
AR selective gene set activity
0.0 0.4

0

3

6

-3

primary CRPC

bone mCRPC

lymph node mCRPC

soft tissue mCRPC

R = 0.457

P-value = 2.35e-15

-0.4

SU2C-PRAD (CRPC)

M
A

O
-A

m
R

N
A

(l
o

g
2

 F
P

K
M

)

-0.4 0.0 0.4

6

8

10

TCGA-PRAD

primary PCa

benign prostate

R = 0.374

P-value = 1.14e-19

AR selective gene set activity

M
A

O
-A

m
R

N
A

(l
o

g
2

 F
P

K
M

)

A

C

Figure S8

B NESpathway gene ranks

TCGA SU2C TCGA SU2C TCGA SU2C

FDR

MAO-A correlation

pos. neg. pos. neg.

ANDROGEN_RESPONSE

OXIDATIVE_PHOSPHORYLATION

MYC_TARGETS_V1

PROTEIN_SECRETION

ADIPOGENESIS

UNFOLDED_PROTEIN_RESPONSE

MTORC1_SIGNALING

FATTY_ACID_METABOLISM

MYC_TARGETS_V2

PEROXISOME

DNA_REPAIR

HYPOXIA

APOPTOSIS

IL6_JAK_STAT3_SIGNALING

INTERFERON_ALPHA_RESPONSE

KRAS_SIGNALING_UP

TNFA_SIGNALING_VIA_NFKB

COMPLEMENT

EPITHELIAL_MESENCHYMAL_TRANSITION

INFLAMMATORY_RESPONSE

INTERFERON_GAMMA_RESPONSE

ALLOGRAFT_REJECTION

2.80

1.93

2.44

2.26

1.41

2.01

1.65

1.53

1.83

1.48

1.38

-1.34

-1.61

-1.81

-2.08

-1.78

-1.68

-1.84

-2.12

-1.92

-2.16

-2.12

7.2e-17

5.4e-08

7.2e-17

1.7e-08

4.8e-03

7.4e-07

3.6e-05

1.7e-03

1.5e-03

8.1e-03

1.2e-02

4.4e-02

5.0e-04

2.2e-04

2.0e-08

2.0e-06

1.7e-05

2.7e-07

2.5e-13

2.2e-08

2.6e-14

8.9e-13

2.43

2.31

1.67

1.90

2.09

1.79

1.48

1.78

1.77

1.68

1.55

-1.33

-1.46

-1.83

-1.53

-1.92

-2.01

-2.12

-1.71

-2.24

-2.13

-2.31

1.6e-13

4.2e-14

3.4e-04

1.8e-04

1.2e-09

5.4e-04

9.4e-03

3.4e-04

1.5e-03

4.3e-03

5.2e-03

4.5e-02

1.1e-02

4.5e-04

9.4e-03

3.7e-06

3.7e-07

2.1e-08

2.1e-04

7.5e-11

1.1e-08

9.3e-11

GSEA pathway analysis

D

LNCaPabl abl-Enza abl-Abi

0

25

50

75

100

125 *** *** **

v
ia

b
il

it
y

(%
)

3
[H

] 
th

y
m

id
in

e
 

(i
n

c
o

rp
o

ra
ti

o
n

 %
)

LNCaPabl abl-Enza abl-Abi

0

25

50

75

100

125 *** ** **


