DATA SHEET

lHlumina DNA
Prep with
Exome 2.5
Enrichment

II|um|naO| E$ Mo 2
*Iﬂié %ﬂf =1l

. EUHO|D YFE HM A LS S w8Hol
oz 7{12]%]

. UBE XS o] XY A0l ofzt
SNESHECES

. AFEE2CEIC 22N Y XY
. OJEZC2(obIid 8 HAE Y spike-ing Ol82H
Qoiet Zelx A

H MBYLICE TT Hxtoll= Ar2E 4+ &L



ILLUMINA DNA PREP WITH EXOME 2.5 ENRICHMENT
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lllumina DNA Prep with Exome 2.5 Enrichment= 4 &1
HIo|Ef ZHO0| S0t QIZH HE Al A2 A (whole-exome
sequencing, WES) 21t Moz g 4 AUE= i
SLICE O] AH8SHY| #|2 2t0|E2{2| EHl(library preparation)
2 QIZ[XIHE (enrichment) 2282 M H| CHARE 23t
BO AKX ™ HEE OIREE AERNE YASER| o

T4 QAYLCHAZ ). llluminal| THEHALS Sdlf Chefet

t

Xts2 SSEAM llluminall ZEE 20| K& 10 ASLIC
lllumina DNA Prep with Exome 2.5 EnrichmentE AF&%t=

oL XX¢§

ISER= FET FTIA DNA(genomic DNA, gDNA),
= HHOILE EfRY' S | AMRSHE B FH| T2 AIZHSHoY
A&t 2H[E EfTITE|O[M (on-bead tagmentation) 2f0[E2{2]
#=H| chemistry2f St0|=E2[= X (hybrid-capture) A&
QIZ[XHES Zgtst BAIZ o|o{RILICHDE 2). lllumina

DNA Prep with Enrichment chemistrye= S2& 152
DNA(= 50 ng)2l E&=f(normalization)E S XIHstE2=
St0[22| =%} (hybridization)ofl et ZHEHSE 28 7|8t
=3 (volume-based pooling)0| 7ts38tH 222 el2[X| =
olE 2to|HR{2| 2R H UtEl AN ZHE FE o SLIC
20|E2{2|= NovaSeq™ 6000, NovaSeq X, NextSeq™ 1000,
NextSeq 2000 == NextSeq 550 AIARIOA AJZAEH, HO|
AZE (variant calling)2 48 Solf 27
gt /= DRAGEN™ Secondary Analysis
KM et A9l 22, Emedgene™ =M
sifA] Bl 211 T o] Zhastol| A Jhs

artificial intelligence, XAl) 3! At52

[

o

2to| =22
FH| 3 QIZ[X[HE

QI2IXHE HI= A
EMATE(eBLT)

DNA

o 4

o4

PCR

Read 1 A|#4 Zato|H{(Rd1 SP)

lnd&
-

Read 2 A4 Zap

0|0{(Rd2 SP) Index1
P7

AR QIRIXHEE 748 SIHAIE ofiEl 7t HatEl 2ol =ie)
stol=als UK o QlelXHE
olalxpiE U oleao| 2= El AANO| JHs3t atol=ala

T2l 2: ZhAotEl EfIRIE0|M T|BE 2toj=ei2| FH| U A& Ql2[XHE
At — QIE|XHE H|E 2 EHAXZF (enrichment bead-linked
transposome, eBLT)2 LYot DNA MZ AHS 20l tish =2

58 QAZ 7 Ust EfIHEO|M B8 8 Tt & sto|E2|= WA
QIRIXHE T 2l 2to|=aiel= AF Ao HZ AFSE £~ /IS

ol &4

>

| p— J '—r
HH tL= EFHOl A lllumina DNA Prep NextSeq 550, NextSeq 1000, DRAGEN Emedgene
Y x==% with Exome 2.5 NextSeq 2000, Enrichment App
gDNA Enrichment £= NovaSeq 6000 A|AH!
21 ME FHO|M EO7HK] ZE HHAIE T MEHE S5 22sts IEER — llluminas AEFAE WES HIEZRE X@e B &0t
gDNA(EE AT & I2EES S Sl AHO|L EFA0I|M =Z3F DNA)E AHESH0] [Ilumina DNA Prep with Exome 2.5 Enrichment& 2t0|E2{2|E
T ATl Cherot Xhset ZEEOIA llluminall ASE 20| XYE1 S, I CHs HF0IM @7t 2 3 M2 2ol wat llumina 7172 AlZA
<% = DRAGEN Enrichment AppS 0|86 Melotil al&ot 2XF 24 91 HO| ZZ= T E TS DKo 2 R Hat A9 HL Emedgenes
o|gsf Zatxel oM 5l H I E Mt = S
* o Gl EfoiS AT At8St= T2 EZ9| 22 Flex Lysis Reagent Kit7t
QL 2 2M0f 7|=E Clo[B = gl = EfA0] ot &0t
gDNAZ ¢ 2 HIO|HLICH HAH/EIH ALE A d52 ME SHo| w2t
Aol == USLICH
=M #H=: M-KR-00179 v4.0 KOR
2 | ®&2 2M:M-GL-00002 v5.0 i MEQULICEH ZITh FAXtoll= ALEY 5= gl&LIch
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AT Al S CIO[EH|O[A LY At
ot HO|Q| CHRE 22 L A[AH
== H|2 CiH| 2otX0|1 ZT2Xo|

2L BN

lllumina DNA Prep with Exome 2.5 Enrichment=
ZHMO|I TS E AN AL QI2[XHE DS AHSRLICEH
7|E0] Zat=0f Q= Twist Bioscience for lllumina Exome
2.5 Panel2 lllumina Exome Panel2Ct 27(7} 2 X2t 55
CO[E{t[O[ A0f EnEl HO[ol| Ciet A A FHH2|X](target
region coverage)= LAEAUSLICHIE 159 & 2), 02t 20
ZEE HHEIXIZ AI-Y H(run)d ME 2 AN O =N
B8 | 22t WES &2 40| AoAEAUSLICHE 3).

Twist Bioscience for lllumina Exome 2.5 Panel2

RefSeq, CCDS(Consensus Coding Sequence) ZE2HE,
ACMG(American College of Medical Genetics and
Genomics), COSMIC(Catalog of Somatic Mutations in
Cancer)2l Cancer Gene Census 12|22 OMIM(Online
Mendelian Inheritance in Man)2| 20|84 AHX 3
AlEA(coding sequence, CDS)E ESIHH(HE 1), £9
ClinVar 2 ACMG H|OJE{H[o]A0f E11El E Y (pathogenic)
BHO|LE FAF E Y (likely pathogenic) #HO[0f| CHE SO{ it
HHEIXIZE HSELICHE 2).%°

EESF Twist Bioscience for lllumina Mitochondrial Panel&
lllumina DNA Prep with Exome 2.5 Enrichment ZEEZ29)
spike-in 2= AFESHH O|EZE2|0F T A|(mitochondrial
genome)?! 'chrM' AHZIXIE &8 =t 5= USLICH
Twist Bioscience for lllumina Mitochondrial Panel2
chrM(16,659 bp, FZIX 377H)01 Cifet 2HEtot HHE[XE

M =5t = 0|EZE2[0F DNA(mitochondrial DNA, mtDNA)
o[l QUZ|XHE B! AR A0 Z7hssHELICE

H 1: H|E | 20t 37| 38 JY AHEZ|XE &0|=
Twist Bioscience for lllumina Exome 2.5 Panel

Twist Bioscience

[llumina

aE g for lllumina Exome P
2.5 Panel

= 37.5 Mb 45 Mb
RefSeq CcDS? 99.1% 98.2%
CCDS CDs* 99.9% 99.5%
ACMG 73 Genes CDS® 99.9% 99.3%
COSMIC Cancer Gene 99.9% 99.3%
Census CDS®’ e o
OMIM® 99.1% 97.7%

H 2: Y4 A0 SHES & Twist Bioscience for lllumina
Exome 2.5 Panel 2EIX"

ClinVar H24/8A gl #o| cDs*® 98.6%
ACMG 73 HlM/RAF @l #0| CDS"® 99.9%

0F OF |T

l

ro

a. Clinvar 33 070
st HAH/RA

b. ACMG & &/RAt
ClinVar g2l4/{A

17h 0|2t Y (phenotype) | #AE S Xtz Bl
0|9 E 1= ClinVar 27 7to|=atelof| s

0 ACMG FTXte| F2o|dS HEl cDset
FeHo|S Takgt
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H 3: Z22 (Flow Cell) I AZIA A|AEIE 212|X|=l Exome 2.5 Enrichment 20| E2{2] of| Ak 742"

NextSeq 550 A|AE®

NextSeq 2000 A|AE

NovaSeq 6000 A|AE

3% B BN

2| K| "HA Mid- High-
71E2IX] B2 (Depth) ¢ P2 P3 sp ST 52 s4
output output
d
50x% 6 19 19 57 34 69 176 428
100x 3 9 9 28 17 34 88 214
200x 1 4 4 14 8 17 45 109
a. YEHEQI LR M S 2HE 2 x 101 bp2l 2|= ZO|(read length)S M6l AHl4Hst of x| = FIEERQ M|, Ar8dt= ¥E E= 2to|B22[e BH, 2 S3E 8 222 249 HX|
A4 ot Zol| w2t Aol 4~ IS, &K HIO|El= NovaSeq 6000 A|AEITH S4 EE22 MS 2SSIRCH, 0|5 ECHE CHE 7|7| Y 222 ME 2to|=22{2] o4 5 FHE
b. NextSeq 550 Reagent Kit= 2 x 150 bp2l 2|= Zi0|= X%t

c. YE M2[H0| St p2 E22 2 NextSeq 1000 AILHOIME AHZO| 7t 58
d. Ol Y= 2 ci2fol el2lx|l 2to|2i2|E 25| fIsiM= =7HQ QIE|A (index) 7t R

Tt T TEOIH, 2 A2 Yd/THEC R SRR s

24 HZ: M-KR-00179 v4.0 KOR
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ILLUMINA DNA PREP WITH EXOME 2.5 ENRICHMENT

lllumina DNA Prep with Exome 2.5 Enrichment A2
ClOJEf= 5 Gb2l ClIOJE] OF2 X1t QIZ|X|HE| & 71X
SIO[EE|E3F A7E RS MEES W 20x 0|42 A[HA
HARZ O £2 HI29 #N3 7{HSIH 240t AHZ|X|
LS BYLICHE 3).

SAL 2N Ho| CDS |

ACMG 73 a4/
SAHERIY #o| CDS |

0 10 20 30 40 50 60 70 80 90 100

= 20x BAQ! N EF0| MEg

12! 3: 35 HO|EH|0|A LY A gt Ho|o| CHE RS Eeldte
FHelstn ZZXQI HH2IXIF — lllumina DNA Prep with Exome

2.5 Enrichment= 1.5A1ZHF2H4H) = 16A1ZHIEH) o] & THX]|
Sto[ER[=%t AlZh 22 A8 Al = 20x EAQI ACMG, ClinVar, OMIM,
COSMICH &2 33 H0|EfH0] A 9] Ao Cis =2 Bt HIE9
HHEIXE 2°°

100%

90%

90% y
80% 80%

° 70%
60% 60%
50% 50%
40% 40%

1.5A1ZE 16A1ZF IEP 1.5A12¢ 1.5AIZE 16AIZE IEP 1.5A12¢

e nRstals
Ql2|X|HE %(%PURE)
3
B

ot 7|
OI12|X|HE %(%PUBE)

e 1R

=
IT

ro
olr

o] A
O
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lllumina DNA Prep with Exome 2.5 Enrichment= 0<%
L0t QI2|X|HE assay H&2 7M1 ASFLICE HOIH=
lllumina DNA Prep with Exome 2.5 Enrichment 7|E2}
7|E0] et Twist Bioscience for lllumina Exome 2.5
PanelS AF83H0] 1.5A|12F = 16A17F SHO| 2R =3F ZR745t0]
SHEJAGLICE B[ E ?/8 7[Z lllumina Exome Panel2
ALESIFCH, O B2 Z2E (probe)E AHES A2

| Al(wash) 25 58°CE &&= 21t 1547t sto|EE(=E3}
TUg M8t Ag Hedtils sYt IREZS S S5l assay S

SHSIASLICHAZ! 4 3 T2 501 '[EP 1.5A1ZH'2 = HA|),

DRAGEN Enrichment App % Picard I0|Z2o109| s
HE=ZIA (metrics)E &HEH, Twist Bioscience for lllumina
Exome 2.5 Panel Z2E ALE Al lllumina DNA Prep with
Exome 2.5 Enrichment= £/ &Q| 01 7hsot 2(= BIEE,
EXO|| chet 2|E(WEE 1R 2|=2o] HE S %(percent
passing filter for unique reads aligned), 2 & 1Rt 2=
RIZIX|HE %(percent padded unique read enrichment),
IHE & DRet G7| QIZ[X[HE %(percent padded unique
base enrichment)0ll @) 8 @0t W TX AHHZ|X|S
HBASLICHOZ 4).

80 100%

90%

60 80%
10-

70%

40 EHJJ A Go%
70

30 50%

20 40%

1.5A12Zt 16AIZH IEP 1.5A12 1.5A1ZF  16A1ZH IEP 1.5A12H

L BN HH2 K| YA (x)
o
o
g3t 2j=o|
B E3t %

22 4: lllumina DNA Prep with Exome 2.5 Enrichment®| @48t QI2|X|HE assay 45" — lllumina DNA Prep with Exome 2.5 Enrichment=
1.5AZHF M) = 16 AIZHIF M) Sto|=22[=2F 748t lllumina Exome Panel(IEP 1.5A17H @[ M) 20t Zedst 52 LIEHY. DRAGEN HEZA:
(A) =l R0t 2|= QIZIXHE %(% PURE, 150 bp2l Y&l 237)), (B) Y& 178t Y| QIZ[X[HE %(% PUBE, 150 bp2l EE 27), (C) B

B AHeX| YA, Picard HIES|A: (D) HEE 1Rt 2|29 TE| E1t %. ¢l2|X|El 2to]=22{2]&= NovaSeq 6000 AlAEINM S4 E22 HE At
5 Gb ClIO|E Ot Z(50M 7H2| HO{= A= 2= (paired-end read), 25M 702 22| AE|(cluster)) & 2 x 101 bp2l 2|= ZO|E Mes] A[ZAE

1 917 FBOIN, B A2 YHTIEIBOE £0IEIX| 42

s
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ILLUMINA DNA PREP WITH EXOME 2.5 ENRICHMENT

HHZ| K| EA Bl #edM 1.5A17E sto|E2|E3tet 16 A7t Bto| 22| =3t 7F Yatd ol

MS0| 2HEE 2o = 0|F 0] Hof, 2ol M= 1.5AI2t
724 A lllumina Exome Panel 2Lt O @0t SHO|EE| =9 E RES 7| & /T EZRE T2t AL
lllumina DNA Prep with Exome 2.5 Enrichment2| AHH2|X] 71& YASER0 o 71 sto|EHe|=3t A|Zto| MetStitH
w LM (uniformity) = =ele = JUSLICHIZ 5). lllumina 2rALO[(overnight) T &= SHO|E2| =%} A|7tE AHAZSY
DNA Prep with Exome 2.5 Enrichment= =2 HI&2] 20x £ 2z QaLct

OlAt 2|= A0l HYIof CHol Rt AHEIXIE NISTHH, W2
ZE 80 &7 HI'EE|(fold-80 base penalty) B2t H2 =2
HH{2|X|(zero coverage) B HESS LIEFHLICE

100% 100% 100%
90% o 90% z—,l 90%
— <l
] —
gr(d gé 80% it 80% il 80%
H 3N RN
=N 70% uogr o 70% R 70%
Ks : Ty I
l S ~
IS o60% S 0% % 60%
H\_é o o
N n
50% Al 50% Al 50% . .
40% 40% 40%
1.5A1ZF  16AIZH IEP 1.5AI2 1.5MZt  16A1Zt IEP 1.5AI12¢ 1.5M2t  16A1Zt IEP 1.5A12
2.5 5%
100%
90%
2 so% o X
N % 2 20 2
S 7% T 2 Ho,
60% — — 3%
‘T ° N K
B 50% a0 %
I 40% & s %
% 30% up - H
T 20% Hu = 1%
10%
0% 1.0 0%
10x 20x 30x 40x 50x 1.5MZF  1BAIZH IEP 1.5AI2 1.5A2  16AIZE IEP 1.5AI2
FHH2|X| BA

12 5: 80| 22| =3} A2t 2HA|glo] @48t FHHEIX|2F ZUA® — lllumina DNA Prep with Exome 2.5 Enrichment= 1.5A|7HF &) L=
16AIZHIEM) sto|Ee| =3t ZAS MEMS m SA0f &2 ATt lllumina Exome Panel(IEP 1.5A17, 2| M) ECH 245t AHEZ|X| #LMS L
DRAGEN HIEZA: (A) AHEIX| BUX(% > 0.2x Bt HHE|X]), (B) = 20x AHHZ|X| A X %, (C) = 50x HH2|X| @A M %. Picard
HE=Z{A: (D) 10%, 20x, 30%, 40x%, 50x HHZ|X| EAS| X V[ %, (E) 2& 80 &7| H'ZE|, F H|XN| 2 HHH2|X| EE(honzero coverage target)

i 80%2l 715 e BA L Wt AH2|X| 2 47kX| £017] o WRst E& 2E{FHAH2IX|(fold over-coverage), (F) M2 HHE[X| B %, Ql2|X[ &l
2t0|E2{2]= NovaSeq 6000 A[AEAN S4 E22 ME AHEdH 5 Gb HIOIE OFRE(50M 7He] HOE A= 2[=, 25M 7Hel 22{AH) U 2 x 101 bpel

2| ZolS Meth Al e

§ oI HEO|0, 2 AFY

rlo

QRIiRo 2 SolElx| 48

M #15: M-KR-00179 v4.0 KOR
2XM: M-GL-00002 v5.0 | 5



ILLUMINA DNA PREP WITH EXOME 2.5 ENRICHMENT

M & O|EZ2E=2(0f DNAE @ DNA(nuclear DNA)ELCH

O S26HA EXHELICE Twist Bioscience for lllumina
Mitochondrial Panel2 A& INEELC Lo s 2 ALEY
2 U0, dE B BN HHE|X| £ AdE AHHEIX| 224
O|X|= ek 20| TS miDNA AHHZIX || AL S
HRILICHZE 6).

| EER:=ELEN AKX FLY

70 100%
65 100%
60 - o [, | | 99%
55 99%

—_ o X0
S 50 98% Iy .
m;}] 45 98% 'm0
H_ KX
K 40 7% g
4 A
o 35 97% ™ %

EY 4

30 96% 3T
25 96%
20 95%
mMtDNA:2l& 11 1:10 1:100 1:500 1:1000
e Hlg
mtDNA:2& 75.5 14.8 3.8 2.6 2.5
HHE|X| Hlg

|J
u

|E2=2[0F HHEIXIZ 718t QLI (uniform) A& A2 X[

o

¥
wist Bioscience for lllumina Mitochondrial PanelO] 2t%Ql
47 TR HH2|X|(THetA 2hTH) B A& AH2[X| 7 (L2t
HQl Coriell Institute0f A @2 Q17 HZLZE(cell line) DNA
27H(NA24143, NA2414 3 NA24385)E 167t sto|E2| =%t
E31 1:101M 1:100001 O| 2= LIS mtDNA: S THE HIE2
HE(6 x 12-plex )& Tldat Ql2[X|El 72749| 2to|=28{2]=
= NovaSeq 6000 A|AEIOA 1702 S4 222 HE A8 5 Gbe
CIO[E OFRZE(50M 7Hel O = 2=, 25M 7S] E3{AH)C 2
AHNEROH, QI2[XHE 2490i= DRAGEN Enrichment AppOl

A8 E

0.

|
— O

N
H

i
0

Ok ooz xR H8
1o

el (N

n oo nH

M B M-KR-00179 v4.0 KOR
2 &4: M-GL-00002 v5.0

o
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-0
Fot Hl=2| Twist Bioscience for lllumina Exome 2.5 Plus Panel
st

HEd WES 2HIX

Twist Bioscience for lllumina Exome 2.5 Panel2 WES
A Al BN 0L BA AHHE|X] SO E Qs =7 TS
0|8%t Bt&E2tt 7HsELICE lllumina Custom Enrichment
Panel v2= ME2 EXIX| AHA HHE|X| S ZTHSHALE,
7|1& WES BX FHoi| et HHE|X|E O Holes A =
[AELICHR! 7 & 4), D2 SsotE B 252 XYotes
A= lllumina DNA Prep with Exome 2.5 Enrichment
T2 EZ20] spike-in 2 XM &&H F=7te/=0, ofmy
O|EZE2(0t IHE spike-in2 F7HSEALE M2l =~ JUELICH
HAE 142 DesignStudio™ 22+21 CIXFRI =LY lllumina
Concierge Design Teama &8 CIXFQIEILICE

I 4: lllumina Custom Enrichment Panel v2 spike-in T2
AR Al SHAElE BEE HHE| X

[llumina DNA Prep

lllumina DNA P
umina ep with Exome 2.5

ItetolE with Exome 2.5 i
Enrichment Enrichment
& spike-in 4

B 355 F{H2[X]| 63x 124x
HHE|X| 7YY 98.3% 98.4%
20x FHHZE[X]| . .
Bl Ao TX o 96.7% 98.6%
50x FHHE[X] . .
B0 TX o 66.6% 96.3%
AT EEOI2 0.01% 1.08%
GC ES0t2 9.9% 2.3%

a. lllumina DNA Prep with Exome 2.5 Enrichment Z2 £Z2 Twist Bioscience
for lllumina Exome 2.5 PanelO| AH{dte FHS BXot6t= HAR spike-in IHES
AF8SH= R0 ALESHA| b= R70IM 25 TIHYUOH, spike-in THEO0| HXSHSt=

Feio| AB2IK|S 443

S ==




ILLUMINA DNA PREP WITH EXOME 2.5 ENRICHMENT

CSF1R
chr5:150086379-150086427

BCORL1
chrX:13001295-130016213

7 7: S E WES BH AHHZIXIE ME38H= lllumina Custom Enrichment Panel v2 — lllumina Custom Enrichment Panel v2= Twist

Bioscience for lllumina Exome 2.5 PanelOll 2l 2, 689712 A& BX S AHHSH= 2,68971H2] Z=E=Z FME. [llumina DNA Prep with Exome
2.5 Enrichment Z2EEZS2 HAE spike-in IE S AHESt= R AESIX| gle AU 25 THEA}OH, spike-in IE0| EHS}SH= A

HHEIX|E 248 Spike-in HE AHE Al AHE= Fo] Bt BX AHHZ|X|(mean target coverage, MTC)7F of 28l SFAE[IT, 50x HH2|X| Bl A Q]

= o-T1a

T %7} $H] S

o MO

M #15: M-KR-00179 v4.0 KOR
|2 24: M-GL-00002 v5.0 | 7



ILLUMINA DNA PREP WITH EXOME 2.5 ENRICHMENT

20

lllumina DNA Prep with Exome 2.5 Enrichment= &1t

7t
M2lE = A= 2N E HE + UARE EAE 21hH0|1 2250l

WES &2 MQIL|C} 7|E0f| Z2tEl Twist Bioscience for
lllumina Exome 2.5 Panel® && H|O|E{H|O|A LY &ty 2t
HO|E Eetots Z2XQl 2A FHXE NSSHH, MEiHoZ
Twist Bioscience for lllumina Mitochondrial Panel&
AHESHH chrMOl| Ciet ZZEQI HHE|X|E FIHHC = HE
& USLICE Aot WESPI Ibstt QIZIXHE IHE2 ME
ME[Zf(throughput)O| =0 HFA7F AMEC = AL AR S

Ao 4 YT BILICE Eot RUSHD 2431 HB{2|xl= Bl
S 22 9 {42 JHSOPA| BILICE lllumina THEELIAES Sof

| 2LICE
ME=l= lumina2l A5 HHS Lot Atsst S E0lAM
Ar8otH 2eME o5 O = =+ USLICE Ofd| #ollM =
lllumina DNA Prep with Exome 2.5 EnrichmentE AHEdH
ME FH| ARH 210 tHATK] o g OfREE & 2
AEFQE S AHY FIEERE UY MHEHE Soff 0|8

4+ gLt

Ml &

lllumina DNA Prep with Exome 2.5 Enrichment
llluminall A& & Xtsot LY

DRAGEN Secondary Analysis

Emedgene 3%kt &4

DesignStudio Assay Design Tool

2XM Bz M-KR-00179 v4.0 KOR
2 &4: M-GL-00002 v5.0

c

[}
40

IT
NE =5
NS ZIE20 B
lllumina DNA Prep with Exome 2.5 Enrichment,
) B 20077595
(S) Tagmentation Set B (96 samples, 12-plex)
lllumina DNA P ith E 2.5 Enrich t
umina Arep wi xome nrichment, 20077596
(S) Tagmentation Set D (96 samples, 12-plex)?
Flex Lysis Reagent Kit (96 reactions)” 20018706
[llumina DNA/RNA UD Indexes Set A,
. ) . 20091654
Tagmentation (96 indexes, 96 samples)
Illumina DNA/RNA UD Indexes Set B,
) ) . 20091656
Tagmentation (96 indexes, 96 samples)
[llumina DNA/RNA UD | tC
umina A / AU ndexes Set C, ) 20091658
Tagmentation (96 indexes, 96 samples)
[llumina DNA/RNA UD Indexes Set D,
) ) . 20091650
Tagmentation (96 indexes, 96 samples)
Twist Bioscience for lllumina Mitochondrial
P 20093180
Panel (96 samples, 12-plex)
Illumina Custom Enrichment Panel v2
R 20073953
(32 I, 120 bp)
[llumina Custom Enrich t Panel v2
umina Cus ome nrichment Panel v 20073952
(384 pl, 120 bp)
Illumina Custom Enrichment Panel v2
20111339

(1536 i, 120 bp)®

a. lllumina DNA Prep with Enrichment 2t0|=2{2| ZH| 8l 6t0|E2| =3} A2,

22l (cleanup)/27| M (size selection)Oll AHEE|E llumina Purification Beads,
Twist Bioscience for lllumina Exome 2.5 Panel QIZ|XIHE T2E T2|7 QIeA
O{&iE{ Z2i[0|E(index adapter plate)7t Z&E 7|E

. GASHIZ £YY FR TRt I|E

c. {ot= L CHE HA HE MBIt

d. Twist Bioscience for lllumina Mitochondrial Panel2 4 pl*| ALE A| 82
sto|=2| =3t 8H80| 7Hs et 32 piCl oligo panel X8}

e. lllumina DesignStudio Assay Design ToolS &3l 212t 22 ?I2F Custom
Enrichment Panel2l CIXtl 7k lllumina Concierge Design TeamS Sl
H|21ZHnonhuman) &I CIXIQI 7ks. Concierge Design Serviceoll Chet XbAet
HEE lllumina B XA 29
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