Identification consistency: precursors, CDF Identification consistency: protein groups, CDF Identification consistency: genes groups, CDF

1 7000 -
30000 - 7000
6000 A 6000 7
25000 -
5000 - 5000 -
20000 -
4000 A 4000 A
[7)] [7)] [7)]
[a) [a) [a)
= 15000 - = =
3000 - 3000 -
10000 -
2000 - 2000 -
5000 - 1000 - 1000 -
0- 0- 0-
0.0 2.5 5.0 7.5 10.0 125 150 175 0.0 2.5 5.0 7.5 10.0 1255 150 17.5 0.0 2.5 5.0 7.5 10.0 1255 150 17.5

Missing values Missing values Missing values



RT

Retention times heatmap, all runs

70 A

60 -

50 A

40 A

30 A

20 A

10 A

=50

=25

25 50
Library iRT

75

100

125

RT

Retention time accuracy heatmap, all runs

70 A

60 -

50 A

40 A

30 A

20 A

10 A

10

20

30 40
Predicted RT

50

60

70

Normalisation factor

Normalisation factor heatmap, all runs

12 4

10 -

i e
10 20 30 40 50 60 70
RT



§®
N DI IDADPIDIDDNIINAD
R RRRR R R AR ERR R

O’ QORI K K0 K0 K0 K0 K07

_3_repl_re
C3_rep2
C3_rep3

C4_repl A
C4 rep2 A
C4 _rep3 A
T3_repl
T3 _rep2
T3_rep3 A
T4 repl A
T4 _rep2
T4 _rep3
T5_repl A
T5_rep2 A
T5 rep3 A
T6_repl A
T6_rep2
T6_rep3

1.00

0.98

0.96

0.94

- 0.92

- 0.90




1el0 Total quantity, 1% FDR
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1e12 MS1 signal
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lell MS2 signal
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Total quantity/MS2 signal ratio
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MS1/MS2 signal ratio
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Precursors, 1% FDR
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Unique proteins, 1% protein-level FDR
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Mean peak FWHM, in minutes
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Mean peak FWHM, in MS2 scans
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Median RT prediction accuracy, minutes
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Median mass accuracy, MS2, ppm
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Median mass accuracy, MS1, ppm
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Peptide characteristics
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Average missed tryptic cleavages
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Precursors, 1% FDR
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Median precursor CV, 1% FDR
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Protein groups, 1% FDR
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Median protein group CV, 1% FDR
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Gene groups, 1% FDR
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Median gene group CV, 1% FDR
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