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Supplementary Figure 1. qRT-PCR primers used in current study.
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Forward

TGGATAGCTACTCCGGACCTT
GCCTTGCTCTCTAGCCTCAA
TGAAGCAGGGATGACTCTGG
GGAAATCGTGCGTGACATTAAG
AGAGGTACGTTCTTGGAGACAC
ATTCACAGGAGTCAGTGGATAGT
TACAGGCTGGCTCAGGACTAT
GACCGCAGGATATACGCCAACAT
GCAGATTTGCCAACTATCTTCGG
CTCTGGAGTAATGTCACACCTCT
GGCTGGTGTTTCGGGAGTGT
AGCGAGTGGATGCCGCCTTTAA
CACCACAGGACAGTACAGGAT
CTTCAACCCTCAGGCGGACA
GGCAGGCGGAACTTGTAGGAAC
GTTTTCCGCAGCTACGTTTTT
CCTGGGAATGTACGACGCC
TGCTATGTCGCCTTGAATGTT
CTGCTGGTCATCGCCAACA
TCGTCATGCAATACGCCGAC
GCAGAGCACAAGGATCAGTTC
TCTGCCCATCAGTATAAGTGCC
ACACTCGGAGGTGCTGATTG
CATCTACACAGTTTGATGCTGCT
CGGAGTCTTCGGATAAGCTCT
CCACCATGAGACCTCAACCC
AGACGCTCCCTGTGATTTATGT
TCACGCACCAATTCTAACGC
GGGGCAAGGTGGAACAGTTAT
CTCAGACCAGAGATTCGCAAAC
ATGTTGGTGAACTGAGAAAAGCA

Reverse

CCCAGAAGCTTCATCTCCAC
GTCGTCCACGTGTAAGTTGC
CCAAATCGAAGTGGATTAATGA
AGCTCGTAGCTCTTCTCCA
TGGTTCCTAGATCCCATGCTT
CACCGTTACAGTGGTGATGG
CGCAACATTTTGTAGCACTCTG
AGTCTTCTTGCCCATTGCTTTATTG
CAGCGGTAAAAGTGTCCCCTG
TGTTGGTCCACCTTTCATCTTC
CGCCGCCTTCTGGTCTTTAC
CATTCCAGGCATCTGCGATGAG
CGTGCTGAATAATACCACTCACA
GGAAAAGCGGCCAGTATAGGT
TCCAGGCGCTGTCTTTACTCTCC
GCAGAGGTAAGGTGACCATCTC
CCCGTCTTTCCTGCGTAAC
AATTTCTCGATAGGGGTGGTCTA
ATAGGTGGTGGCCGGGATAA
TACGGGTGAGGAACCGACT
GGCAGCTACTGTTGATGTTGC
GTGGAACCCAAAGGTGACGG
GCGGATGTCATAGAGCCTCAC
GCAGTTTTGTCAGTTCAGGGA
TTTCCATCAAACATGGGCGAC
GCCACTACAGCCGTATTCTCC
CCGATGGCAGATTCCAAAGG
CACGGCTTGCTTACTGAAGG
CCGCTTGGAGTGTATCAGTCA
GCATTTCCCCTCAAACTCTCAA
GCAATGGTGTCCAAGCAATAAC

Size
(bp)
125
102
103
108
171
182
96
87
114
199
261
138
146
160
197
97
136
114
102
202
196
180
139
150
136
192
89
155
126
116
208



Supplementary Figure 2. Identified pathway component interactions of five top pathways on T-AR depletion.

Downregulated transcripts- blue, upregulated transcripts- red.
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Supplementary Figure 3. Pathway component interactions of pathways most significantly altered on FL-AR

depletion. Downregulated transcripts- blue, upregulated transcripts- red.
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Supplementary Figure 4. TCGA (cBioportal) analysis identified positive and negative correlations between AR
and identified AR-regulated transcript.
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Supplementary Figure 5. Kaplan-Meier curves of disease free and overall survival of various AR-regulated
transcripts were obtained from GEPIAZ2.
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Supplementary Figure 6. Sottnik et al. identified 96 genes with identified AR-binding sites (column 1) that were
AR-responsive (column 2). Comparative analysis of our data with the 96 gene set identified genes that were
regulated by AR-v19 (column 3), T-AR (column 4), FL-AR (column 5) or AR-v19 overexpression (O-E AR-v19;
column 6). Genes that are inversely regulated by R1881 and AR depletion are highlighted in yellow.
Transcripts that are identically regulated by R1881 and AR-v19 overexpression are highlighted in green.
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Supplementary Figure 7. Uncropped images from Figures 2,3 4,5, 6, 7. Top row, from let to right: Fig. 2A, Fig.
3A, Fig 4A., second row, Fig. 4F.
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Supplementary Figure 7 con’t. Top row from left to right Fig 5A, Fig. 6;, bottom row Fig 7G.

MMarkers sils  =iT-AR

mToR ~ =——

——
-
-
AR N-20
1:500
GAPDH __' —
mTOR 1:500
GAPDH 1:500
C5 2708 1:500 LAKT 5 4GRS
1500
tubulin
T4AS
180
140
100
]
55
L5
3%
PARP

cleaved PARP

tubulin




Supplementary Table.

Contents

total AR transcriptome

uique to total AR k/d

LBD transcriptome

AR-v19 transcriptome

AR-V19 top 5 pathwyas

AR-V19 top 250

altered on AR-v19 overexpression

inv. Regulated on V19 overexpression vs V19 k/d

IncRNA total AR k/d

singularly listed totla AF k/d
targets of total AR k/d

IncRNA LBD k/d

targets of LBD k/d

IncRNA V19 k/d

singularly listed V19 k/d

targets of V19 k/d

IncRNA V19 overexpressed
singularly listed v19 overexpressed
targets of V19 overexpressed
inversly reg v19 overexpressed vs V19 k/d



	title and authors
	Supplementary Figure 1 and 2 7_26_2022
	Supplementary Table 1
	Supp table 1 content
	total AR transcriptome
	unique to total AR kd
	trans reg. siv19
	FLAR transcriptome
	AR- V19 transcriptome
	AR-v19 top 5 pathway components
	AR-v19 top 250
	altered on AR-v19 overepression
	inv. reg. v19 vs v19 kd
	NC_RNA siTAR
	NC siTAR sigularly listed
	Targets siTAR NC_RNA
	NC-RNA siFLAR
	NC_RNA siFLAR sigularly listed
	NC siFLAR Targets
	NC siv19 singularly listed
	NC siv19 Targets
	NC v19 overexpression
	NC v19 overexpress. singularly 
	NC v19 overex. Targets
	NC inver. reg. by v19

	Supplementary Table 2
	Supp table 1 content
	total AR transcriptome
	unique to total AR kd
	trans reg. siv19
	FLAR transcriptome
	AR- V19 transcriptome
	AR-v19 top 5 pathway components
	AR-v19 top 250
	altered on AR-v19 overepression
	inv. reg. v19 vs v19 kd
	NC_RNA siTAR
	NC siTAR sigularly listed
	Targets siTAR NC_RNA
	NC-RNA siFLAR
	NC_RNA siFLAR sigularly listed
	NC siFLAR Targets
	NC siv19 singularly listed
	NC siv19 Targets
	NC v19 overexpression
	NC v19 overexpress. singularly 
	NC v19 overex. Targets
	NC inver. reg. by v19




