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CONCLUSIONS

* Early affinity e
properly folded rCRALBP based on retinoid binding properties.
HID exchange analyses support differences in CRALBP

conformations in early and late eluting fractions.

« Binding of 11-cis-retinal induces conformational changes
in the rCRALBP structure detectable by HD exchange
mass spectrometry.

« Ligand
in FCRALBP residues 4-22, 80-94 and 282-316 which are
more solvent exposed in the holoprotein.

« Ligand
InICRALE rsidos 199-212 nd 224-263 which e fesa sctvant
exposed in the holoprotein. Previous studies have shown tt

this region contains ligand binding pocket components.
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