A microscale proximity-dependent biotinylation procedure for low cell input samples using
protease-resistant streptavidin on a magnetic substrate
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50,000 cells vs. bulk samples

via MSFragger, proximity interaction analysis by
SAINTexpress

From Hela cells tagged with miniTurbo to various
baits, acquired with DDA, spectral counting, searched
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ReSyn Biosciences chemically
modifies streptavidin magnetic
particles (Streptavidin MS)

Blocks lysine, arginine residues
from attack by trypsin
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50,000 HEK293 cells, LMNA

tagged with miniTurbo enzyme,
plots show mean with standard
error, n =3

No loss in interactor signal,
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searched via spectral library
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Compare bait sample vs. eGFP
only

Increased sensitivity of
DIA results in more
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knOwn preys dEteCtEd. 0 % increase in 5% FDR hits

with common liquid handler formats
- Additionally, FACS derived

cells

Further modifications allow fast
processing

- Reducing capture time to 1h,
accelerated digestion at 47°C
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Corresponds to Qvalue = 0.05

Accelerated processing - protein identification overlap

Unique hits for each
conditions are largely
weaker intensity,
single peptide IDs

36 hour processing
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