecture of the SAGA complex.
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