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Supplementary Figures 

 

Figure S1 – All 146 quantified proteins showing dynamic range over 6 orders of magnitude. 

 
Figure S2 – Label free quantification data showed protein dysregulation for multiple myeloma compared to all 

other cancers. A. Confirmed downregulated hallmark proteins for multiple myeloma linked to mainly 

10-4

10-2

100

102

C
S

F
1
R

Q
S

O
X

1
P

R
O

Z
A

D
A

M
T

S
1

3
F

L
N

A
C

1
R

P
IG

R
V

A
S

N
IL

1
R

A
P

B
LV

R
B

E
N

P
P

2
C

D
H

1
3

H
S

P
G

2
A

P
M

A
P

T
L
N

1
Z

Y
X

C
O

L
1

8
A

1
P

L
E

C
F

B
L
N

5
V

W
F

D
B

H
M

G
P

P
R

O
C

R
P

C
S

K
9

IN
H

B
C

F
C

G
R

3
B

G
P

1
B

A
H

S
P
A

5
S

H
B

G
P

P
IA

C
D

1
0

9
F

7
C

F
D

P
C

O
L
C

E
T

G
F

B
I

S
E

R
P

IN
A

5
P

V
R

K
R

T
1

M
A

S
P

1
M

S
T

1
S

E
L

L
F

C
N

2
C

F
H

R
4

C
F

H
R

5
P

Z
P

P
T

G
D

S
P

R
G

4
IC

A
M

2
M

B
L

2
B

C
H

E
C

D
4

4
C

2
LY

Z
C

1
R

L
C

S
T

3
F

1
3
A

1
E

C
M

1
C

6
C

O
M

P
A

P
O

D
C

D
1

4
S

E
L

E
N

O
P

C
N

D
P

1
A

L
D

H
1
A

1
F

9
B

T
D

F
1
3

B
G

P
L
D

1
C

P
N

1
F

B
L
N

1
C

9
L

B
P

E
F

E
M

P
1

F
N

1
C

8
G

C
F

P
P

P
B

P
C

8
A

C
L
E

C
3

B
S

E
R

P
IN

A
4

C
4
B

P
B

F
1

0
L

P
A

T
T

R
IG

F
2

C
P

N
2

H
A

B
P

2
L

U
M C
7

C
4
B

P
A

O
R

M
1

A
P

O
L

1
IT

IH
3

C
8

B
F

1
2

A
P

O
E

S
E

R
P

IN
D

1
C

F
I

C
5

C
1

S
K

L
K

B
1

P
O

N
1

P
R

O
S

1
P

G
LY

R
P

2
A

P
O

M
L

R
G

1
C

1
Q

C
G

S
N

A
G

T
C

1
Q

B
H

R
G

A
F

M
C

L
U

H
P

R
S

E
R

P
IN

F
2

J
C

H
A

IN
A

P
O

C
2

C
D

5
L

C
4
A

IT
IH

1
A

P
O

B
IT

IH
2

IT
IH

4
R

B
P

4
A

P
O

H F
2

P
L

G
K

N
G

1
H

B
A

1
C

F
B

A
M

B
P

V
T

N
S

E
R

P
IN

C
1

S
E

R
P

IN
A

3
C

3
C

P
A

H
S

G
A

2
M

A
P

O
A

1
A

P
O

A
2

H
P

X
S

E
R

P
IN

A
1

F
G

G
A

P
O

C
3

F
G

A
A

L
B

P
la

s
m

a
 c

o
n

c
e

n
tr

a
ti
o
n

 (
p

m
o

l/
u

L
)



 

2 

immunoglobulins. B. Complement complex C1 proteins were observed downregulated in label free data, though, 

less significantly than in absolute quantification data. 

 
Figure S3 – Peptides identified as the most important by the random forest models for the classification of 

multiple myeloma 

 
Figure S4 – Correlation plot between all quantified peptides from CD5L and JCHAIN. 
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