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A

Metastatic
1.0
— ADT
—— ADT+AAP
0.8
o 0.6
=
c
=]
N 04
0.2
0 12 24 36 48 60 72 84 96
Months since randomization
ADT
At-risk 205 185 146 115 93 78 65 52 28
Censored 0 0 0 1 1 1 2 9 28
Event 0 20 59 89 111 126 138 144 149
ADT+AAP
At-risk 184 172 155 138 124 112 94 76 39
Censored 0 1 1 2 2 2 5 17 46
Event 0 11 28 44 58 70 85 91 99
Localized, high-risk
1.0
— ADT
—— ADT+AAP
0.8
© 0.6
=
c
=]
N 04
0.2
0 12 24 36 48 60 72 84 96
Months since randomization
ADT
At-risk 199 192 184 170 155 142 122 80 25
Censored 0 0 0 0 2 7 17 48 98
Event 0 7 15 29 42 50 60 71 76
ADT+AAP
At-risk 193 190 183 174 164 147 125 91 32
Censored 0 0 0 0 0 6 19 47 104
Event 0 3 10 19 29 40 49 55 57



PTEN_Liu score
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PORTOS score

Supplemental Figure 11

0.5

0.0

-1.0

PORTOS

b

MONO MON1 M1LV M1HV



Supplemental Figure 12

II III II ”I III!IIIIII I’IIﬁllI III II| IIIIIIII II ik i
III".HI.I P

IIIIIIII f 'I II III IIIIII' 'IIl

I']IIII IIII ‘IIIII[ IIII !

i

o
I I “| 0l HI“:‘I MI’ ,|u" I"II.
I ‘ |

I I I[ | II
I I
II‘III |
I
| \III
| II ! I

I I‘II ] III,II II |IIII|I {Il *II

il | IIIII i

! I‘IHI: I'|| |III III|IIII III III
I (Rl I

I ] I
”I I I
I I III | I | I

Disease burden

MONO
222222
M1

ppppppppp



Supplemental Figure 13

A

08 [ CD4+ Foxp3-

CD8+ Foxp3-

, . . CD4+ Foxp3+

y

u”'" “\'“lml —

| |\|\I\||!\||l\|\l|||||||H“h||||u|m| JL
Rl e,

B |

. CD4+ Foxp3-
CD8+ Foxp3-
. CD4+ Foxp3+

n=77 n=160 n=131 n=56
0-5% 5.1-10% 11-20% >21%

TiLs



	Supp Figure 1_Cohort overview_v3
	Supp Figure 2_sample retrieval rate_v2
	Supp Figure 3_abi781 to 723 clin feature comparison
	Supp Figure 4_KM plots by treatment and met stage only_v2
	Supp Figure 5_PTEN IHC comparison
	Supp Figure 6_pre and post ADT M1HV significant signatures boxplots_v2
	Supp Figure 7_ PAM50 and PSC GRID distribution
	Supp Figure 8_PSC and PAM50 exploratory signature heatmaps
	Supp Figure 9_four primary signature upset plot_v3
	Supp Figure 10_PSC KM OS both met state
	Supp Figure 11_PORTOS score distribution
	Supp Figure 12_IFN gene heatmap
	Supp Figure 13_TILs triple IHC proportions

