IDs

Identification consistency: precursors, CDF

10000 A

8000 -

6000 -

4000 -

2000 -

5 10

15
Missing values

20

25

30

IDs

Identification consistency: protein groups, CDF

2000 A

1500 A

1000 -

500 A

5 10

15
Missing values

20

25

30

IDs

Identification consistency: genes groups, CDF

2000 A

1500 A

1000 -

500 ~

5 10

15
Missing values

20

25

30



RT

Retention times heatmap, all runs

100
80 /
60
.Ill_i'll

)

ra
40

J.-Ill-!l-
.-.F
r
20 1 4
_.-'
-50 -25 0 25 50 75 100 125

Library iRT

RT

Retention time accuracy heatmap, all runs

100
80 - y
r
60
40 - rd
...-'
e

.-"l-..

20
e
20 40 60 80 100

Predicted RT

Normalisation factor

Normalisation factor heatmap, all runs

1.4 4

1.2

1.0

0.8 1

0.6 1

0.4 1

-

20 40 60 80 100




Blank_1_45
Blank_1_FS
Blank_2_45
Blank_2_FS
Blank_3_45
Blank_3_FS
Bor_1_45
Bor_1_FS
Bor_2_45
Bor_2_FS
Bor_3_45
Bor_3_FS
Cal_1_45
Cal_1_FS
Cal 2 45
Cal_2_FS
Cal_3_45
Cal_3_FS
Ix0_1_45
Ixo_1_FS
Ixo_2_45
Ixo_2_FS
Ixo_3_45
Ixo_3_FS
MG_1_45
MG_1_FS
MG_2_45
MG_2_FS
MG_3_45
MG_3_FS

WERAREOPREROPREDNEOREPERORE0E 1.0
2 IDININIV IV 1% ININ I 1N 1 1 0
SR PO PEPLELELELLLLLE’

0.9

.-:-:-:-:-:-:-:-:-:-:- 0.8
EE EEEEEEEEN
EE EEEEEEEN
EE EEEEEEEEN
EE EEEEEEEN
EEEEEEEENNN 0.7
EE EEEEEEEN
EE EEEEEEEN
EE EEEEEEN
EEE R L 0.6

L
Ly
L
.
e - 0.5
L

L

W m EEEEEN L 0.4




1e9

Total quantity, 1% FDR
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Mean peak FWHM, in minutes




Mean peak FWHM, in MS2 scans




Median RT prediction accuracy, minutes
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Peptide characteristics
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Precursors, 1% FDR
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Median precursor CV, 1% FDR
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Median protein group CV, 1% FDR

0.07 A

0.06 -

0.05 A

0.04 A

0.03 A

0.02 ~

0.01 -

0.00 -




Gene groups, 1% FDR

1200 1 [ Average

[ CVrT\K 20%

[ CV<10%

1000 - SR
800
600 -
400
200 A
O .

$ s ¢ < $
N < > o
& Q° ¢ <F W©




Median gene group CV, 1% FDR
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