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Common protocol:

Lysis Denaturation
10 min at 95°C

Reduction
45 min at 50°C

Alkylation

20min at RT

Precipitation

12 hat20°C

Lys-C digestion

4h at 37°C

Trypsin digestion

18h at 37°C

Peptide purification
2hatRT —
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Mass Spectrometer

PreOmics protocol:

Lysis Denaturation, Reduction,
Alkylation

10 min at 95°C

Lys-C & Trypsin digestion
lhat37°C

Peptide purification

lhatRT
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Mass Spectrometer



ISTEMIERE

BEZA
—IATVHIERRTSZE - IR A

ZIDRERY
FRESERMALE

Bt
=SHIRT : R2=0.9
IRoaERIEEEE © 1-100 pg

RE
MHE)BFER iR mERIE

823
LEFRLR - TERB KA NS

=
REHERITS - BRI ERGR - WIBINEAK
HERSEENHE

iSTIfiT B fmE—ZAVER T

*%g‘EWKS%&WMIW%E
-i

oo™

BRERE/SHERS
RmRE
ERIERRE
(Postive pressure
processing) S—
B EMEREE ‘ %
tations)

2 =)
(Biological Fluids) L

mreme (ST
(Biological Fluids) ECT

BREY
(Model Organisms)

FAR GFP & mests | | »
(GFP Immunoprecipitation) Il'dpwf #Ei#8i/FFPE

Faispeptidei$it phoemx
(Peptide Clean-Up) .

__ Fitpeptided @
i =% (Peptide Fractionation)

BEnbixmEis

PreON BEisE-F I UmEEE « RENEHIRRRET
Ko BNEHMESRE - 2ELERERIIES N TIER

—EFEEREE label-free it BHEELH T (FRTE
RE 5 DENFENE
SBIRER>0.99

ERYENEHY PreOmics protocol EAE R IE





