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2.2 HPLC 7

R 35 {X . Thermo Scientific EASY-nLC
System (Nano HPLC)

Piikt: EASY-Column C18 (2cm, ID100um, 5um)
{6 4%: EASY-Column C18 (10cm, ID75um,
3um)

FEdhiE: 5ul

WMEA: A: 0.1% Formic acid in water; B: 0.1%

Formic acid in acetonitrile

GHEE
Time Composition
0.00(min) A=100.0% B=0.0%
80.00(min) A=65.0% B=35.0%
95.00(min) A=0.0% B=100.0%
100.00(min) A=100.0% B=0.0%
120.00(min) A=100.0% B=0.0%

iiE: 300 nL/min
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JitiE{%: Q Exactive

Wiz Hik: 1.8 kV

BANGFIESE: 200 ° C

AR HE%: 70,000
MS/MS43###: 17,500

BESj 7355 . 300-1800 m/z
i fER: 30% HCD
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Precursor ion mass tolerance: + 15 ppm;

Fragment ion mass tolerance: = 20 mmu

Static Modification: C carboxyamidomethylation
(57.021 Da)

Dynamic Modification: M Oxidation (15.995Da) ;
N-terminal , K ,TMT 2-plex(225.156Da)

Missed cleavage site: 2.

False discovery rate (FDR) of all peptide and

protein identifications : <1%,
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MS/MS spectra triggered 25325

PSM 19797

Success rate 78.2%

Identified peptides 7380

Identified proteins 3282
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