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Streptavidin and biotin, carbonic anhydrase and dorzolamide or chlorothiazide, and trypsin and DynGChlp X1 Settlngs
pefabloc were diluted from their original formulation buffers in water. Proteins were diluted to 500 nM .
with ligands at varying concentrations. For offline buffer exchange experiments, two sequential washes Samples were manually loaded or automatically Ioa.dedTM
with 30 kDa MWCO Amicon ultrdfiltration spin filters were used. through a Waters M-Class ACQUITY into the DynaChip XI
sample loop (1.2-5 pL) and injected at 0.5 yL/min. Online
DynaChip X1™ Online Buffer Exchange buffer exchange was performed using the DynaChip™ 40P
cartridge. The exchanged sample was then routed directly
- Automated buffer exchange occurs within the microfluidic device. to the nano-ESI NanoLockSpray source of a Waters Xevo
» A high-flow conditioner stream carrying MS-compatible buffer runs parallel to the low-flow G2-S QToF.
sample path to maintain diffusion-based buffer exchange across the membrane.
- The nanoporous memlbrane contains pores that enable exchange across the membrane with a
molecular weight cutoff of approximately 10 kDa.
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