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Supplementary Figure 1: PeCorA as a peptide filter before protein quantitation using a
benchmark dataset. (A) Summary of the iPGR dataset true positive (TP) and false positive
(FP) protein changes detected using all peptide features or the two feature filtration methods.
(B) Protein quantities of the 53 significant protein changes (not restricted to spiked-in proteins,
FDR<0.01) detected from either of the two feature selection methods shows almost identical
performance. PeCorA pre-filtration (y-axis) or MSstats feature selection (x-axis). (C) Regression
plots of each method (y-axes) versus the true values based on the amount spiked-in (x-axes).
(D) Standard errors and (E) log2(fold change) for all protein comparisons between the three
methods show that PeCorA pre-filtering performs similar to MSstats feature selection. (F)
Example protein P32898 from the iPRG benchmark. PeCorA identifies one outlier feature for

that protein (Peptide NEQFSGYGK). Table below: quantification of P32898 by MSstats using all
the features or after PeCorA filtration of the poorly quantified feature.

S-2



B-chain

P00734 364-383

Log2(intensity)-Log2(control)

)
o

CNTRL CoViD NONCO
Group
allothers €3 allothers 8 IVEGSDAEIGMSPWQVMLFR _al
B-chain
P00734 385-399

Log2(intensity)-Log2(control)

)

o
.0
CNTRL COoVID NONCO
Group
allothers &2 aliothers ®8 SPQELLCGASLISDR _all
B-chain
P00734 560-575

Log2(intensity)-Log2(control)

[

0

0 .
CNTRL CoviD NONCO
Group
allothers &3 allothers 88 RGDACEGDSGGPFVMK_all
B-chain
P00734 600-608

Log2(intensity)-Log2(control)

0

NONCO

COVID
Group

allothers &3 allothers B8 YGFYTHVFR _all

CNTRL

a-chain
328-344

F2

P00734 316-327

P00734

=

Log2(intensity)-Log2(control)
Log2(intensity)-Log2(control)

0
0

to e
CNTRL COoVID NONCO CNTRL coviD NONCO
Group Group

allothers &3 allothers 8 TFGSGEADCGLRPLFEK _all allothers &3 allothers #8 TATSEYQTFFNPR _all
B-chain B-chain
P00734 501-508 P00734 400-415

Log2(intensity)-Log2(control)
Log2(intensity)-Log2(control)

-2 o 2 o
© ©
CNTRL CcovID NONCO CNTRL COVID NONCO
Group Group
allothers &2 allothers 88 VTGWGNLK _all allothers €3 allothers 8 WVLTAAHCLLYPPWDK _all
B-chain B-chain
P00734 544-559 P00734 582-599

Log2(intensity)-Log2(control)

-1- = oz %o
Oe
. ©
-2- .0 -2 0 .
°
CNTRL covID NONCO CNTRL coviD NONCO
Group Group

allothers &3 allothers &8 ITDNMFCAGYKPDEGK _all allothers &3 allothers B8 WYQMGIVSWGEGCDRDGK _al

Supplementary Figure 2: PeCorA comparison plots for
all peptides in prothrombin showing that peptides from
none of the other regions are differentially regulated.
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