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Supplementary Fig. 2
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Supplementary Fig. 5

ASCAT.purity ASCAT.ploidy Mean.BAM.Cov BAM.Dup.Rate Mutation.frequency Clonal.freq Subclonal.freq
[ ] [ ] [ ] [ ] [ ] [ ]
%87 ‘ .:. ° Cd e ° o ® ... .‘.
° ° o @ ° % ° ® e o o 9
o @ .' . h ° ° .. . : :O o .: e ° ... o .
%07 AscATpuriy  + A o S e W &
%o Y '.o.. » u. .o % o, .'. [y ° ® o °®
0.4~ [ ] [ ] [ ] [ ] [ ] [ ] [ ] [ ] o o o0
) * ] ° [ 4 ) N o © ’ Y .’ ' °
(] [ ] (] (] [ ] (]
5 ° ° ° °
o [ ] [ ] [ ] [ ] [ ]
] [ ] [ ] [ ] [ ] [
45 ° o 'o S . ® e o 0o ¢ ) °
L] [ ] [ ] [ ] [ ]
3- d ASCAT.ploidy 4 ® b b
-
1_
° ° o, o °%e e °° o
[ ] [ ]
100 - ) g o’ . o o
¢ - s Mean.BAM. 3 ) h.’,
—0—-‘-#‘—"._'. hd Coverage \\. %\
[ ]
50_.. ° 3..‘.: 3..\.2.7. '." o oy ?..Q. ®
0_
50 - . ° . .
40- °® . s o" ." ]
[ P ... { .
30+ BAM.Duplication.
20~ .Ov o o . . Rate w_‘\
10-"\5':.:?‘. ‘ 2 ® %,
0_
_10_
3 . . ° . .
[ ] [ ] [ ] [ ]
27 o % o, L
o o
(1] LX)
1-@ ° 0
o o oo .
0- [ ] [ ] [ ] [ ]
[ ] [ ] [ ] [ ] [ ] [ ]
2_
N % s . l. ° Clonal.frequency ° .
1= o ® % o % ° . 000 .‘ ., °
o.s .0.'00.0t0. A o - o:\ 'é..‘o_.‘h_‘ -
0- . . L] [ oo o o8 ° ‘s °
L] [ ] ] [ ] e o
2_
r * ° ". $ . e . . o Subclonal.
7 ® . c . it ) . * frequency
0- e HY XI ° ° ¢ oo ‘R “%. ® ° °
_1_

0.4 0.6 0.8 2 3 4 530 60 90 120 10 20 30 40 500 1 2 0.0 0.5 1.0 1.5 2.0 250 1 2

Clonal.freq Mutation.frequency BAM.Dup.Rate Mean.BAM.Cov ASCAT.ploidy ASCAT. purity

Subclonal.freq



A.
TCGA-14-1034
=
I as
0
Class
101 Ancestral origin
’ Cluster
® 1:356(69.1%)
A 2:2(04 %)
SU.S‘ = 3:37(7.2%)
§ 4:42(82%)
..: ] 5:32(6.2%)
2 0.6 l 646 (8.9 %)
= .
E 1
§
= 0.4- H
s ! :
3 .
b4 ; . ‘
0.2-
0.0~ o f WM W DN
00 02 04 06 08 10

"Primary variant allele fraction

0.00- _w_-_ -
2.00-
4.00-

C.

Density

TCGA-06-0221

a2l | I o=
-2 N . I

< il §

; S

Clonal evolution
1.0~
Cluster
o 1:2(02%)
4 2:253(251%)
SO.& = 3:50(5%)
E R . A + 4:380(37.8 %)
) c L. AT e 5i68(68%)
© 0.6+ X % Sy 6253 (25.1 %)
= !' . :»& .y ‘.&;{
€ L o, e
fe iy A
SO I %
2047 Sangs
g A
3
& (]
0.2-
00— - O 0 18
00 02 04 06 08 10
Primary variant allele fraction
0.00-
2.00-
=
2
S4.00
6.00-
E.
TCGA-19-1389
=
I05
0
Class
Low purit
1.0~ p y
Cluster
o 1:1070(90.2 %)
A 2:6(0.5%)
= 0.8+ P . s = 3:8(07%)
S o .e %
B SRRP S T 4:69 (58 %)
= « o s° SBea,s” 5 5:33(2.8%)
oz o o O L
0.6 e P .
G o S
5 . S
H N ! PR
> - . - . ®
.504 > f . " .
5 . '. ?.q.*. ‘-'
%] .
e A e, 0 ®°° .
0.2- “al : :
00— T SRS AR B e b w
00 02 04 06 08 10

Primary variant allele fraction

0.00-

1.00-

Density

3.00

I T 1 1
0.00 1.00_ 200 3.00
Density

I 1 1 I 1 L]
0.00 1.00 2.00 3.00 4.00 5.0
Density

I I I I 1
0.00 100 200 300 4.0
Density

TCGA-06-0190

R

101 Clonal evolution
: Cluster
: 950 (43.7 %)
131 (1.4%)
s 0.8+ 8(0.4%)
k=] : 434 (20 %)
% 1124 (5.7 %)
20.6- o 67628 (28.9 %)
= .
=
8
g 0.4 e
]
=
g
x
0.2- .
Ll T T T T T
0.0 0.2 0.4 0.6 0.8 1.0
Primary variant allele fraction
0.00~
1.00-
2
2
S 2.00-
3.00-

TCGA-14-1402

1
as
o E

~ I =
* Ubsguious

3=
* Prvate

Clonal evolution
1.0
Cluster
o 1:1115(1.7%)
4 2:186(0.3%)
0.84 = 3:206(0.3%)

o
[+:]
1

Recurrent variant allele fraction
[=]
=
1

o
L)
1

00-

T T T T T
0.0 02 04 06 08 1.0
Primary variant allele fraction

TCGA-06-0171

-+ I |

-]

Low purit
10- purtty.
. s " 4* s Cluster
Ce 1:1643(75.5%)
9_- oA 2:96(44%)
£ 0.8+ N ° .= "3:402(18.5%)
B A »e 4:34(1.6%)
8 . .
oz
©0.67
o .
€
o *
s
§ | i
@ H
0.2+
0.0+ -
00 02 04 06 08 10
Primary variant allele fraction
0.00-
1.00-
=
2
$2.00
a
3.00-

Supplementary Fig.

1 I I I 1
0.00 1.00 2.00 3.00 4.0
Density

I I I
0.00 500 1000 1500
Density

I 1 1 1 I
0.00 0.50 1.00 1.50 2.00
Density



	FigS1
	FigS2
	FigS3
	FigS4
	FigS5
	FigS6
	슬라이드 번호 1




