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B HLA-I Score % SPI % BCS PDI PDI PDI Score Score Score
directory CE peptides | median | median | median | median [+1] | median [+2] | median [+3] | median [+1] |median [+2] | median [+3]
MO0 - repl| 20-59 6447 8.2 68.7 6.0 67.3 93.2 95.7 12.1 8.2 7.0
MO1 - repl| 20-59 6188 8.6 70.3 6.0 69.9 93.4 95.6 9.4 8.7 7.3
MO1 - rep2| 20-59 5726 8.5 70.0 6.0 76.2 93.9 95.9 8.3 8.7 7.2
MO2 - repl| 20-59 8361 8.7 70.8 6.0 95.3 93.2 95.6 8.8 8.7 7.3
MO2 - rep2| 20-59 7199 8.6 70.8 6.0 96.4 93.8 95.7 8.7 8.7 7.1
MO3 - repl| 30-65 4438 7.3 68.3 6.0 98.1 97.0 97.7 8.1 6.9 5.8
MO3 - rep2| 30-65 3343 7.1 67.9 6.0 98.5 97.1 97.7 7.6 6.8 5.5
MO4 - rep1 | Stepped | 7791 8.4 70.0 6.0 98.0 93.2 95.7 8.0 8.6 7.2
MO4 - rep2 | Stepped | 6244 8.3 70.1 6.0 98.4 93.9 95.7 8.1 8.5 7.1
MO5 - repl| 10-55 | 10130 9.7 72.7 6.0 91.1 69.7 65.1 9.2 10.3 8.0
MO5 - rep2| 10-55 8409 9.9 73.4 6.0 92.6 70.3 66.0 9.3 10.3 8.0
MO6 - repl| 20-59 6538 8.2 69.0 6.0 96.0 92.9 95.4 8.5 8.1 6.8
MO6 - rep2| 20-59 6024 8.2 69.1 6.0 95.9 93.5 95.5 8.5 8.1 6.7
MO7 - repl| 20-59 9468 8.8 71.2 6.0 95.5 92.9 95.2 8.9 8.7 7.5
MO7 - rep2| 20-59 8292 8.8 71.2 6.0 95.7 93.4 95.7 9.1 8.7 7.3
MO8 - repl| 20-59 8519 9.9 75.7 6.0 96.0 93.8 95.6 9.8 10.0 8.1
MOS8 - rep2| 20-59 7576 9.9 76.0 6.0 96.1 94.1 95.9 9.7 10.0 8.2
MO9 - repl| 10-55 9162 10.1 73.9 6.0 91.9 71.0 68.0 9.4 10.5 8.0
MO9 - rep2| 10-55 9063 10.0 73.9 6.0 91.5 70.0 65.1 9.4 10.5 8.0
M10 - repl| 10-55 9493 11.3 78.4 6.0 92.1 70.7 64.2 10.5 12.0 8.8
M10 - rep2| 10-55 9001 11.4 78.5 6.0 91.5 69.2 62.6 10.3 12.1 9.0
v | = b | === Method
MO0
woo | IR | e — —s
Mot
MO7 - 1 BE==—" ——] T mo2
MO6 - - - —’E.a‘—o—.— . <* . MO03
1 mos
= mos
MO3 4 —’- J ’+._._ i :_4 . MO7
T mos
I moo
o S | —— - —& Mo
wo| —<Feemmm— |- - o]
1 1 1 1 T T T T T T T T T
40 60 80 100 4 6 8 10 0 25 50 75 100
% SPI BCS PDI



>

lon mobility 1/K (Vs cm?)

RN
(0]

—
~

—_
o

o
o

CE slope
= 2(0-59 Stepped
30-65 10-35
25 45 65
CE

15000+
10000+
5000+

¢ON dOS

30000+
20000+
10000+

unt

€0 d0S

0

O 25000
© 20000+
15000
10000+
5000+

0-

YOW dOS

6000+
4000+
2000+

GO d0S

0

25 50 75
PDI

100

Charge



A

6000 4

4000 4

2000 4

Distinct source proteins

HLA-I

J

Distinct source proteins

1e6

5el6 1 el7 2el7 4el7
Input equivalents
of bulk dillutions

3000

2000

1000+

HLA-II

Instrument

M Exploris+FAIMS
[ SCP

1e6

566  1e7  2e7  4de7
Input equivalents
of bulk dillutions



A scp o |B 150007
M10 | j . \ & @
scp 2 10000- 3
.‘ ’ H—‘—h o <
M08 3 50007 =
Exploris_- ‘ ... 5
+FAIMS A 0-
scp ~ 6000
M10 ‘ ‘ }‘H“’" g » | Charge
g | = 4000 3
o
Mo g [ © 20001 g
Exploris | ‘ S
+FAIMS ' . . 0 RS 0-
- 30000 =
M10 g | 200007 =1
SCP | ' ’ W.— o +
MO8 3 100007 e
= >
Expiors | D || < | Mo —|© =
+FAIMS T T T T T T T T T T T T T T w O-I T T T T m
5 10 15 20 40 60 80 1005 6 7 8 9 10 0 25 50 75 100
Score % SPI BCS PDI
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Sample median | median median | median [+1] | median [+2] | median [+3] | median [+4]
SCP M10 11.3 78.4 6.0 92.1 70.7 64.2 N/A
SCP M08 9.9 75.7 6.0 96.0 93.8 95.6 N/A
Exploris+FAIMS 10.63 75.9 6.0 N/A 98 98.1 97.6




Instrument

- scpP

' Exploris
+FAIMS
pr—
o C
T 0
s £
(D)
O
o .=
35
<
2%
L o]
1 1 1 1 1 1 1 1 1 1 T T T T
10 20 40 60 80 100 5 10 15 20 0 25 50 75 100
Score % SPI BCS % PDI
B Score | %SPI | %BCS PDI PDI PDI PDI
Sample median median median | median [+2] | median [+3] | median [+4] | median [+5]
SCP 10.61 71.1 8 75.2 91.8 95.7 96.75
Exploris+FAIMS|  10.85 74.9 8.5 98.8 98.9 98.9 98.6
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