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RESULTS

CONCLUSION

MS analysis of p240 reveals it is composed of HSP90 and HSC70.

High-throughput in-gel crosslinking (IGXL) can be done with an entire Native PAGE lane.
Whole lane IGXL allows for 2D SDS-PAGE to isolate intermolecularly linked fractions.
The identified HSP90 crosslinks and calculated XL propensity supports an HSP90-
HSC70 binary complex in closed conformation.
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