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Supplementary Figure S3

B) Somatic Mutation Samples with Purity>=5%
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Supplementary Figure S4:
Germline CNV around UGT2B17 and UGT2B15
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Supplementary Figure S5

Median SD of rescaled gene CNV relative to segmented CNV
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Supplementary Figure S6
V2 Purity vs log1lO(TTTCVZ2 time) (p=0.08)
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Supplementary Figure S7

Stress vs dfArray, RNA Expression
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Supplementary Figure S8

Stress vs dfArray RNA Expression, High Quality
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Supplementary Figure S9: RNA-seq QC
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Supplementary Figure S10: V2 Geneset CNV
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Supplementary Figure S11: V1 Geneset CNV

|_|
| |

N

ARV2=Amp
ARV1=Amp
PTENV1=-2
PTENV1=-1
PTENV2=-2
PTENV2=-1
TMPRSS2V1=>=2
TMPRSS2V2=>=2

TTTC

Non-Responders IITHITTINNI

Responders

-1.0

-0.5

0.0

0.5

1.0

200173_HedgehogsignalingeventsmediatedbyGliproteins
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_SPERMATOGENESIS
LIU_PROSTATE_CANCER_DN

ERG3

200129_Integrinsinangiogenesis
TMPRRS2_ERG_THOMASWHITE_TOP
200125_E-cadherinsignalinginthenascentadherensjunction
200146_IL3-mediatedsignalingevents
200185_IL2signalingeventsmediatedbySTATS
PID_WNT_CANONICAL_PATHWAY
200077_CanonicalWntsignalingpathway
200024_Degradationofbetacatenin

NCTO00887198_association



ARV2=Amp
ARV1=Amp
PTENV1=-2
PTENV1=-1
PTENV2=-2
PTENV2=-1
TMPRSS2V1=>=2
TMPRSS2V2=>=2

TTTC

Non-Responders
Responders

Supplementary Figure S12:

Genesets where Difference between V2 and V1 CNV is associated with response (TTTC)
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Supplementary Figure S13: RNA-seq VDR & RXRG
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