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FE A AL g2 Fx Wolrh dojd WolAle] EAE Felsty] g 'x Wol ©& (Structural

variant call, SV call)' o] 8=, of& o 'Al 1 7= W] 914 dlo|g'E 58 5 Ut

ojo]x B wigo] 'FE (consensus) - Wo] A HolH 'S £537] Yslo], Al 2 FRWo] EA AT EY
S wEA sty 98, Al Fx Wol &

o olgstel Tx Wo| S FAT. ofu FF FxMo|
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A 5 Qow, olsh gol @ H5W FEF P& Mol A HolH: FF thgd Aol A5 B o
BAe] cfDNA T Wolske] Mlw #Ae] WUEY BHoz W 388 & v
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AZE 7 e ez 4 gy FFe L2ZTELE AFglel AHEE 5 glem, o DELLY, BRASS,
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SvABA, dRanger, Pindell, BreakDancer, GASV, Hydra, CNVnator 9 JuLl 2 o]FoZ FoA AEE = 2% o]
e AR = Q. Y] 2% o] B4 AXEYols oAFoR AEE 4 da, Al W6S B AT EY
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o]&= SV call & &3 2 AR H=E #4389 54 fAd 2% 44 AEH e 7x Bol7l dojd |
oAl EAE Flstar, A1 F& Wol $X HoJE]'E AFTT}. o|F A2 WeS A AZELoo] A1 WGS
B4 AZEYojoM 5% A1 F+F Wo] 91X HolElZ VCF, BED format 5 o2 J&H3tx, ¥4 diygd F
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uepa] B @i e] Aly] 1) WA= 1-1) DELLY, BRASS, SvABA, dRanger, Pindell, BreakDancer, GASV, Hydra 2
CNVnator & o] Fojzl FolA AMeld 129 BA AZTEJolz gtet X159 A 1 3% Ho] 94X HolgE o
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S5 2 AR gz diste ZF FAA Y dAA He 2 A BEI7E 715F ofDNA BAM(binary
alignment map) X%, = cfDNA "l*d (mapping) H°|HE L=tl. o]F 5% cfDNA ©]=3 dlo]EQl cfDNA BAM
Bds 1) dAdA 58 TF TE Bol A dolyet A Fx ®o] &4 AxEgole igsta, AA
2= F (supporting read call) & Faate], 1) DAl EE & 7% Wol XA diE Fx Aa
(counter reference sequence) ¥ SHA| A7) A x| @252 AHHGo 2R, cfDNA A5 U EA5t= F+x WHol
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1.1 4 A g9 &4

cfDNA o &A= DNA 7 WolE FQlsy] 95y, o3 22 A 8E Fvedy. B4 15 28
o dAMxE B BFE BEFS ARRE ol&3qlth. ®lo] & FaAsl Slof, &

o] 7|Wtow Fx Wo|E Hlu AZErh. NA 12878% Coriell instituteolls Fulste] A&}
SFAIE 3= (WM2664, A375, SNU16, HCC1954, HCC95)E 3= AEF2 8 oA Fslo] ALR3HGIT).

;sz
o
()]
=
I

HAA Alo]lz2 d#HA Y 150 WA 170bp & sharing 3t TH. 52 GAEZFE 217 10ng/ul & A st Y
By 50 ulZ Z§8ke] 2 10ng/ul, 250ul o &3 A|RE FH|Fe] 7] A2 FH|EI. NA 12878 9 %
7] A& 50 ng/ul °o]t}. o]|F o]& 5% UAE E3F AJE9F NA 12878 &3t U] &S cell line: NA12878 =
1:100, 1:200, 1:400, 1:800, 1:1600, 1:3200, 1:6400 % 1:12800 = &3t A|xsta 2 dEe] UALEE
gelslr] 913k Ao o] &ea, e AFL 33 wkE £33k},

Fxto]l AN AlEe At el v Aol #H<YG #AZHE 24zt FFPE (Formalin Fixed Paraffin
Embedded) & F2, & buffy coat (control tissue) & dJom, TE A|FA q(FH3 I MES FH
ate] cfDNA S AF 83T

AAe] 19 RS o] &3 B HE5S Syt WA NA 12878 9F 5709 AIE = (WM2664, A375, SNU16,
HCC1954, HCC95), = olE9] &3 A3, cell line: NAI2878 = 1:100, 1:200, 1:400, 1:800, 1:1600,
1:3200, 1:6400 ¥ 1:12800 &= &3t ¥]&S <elste] 33 vkE &4 478 3% 1 WX 3% 8o Yepdct. 7
EE 5% o AEFeAA F=x ®lo] AEFS 33 wEe s vEhd™, 54§ Sample ID = 3hvhe] BAM T+
S owgtrh. (D_21.16908 WA (D_21_16912+= tha3 o] ZF oF AEZFof &%= dlolgolt}t: (D_21_16908
(A375SM), CD_21_16909 (HCC95), CD_21_16910 (HCC1954), CD_21_16911 (SNU16), CD_21_16912 (WM2664). F Al
ITE ﬁé# 22X 2 dolE7F AAE T, E3 A BE HF 70XE dolEE AT, ZF AlEFE] Wolrt

A Az #1 NeSolM A& EA %‘rdé& dlolE= 3 9ol YERAT,
#£ 1
Cell-1lin | SMIX+NA12878 & Sample ID Remark |[Total fusion number of| cfDNA Fusion Reads
e o) & each cell-line Number Count
CDh_21_16 1:100 CD_21_17603_CL_D| WGS_60X - 171 89 162
908 _SRG_1 1st
Cbh_21_16 1:100 CD_21_17603_CL_D| WGS_60X - 292 130 239
909 _SRG_1 1st
CDh_21_16 1:100 CD_21_17603_CL_D| WGS_60X - 475 277 847
910 _SRG_1 1st
Cbh_21_16 1:100 CD_21_17603_CL_D| WGS_60X - 194 115 689
911 _SRG_1 1st
CDh_21_16 1:100 CD_21_17603_CL_D| WGS_60X - 247 131 251
912 _SRG_1 1st
Cbh_21_16 1:100 CD_22_06205_CL_D| WGS_60X - 171 51 87
908 _SRG_1 2nd
CDh_21_16 1:100 CD_22_06205_CL_D| WGS_60X - 292 84 158
909 _SRG_1 2nd
Cbh_21_16 1:100 CD_22_06205_CL_D| WGS_60X - 475 181 407
910 _SRG_1 2nd
CDh_21_16 1:100 CD_22_06205_CL_D| WGS_60X - 194 80 382
911 _SRG_1 2nd
Cbh_21_16 1:100 CD_22_06205_CL_D| WGS_60X - 247 79 118
912 _SRG_1 2nd

_10_



ZIHSd 10-2024-0051739

Ch_21_16 1:100 CD_22_10086_CL_D| WGS_60X - 171 64 110
908 _SRG_1 3rd
CD_21_16 1:100 CD_22_10086_CL_D| WGS_60X - 292 83 137
909 _SRG_1 3rd
Ch_21_16 1:100 CD_22_10086_CL_D| WGS_60X - 475 170 442
910 _SRG_1 3rd
CD_21_16 1:100 CD_22_10086_CL_D| WGS_60X - 194 76 396
911 _SRG_1 3rd
Ch_21_16 1:100 CD_22_10086_CL_D| WGS_60X - 247 79 109
912 _SRG_1 3rd
x 2
[0076] Cell-lin| SMIX+NA12878 & Sample ID Remark |[Total fusion number of| cfDNA Fusion Reads
e e & each cell-line Number Count
CDh_21_16 1:200 CD_21_17605_CL_D| WGS_60X - 171 18 23
908 _SRG_1 1st
Ch_21_16 1:200 CD_21_17605_CL_D| WGS_60X - 292 49 71
909 _SRG_1 1st
CD_21_16 1:200 CD_21_17605_CL_D| WGS_60X - 475 100 197
910 _SRG_1 1st
Ch_21_16 1:200 CD_21_17605_CL_D| WGS_60X - 194 45 194
911 _SRG_1 1st
CD_21_16 1:200 CD_21_17605_CL_D| WGS_60X - 247 46 71
912 _SRG_1 1st
Ch_21_16 1:200 CD_22_06207_CL_D| WGS_60X - 171 23 38
908 _SRG_1 2nd
CD_21_16 1:200 CD_22_06207_CL_D| WGS_60X - 292 45 60
909 _SRG_1 2nd
Ch_21_16 1:200 CD_22_06207_CL_D| WGS_60X - 475 94 192
910 _SRG_1 2nd
CD_21_16 1:200 CD_22_06207_CL_D| WGS_60X - 194 44 182
911 _SRG_1 2nd
Ch_21_16 1:200 CD_22_06207_CL_D| WGS_60X - 247 38 56
912 _SRG_1 2nd
CD_21_16 1:200 CD_22_10087_CL_D| WGS_60X - 171 42 64
908 _SRG_1 3rd
Ch_21_16 1:200 CD_22_10087_CL_D| WGS_60X - 292 60 86
909 _SRG_1 3rd
CD_21_16 1:200 CD_22_10087_CL_D| WGS_60X - 475 139 290
910 _SRG_1 3rd
Ch_21_16 1:200 CD_22_10087_CL_D| WGS_60X - 194 67 299
911 _SRG_1 3rd
CD_21_16 1:200 CD_22_10087_CL_D| WGS_60X - 247 69 108
912 _SRG_1 3rd
* 3
[0077] Cell-line| SMIX+NA12878 & Sample 1D Remark | Total fusion number of | cfDNA Fusion Reads
o) & each cell-line Number Count
CD_21_169 1:400 CD_21_17606_CL_D | WGS_60 171 7 11
08 _SRG_1 X -
Ist
CD_21_169 1:400 CD_21_17606_CL_D | WGS_60 292 34 41
09 _SRG_1 X -
1st
CD_21_169 1:400 CD_21_17606_CL_D | WGS_60 475 60 108
10 _SRG_1 X -
Ist
CD_21_169 1:400 CD_21_17606_CL_D | WGS_60 194 30 92
11 _SRG_1 X -
1st
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CD_21_169 1:400 CD_21_17606_CL_D | WGS_60 247 25 32
12 _SRG_1 X -
Ist
CD_21_169 1:400 CD_22_06208_CL_D | WGS_60 171 14 18
08 _SRG_1 X -
2nd
CD_21_169 1:400 CD_22_06208_CL_D | WGS_60 292 24 27
09 _SRG_1 X -
2nd
CD_21_169 1:400 CD_22_06208_CL_D | WGS_60 475 68 113
10 _SRG_1 X -
2nd
CD_21_169 1:400 CD_22_06208_CL_D | WGS_60 194 30 91
11 _SRG_1 X -
2nd
CD_21_169 1:400 CD_22_06208_CL_D | WGS_60 247 25 35
12 _SRG_1 X -
2nd
CD_21_169 1:400 CD_22_10088_CL_D | WGS_60 171 16 23
08 _SRG_1 X -
3rd
CD_21_169 1:400 CD_22_10088_CL_D | WGS_60 292 26 36
09 _SRG_1 X -
3rd
CD_21_169 1:400 CD_22_10088_CL_D | WGS_60 475 70 130
10 _SRG_1 X -
3rd
CD_21_169 1:400 CD_22_10088_CL_D | WGS_60 194 26 114
11 _SRG_1 X -
3rd
CD_21_169 1:400 CD_22_10088_CL_D | WGS_60 247 28 38
12 _SRG_1 X -
3rd
I 4
[0079] Cell-line| SMIX+NA12878 & Sample ID Remark | Total fusion number of | c¢fDNA Fusion Reads
RlE=y each cell-line Number Count
CD_21_169 1:800 CD_21_17607_CL_D | WGS_60 171 5 11
08 _SRG_1 X -
1st
CD_21_169 1:800 CD_21_17607_CL_D | WGS_60 292 7 9
09 _SRG_1 X -
Ist
CD_21_169 1:800 CD_21_17607_CL_D | WGS_60 475 20 35
10 _SRG_1 X -
1st
CD_21_169 1:800 CD_21_17607_CL_D | WGS_60 194 11 33
11 _SRG_1 X -
Ist
CD_21_169 1:800 CD_21_17607_CL_D | WGS_60 247 9 10
12 _SRG_1 X -
1st
CD_21_169 1:800 CD_22_06209_CL_D | WGS_60 171 6 8
08 _SRG_1 X -
2nd
CD_21_169 1:800 CD_22_06209_CL_D | WGS_60 292 13 18
09 _SRG_1 X -
2nd
CD_21_169 1:800 CD_22_06209_CL_D | WGS_60 475 27 49
10 _SRG_1 X -
2nd
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CD_21_169 1:800 CD_22_06209_CL_D | WGS_60 194 21 68
11 _SRG_1 X -
2nd
CD_21_169 1:800 CD_22_06209_CL_D | WGS_60 247 12 15
12 _SRG_1 X -
2nd
CD_21_169 1:800 CD_22_10089_CL_D | WGS_60 171 5 9
08 _SRG_1 X -
3rd
CD_21_169 1:800 CD_22_10089_CL_D | WGS_60 292 11 17
09 _SRG_1 X -
3rd
CD_21_169 1:800 CD_22_10089_CL_D | WGS_60 475 27 49
10 _SRG_1 X -
3rd
CD_21_169 1:800 CD_22_10089_CL_D | WGS_60 194 21 65
11 _SRG_1 X -
3rd
CD_21_169 1:800 CD_22_10089_CL_D | WGS_60 247 9 9
12 _SRG_1 X -
3rd
F5
Cell-line| SMIX4NA12878 & Sample ID Remark | Total fusion number of | c¢fDNA Fusion Reads
RlE=y each cell-line Number Count
CD_21_169 1:1600 CD_21_17604_CL_D | WGS_60 171 4 4
08 _SRG_1 X -
1st
CD_21_169 1:1600 CD_21_17604_CL_D | WGS_60 292 8 10
09 _SRG_1 X -
Ist
CD_21_169 1:1600 CD_21_17604_CL_D | WGS_60 475 11 23
10 _SRG_1 X -
1st
CD_21_169 1:1600 CD_21_17604_CL_D | WGS_60 194 8 29
11 _SRG_1 X -
Ist
CD_21_169 1:1600 CD_21_17604_CL_D | WGS_60 247 6 9
12 _SRG_1 X -
1st
CD_21_169 1:1600 CD_22_06206_CL_D | WGS_60 171 5 5
08 _SRG_1 X -
2nd
CD_21_169 1:1600 CD_22_06206_CL_D | WGS_60 292 2 2
09 _SRG_1 X -
2nd
CD_21_169 1:1600 CD_22_06206_CL_D | WGS_60 475 15 23
10 _SRG_1 X -
2nd
CD_21_169 1:1600 CD_22_06206_CL_D | WGS_60 194 12 31
11 _SRG_1 X -
2nd
CD_21_169 1:1600 CD_22_06206_CL_D | WGS_60 247 10 11
12 _SRG_1 X -
2nd
CD_21_169 1:1600 CD_22_10090_CL_D | WGS_60 171 3 3
08 _SRG_1 X -
3rd
CD_21_169 1:1600 CD_22_10090_CL_D | WGS_60 292 5 6
09 _SRG_1 X -
3rd
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CD_21_169 1:1600 CD_22_10090_CL_D | WGS_60 475 17 26
10 _SRG_1 X -
3rd
CD_21_169 1:1600 CD_22_10090_CL_D | WGS_60 194 12 27
11 _SRG_1 X -
3rd
CD_21_169 1:1600 CD_22_10090_CL_D | WGS_60 247 10 11
12 _SRG_1 X -
3rd
X6
[0083] Cell-lin| SMIX+NA12878 =& Sample ID Remark |[Total fusion number of| cfDNA Fusion Reads
e & each cell-line Number Count
CD_21_16 1:3200 CD_22_10091_CL_D|WGS_60_hi 171 5 5
908 _SRG_1 gh
dilution
- 1st
CD_21_16 1:3200 CD_22_10091_CL_D|WGS_60_hi 292 2 2
909 _SRG_1 gh
dilution
- Ist
CD_21_16 1:3200 CD_22_10091_CL_D|WGS_60_hi 475 9 12
910 _SRG_1 gh
dilution
- 1st
CD_21_16 1:3200 CD_22_10091_CL_D|WGS_60_hi 194 10 14
911 _SRG_1 gh
dilution
- Ist
CD_21_16 1:3200 CD_22_10091_CL_D|WGS_60_hi 247 3 5
912 _SRG_1 gh
dilution
- 1st
CD_21_16 1:3200 CD_22_10094_CL_D|WGS_60_hi 171 2 3
908 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:3200 CD_22_10094_CL_D|WGS_60_hi 292 7 9
909 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:3200 CD_22_10094_CL_D|WGS_60_hi 475 14 19
910 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:3200 CD_22_10094_CL_D|WGS_60_hi 194 11 19
911 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:3200 CD_22_10094_CL_D|WGS_60_hi 247 4 5
912 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:3200 CD_22_10097_CL_D|WGS_60_hi 171 1 1
908 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:3200 CD_22_10097_CL_D|WGS_60_hi 292 2 2
909 _SRG_1 gh
dilution
- 3rd
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CD_21_16 1:3200 CD_22_10097_CL_D|WGS_60_hi 475 13 17
910 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:3200 CD_22_10097_CL_D|WGS_60_hi 194 5 7
911 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:3200 CD_22_10097_CL_D|WGS_60_hi 247 1 1
912 _SRG_1 gh
dilution
- 3rd
Z7
[0084] Cell-lin| SMIX+NA12878 =& Sample 1D Remark |[Total fusion number of| cfDNA Fusion Reads
e & each cell-line Number Count
CD_21_16 1:6400 CD_22_10092_CL_D|WGS_60_hi 171 2 2
908 _SRG_1 gh
dilution
- 1st
CD_21_16 1:6400 CD_22_10092_CL_D|WGS_60_hi 292 0 0
909 _SRG_1 gh
dilution
- Ist
CD_21_16 1:6400 CD_22_10092_CL_D|WGS_60_hi 475 3 4
910 _SRG_1 gh
dilution
- 1st
CD_21_16 1:6400 CD_22_10092_CL_D|WGS_60_hi 194 9 12
911 _SRG_1 gh
dilution
- Ist
CD_21_16 1:6400 CD_22_10092_CL_D|WGS_60_hi 247 1 1
912 _SRG_1 gh
dilution
- 1st
CD_21_16 1:6400 CD_22_10095_CL_D|WGS_60_hi 171 1 2
908 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:6400 CD_22_10095_CL_D|WGS_60_hi 292 2 2
909 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:6400 CD_22_10095_CL_D|WGS_60_hi 475 8 13
910 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:6400 CD_22_10095_CL_D|WGS_60_hi 194 2 2
911 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:6400 CD_22_10095_CL_D|WGS_60_hi 247 1 1
912 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:6400 CD_22_10098_CL_D|WGS_60_hi 171 2 3
908 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:6400 CD_22_10098_CL_D|WGS_60_hi 292 4 5
909 _SRG_1 gh
dilution
- 3rd
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CD_21_16 1:6400 CD_22_10098_CL_D|WGS_60_hi 475 4 8
910 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:6400 CD_22_10098_CL_D|WGS_60_hi 194 5 12
911 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:6400 CD_22_10098_CL_D|WGS_60_hi 247 4 4
912 _SRG_1 gh
dilution
- 3rd
x 8
[0085] Cell-lin| SMIX+NA12878 =& Sample ID Remark |[Total fusion number of| cfDNA Fusion Reads
e & each cell-line Number Count
CD_21_16 1:12800 CD_22_10093_CL_D|WGS_60_hi 171 2 2
908 _SRG_1 gh
dilution
- 1st
CD_21_16 1:12800 CD_22_10093_CL_D|WGS_60_hi 292 0 0
909 _SRG_1 gh
dilution
- Ist
CD_21_16 1:12800 CD_22_10093_CL_D|WGS_60_hi 475 5 8
910 _SRG_1 gh
dilution
- 1st
CD_21_16 1:12800 CD_22_10093_CL_D|WGS_60_hi 194 3 3
911 _SRG_1 gh
dilution
- Ist
CD_21_16 1:12800 CD_22_10093_CL_D|WGS_60_hi 247 0 0
912 _SRG_1 gh
dilution
- 1st
CD_21_16 1:12800 CD_22_10096_CL_D|WGS_60_hi 171 2 2
908 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:12800 CD_22_10096_CL_D|WGS_60_hi 292 1 1
909 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:12800 CD_22_10096_CL_D|WGS_60_hi 475 1 2
910 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:12800 CD_22_10096_CL_D|WGS_60_hi 194 3 4
911 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:12800 CD_22_10096_CL_D|WGS_60_hi 247 1 1
912 _SRG_1 gh
dilution
- 2nd
CD_21_16 1:12800 CD_22_10099_CL_D|WGS_60_hi 171 0 0
908 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:12800 CD_22_10099_CL_D|WGS_60_hi 292 1 2
909 _SRG_1 gh
dilution
- 3rd
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CD_21_16 1:12800 CD_22_10099_CL_D|WGS_60_hi 475 5 5
910 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:12800 CD_22_10099_CL_D|WGS_60_hi 194 0 0
911 _SRG_1 gh
dilution
- 3rd
CD_21_16 1:12800 CD_22_10099_CL_D|WGS_60_hi 247 1 1
912 _SRG_1 gh
dilution
- 3rd
F9
Cell-line reference Sample ID Total cfDNA Fusion |Reads Count
fusion Number
number of
each
cell-line
CD_21_16908 NA12878 CD_22_06210_ET_D_SRG_1 171 0 0
CD_21_16909 NA12878 CD_22_06210_ET_D_SRG_1 292 0 0
CD_21_16910 NA12878 CD_22_06210_ET_D_SRG_1 475 0 0
CD_21_16911 NA12878 CD_22_06210_ET_D_SRG_1 194 0 0
CD_21_16912 NA12878 CD_22_06210_ET_D_SRG_1 247 0 0
oF MEFo EA 5= T2 WHo|FE on|3t= 'Total fusion number of each cell-line (AAJd] 19 4ot

ANE FZ dHolo t8)'S ZF dFolA g AEF FEHEOZ EASE germlineT R WolE AAZ T ZHz}h
171, 292, 475, 194, 247 AQoem, ¥ 1 X ¥ 8o YepH i} o], 7 QA EFo| A5t T2 Holv}

cfDNA BAMZ}ol %= 7= (cfDNA Fusion Number)¥ L,

count). 3,
skolth (329).

ol AEYshs

A A

=7} FAEAY (reads

AZF7} A4 e dA¥eL NGsel s 2 AEFe & W] Aol AFHA Bee

AZFE o83 dge] Wime}t Solns Qe Ads 7 10 % = 3o Yehisie.
¥ 10
Cancer cell purity Detected/Total Sensitivi
ty
NA12878 + 5 cancer cell lines (1:100): 3 replicates 1.0000% 15/15 100. 0%
NA12878 + 5 cancer cell lines (1:200): 3 replicates 0.5000% 15/15 100.0%
NA12878 + 5 cancer cell lines (1:400): 3 replicates 0.2500% 15/15 100. 0%
NA12878 + 5 cancer cell lines (1:800): 3 replicates 0.1250% 15/15 100.0%
NA12878 + 5 cancer cell lines (1:1600): 3 replicates 0.0625% 15/15 100. 0%
NA12878 + 5 cancer cell lines (1:3200): 3 replicates 0.0313% 15/15 100.0%
NA12878 + 5 cancer cell lines (1:6400): 3 replicates 0.0156% 14/15 93.3%
NA12878 + 5 cancer cell lines (1:12800): 3 0.0078% 11/15 73.3%
replicates
Cancer cell purity| Not detected/Total | Specifici
ty
NA12878 0.0000% 5/5 100.0%
% 109 A" bk Zeol, 4 &S =d5F AR Ym9 v Ha gaste S UERAIT,
1:12,8007+=] g Asid et F+2 Wo] AES 8 7 v AXE AMFo] Rl ¢F 73.3%9 =2 WL




[0094]

[0095]

[0096]

[0097]

[0098]

[0100]

[0101]

[0102]

[0103]

[0104]

[0106]

[0107]
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2 HEY 7 J5s AT, 53], Fxwelvt 47570E 7HA AL A=H0C19549) A 1:12,800 3|48 =

= =
1005 4% & 4 Atk ol ¥ @@el WHE o3 VA AR EASE P& WMol 4D oS F3)
o % %

Ao A&} ARE AT & e .

1.3 94 A8E °]83 Y4 #F (Clinical validation)

B ougel Wye ol gatel AA SR Wol, oM GlAE WolE AdHen AZRA 4 4% Ade
s

MBS dake] R 22, N, 27bA] o] vE ARl F57E cfDNAL, cfDNA2 & Sfo] e 13 2

7} obglAtE AdolAd #Hoksktoln | 747} casel, case 2, % Z]AlSIQITE. AR FE $53%F FFPE %A o] &
SF30XE WGS dlolEl7F AAAHE A, YA ofDNA A/ SE25E o 48X AE WGS ool el 7F A=t

TR o2 x| FFPE 422 & Al&2 3fo] DELLYE o] &3k WGS #2415 4333} BWA 9] default setting®
2 alignment 3}1o™, JuLIE o]&3slo] 2714 BAEoA FE5H oz 3= 3419 &% (consensus) T-%
HolE =Rlalgitt. o] & JuLl output RO E &-E3QTE. o]F N2 TF AHA 5% d74 cfDNAYES]
WGSell oJ&ll +5EBAM A 7)ol &lE 3% (consensus) T3 Ho] HolHE g #H=x A <Y (counter
reference sequence)¥} W] &}i= 297 supporting read call & E3 cfDNA -3 Wo] MAE F2lstsit}. ]
g Tl A= v AN F5 @24 dF Wl EAS= ofDNA 72 HolE o WiisH AEE e
2, g2 doldle o vAEL S digk ddo] Jhssit.

32} Case 1

= 4 9 & 5= Case 18] £4 4o, Z47] vh& A13<1 2006.11.07, 2007.04.12 A5l S=53cfDNAS A&

2 8to] gz Wo] MdS SRIF AdE 47 yEhdth. = 4 9 = sell = 8 fY AP 2A00A sl

g W7k ofDNA-1 B ofDNA-2 AlR/dell e et &9l Ae S9lsigin.

ool gis S flste] #ate] ks dd AlEAES Faste] o EdWolE: ERltal, olE

cfDNAO A Zlakgivt. s AlAES Sl case 1 $EA7F ARAS ®WlolE oF 30% Yetdl= #AHlS FelskalaL,

Y Wol7F ek, cfDNA-1 ZcfDNA-2 o] WGSOlM = AAZ 1= AT, WaSellA KRAS Wol $1x]& 2Helst 2

= 6 off eIt

= oeollMe e 2AlA sid AR W23 AR KRAS Bol7b HE: (360 H= RS Felskila,
b 19%, 6% HE=o], & W] #HE o] 83k, cfDNA Alwe %

cfDNA-1, cfDNA-2 A|Eo]A % KRAS wo]7
Mol A 45 Fdl mAREdS ARl 5 des Assdlt. sF sl des Read count §*= 3}

7] & 113 2},

¥ 11
cfDNA samples Tumor Fusion Number cfDNA Fusion Number ReadsCount
cfDNA-1 131 115 4122
cfDNA-2 131 112 1926

T 110 WEW, casel FAFE AW AR A% A F 13709 7& W] G ¥ (fusion) NES
ZHA AL Qe AR, B o] WS 3 ofDNA oAM= & Wolrt 115 e 11270 RIEW, 19% KRASH O]
= yeEhd cfDNA-1 AlBolA 4122 MY A A H=, 6% KRAS WolS el cfDNA-2 AlBolA 1926 7He] A A
=71 FlE At

oli= 8% cfDNAE WGS 2 45t T8 el 5% o8ty Wol= HEd] oy W2 Ug=EE Yehds A
7 wlaske], B e 6% FE=e] ®ololA X 1900 7N 104 d=5 YehlER, 84 53 HJETo] AS

& HoFE Aot}
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=} Case 2

=7 % &= 8 & Case 29 E4Z7 ol Z}7] & AJFE<l 2010.10.29, 2011.01.04 A]He)] F53kcfDNA = A
82 o] Tz WHol AdS A% AAE UEdT & 7 2 ¥ oA E A S Ak 2H oA Felw
% Wol7} cfDNA-1 ¥ cfDNA-2 Al BA A= Eel=S vpepditt

ARYE B case 2 BT AR Qi BAWCIES WS, cfNA-1 RelDNA-2 o] TGS A% A2
93 o] =9 2 %100 eI

% 9ol A cfDNA-1, cfDNA-20l14 TP53wel 7k Zb2k2%, 0%, = 1000 SHARCAZ Wol7t 217k 5%, 2% Wol7} EQ1%]
Lotk 3 120 ViR vish o), 256 WolS LEhdl ciDNA-1914) 128 Jle] 2=, 0-26 welolA 118 7))
GEs gislel, 2 Ul 56 olskel we g WEE el ARAAE P del EAE ekl

AA @esk 28 AEEE s

o &
(el

¥ 12
cfDNA samples Tumor Fusion Number cfDNA Fusion Number Reads Count
cfDNA-1 62 23 128
cfDNA-2 62 22 118

k1
N

[y
(g
b~

1. Consensus tumor SVs detection by two algorithms

Tumor tissue Tumor BAM ELE-EES
— —_——
Control AL Control BAM BT |
Alignment

Jull or
other SV caller

Consensus
tumor SVs

2. ¢fDNA SV supporting reads detection

BED format (SV

Svicall detected regions)

Jull output format

cfDNA SV
WGS & BAM Supporting of cnu\gensus
Alignment reads call tumor SVs
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k1
N
[\

Known fusion breaks

Comparison of each supporting reads

with counter reference sequence

EH3
Fusion Count at each cancer ratio Cancor  Detacled! Senstivt
- oaputy Tty
. NAIZETE 3 5cancorce e (90003 i ene gonoe
* 4. FAYETE + & cancer el ines (120013
 ia presbii O8000%  18TE 1000%
- Mr
FRATZETE + § cancer cel b (140013
- Topcatis O2800% 15NS  9000m
o A
IE e NAIZETS + S conoeroet bnes (V200K g ygeon amts  1000%
G e e e e s
ECNE TS m uam‘uu\..mnm ® MATZETS + 5 cncar coRinas (CIBO0L 3 pocons.  qare 1000
fpiatin ’
MAYZETE + 5 cancer cul e (13900): 3
“ cates 00IrR. 1T 000
FushnCountateachcanwmﬂn HAIZETS o 5 cancor cellmnes (VBAOED. 0 e gay
rephoates
FusionNum
FAIDETH 4 & ol s (1:128000:3
. a7s “;’_' Tannys AR o wns o
+ o2
247
ot
Cancsn
E; E 164 catputy e e
1
N KATZETR 00000% &5 1000%
11560 |ma 18‘00]!2!0& 0
=4
Ph-mm )l Lﬂixﬁlll'.lu.mﬂ.lﬂ_lﬂﬂ oo M & » @A XE= | g 15
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