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React with azido compound 
containing biotin support 
Cu(I)
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Du et al., manuscript in preparation
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Challenge:
Manual validation of cross-linked species
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Tolić et al., manuscript in preparation
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React with 
Cross-linker
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Cross-linker and enrichment agent maintain 
typical CID fragmentation
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• STM 0982 (HimD) is known to 
stably interact with STM 1339 
(HimA)
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the Pdu operon
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Modified HBH-cross-linking strategyModified HBH-cross-linking strategy
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• A modified HBH tag and formaldehyde cross-linking 
strategy used to differentiate background, non-specific, 
and specific interactions

• In vivo application to three Salmonella virulence proteins 
identified known and novel protein-protein interactions

• Currently, a few interactions are being validated with other 
methods

Summary – Part 2

Tandem affinity tag and cross-linking applied to 
identify interactions related to Salmonella
pathogenesis
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