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Orbitrap Velos LC-MS/MST Q) EZHT{5I

ORBITRAP VELOS LC-MS-MS DATA

+ 1 pg Human cell sample; trypsin digest;

NUMBER OF
IDENTIFIED PROTEINS
(1 Peptide minimum/Protein)

HCD mode; 30000 MS and 7500 MS-MS resolution (400 m/z) 1485 proteins

+ Standard Mascot analysis: Isolation Windows = 3 Th;
+ Physikron Mascot analysis: Isolation Windows = 6 Th

» LTQ mode: 60000 MS (400 m/z) and 1 Da MS-MS Resolution; 65 %

2 ppm MS and 0.5 Da MS-MS accuracy;
Standard Mascot analysis : Isolation windows = 3 Th

MASCOT SEARCH PARAMETERS

+ DATA BASE: SwissProt 57-15; TAXONOMY: Homo sapiens
+ ENZYME: Trypsin  MISSED CLEAVAGE: 1, PEPTIDE TOL.: 4 ppm MASCOT
+ MS/MSTOL:HCD Mode =001 Da (10 ppmwith Physikron technology). LTQMode=05Da

+ FIXED MODIFICATIONS: Carbamidomethyl (O)

+ VARIABLE MODIFICATIONS: Oxydation (M), INSTRUMENT: Default

23 %
1208 proteins

MASCOT
ANALYSIS
WITH

902 proteins

STANDARD RO
FDR=080% [JANALYSIS
ANALYSIS (Peptides) FDR=0.81 %
Peptides
FDR=0.81% (Peptdes)
(Peptides)

Orbitrap ELITE  LC-MS/MS T D & #7451

LC-MS-MS DATA HCD ORBITRAP ELITE

IDENTIFIED PROTEINS IDENTIFIED PEPTIDES

1Peptide minimum/Protein

2311 proteins

MASCOT

NUMBER OF
NUMBER OF 120000 MS and 15000 MS-MS Resolution (400 m/z) -
1Peptide minimum/Protein 15651 peptides 20110804 _HELA_HCD15_120_1 sample; Isolation window width =2Th *
MASCOT Standard MaxQuant analysis *
WITH PHYSIKRON
77 % TECHNOLOGY Physikron Mascot analysis *

WITH PHYSIKRON
329, | TECHNOLOGY

FDR (peptides) = 0.93 %

1745 proteins

PEPTIDE TOL: 7 ppm

MAXQUANT MS/MS TOL: 0.02 Da
(20 ppm with Physikron

FDR (peptides)= 1% technology)

PEPTIDE TOL: 20 ppm

MS/MS TOL: 10 ppm

FDR = (peptides) 0.93 %

8824 peptides MASCOT SRCH PARAMETERS

PEPTIDE TOL: 7 ppm

SIS usis ToL 002 02 DATA BASE: IPI_HUMAN_V3.87 -
FDR = (peptides) 1 % eetmaloon ENZYME: Trypsin *
PEPTIDE TOL: 20 ppm FIXED MODIFICATIONS: Carbamidomethyl (C)

MEIMS TOL 10 pom - VARIABLE MODIFICATIONS: Oxydation (M), Acetyl (Protein N-term) -

Orbitrap Q-Exactive LC-MS/MST M 24715l

ORBITRAP Q-EXACTIVE LC-MS/MS DATA

) s NUMBER OF NUMBER OF
HEK 273 Human sample; trypsin digest IDENTIFIED PROTEINS IDENTIFIED PEPTIDES 27795 peptides
HCD mode; 70000 MS and 17500 MS-MS resolution (200 m/z); (1 Peptide minimum/Protein) (1 Peptide minimum/Protein) (19295 unique id)
3642 protei ——
Isolation window width =2 Th poos
0,
MASCOT SEARCH PARAMETERS 2% 93% [ fuascor
Xr\AlifYosTls (69 %) ANALYSIS
DATA BASE: SwissProt 57-15; TAXONOMY: Homo sapiens WITH \Fl’vnlvastow
ENZYME: Trypsin. PHYSIKRON 14417 peptides TECHNOLOGY
b TECHNOLOGY (11440 unique i
MISSED CLEAVAGE: 1. STANDARD DR - 0.98 9 FDR=0.98 %
MASCOT =0.98 % i
PEPTIDE TOL.: 10 ppm O (Ponides) stanpar [ Pertides)
MS/MS TOL: 0.02 Da (20 ppm with Physikron technology) om0 X‘Cﬁ&‘gs
FIXED MODIFICATIONS: Carbamidomethyl (C) (Peptides)

VARIABLE MODIFICATIONS: Oxydation (M),
INSTRUMENT: Default

FDR=0.63 %
(Peptides)
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