Genomic alterations of Tenascin C in highly aggressive prostate
cancer: a meta-analysis — Mishra et al

Supplementary Figures

Tumor Samples with sequencing and CNA data (77 patients / 107 samples)
Altered in 57 (74%} of 77 sequenced cases/patients (77 total)
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Supplementary Figure 1: TNC alterations in NEPC. OncoPrint representing the query for TNC along with
AR, ERG and MYC among the neuroendocrine prostate cancer dataset (N = 104). Number of samples with
sequencing and CAN data were N = 77. Each row of the oncoprint represents the same set of patients for each
of the queried gene, alteration frequency for the gene represented in percentage. Each rectangle box in the figure
represents a patient sample/case. Genetic alterations are color coded: Amplification, red; Missense mutations,
green; deep deletion, blue; No alterations, grey.
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Supplementary Figure 2: mRNA expression correlated to TNC gene alterations in TCGA (top 100 cases
with TNC alteration)



n

19

NOTCH! (052 {Cyteband: D34 3}

SOX2 log2) (Cyteband. 3526 53)
~N

mMANA expression (RNA Seq V2 RSEM): TNC vs. NOTCHY

° Spearman: [ 54
(p» AAOm4T)

Pearson: 0.5

p = 30748y
o THC
mitated

. HoTCHY
mtatan

® Eoth mutated
® Nesther munated

=1

I
THE (log2) (Cytoband 332 1]

mRNA expression (RNA Seq V2 RSEM): TNC vs. SOX2

Spesrman. 0 46
ip = 8 72u-30)

Pearson: 0 60
(p * 4.08e-35)

THC

* mutated

* Netrar mutated

7 [ 4 L] 2 13
TNC (log2) {Cytsbang 9g33 1)

SO0 (aga) [Cyresand: 3523 1)

SOKS leg2) (Cyteband 12p12.1)

mMRNA expression (RNA Seq V2 RSEM): TNC vs. SOX7

Spearman .38
(P = 7 00e40)
Pearsen 088
p = 582048}

THE

¥ maaied

, 50Kt
matatad

* Natther mutated

¢ % ©n 12 1 1
THG (leg2) (Cytobmed 5433 1)

MRNA e xpression (RNA Seq V2 RSEM): TNC vs, SOX5

Spewman 052
(P = 1.92e-36}

Peerson: 0 55
(p = 272440}

™e
munated

. S0K5
mutoted

& Bath mutated

Nethet mutated

7 ] 3 10 1 12 3 1®
THC og2) (Cytoband 5q33 1)

Supplementary Figure 3: Correlation analysis of TNC and de-differentiation markers



Supplementary Table 1: List of genes showing significant co-occurrence with TNC in NEPC dataset

Samples with

alteration in Samples with
TNC altered alteration in Log

Gene Cytoband  group unaltered group Ratio p-Value g-Value Tendency

NOTCH1 9qg34.3 22 (84.62%) 2 (2.47%) 5.1 9.71E-17 7.22E-15 Co-occurrence
NOTCH3 19p13.12 16 (61.54%) 4 (4.94%) 3.64 3.81E-09 2.99E-08 Co-occurrence
NOTCH2 1p12 16 (61.54%) 5(6.17%) 3.32 1.43E-08 7.82E-08 Co-occurrence
NOTCH2NLA 1g21.1 17 (65.38%) 9(11.11%) 2.56 1.65E-07 5.18E-07 Co-occurrence
NOTCH4 6p21.32 11 (42.31%) 5(6.17%) 2.78 4.96E-05 7.29E-05 Co-occurrence
QSOX2 9g34.3 21 (80.77%) 2 (2.47%) 5.03 1.50E-15 6.79E-14 Co-occurrence
SOX9 17924.3 19 (73.08%) 3 (3.70%) 4.3 1.47E-12 3.85E-11 Co-occurrence
SOX14 3022.3 17 (65.38%) 6 (7.41%) 3.14 7.37E-09 4.57E-08 Co-occurrence
SOX2 3926.33 17 (65.38%) 7 (8.64%) 2.92 2.27E-08 1.16E-07 Co-occurrence
SOX13 1g32.1 19 (73.08%) 12 (14.81%) 2.3 6.25E-08 2.39E-07 Co-occurrence
SOX3 Xq27.1 18 (69.23%) 10 (12.35%) 2.49 6.92E-08 2.54E-07 Co-occurrence
SOX30 5q33.3 15 (57.69%) 5(6.17%) 3.22 8.66E-08 3.06E-07 Co-occurrence
SOX8 16p13.3 14 (53.85%) 4 (4.94%) 3.45 1.44E-07 4.66E-07 Co-occurrence
QSOX1 1g25.2 18 (69.23%) 11 (13.58%) 2.35 1.65E-07 5.18E-07 Co-occurrence
SOX12 20p13 15 (57.69%) 7 (8.64%) 2.74 7.40E-07 1.90E-06 Co-occurrence
SOX18 20913.33 17 (65.38%) 11 (13.58%) 2.27 9.12E-07 2.22E-06 Co-occurrence
SOX4 6p22.3 12 (46.15%) 4 (4.94%) 3.22 3.92E-06 7.65E-06 Co-occurrence
SOX5 12p12.1 9 (34.62%) 3 (3.70%) 3.22 1.15E-04 1.61E-04 Co-occurrence
SOX6 11p15.2 8(30.77%) 2 (2.47%) 3.64 1.51E-04 2.05E-04 Co-occurrence
SOX11 2p25.2 10 (38.46%) 6 (7.41%) 2.38 4.47E-04 5.75E-04 Co-occurrence
SOX10 22q13.1 6 (23.08%) 1(1.23%) 4.22 7.40E-04 8.89E-04 Co-occurrence
SOX21 13g32.1 7 (26.92%) 3(3.70%) 2.86 1.75E-03 2.05E-03 Co-occurrence
SOX17 8g11.23 15 (57.69%) 20 (24.69%) 1.22 2.37E-03 2.78E-03 Co-occurrence
SOX1 13934 8 (30.77%) 6 (7.41%) 2.05 4.91E-03 5.52E-03 Co-occurrence
SOX7 8p23.1 6 (23.08%) 3 (3.70%) 2.64 6.11E-03 6.82E-03 Co-occurrence
SOX15 17p13.1 3 (11.54%) 0 (0.00%) >10 0.0131 0.0142 Co-occurrence
WNT7A 3p25.1 20 (76.92%) 4 (4.94%) 3.96 7.76E-13 2.36E-11 Co-occurrence
WNT5A 3pl14.3 20 (76.92%) 5 (6.17%) 3.64 3.61E-12  9.21E-11 Co-occurrence

17q21.31-

WNT3 q21.32 18 (69.23%) 3 (3.70%) 4.22 1.37E-11 2.81E-10 Co-occurrence
WNT9B 17921.32  18(69.23%) 3 (3.70%) 4.22 1.37E-11  2.81E-10 Co-occurrence
WNT3A 1g42.13 18 (69.23%) 6 (7.41%) 3.22 1.05E-09 1.14E-08 Co-occurrence
WNT9A 1942.13 18 (69.23%) 6 (7.41%) 3.22 1.05E-09 1.14E-08 Co-occurrence
WNT1 12913.12 13 (50.00%) 1(1.23%) 5.34 7.01E-09 4.57E-08 Co-occurrence
WNT10B 12g13.12 13 (50.00%) 1(1.23%) 5.34 7.01E-09 4.57E-08 Co-occurrence
WNT11 11913.5 17 (65.38%) 6 (7.41%) 3.14 7.37E-09 4.57E-08 Co-occurrence
WNTSA 5031.2 13 (50.00%) 3 (3.70%) 3.75 2.12E-07 6.31E-07 Co-occurrence
WNT2B 1p13.2 10 (38.46%) 2 (2.47%) 3.96 7.20E-06 1.29E-05 Co-occurrence
WNT8B 10g24.31 9 (34.62%) 2 (2.47%) 3.81 3.41E-05 5.26E-05 Co-occurrence
WNT2 7931.2 12 (46.15%) 8(9.88%) 2.22 1.46E-04 2.02E-04 Co-occurrence
WNT4 1p36.12 5(19.23%) 0 (0.00%) >10 6.19E-04 7.75E-04 Co-occurrence
WNT10A 2935 7 (26.92%) 2 (2.47%) 3.45 6.31E-04 7.76E-04 Co-occurrence

WNT6 2g35 7 (26.92%) 2 (2.47%) 3.45 6.31E-04 7.76E-04 Co-occurrence



WNTS5B
WNT16
WNT7B
FZD6
FzD2
FzD1
FzD4
FzD9
FZD5
FzD7
FZD8
FzD10
MSI2
MSI1
NANOG
NANOGNB
LRG1
LRGUK
KLRG1
KLRG2
PLRG1

12p13.33
7q931.31
22qg13.31
8g22.3
17921.31
7921.13
11q14.2
7q11.23
2933.3
2933.1
10p11.21
12924.33
17922
12g24.31
12p13.31
12p13.31
19p13.3
7933
12p13.31
7934
4qg31.3

9 (34.62%)
11 (42.31%)
3 (11.54%)
24 (92.31%)
15 (57.69%)
16 (61.54%)
15 (57.69%)
14 (53.85%)
9 (34.62%)
9 (34.62%)
7 (26.92%)
7 (26.92%)
18 (69.23%)
10 (38.46%)
9 (34.62%)
9 (34.62%)
14 (53.85%)
13 (50.00%)
8 (30.77%)
13 (50.00%)
9 (34.62%)

5 (6.17%)
11 (13.58%)
0 (0.00%)
20 (24.69%)
3 (3.70%)
6 (7.41%)
7 (8.64%)
7 (8.64%)
2 (2.47%)
2 (2.47%)
1(1.23%)
5 (6.17%)
4 (4.94%)
8 (9.88%)
2 (2.47%)
2 (2.47%)
1(1.23%)
8 (9.88%)
2 (2.47%)
10 (12.35%)
4 (4.94%)

2.49
1.64
>10
1.9
3.96
3.05
2.74
2.64
3.81
3.81
4.45
2.12
3.81
1.96
381
381
5.45
2.34
3.64
2.02
2.81

7.37E-04
2.97E-03
0.0131

6.73E-10
5.83E-09
4.66E-08
7.40E-07
3.66E-06
3.41E-05
3.41E-05
1.68E-04
7.96E-03
6.86E-11
1.73€-03
3.41E-05
3.41E-05
1.05E-09
3.74E-05
1.51E-04
1.56E-04
3.13E-04

8.89E-04
3.40E-03
0.0142

8.59E-09
4.32E-08
1.81E-07
1.90E-06
7.34E-06
5.26E-05
5.26E-05
2.24E-04
8.87E-03
1.21E-09
2.05E-03
5.26E-05
5.26E-05
1.14E-08
5.61E-05
2.05E-04
2.11E-04
4.06E-04

Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence
Co-occurrence

Co-occurrence



