DATA SHEET

lHlumina
Complete Long
Read Prep,
Human

thol Z17|0M & 2|=9F £ E 2[=9f 2l Q17 Y

St
I_
SEH AR 23 It

A1=j3tl 2folsefel 4 9
o Fetotn e &

2 | DNAE A& ofF otof @z kl= Xtsst X1
e

: M-KR-00144 v2.0 KOR
:M-GL-01420 v2.0

| 1




ILLUMINA COMPLETE LONG READ PREP, HUMAN

7 NovaSeq 2AHEL 2 Hdsh= 1522
S

KEMICH A2 A (Next-generation sequencing, NGS)2

IFSIXHOf| Al R M| (genome) 2 B S5H0] MY EHS0of Chet lllumina Complete Long Read Prep, Human2 NovaSeq

olsfiel Z2 Wl 2 Ql= 7|32 M ZEHLCH llumina &S &l X Plus, NovaSeq X % NovaSeq 6000 A|Z& A|AR0]A

sequencing by synthesis(SBS) chemistry®f 44t 20| AFEO| 7bSRILICE Mt ALEXHE Bt Eiel 77|12 B 2=

A= DRAGEN™ Secondary AnalysisZt 2t EH2He 7} 0f < CIOIEI2t £ E 2|= (short read) HIOIEIE 25 & =

F2 T& RTHM AIEY(whole-genome sequencing, WGS) AELICHE 1). O 7AE assay= Tt SH| #S0M

H|O|E{2 MAMBIL|CH 2|2 DRAGEN 24 7|20| etxstof| et YeE B E HSOIH CHeE 8 2| 2R {0 90% Me

KR OymIBt7| 01242 (difficult-to-map) SEIXFOl| Lot /& DNA AHEEE 27 8ILIEHAY 2). E2t assay/t 22

40| MM ZS{X|1 QUSLICEH?® aAS0A T 2| Yo LHEX} AHH (inhibitor)LF @E = &0i| CHet Meo] /A7| w0l ol

FAoil= 7! 2|= Z0l(read length)Z HEHIH &S Mtz el Etef = ZX0lM 22 DNAE Mergitich

SHAIE 2 OfEO| 7tsSta 2 ot o E2 2WE J[thg =+

UGLICE T2iLF T2l & 2|E(long read) AR 242 lllumina Complete Long Reads= lllumina2l Ak 2t0|E2{2]

2 2Ol DNA AFBE 27161, M2|Z (throughput)0| &2 =3 assay, 2SE SBS chemistry 22|11 232t DRAGEN

2 A ERRE X|IsHH, 20to| HEM0| 0 ABiCt= Secondary AnalysisE 2260 02 M=ot § 2|= H0|HE

CHEH0| Q0] 220 =J0| &X| UAAELICEY AMdstL|chagl 3). 2 B EXtsingle-molecule) DNA
HHE X (enzyme)S OlEdH “land-mark "2t E2|=

lllumina Complete Long Reads MIZ2 | A oilM = NFet HHO 2 052 = S5 (amplification) 3 AR 2SS

B|E ARAS 7SI 241 M2t 4 QlE2 ¢ LT} AELICE AT EQ0= land-markE 7|E2 2 PH=X0| AL}

lllumina Complete Long Prep, Human 0[2{st 22 OHEOl 0f2f2 SAS FESHL N500| 5~7 kbRl & 2IE2

2 2| 7|28 J|HIO R A X2 JHest HIEQLICE 0] TAS MMfLICHDR 2). & 2|= HI0|E = unmarked £E 2[=

WGS assay= LEHQI NGS HIFEEZRE AHE8H NovaSeq™ WGS 2fo|B2{2|et AeE[0f fefjof He BA HHE HXstn

6000 A|AEIO|LE NovaSeq X Al2IZ=0lAf contiguous & 2|12 HeoiA| HoAsteE Z0[7t 21 contiguous E|[EE BHSOELICE

AEAE YMBILICHOR 1). SHF ot &t= 7tsTt 28%0l
gto|Eefz| EH| ZI2ESS 52 MEFE 27cte H7o 23
& &E0] 7+ks8HH, 50 ngel DNARIS AHSE = Q10
HMEHQl =5 (extraction), Btt(shearing), 271 8¥(size
selection) 2+H0| HRSHX| 4&LICH

2to|=e{2| Z=H| HOlE =4

10 ==

MEXol x2EZ Hctgl lllumina Complete Long NovaSeq X Al2|= E& lllumina Complete
37| MY abY 2Ee Read Prep, Human NovaSeq 6000 A|AE! Long Read WGS
50 nggl DNA Arga DRAGEN %Ek—?-E ‘E‘)S!

12U 2 YFEZER

32! 1: lllumina Complete Long Read 12522 — =& Jtsotil A[&otzE 2toj2ef2] Ft| T2 EE S S5 NovaSeq 6000 AlAE Ei=
NovaSeq X Al2|=2 Al# 4 = DRAGEN Secondary Analysis2 £445t0{ Z2ZE0l £ 2|= WGS HI0[E 44, llumina Complete Long Read
2t0|E2{2|= 30x EE WGS 2t0[=22{2(9] FH], A2 Y Bl 40| BHEA| Z8HE|0{0F B,

a. Z210ng2 & AME 7HS3tLE, 50 ngCl DNA AFS0| HEE.

2M Bl M-KR-00144 v2.0 KOR
2 | ol @& M-GL-01420 v2.0 AT TEYLICh T Bt = A2 Y = l&LIth



ILLUMINA COMPLETE LONG READ PREP, HUMAN

H 1: lllumina Complete Long Read assay ®&

ME f2jgpee
300At0/2 E2edy  ERedy
Alet 712 H2) 42 4 EolE ofRE =
NovaSeq 6000 of

7 of o
S4 Aof 44 °f3Tb 44A7F
NovaSeq X Series oF

7 oF o
108 Al%} a1 S8Th 24A17t
NovaSeq X Series of

7 oF -
258 Alo} i HeTp PENEL

a.

b.

. llumina Complete Long Read 2t0|22{2|E

2 x 150 bp A4 &(run) ZZ401IM 2f 30x9] lllumina Complete Long Reads
HE|X| ==,

BN A 5YT MER & AE 2| Q7 HE MM HlolE 2. llumina
W WGS 7|E &2 7Hs. Unmarked 2to|E2{2(9|
12 212 0| & HEZ WS FASTQ IHY ALS

R )

A2 30xH
DNA PCR-Free Prep A& &

g He.
FH| EE AHY2 SA0| TgE E
7ts.

NovaSeq ZE0M AL Z &9
Q30 H4:7t NovaSeq AFXEC} S| HDE 4 oLt 0]= AIEA 2l0|Lt 2to|EE12
Hs 2 E <olstx|

oo
SS T

o,

N50

H|o|= £8 N50

sto|
L
o =
=
PSS

A B e

Ske]
30

7000

6000~
5000
4000-|
3000~
2000~
1000-|

200K—

150K—

100K—

50K~

T T T T T T

5 10 25 50 100 600
DNA A& (ng)

T
1200

2 2: DNA ArS2at 2tA|g1o] L2t Z1tE ME3h= lllumina

mplete Long Read assay — 5~1,200 ng2| DNA AtE Al 44 ==

Ef 10| = EZ(phase block) N502| HIO|E] ZH0| H|xxot AS

| 75, N500|2H M| of Ml =2|(assembly) Z20[2] 50% Y m 7H&
ZE|D(contig) 2l AIFA 0|2 HlE N502 Ho|H £529 37|
=EMEZRE AR Its

=
=

Land-mark&l ZI ZH
[ |

LI | ] ] ] i
==
o=
* Land-marke 7| ZH
LI | ] ] ] i ] ]
LI | ] ] ] i ] ]
LI | ] ] ] i ] ]
LI | ] ] ] [ | ] ]
| I | 1 L} 1 [ I | L} | |
Ei2HIE| O] M S AR Y

Land-mark&l & 2/=

Unmarked 2|=2to| Zgt

\/

Illumina Complete Long Read

|

: lllumina Complete Long Reads assay2| #2] —

IEf]0 44 (Tagmentation)®S E3H 21 DNA 2H(> 10 kb)2

2 SO HEO|LF 37| ¢ IHE0| Hedtx| gbg. 71 HH
Xt =&=0l|M land-mark=l0] BFRELt O E (adapter)
E2E HEE XX QI BEY Land-mark® 2 EH2 5%
K|, 2kt EfIHE|O|M THAE S AR 7tsot

—Qlew

| 0

© o od & no ox |J oM
ot o _—': A

=

< 0|8 EZ& unmarked WGS 2to|E2{2[(5 st
EAF‘J Aot A

w

mo &

I
> N 0z

oox
o |0 I'O*

O o= & A & oA ooz I
w A

n
il
op

0

A
of

rE
T fot

:M-KR-00144 v2.0 KOR
:M-GL-01420 v2.0

02 MO

|

o

2)9 Zeoto] YT} OfS e A

| E4|O|E1 24 A0 M= 2= e DRAGEN 2ZEQ07F S 2|=
==y}

| 3


https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/dna-pcr-free-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/dna-pcr-free-prep.html

ILLUMINA COMPLETE LONG READ PREP, HUMAN

Motr =2 WGS H[0o|E 2+ llumina DNA PCR-Free Prep2 A3l &H|et 2t0|22{2|5
DRAGEN Secondary Analysis®| H=tr £ Q17 WGS
HIO|E et H| WS m, llumina Complete Long Read
CloJEl= Chebot tHO| SOl Cho ARl Hol H& HHTE

HRILICH (23 4). precisionFDA Truth Challenge v2 Ell0|E

lllumina Complete Long Read HIO|E= YEHEQl £ E 2|E
WGS HIO|E{E M= EIStH, TS g Sl o5 o I2HQl

g T EolHE MS LI

o dad(Homology)Ol EALE BHE Xl HHO0| QU= OfHO| MEEZE #mEH |llumina Complete Long Read assay A&
o2l gHofAel Ho| A& Al WGS EY = (precision) X MeZ(recall) & LIEH = F1
MNA L o/ A ICH 2] 9,10
o 28 FEE HO(structural variant, SV), SAF SEXE B85 = 99.90% S (TS 5).
(pseudogene), & &2-Z&(insertion-deletion, Indel)of|
=&
. 0| HO|H(phasing), SH2ZE (haplotype) A&

A HG002 Mz 1A HGO003 T& ST HG004 M& ST
12000 12000 12000
10000 10000 10000
Tl i o
& 8000 5 8000 5 8000
5 k3l 5
o 6000 o 6000 o 6000
& & &
+ + +
~ 4000 ~ 4000 ~ 4000
s g g
2000 2000 2000
=l i =l
0 0 0
SNV Indel SNV Indel SNV Indel
B. HG002 BiZo] of2i el HG003 Bho] of2ie el HG004 DiE0] ofzie @ef
10000 10000 10000
Ll
w8000 1 8000 S 8000
3z 5 B
I 6000 F 6000 o 6000
a o +
% 4000 & 4000 Z 4000
z z *
& 2000 & 2000 2000
0 —— o —— 0 ——
SNV Indel SNV Indel SNV Indel
C HG002 MHC ¥ HG003 MHC %% HG004 MHC &%
.
1000 1000 1000
w750 o 750 w750
s = =5
5 Eal k3l
o 500 o 500 o 500
& & &
¥ ¥ +
Zz 250 z 250 Z 250
o —— — o e — —— o e ——
SNV Indel SNV Indel SNV Indel
M llumina Complete Long Read Prep, Human 9124 (false negative, FN) W EE AE 2|E WGS 9S4(FN)
llumina Complete Long Read Prep, Human $/24 (false positive, FP) W EE AE 2|5 WGS AL4(FP)

12 4: 240] of2{2 STAL G0l A o2 Mot Mol & A2FS 20l lllumina Complete Long Read assay — Genome in a Bottle ZIA A9
HG002, HG003 % HG004 QI7h el A MZof chot 2|2 (FP) 3 ISH(FN) 202 &t T &7] CheM(single nucleotide polymorphism,
SNP) % Indel #l0] 2% etz 1 (A) ME Q7 4ol o2l EY, (C) === Mgt =2 Hl(major histocompatibility complex, MHC) S0l
et llumina Complete Long Read assay(F24)2f lllumina DNA PCR-Free Prep(IHet ) S| WGS H|O|E{E H|wet JeiT,

2M Bl M-KR-00144 v2.0 KOR
4 | ¥of ¥E:M-GL-01420 v2.0 A MLk Zet Hxtol= Al8Y & glgLIch



ILLUMINA COMPLETE LONG READ PREP, HUMAN

SNP + Indel F1 &=+, 2E #IX|0t2 HH(All Benchmark Region)

4 9991%
99.90%
99.80%
99.88%
99.87%
99.86%

99.90%

99.87%

99.87%

M =
[llumina Complete Long Read Prep, Human

SEEANHY Iz

H 99.85% %
gg o 99.84%
99.83%
99.82%
99.81% I-”% %E
Illumina Complete lllumina Complete e g 2lc 424 llumina DNA PCR-
Long Read Prep Loré%ﬁar::r::“h NFVEE::V%FBDO
+NovaSeq 6000 +NovaSeq L
DRAGEN 4.2 Oompr;:ew;‘i:gPanel DRAGEN 42 x-”%%:' ;I-EEI-EJ Hl—-lg
+NovaSeq 6000
+DRAGEN 4.2
lllumina Complete Long Read Prep, 20089108
Human (24 samples)
07 5: o MER 7[& — WGSH| thet ZH= B Mole S
BHESt= F1 ®(%)E 7IE2E = M, lllumina Complete Long Read lllumina Complete Long Read Prep, 20086823
Prep, Human2 & O 240t 10| {5 == 5 2. precisionFDA Human (8 samples)
Challenge v2 #IX|0=2 HZ HG002E AFEdH Mo HO]E. ) )
[llumina Unique Dual Indexes, LT 20098166
(48 indexes, 48 samples)
[llumina Analytics - 1iCredit 20042038

ng Read Prep ¥1=2
I WGSE XI5H7| /e

O
o
3
j=i
®
@
®
—
o

13

il
ro

s

Il

d=S A8t X

N
or
Of
H‘|
o Ju
$Q
il
-
O

oo

o o
tot

(@3]

iy
oy n
=4

pa s

r
oo o 1
bt

L =
Rl
re
™

-

&LICE lllumina Complete Long Reads—=
HIO|E] MEE AtS 2ebSt7LE =#Holof TS A= X0l
LRsHm 271 12 =28 A QI&L|CH

=2o=2 T M

I}

20}

S 2|E Ho[H = |STAOIM 7t 240] 022 g9 2
X|I¢2fLCE llumina Complete Long Read Prep, Human
QTA HolM THOHO| 77|12 2 B|EQ AE BIESE BF
SLCH
SBS

7|&2 M AUX 222 YUY

= JE=Z SfF0 THXOI WGESOf| et M2 8e =
ZtAastE|1 oot S22} [luminall YSE

chemistry 3! DRAGEN &4

=

fetoleeie| &4 T2 EZ0|

AlZh) ool t2 7tsstH Lol
7t &l&LICE NovaSeq X Plus

[CH 36 7Hel ot =2 RTHIE oY
7|22l WGS
AT}

o

Mg

=Y
—

e
243t

Bl

S0t ST HENS 2 AT QFM ABAS MBELICH

o

* |llumina Complete Long Read Prep, HumanS NovaSeq X Plus AIAE

25B 7 E22 dut H AMEd FY 222 A 2H(dual flow cell run)2

oY Ihs K2l

al
ES

.
3%

o
42

=: M-KR-00144 v2.0 KOR
=: M-GL-01420 v2.0

| 5


https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/complete-long-read-prep-human.html
https://www.illumina.com/science/technology/next-generation-sequencing/long-read-sequencing.html

ILLUMINA COMPLETE LONG READ PREP, HUMAN

i 2¢

—

Mehio R, Ruehle M, Catreux S, et al. DRAGEN wins at
Precision- FDA Truth Challenge V2 showcase accuracy

gains from alt-aware mapping and graph reference

genomes. https://www.illumina.com/science/genomics-
research/articles/dragen-wins-precisionfda-challenge-
accuracy-gains.html. Published November 9, 2020. Accessed
January 12, 2023.

lllumina. DRAGEN Bio-IT Platform data sheet. 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.pdf. Published 2022. Accessed
February 1, 2023.

Illumina. Accuracy improvements in germline small variant
calling with the DRAGEN Bio-IT Platform. illumina.com/
content/dam/illumina/gcs/assembled-assets/marketing-
literature/dragen-v4-accuracy-app-note-m-gl-01016/dragen-
vd-accuracy-app-note-m-gl-01016.pdf. Published 2022.
Accessed February 1, 2023.

Pacific Biosciences. Preparing DNA for PacBio HiFi
sequencing—Extraction and quality control. pacb.com/wp-
content/uploads/Technical-Note-Preparing-DNA-for-PacBio-
HiFi-Sequencing-Extraction-and-Quality-Control.pdf.
Published 2022. Accessed January 12, 2023.

iHumina

2= Toh(pt=) 080-234-5300
techsupport@illumina.com | www.illumina.com

© 2024 lllumina, Inc. All rights reserved.
2E MEE lllumina, Inc. £ ZF AR F9| XpAILIC

S 4% F2E= www.illumina.com/company/legal.html S HZESHIAI2,

A #H=: M-KR-00144 v2.0 KOR

10.

.

Pacific Biosciences. Preparing whole genome and
metagenome libraries using SMRTbell prep kit 3.0. https://
www.pach.com/wp-content/uploads/Procedure-checklist-
Preparing-whole-genome-and-metagenome-libraries-
using-SMRTbell-prep-kit-3.0.pdf. Published 2022. Accessed
January 12, 2023.

Oxford Nanopore Technologies. Ligation Sequencing Kit.
store.nanoporetech.com/us/ligation-sequencing-kit110.html.
Accessed January 12, 2023.

Pacific Biosciences. Low Yield Troubleshooting Guide.
pach.com/wp-content/uploads/Guide-Low-Yield-
Troubleshooting.pdf. Published 2018. Accessed January 12,
2023.

lllumina. Tagmentation. illumina.com/techniques/
sequencing/ngs-library-prep/tagmentation.html. Accessed
January 12, 2023.

lllumina. Data on file. 2022.

PrecisionFDA. Truth Challenge V2: Calling Variants from
Short and Long Reads in Difficult-to-Map Regions.
precision.fda.gov/challenges/10. Accessed January 12, 2023.
Genome in a Bottle. National Institute of Standards and
Technology. nist.gov/programs-projects/genome-bottle.
Accessed January 12, 2023.

=: M-KR-00144 v2.0 KOR
=

: M-GL-01420 v2.0 | 6


mailto:techsupport@illumina.com
http://www.illumina.com
http://www.illumina.com/company/legal.html
https://www.pacb.com/wp-content/uploads/Procedure-checklist-Preparing-whole-genome-and-metagenome-libraries-using-SMRTbell-prep-kit-3.0.pdf
https://www.pacb.com/wp-content/uploads/Procedure-checklist-Preparing-whole-genome-and-metagenome-libraries-using-SMRTbell-prep-kit-3.0.pdf
https://www.pacb.com/wp-content/uploads/Procedure-checklist-Preparing-whole-genome-and-metagenome-libraries-using-SMRTbell-prep-kit-3.0.pdf
https://www.pacb.com/wp-content/uploads/Procedure-checklist-Preparing-whole-genome-and-metagenome-libraries-using-SMRTbell-prep-kit-3.0.pdf
https://store.nanoporetech.com/us/ligation-sequencing-kit110.html
https://www.pacb.com/wp-content/uploads/Guide-Low-Yield-Troubleshooting.pdf
https://www.pacb.com/wp-content/uploads/Guide-Low-Yield-Troubleshooting.pdf
https://www.illumina.com/techniques/sequencing/ngs-library-prep/tagmentation.html
https://www.illumina.com/techniques/sequencing/ngs-library-prep/tagmentation.html
https://precision.fda.gov/challenges/10
https://www.nist.gov/programs-projects/genome-bottle
https://www.illumina.com/science/genomics-research/articles/dragen-wins-precisionfda-challenge-accuracy-gains.html
https://www.illumina.com/science/genomics-research/articles/dragen-wins-precisionfda-challenge-accuracy-gains.html
https://www.illumina.com/science/genomics-research/articles/dragen-wins-precisionfda-challenge-accuracy-gains.html
https://www.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.pdf
https://www.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.pdf
https://www.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.pdf
https://www.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.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/dragen-v4-accuracy-app-note-m-gl-01016/dragen-v4-accuracy-app-note-m-gl-01016.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/dragen-v4-accuracy-app-note-m-gl-01016/dragen-v4-accuracy-app-note-m-gl-01016.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/dragen-v4-accuracy-app-note-m-gl-01016/dragen-v4-accuracy-app-note-m-gl-01016.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/dragen-v4-accuracy-app-note-m-gl-01016/dragen-v4-accuracy-app-note-m-gl-01016.pdf
https://www.pacb.com/wp-content/uploads/Technical-Note-Preparing-DNA-for-PacBio-HiFi-Sequencing-Extr
https://www.pacb.com/wp-content/uploads/Technical-Note-Preparing-DNA-for-PacBio-HiFi-Sequencing-Extr
https://www.pacb.com/wp-content/uploads/Technical-Note-Preparing-DNA-for-PacBio-HiFi-Sequencing-Extr

