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< SUMMARY >

Purpose&
Contents

The final goal of this study is to mine and validate the specific genetic
changes in prostate cancer which can predict the response after treatment
of patients.

Through the exome and genome sequencing in normal and tumor sample of
prostate, prostate cancer specific genetic change will be found.

exome sequencing of fresh prostate cancer.

Validation study : immunohistochemical analysis of tissue microarray(TMA)

The data will be comparatively analysed according to the clinical
manifestation (cancer stage, biochemical recurrence, hormonal refractory
status).

Through this study, we will mine theragnostic marker for treatment of

prostate cancer.

Results

The cohort for prostate cancer was build

Fresh prostate cancer tissue was collected.

Exome sequencing was performed.

additional ly. whole-genome sequencing was done.

Additionally, the investigators analysed the public TCGA data.

TMA was build from the archive of prostate cancer database.

IHC was done and some promising markers was found

The genetic profile and expression profile were correlated to the
clinical findings.

Expected
Contribution

This results can be applied to help the clinical decision making for
patients care, and will be helpful for the further research of prostate
cancer .

These prostate cancer genetic study will be the basic data of Korean
patients for the diagnosis, treatment and prevention.

These data will be the fundamentals for the precision and personalized
medicine of prostate cancer.

Keywords

next

prostate exome ,
. generation

cacner sequencing ,
sequencing
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FAeE ARE AldStD UAS. (Cf
MD-Anderson, British Columbia CHEHS)

- TCGAM =

- = 97 HlE=I| "2, Haele

0z
o

=
- ol S0 mEMel

XMoo=z Sloan-Kettering Hospital,

Johns-Hopkins,

HAoerE AT E2E =84, MatstA Y, "Haelstd Wo|, 2y
=S)of wah LhieD zizte] A& 2N S Algiste 20| 7|=e| dyels cie e
3. dATSY e 3 Hat
O 2 AFE TS| flsto I SMEOAM ZX|H MM HAsS Aldst ZE oo
o st CIOIEMHO|AE FESIFS. 20150 108 x| & 915He| Ha| =2 w#Ha| Hof
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s22 AoR, 4E, YsisY YUS)E SIS
. . Free
Serial Surgical Chart Name Age PSA PSA Gleason
PCa
1 S 01-0003411 30066722 X oo 72 9.3
2 S 02-0000214 20024055 Stoo 72 15.9
3 S 02-0000548 30072291 Oleoo 62 9.4 1.05 3
4 S 02-0002016 30125931 Oleoo 74 9.9
5 S 02-0002960 30137244 qoo 64 7.8 3
6 S 02-0004379 30154030 gtloo 62 15.5
911 S 15-0012462 33253579 gloo 68 13.9 3
912 S 15-0012580 33249980 doo 72 6.9 3
913 S 15-0012759 33253556 Hoo 62 5.6 3
914 S 15-0012877 33251549 Qoo 73 6.7 3




| 915 | sits-0012022 | ssesi78a | 2ee | s | s | 180 | 3

AT G271 ML M-S fIstol & 28409 2 A2 HESIFZ. (20154 10€). &
H=At2= 2F 800 vial .

T No Tissue Tumor Normal N No

1 P #218 (20409151) 7

2 P #220 (20411945) 5

3 P #222(31382605) 5

4 oo o(90171974) 3
# 280 P #793 (33254023) 1 1 260
# 281 P #797 (30031350) 1 1 261
# 282 P #805 (33258222) 1 1 262
# 283 P #806 (33256856) 2 2 263
# 284 P #814 (33260689) 1 1 264

2015 10 7EK| 250fe] Ml Met-Mat =Ag FIIZ2 SZEHSIUS (5 = 04 F)
0|= 5042 MZ (100 M =)ol CHSH{ NGSE 0| 2350 exome sequencingsS Al SIS

0|5 HA-et=x==Alo| ofx|=|11, ¥St= Geason grade 2 T stageel Z=Zlof| CHSId exome

|
sequencings Al&shQl 1 490 1I% =Ast,

Serial No. Gleason grade  Stage

39 S 13-001xxxx 4 3 2c
40 S 13-002xxxx 3 3 2a
41 S 13-002xxxx 5 4 3b
42 S 13-002xxxx 3 3 3a
43 S 13-002xxxx 4 3 2a
44 S 13-002xxxx 4 3 3b
45 S 13-002xxxx 3 4 2¢
46 S 13-002xxxx 4 5 3a
47 S 14-000xxxx 5 1 3b
48 S 14-001xxxx 3 3 Z2a
49 S 14-002xxxx 4 4 2c

490 o] SL-H|EL =X 2| 42 EMSIAS.



WES : 49 tumor-normal pairs

Normal
tissue

Data Pre-processing Variant Discovery
l Raw DNAseq Reads ] Jravsnes { Analysis -Ready DNAseq Reads
: \
: BWA index
Map to Ref (BWA) : Variant Calling

& Add Reads Groups

BWA mem

GATK
DepthOfCoverage

muTect Tumor-specific
IndeLocator variants

Mark Duplicates :
& Sort (Picard) H
[ )
|

Indel Realignment

Base Recalibration

Analysis -Ready | 1 Oncotator
DNAseq Reads

View results

o|E &3to] oofle Hol&El RUXASS Fot o[He AF=2f
X

£ FHSI2H, MutSiglvE 0|85t 435I 2.

LSk TCGA Cllo[E{E ZHESH = AFolA L2 ZItet Hlu =M1 Z.

Prostate Adenocarcinoma (TCGA,
Provisional, 336 samples)

Gene- Cytoband [Nt::!ll::tiizdees} # Mutations # Mutations / Nucleotide  Mutsig Q-value
TP53 17p13.1 3924 24 6.12E-03 0
FOXA1  14ql12-ql13 4111 13 3.16E-03 1.01E-12
SPOP 17q21.33 6380 27 4.23E-03 3.62E-12
KIDINS220 2p24 11082 3 2.71E-04 3.62E-12
CTNNB1 3p21 6606 9 1.36E-03 3.62E-12
PTEN 10q23.3 10048 13 1.29E-03 2.76E-01
NKX3-1 8p21.2 3271 5 1.53E-03 3.27E-04
IDH1 2q33.3 4721 4 8.47E-04 5.01E-04
ATM 11q22-923 22317 12 5.38E-04 2.94E-03
LMOD2 7q31.32 2731 3 1.10E-03 9.74E-03
OR4D5 11q24.1 1095 5 4.57E-03 0.0102
BRAF 7q34 4564 6 1.32E-03 0.013
NTM 11q25 6949 5 7.20E-04 0.025
LILRB5 19q13.4 6048 3 4.96E-04 0.0433

F TP532| HIW=EAM2 of2fet &3,
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265T 17 47696644 47696644 p.F102L Missense A G

329T 17 47696682 47696689 pYBIN Missense A T o
403T SPOP 17 47696432 47696432 pWI31G Missense A C (o]
700T 17 47696434 47696434 p.D13OV Missense T A
709T 17 47696430 47696430 pWi3lc Missense € A
703T FOXA1 14 38061208 38061208 p.R261C Missense G C
707T PTEN 10 89711875 89711875 p.GlﬁSR Splice_Site G A o
TP53
4347 chrl? 7569446 C T 0 o o 1 4+ o8
707Tm chri? 7369446 € T 1 1 035 0 3 1
7091 chrl? 7569489 C T 13 o o 17 2 0.105
3337 chri?7 7572980 T G 43 1 0.023 88 3 0.033
33417 chrl7 7572080 T G 46 7 0132 a3 5 0.051
3547 chri? 7572980 T G 50 [ 0.107 69 3 0.042
389T chrl7 7572980 T G a1 7 0.071 106 i 9.35E-03
404T chrl7 7572980 T G 72 4 0.053 84 1 0.012
707Tm chrl7 7572980 T G 44 7 0137 a0 3 0.048
331T chrl? 7580651 C T 161 0 0 287 3 0.01
o — — — o o =
2 FolM E&= Hie} Zo| 2 AFoA Le= |FX™AF B0[7}F TCGARF FAlSI] 2 A7}
= = = o = — o = H
EtEtsH O|FHFctn M2t ClgoZ HIHSHA HhEE= |MAF HO|E MutSiglez
= L= — o
Ztatst A= ofef et &=
312T  GRIN2A 16 9862772  Missense T C pKB44R
355T  GRIN2A 16 10032222  Missense G T p.Q201K
403T  GRIN2A 16 9892255  Nonsense G T p.C745%
707T  GRIN2A 16 9934882  Missense T C D.TAT0A p.T470£21(1)
329T KRT1 12 53069243 Missense T C 9.5557G Dp.5557_G563delSSYGSGG(3)
415T KRT1 12 53069243  Missense T c p.S5576G D.5557_G563delSSYGSGG(3)
710T KRT1 12 53069243  Missense T C Dp.S557G p.§557_G563delSSYGSGG(3)
334T LRP1 12 57552421 Splice Site G A .G600S
401T LRP1 12 57570964 Missense C T pRI378W p.RI378W(1)
433T LRP1 12 57587040 Missense G A p.G2546D
331T  LRP1B 2 141253301 Missense c A p.G2956V
403T  LRP1B 2 141473552 Missense G A p.P20058
438T  LRPIB 2 141665545 Missense G A pH1141Y

Technique for Order od Preference by Similarity to ldeal Solution O|2l= &4 E&
0| Z3l0f public data ¥ A2 E EASIUS. HAte] MED X el 2AE Eol= 207K 2
FHEAE &, OF 570 F™AE (RRM2, UGDH, OGT, FLAD1, MAT2A)7 &C w2|dt

N
HAE EFAS.



PRAD: multi_gene (p.value = 0.02424) PRAD: multi_gene (p.value = 3.591e-08)
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6 5 15 25 '35 45 85 B 95 a&s © 5 15 =2 35 45 55 65 75 85
Months Survival Months Survival
20 genes 5 genes
AH=Z=E=0| <2 odH M ZHTj|o = o 7=
dEs2 FUAI MEEM 22t SHE 32t 23

ENCC
Statistics of sequencing

Mean of
Sequenced reads and coverages

Blood Maormal tissue Tumor tissue
Reads mapped to genome 114 986,125 91,351,097 116,926,446
Reads mapped to target 33,428,869 75,034,333 95,743,234

Mean depth of targets 75.7 69.1 BE.1

Fraction of exon covered »=10 726 717 748

Fraction of exon covered »>=30 593 56.3 6l6

Fraction of exon covered »=50 492 457 518

FHALE2| somatic mutations E=Z Mz|slH cts3f &3
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Summary of somatic mutations

Type of somatic mutation

Mean of

Mormal tissue

Tumor tissue

Recurrent mutations in normal and tumor tissues

Tumor staga

PEA bawal

Rekled| INENNEE B W | N

Aga

NpuFy, INENEERRE

ERNZ
5 |
NKX2-8
i

SPOP N
Tusese HEN i

KMT2C |
PCMTD1

HLA-DOB2

H F<22 deletionO] ZH&EU20{ 0l= WGS HME
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Intergenic 265 257
Intron 617.6 6241
Silent 1725 162.1
Missense 170.5 178.2
Stop-gained 2.2 3.9
Stop-lost 0.1 02
Splice site B.6 3.3
3'-UTR 41.2 41.6
5-UTR 28.2 29.0

Zexslel KA Ho|E =AM Zot M4 ZHOME B2 /A
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AL -

ENCC

ENCC

Tumor stagex=3a
PSA= 3D

W High risk
Age<=56l

B Tumor tissue

B Mormal tissue
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B NCC
Consistent deletion on Chr. 6 in WES and WGS

L =
Ty e i T il iad n

e LIS st
i ! i i i i 1 i i i
R AR

6qg deletionoll s Est= =& F& A= MAP3K7, EPHA7, HDAC2, WISP3SO| 7Is4&0| U
P Ao 2est2(2t d2beth

oo olo et F7

NCC

Tumor suppressive role; MAP3KT deletion

REREEE S found in 18 48% of prostate cancer
EPHAT Eph receptor Regulaticn of oncogenic signaling
HDAC2  Histone deacetylase Regulation of cell cycle

WRHNTL inducible
WISP3  signaling pathways
protein subfamily

Cncogenic or tumor suppressive role,
interacting with CCM proteins

655&tAL B2| Z=Z|of| CHSt tissue microarrayS MZHSIE 2. (TMA 2970- TA486a, 486D,
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487, 612, 613, 614, 641, 909, 910, 913, 914, 1043, 1044, 1055, NCC22, 23, 24, 25,
26, 27, 28, 58, 59, 60, 61, 62, 63, 64, 65)

fR 2 =35t =(Bel-2,

o

TMAOIl Cisto] 1552 &AM E 0[S5t0{ Mz X =tst HAMZ Al
K

C-erb B2, Cox2, Cyclin D1, EFGR, EpCAM, ERG, Hifla,

i-67, p53, PMS2, PSCA, PTEN,
Rb, VEGF) .
HM £210|E & i3 - 435%F (29 TMA x 15 antibodies)
ERG ™ HA At (Mufjg ARX)




TMAS| =2 FHAM UTE (-negative, 1-weak positive, 2-positive, 3-strong positive

2 BEsigen], 2ol Zzo sigsts B9lo HMES BESIAS. MA gM HEe
(o]
=

, T T
M UExHMEE O gtz MS(of; M ZT weak positive 20%, positive 50%,

. No. of patients
Variables

(%)

Age (years) 655 £ 7.0
PSA (ng/ml)
< 41 361 (70.6)
41-10.0 86 (16.8)
10.1-20.0 37 (7.2)
> 20.0 27 (5.3)
Gleason  score(biopsy) ,(n,%)
2-6 303 (59.3)
7 157 (30.7)
8-10 49 (9.6)
Pathologic stage (n,%)
pTONOMO 5(1.0)
pT2NOMO 345(67.5)
pT3NOMO 144(28.2)
pT4NOMO 1(0.2)
N1 or M1 16(3.1)
LV invasion (+),(n,%) 53(11.4)
Perineural invasion  (+),(n,%) 290(56.8)
SV invasion (+),(n,%) 55(10.8)
Surgical Margin (+),(n,%) 16(24.2)
Biochemical recurrence (n,%) 128 (25.0)
Biochemical recurrence duration

38.3 £ 28.8
(months)
Follow—up duration (months) 487 + 309
otz oA SEAMe| QIXtE0| Aol MEZHEHA X (biochemical recurrence) 2t
oE AZto| A=XE elsiUs. ofe] AXES SEMe| CIXE0| SH A 7oy
= 52935
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Staining parameters | BCR(+) BCR(-) Correlation p-value
coefficient
ERG (+) 27 117 4.547 0.033
Rb loss 43 169 4.642 0.038
PTEN loss 61 153 2.197 0.148
ERG-PTEN =+/+ 10 38 5931 0.114
+/- 17 79
-+ 51 115
-/- 50 149
CERB-2 (+) 42 99 2.181 0.139
Cox2 (+) 100 242 11.894 0.027
Cyclin DI(+) 97 256 3.428 0.076
Bcel-2(+) 37 68 6.785 0.011
VEGF strong(+) 123 361 0.388 0.643
PSCA(+) 97 316 3.077 0.089
degree 8.318 0.038
PMS2(+) 87 241 0.939 0.393
P53(+) 12 21 2.187 0.146
Ki67(+) 47 83 10.828 0.001
EGFR(+) 37 68 6.785 0.011
BRCAI(+) 119 356 0.458 1.000
BRCA2(+) 69 143 10.729 0.001
olg] 3 Thiochemical recurrence<te] <AFA/AAE  Bs8|7] Y8t multivariate cox
regression analysisE A 33k 239,
Variables ERG(+) ERG(-) RB loss(+)  RB loss(-) Cox2 (+) Cox2 (-) _1301‘2“3
n=27(21.1%) n=101(78.9%) n=43(33.6%) n=85(66.4%) N=100(19.6%) N=29(22.7%) D0=37(28.9%)

PSA(ng/ml)
<41 17(63.0) 72 (71.3) 27(62.8) 62(72.9) 73(73.7) 16(55.2) 24(64.9)
4.1-10.0 4(14.8) 10(9.9) 8(18.6) 6(7.1) 9(9.1) 5(17.27) 4(10.8)
10.0-20.0 4(14.8) 6(5.9) 1(2.32) 9(10.6) 8(8.1) 2(6.9) 5(135)
> 20.0 27.4) 13(12.9) 7(16.33) 8(9.4) 9(9.1) 6(20.7) 4(10.8)
Gleason score
non-available 0(0) 1(1.0) 0(0) 1(1.2) 2(6.5) 0(0) 0(0)
2-6 5(185) 13(12.9) 5(11.6) 13(15.3) 7(22.6) 1(3.4) 7(189)
7 16(59.3) 52(51.5) 23(53.5) 45(52.9) 17(54.) 15(51.7.) 16(43.2)
8-10 6(22.2) 35(34.7) 15(34.9) 26(30.6) 5(16.1) 13(44.8) 14(37.8)
Path. stage
pT2NOMO 9(33.3) 46(45.5) 19(44.2) 36(42.4) 46(46.5) 9(31.0) 20(54.1)
pT3NOMO 17(63.0) 51(50.5) 23(53.5) 45(52.9) 49(49.5) 19(65.5) 16(43.2)
N1 or M1 1(3.7) 4(4.0) 1(2.3) 4(4.7) 4(4.0) 1(3.4) 1(2.7)
Surgical RM 15(57.7) 48(48.0) 16(53.3) 47(49.0) 47(48.5) 16(59.3) 21(56.8)
LVI 6(22.2) 23(22.8) 9(20.9) 20(23.5) 18(18.2) 11(37.9) 11(29.7)
SVI 6(22.2) 23(22.8) 6(19.4) 6(19.4) 19(19.2) 10(34.5) 6(19.4)
PNI 21(77.8) 72(71.3) 34(79.1) 59(69.4) 68(68.7) 25(86.2) 30(81.1)
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Bel-2(-) Ki67(+) Ki67() EGFR(+)  BEGFR(-) BRCA2(+) BRCAZ()
Variables =0 neat@roe) S n=37()28.9% n=91()71.1% n=69548%) o oo
PSA(ng/ml)
< 41 65(71.4) 34(72.3) 55(68.8) 22(59.5) 67(73.6) 53(76.8) 36(63.2)
4.1-10.0 10(11.0) 8(17.0) 6(7.5) 4(10.8) 10(11.0) 6(8.7) 8(14.0)
10.0-20.0 5(5.5) 2(4.3) 8(10.0) 3(8.1) (7.7) 4(5.8) 5(8.8)
> 200 11(12.1) 3(6.4) 11(13.8) 8(21.6) 7(7.7) 6(8.7) 8(14.0)
Gleason
score
non-availabl
. 4(13.8) 4(13.8) 4(13.8) 4(13.8) 4(13.8) 4(13.8) 6(12.2)
2-6 7(24.1) 7(24.1) 7(24.1) 7(24.1) 7(24.1) 7(24.1) 12(24.5)
7 14(48.3) 14(48.3) 14(48.3) 14(48.3) 14(48.3) 14(48.3) 25(51.0)
8-10 4(6.1) 4(6.1) 4(6.1) 4(6.1) 4(6.1) 4(6.1) 6(12.2)
P ath
stage
pTONOMO 1(3.4) 1(3.4) 1(3.4) 1(3.4) 1(3.4) 1(3.4) 1(3.4)
pT2NOMO 15(51.7) 15(51.7) 15(51.7) 15(51.7) 15(51.7) 15(51.7) 29(59.2)
pT3NOMO 10(34.5) 10(34.5) 10(34.5) 10(34.5) 10(34.5) 10(34.5) 16(32.7)
N1 or Ml 3(10.3) 3(10.3) 3(10.3) 3(10.3) 3(10.3) 3(10.3) 3(6.1)
Surgical )
RM 8(27.6) 8(27.6) 8(27.6) 8(27.6) 8(27.6) 8(27.6) 13(26.3)
LVI 4(13.8) 4(13.8) 4(13.8) 4(13.8) 4(13.8) 4(13.8) 6(12.2)
SVI 7(24.1) 7(24.1) 7(24.1) 7(24.1) 7(24.1) 7(24.1) 8(16.3)
PNI 3(10.3) 3(10.3) 3(10.3) 3(10.3) 3(10.3) 3(10.3) 5(10.2)
AA7A EA S Ao 2 BCRY Aol e AXEZ+= ERG, Rb loss, cox
2, Bcl2 , Ki67, EGFR, BRCA2% ] TAITA Fods 2= 48y A

ZF2HM Zo| Aol ALESE
= | Ca

sodex&

10uM-100uMZ7HX| CFF
SEZ Hot1 6742

SZ HoF A sl ssto] 22 MEs XI5t =22 &ol Fof Ago| o228, el
o M=ZF2} e NGSE 0|&35H0{ exome sequencingsS AlHSIG = .
olet SAlo S22 S2M ZUsiXle| AT =2 £3510f Yoixl ZA=Z[(304)of Cf
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5t04 exome sequencingS A& SIAS .

8036
Coding region,
nonsynonymous SNP & InDel,

MAF =< 0.01

7

LNCap vs. LNCaP-CDX,

only in LNCaP-CDX

9226

Noncoding region,

SNP & InDel,

MAF =< 0.01

5

LNCap vs. LNCaP-CDX,

only in LNCaP-CDX

sample yield

read

N%

GC%

Q20

Q30

LNCap-CDX 14,644,781,032

ostate 01 GSS_

Prostate_02_LSY_ex_T 18,507,803,984

16,829725,748

283,943,926

144,997,832

166,630,948

183,245,584

28,974

e
0.052

50.61

46.7

4578

46.03

95.57
96.08
95.95

95.89

88.76

90.6
9148
91.32
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LNCap

Prostate_01 Prostate_02 Prostate 03

LNCap  _cpx GSSexT LSYexT HPSexT 1o
synonymous 13140 13004 11780 11697 11481 21525
nonsyﬁonymous 14190 14078 11411 11300 11167 23302
stopgain&loss 310 303 124 113 123 443
486 462 464 454 41 753
17419 15074 13001 13555 1275 29712
558 565 161 172 156 684
nonframeshift 396 383 333 334 333 555
9 5 13
85 81 80 91
4241 3940 2709 2772 27 5271

SNP-InDel &1},

LNCaP vs. LNCaP-CDX

LNCap-CDX

4949

1010 919
1094 1016
1105 1013

4153

4147

line / Tissue 7|2| concordant

4226

Ref Alt cosmic65 snpl37 LNCap POl P03
chrX 66765159 66765164 GCAGCA - exonic AR nonFS del 0/0 0/1 0/0
chrX 66943552 66943552 A G exonic AR ns SNV o] 1/1 0/0 0/0
chrl3 32900264 32900264 T C  exonic BRCA2 nsSNV 0/0 0/0 0/1
chrl7 41245131 41245131 G € exonic  BRCA1 ns SNV 0/0 0/0 0/1
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S0|E7 P03 Z0|AM= BRCA S0V} &E=AS
LNCaP LNCaP-CDX Prostate_01 Prostate_02 Prostate_03
Gene Chr Start End Ref Alt Func E;::cm cosmic65 snpl37 | ref alt ref alt ref alt ref alt ref alt
TBC1DS 2 101767603 101767603 c - exemic  FSdel 170 2 14 9 14 0 30 0 21 0
INMT 7 30797147 30797147 G T  ncRNA rs1138790 | 143 il 19 22 47 0 55 0 55 0
DOCKS 8 25269599 25269601 heag - UTR3 0 0 0 4 0 0 0 0 0 0
GNE 9 36218341 38216341 T C U3 rs10435798 | 135 0] 59 28 a7 36 101 0 123 27
MAP3K11 11 65367034 65367034 G - exonic  FSdel é%ﬂﬂifﬁ“f&‘ 174 2 25 12 45 0 72 0 91 0
‘CCNF 16 2505467 2505468 AGG - evonic  nonfs del 199 4 50 30 84 0} 151 0 113 0
TNRC6A 16 24835448 24835443 c - UTR3 4] 0 0 1 0 1] 0 0 0 0
KIAADSG5L 16 67214469 67214460 G - exonic  FSdel 96 3 16 = 21 0 18 0 14 ]
KAT2A 17 40273100 40273100 c - exonic  FSdel 76 0 12 4 11 0 10 0 2 7S 0
POM121L8P 22 21637988 21637998 (] A ncRNA 528510405 10 0 i 1 1 1 1 3 2 ]
GGT1 27 25007110 25007110 G A exonic  ns SNV re199516748 | 11 0 5 2 5 0 5 1 1 6
TRIOBP 22 38153807 38153818 GCCCGCACCCCA - exonic  nonfs del 71 2 7 6 15 0 15 0 11 0
Variants in hormone- resistant cell line (12 positions in 12 genes)

ol&tel &AM Zot Ci21 €2 S0|ER FUAES Hol[Jh 2tatE.
KAT2A : K(lysine) acetyltransferase 2A

KIAAO895L : KIAA0895-1ike

POM121L8P : POM121 membrane glycoprotein-like 8 (rat) pseudogene
TBC1D8 : TBC1 domain family

TRIOBP : TRIO and F-actin binding protein

CCNF : cyclin F

DOCK5 : dedicator of cytokinesis 5

GGT1 : gamma—glutamyltransferase 1

GNE : glucosamine (UDP-N-acety!)-2-epimerase/N-acetyImannosamine kinase
INMT © indolethylamine N-methyltransferase

MAP3K11 : mitogen-activated protein kinase 11

TNRC6A : trinucleotide repeat containing 6A

olatel FHALSO et FIF 42 Aldd o d¢

T A2 flsto]l 2oh B2 CRPCEHAe] =22 &E & FI7t d77t EesiE|el
A Z+SH

oS 1 a3
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3AHAE A7 E whole genome sequencing(WGS) 90 & A|&3SIE S . WGS HIO|E= AIZ27}
gt sto] EAME0 A0 AF7|ZE FolE FIHA QI EAMo .
4, SEEME 2 AHZOF 7| E
4. BEIME
ART|2HE AT ZEXE AS|SHE 2| exome sequencingsS T SIAS.
BE+=HMO=Z whole genome sequencings A&t D, 1 X2 & 2M59.
Sx dTHE BE 522 22M #xje]l BEA2 Sslof 522 2849 J|H o7l 20| =alzl M2
&k,
4-2. BHEIEo} 7|oiE
2 Ao Zal= st=ol MEMERLe| Ho|HE &HEFct= oot en, F5 MlMete| gy A& AMO|
Sol 711 oi7 @ BRIl FE @ KRS Hs AYAl I EREE 2 Hcls oot 98
_ _ d Jlo| XlolxX gl _
7 NEEEEE: A BTS2 esgus
Ao A BHXbe| AAMKIZ 3 DNA A _ 0 o 7
- exome sequencing =4 % ZHH F
et q 0 = 40 |EAHo|(107)) |BA
A
SCI(E) SH
A =5 1
™ 0 =Z(270)
A FCHAF EHXle| QIAMKIE 2 DNA A =
XﬂiHﬂ EEP S - 50  |EHRb(301) 100%
T =
whole exome sequencingsS &8t 4 20 whole exome 100%
" A EAM sequencing A& ’
JL oM BN 9 S5 SR o
(2014) 21| e > TE; 7a .P E.% sequencing case
2 sequencingS &%t validation 20 o4 100%
study (60%)
SCI(E) SH
T =2 10 8
==(27)
of Ll AF EFALo| QUAMXIE 2 DNA A =
iﬂ:r:"i} siLEP B B 10 2At(308) 100%
T =
7MY 2N B TH |RMER wZ sequencing case
sxpdz |2 seavencing® S8t validation| 50 | o 100%
(2015) | study <
FHRX™X} validation studyE St 30 A elF™AL 100%
A 2ol SMAL wa (27H) '
S o |SCI(E) SH =2 2E Y =
- =" =z(27H) H| &
AT Aol 2E8A




O 2 70N EEE 2SS R HOIHE HiEez ME et e I 20 =301 &= I IE
N0 22 = UALclet d2E.

O dEgdde 2% 22 E44 AdXAe =20t &81, Mo HR &2 IAJIJt &0t NGSI =S HE HE
St=0l HZAME0l US.

O 2 g+E Sote &=2& Jl= UoIeHE2 == dZXA0ANe H2E 8 JlE A= & dl el 2 AL
£ 4218

O = d0AMe == dEdge R BHOIE g-26k=0 Ot S28 HO0IEHE &Zotots oA 2 2
DIOF ULH, HLost & A XEstAR MUL0 J|0ots A7 Ztch M2E

6. ATl AT sty sHE

O HMAACZ o SN AFZ M= public data8EZ 20HALD NEE LD US.

O TCGAJH It THEXC! o2 S 498012 MSH20 et TIOIE I 20HM UAS.

O 2 AFUAME TCGA HIOIELR HIWBIHA SAMED XOIES Hiw 2456t0 AUAS.

THE CANCER GENOME ATLAS

Mational Cancer Institute

NIH

Mational Human Genome Research Institute

Download Data Tools About the Data

Home > Cancer Details

Target number of Prostale adenocarcinoma samples
500 {number subject to changa)

Prostate adenocarcinoma [PRAD] Total Exoma' SNP
Cases 408 408 495
Organ-Specific Controls2 MNiA MIA NIA

Varant caling dats are avadabie v

Prostate adenocarcinoma: Case Counts

Publication Guidelines

Methylation mRNA miRNA Clinical
498 497 491 497
MiA MIA NIA NIA

a the fnka under Exome above

The TCGA Data Portal doas not host lower levels ol sequence data. NCIr's Cancer Genomics Hub (CGHuUb) of
15 the new secure repository for storing, cataloging, and accessing BAM files and metadata for sequencing
data.
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TOGAHome | ContaciUs | For the Media

Announcements

0712772015 - Software release

On July 28th, 2015 the DCC will have a
soffware release that will start at 8AM EST
(GMT -5) and last for approximately one hour
During this time the TCGA Data Portal will be
unavallable: This release will address a bug
that was preventing compressed VCF files
(.wcigz) from being displayed in the Data
Matrix and File Search

If you have a:
toga-doc-bint

questions or concems, confact
stnih gov

07/092015 - Software release

The DEC has successiully completed the
software release scheduled for today. Details
about this release can be found on the TCGA
Wik, hitps . hwiking nih goviccoCyEQ

Questions or concems about this release can
be direcied to icga-doc-binf-l@listnih gov

See all announcemenis
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Al Bashir S, Alshalalfa M, Hegazy SA, Dolph M, Donnelly B, Bismar TA. Cysteine- rich secretory protein 3 (CRISP3),

ERG and PTEN define a molecular

subtype of prostate cancer
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implication

to patients’

prognosis. Journal

hematology & oncology. 2014; 7:21. PMID: 24606912. Pubmed Central PMCID: PMC3975646. Epub 2014/03/13. eng.
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