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exome sequencing, WES) Z1tE ZAMAEC 2 32 4 }
UEZ 5ff FLICE 0] AHESE| #2 2t0]E.2{2] FH|(ibrary , ole4l PCR
prepration) 2 QI2|X|HE (enrichment) £2M82 MZ | .d\_ R
CARE 2 210 HAZK] A e OfREs AESAE — —
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EtS X AHE 5He ME ZH| TAIZ AIZFSH0] Alst
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Z=H| chemistry2} 10| 22| = 24X(hybrid-capture) A& °
CIZ|X|HEZ g6t T2 O|0FLICHIZ 2)." llumina SH0|LIBIC % A QIB|X|BE
DNA Prep with Enrichment chemistry= £21E 1E2 +
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lllumina DNA Prep with Exome 2.0 Plus Enrichment=
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7|E0]| ZEHE|0] Q1= Twist Bioscience® for llumina Exome

2.0 Plus Panel2 lllumina Exome Panel=2Ct 3 7|7} &tX|2t 22
Ci|O|E{H[OAG H 10 HHO[0f Chet BA A HHE|X|(target
region coverage)= A USLICHE 1 3 H 2). 0|2 20|
HEE HHEXZ AEY B(runB ME +E 2N =M HIE
OiH| &2 WES £240| Ao USLICHE 3).

Twist Bioscience for lllumina Exome 2.0 Plus Panel2

RefSeq, CCDS(Consensus Coding Sequence) ZZME,
ACMG(American College of Medical Genetics and Genomics),
COSMIC(Catalog of Somatic Mutations in Cancer)2| Cancer
Gene Census “12|11 OMIM(Online Mendelian Inheritance in
Man)Q| F20|82 Zl Y A|EA(coding sequence, CDS)2
ILLSSHH(E 1), £5] Clinvar 2 ACMG H|0|E{H|0] A0 & 1=
&l H(pathogenic) #10|Lt RAH H&lN(ikely pathogenic) O[04
LSt Ol HHZIXIS RIS RLICHE 2).7°

H 1: HE ot 2EQ F7|2 BN JF HH2|KIE =0|=
Twist Bioscience for lllumina Exome 2.0 Plus Panel*

Twist Bioscience for .
lllumina Exome

Exome Panel lllumina Exome 2.0 E—
Plus Panel

37| 37.5 Mb 42.21 Mb
RefSeq CDS*® 99.1% 98.2%
CCDS cDs* 99.9% 99.5%
ACMG 73 Genes CDS® 99.9% 99.3%
COSMIC Cancer Gene

67 99.9% 99.3%
Census CDS®™
OMIMm®E 99.1% 97.7%

H 2: M AL S E & Twist Bioscience for lllumina
Exome 2.0 Plus Panel ZHI=x*

ClinVar HA/QA HA 0| CDS?® 98.6%
ACMG 73 HE/QA e H0| CDSP® 99.9%
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lllumina DNA Prep with Exome 2.0 Plus Enrichment 7|E 2}
7|E0| IskEl Twist Bioscience for lllumina Exome 2.0

Plus PanelS A5t 1.5A|1Zt EE= 16A|7E SI0|EE|ESH
2610 R ERASUCE HIWE s 7|Z llumina Exome
Panel2 AIEoICMH, O B2 Z=H(probe)E ArZet HA=
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A2 0| CDS |
DRAGEN Enrichment @ 2! Picard II0|Z2}01°0] Ms
HE&IA(metrics)S ATHEH, Twist Bioscience for lllumina
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7+ 2M A1} lllumina Exome Panel 2Lt Bf 2225t lllumina 1.5A17t 10|E2|=519t 16AI7t BI0[E2| =5} 7F YXQ0l Hs50|
DNA Prep with Exome 2.0 Plus Enrichment2| 72| X| HEE AC = 0|20 2o, WolM= 1.5A12t ol0|EE|EstE
L (uniformity) = 21t 4= JJUELICHIR 5). llumina DNA AEHSH 7| E IERRE ISt B, TIE |FEER0)
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(=} (
X 80% o x
— -
N 70% m 20 ]
8 60% El M 30
o o - ?
K ~ K
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10%
0% 10 R . 0%
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13 5: 51012 2| =5} A2t BA QL0 S48t AHAHE|X|2F FA — lllumina DNA Prep with Exome 2.0 Plus Enrichment= 1.5A[ZHZE2HA) =
16A|ZHIIEAY) 5H0|E2|Est RS XIS [ SA|0| HS 485t llumina Exome Panel(IEP 1.5A17F, SA)ECE Q48 AHZ|X| FUAMS LIEHH,
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(D) 2= 80 &7 HZE|, = HINZ HH2|X| HEX(nonzero coverage target) LIl 80%2] E7|= oY EX W Wt AHH2IX| ' E7EK] =017] 2o BLst
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llumina DNA Prep with Exome 2.0 Plus Enrichments S3-AE7t = =2
MEE £ Q= FIE Y2 £ UEE AAE S0 55501 ﬂE =
WES £2MQILICE 7|E0f| ZLeHE Twist Bioscience for llumina
Exome 2.0 Plus Panel2 22 H|O|E{H|0|A LY &g 2t (9| = JIEE2T S
UeES Zefots 22Xl =i ZHXE MSeLICH £&atE
O|2|X|HE IS M X{z|2F 0| =0t A=Ky lllumina DNA Prep with Exome 2.0 Plus
2IElR[HE Hi‘— o= Cj J'jj (E:riughpun _| =0t gf t LA; Enrichment, (S) Tagmentation Set B 20077595
FHEC R AL NHLS Sl 5 UES o1, HUSHL 248 (96 samples, 12-plex)?
AHE|X|= 20t 24 24 & siMS X[FLLICE 01X BolM=
Ct 5t IIELZ E5H AME ZH| S8 E 210 SHAJIK| ™ 0f&S lllumina DNA Prep with Exome 2.0 Plus
. i jj ;’ZH E'I':EET .|:E|1|T 1 %l*o'— 1 + C')'E— o ;j Enrichment, (S) Tagmentation Set D 20077596
Ol'TEE TC T O1I_|—TO1I_|— =] AI_?Ln_‘lo 'FIHgETE O|o°E (96 samples, 12-plex)?
£ B
Flex Lysis Reagent Kit (96 reactions)® 20018706
IDT for lllumina DNA/RNA Unique Dual Indexes 50027213
A X Set A, Tagmentation (96 indexes, 96 samples)®
M EE
IDT for llumina Nextera™ DNA Unique Dual 20027215
lllumina DNA Prep with Exome 2.0 Plus Enrichment0i] CHat Indexes Set C (96 indexes, 96 samples)®
ApM[St HE = illumina.com/products/by-type/sequencing- a. lllumina DNA Prep with Enrichment 20| £12{2] ZH| I 50[=2|= 3} A|Qf,
kits/"brary_prep_kits/dna_prep_exome_enrichmenthtm| 01|)\-| Z2IQ(cleanup)/37| M(size selection)f| ALZEl= lllumina Purification Beads, Twist

SHoloH 4 UL

b. BS HIZ Y3 B9 TR I|E

DRAGEN Bio-IT Platform0i| TSt XpM|St HE = c. HSHE BF HE ClHA HE U LS.

= U=

Bioscience for lllumina Exome 2.0 Plus Panel QIZ|X[HE T2 & J2|11 QIEA OHE]
Z2)|0|E(index adapter plate)7t ZeHE 7|E

sapac.illumina.com/content/dam/illumina/gcs/assembled-
assets/marketing-literature/dragen-bio-it-data-sheet-m-gl-
00680/dragen-bio-it-data-sheet-m-gl-00680-kor.pdf 0| A{
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llumina Connected Insights — Germline0]| CHSH XtA|H M=
developer.illumina.com/news-updates/illumina-connected-
insights-germline-available-now 0| A 2fQIGHA o~ QUL LICY.
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