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Solvent precipitation requires @

for maximal protein recovery
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Residual
SDS

< 0.01% (bottom-up)
< 0.001% (top-down)
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In-Solution Digestion: Cleavage efficieney ™

Mixed Enzyme Elevated Temp Overnight digest

25:1 trypsin > 10:1 Lys C/trypsin 25:1 trypsin 25:1 trypsin
37°C 37°C 47 °C 37°C
1h 1h 1h overnight

mE0 1 m2

#PSMs 940+ 200 2050 + 100 1720+ 110 1850+ 120

# Missed
Cleavages




Trypsin digests within ProTrap XG

% Recovery

Provides favorable cleavage efficiency vs other dévices

ProTrap XG FASP

2 {\# Missed , 2 FASP

cleavages

SDS-extracted cells

836
ProTrap XG S-Trap
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285 174 162 200 501
68 74
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g5 210
61

109

107 74

% fully 551 2069

cleaved

* Following respective user-guide digestion protocols. Number of
peptides identified from whole yeast proteome extracts
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From RAPID acetone precipitation

@ room temperature with 100 mM NacCl

RT: 0.00 - 120.00

5. 100-wpo—0— & SDS depletion of yeast|in 2 min via ProTrap XG precipitation
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Intensity x 10*
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