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Supplementary Fig. 1: Protein coverage distribution of (A) A549 & K562 DDA dataset; (B) HCC1806

& HS578T DDA dataset; (C) A549 & K562 DIA dataset; (D) HCC1806 & HS578T DIA dataset.
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Supplementary Fig. 2: Coefficients of variation across technical replicates from (A) A549 & K562

DDA dataset; (B) HCC1806 & HS578T DDA dataset; (C) A549 & K562 DIA dataset; (D) HCC1806 &

HS578T DIA dataset at 1) peptide and protein level (DDA); 2) precursor and protein group level

(DIA).
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Supplementary Fig. 3: Peptide variability of (A) A549 & K562 DDA dataset; (B) HCC1806 & HS578T

DDA dataset; (C) A549 & K562 DIA dataset; (D) HCC1806 & HS578T DIA dataset measured by

coefficients of variation across all samples.
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Supplementary Fig. 4: Relationship between missing proportion and abundance of protein (DDA)
or protein group (DIA) from (A) A549 & K562 DDA dataset; (B) HCC1806 & HS578T DDA dataset;
(C) A549 & K562 DIA dataset; (D) HCC1806 & HS578T DIA dataset measured by Spearman

correlation coefficients.
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Supplementary Fig. 5: Relationship between missing proportion and abundance of peptide (DDA)

or precursor (DIA) from (A) A549 & K562 DDA dataset; (B) HCC1806 & HS578T DDA dataset; (C)

A549 & K562 DIA dataset; (D) HCC1806 & HS578T DIA dataset measured by Spearman correlation

coefficients.
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Supplementary Fig. 6: Relationship between missing proportion and score of peptide (DDA) or

precursor (DIA) from (A) A549 & K562 DDA dataset; (B) HCC1806 & HS578T DDA dataset; (C) A549

& K562 DIA dataset; (D) HCC1806 & HS578T DIA dataset measured by Spearman correlation

coefficients.



A A549 & K562 DDA B HCC1806 & HS578T DDA

r=-0.360 r=-0.337
1004 ° o [ 8 1004 © ° © © o0co0e0e °
cot spfisl:t 3958 [3° 34 3°.8%s 358ttt
s o8 [ ® i s - )| °© go oo o o
S §.8-88° ° 8, S —wule oo 080 & :
< ° = g < o oo ° ° eoe
s ¢ 8 °§ i 8 s o0 ®00?® 2 *e*%%e82%
O 754 2 g e 8 ° e 3 O 754 o ™ ° e o000 oo o o0
= e 8 § g Eo) o o o © eo oo
o ° ° ° S oo o o o ° 1
Q. o - ° ° o Q ° ¢ ? 2 go :
(=) ° L4 o ® o o ° e o o o
=4 ° ) - = ° e e °
b ° e eoce
(o)) o o ° (=] o o0 o e
& 504 ° o g o 2 501 . o® egooe
= ° ° L
0 ° [7} ° LX) eoo
2 ° R = o °g
1S . ° £ e °
[ = 2 = ¢ ® ® o00
© 4 e D 254
g . o s
S L S
o ° ® o
o
L ]
° °
0+ o e e 0+ e ° ° o0
0.9975 0.9980 0.9985 0.9990 0.997 0.998 0.999
Mean protein score Mean protein score
r=0.665 r=0.609
—~ 1004 —~ 1004
X X °
< < °
c c o0 =
=] o ° o
E= = o °
2 751 S 75] @ee ® ° > H
Q Q ° (] °
B B |ASees ¢ | &
= = eoc wm o0 © =
g’ °® g’ S gecmmweo o
2 50 2 50 _: o.. J -
2 2 @mmomse o 6 ©
€ [ % ®
T ° o
o Q —x o ° °
=) 3 aEmseneO 0 0
° ) aEmemeOm 0 0 0
4 k =4 TEpeORm © ©®0 O °
[S)) o - e o o
254 251 GEDe®o 00 © °
£ £ — e
9 Q R 0 ©® 000 © °
o ° -am———— 0 000
P & aEmmmeY 00 0
o o I T ° °
ammms o on
C— o
04 0] GEEEEESS © ®0 © © 0 ©
0.00 0.02 0.04 0.06 0.00 002 004 0.06
Mean protein group score Mean protein group score

Supplementary Fig. 7: Relationship between missing proportion and score of protein (DDA) or

protein group (DIA) from (A) A549 & K562 DDA dataset; (B) HCC1806 & HS578T DDA dataset; (C)

A549 & K562 DIA dataset; (D) HCC1806 & HS578T DIA dataset measured by Spearman correlation

coefficients.



