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Retention times heatmap, all runs
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1e9 Total quantity, 1% FDR
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1e10 MS1 signal
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MS?2 signal
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Total quantity/MS2 signal ratio




MS1/MS2 signal ratio
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Precursors, 1% FDR
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Unique proteins, 1% protein-level FDR

1500 A
n A =
m o
& o o o 5! <
— — —
1000 A
500 A
O T T T T T T
© Q X D 9% ©
13 1% "3 1% 1%
o o o o o>
N’ N/ ~N ~N ~N
N SO N SO SO i
4z 42 42 42 42 42
o o o o o o
N A S S P
\agid \gid \agid \agid \gid
A 7 A 7 A 7 A 7 A 7 A 7
oy S S S S S
89 89 89 89 @9 @9
S 7 % % X X %
NI &S
<</'\¢/ <</’1,/ Q:b 6(\'\./ 6{\"1,/ 6{(l)/
14 Q7 Q7
% % % @/ @/ @/
N7 Z4 %7 ) oY o’




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

[ Average length
[ Average charge
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Average missed tryptic cleavages

0.125 - w3 ‘L’ ‘.L’ o o i
o o o o o o

0.100 A

0.075 A

0.050 A

0.025 A

O-OOO I I I T T
© Q ™ D> 9% ©

"3 v 1% "3 1% 1%
(,)V (,)b‘ (,)b‘ ™ o)b& (,)b&
0}/ %}/ v}/ N}/ }/ }/
N Y N Y
O)\O (,)\0 (’)\0 (O\O (0\0 (0\0
\gid \gid \gid \gid \sid \gid
A 7/ A 7/ A 7/ A 7/ A 7 A 7
I I
S S TS
N \S&‘\ . \S&‘\ ., \3&‘\ N \3&‘\ . \3&“ . \Sﬁ“
VAN S O
% @/ @/ @/
Vv ki ™/ 5% ©




