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MISEQ 1100 % MISEQ 1100 PLUS AlZd AIAE
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L— - —
MICH Al A (Next-generation sequencing, NGS) 7|2
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=W O CHfst of Z2|A 0| S 3ot O A U7 HESH
AAEIS ARG 2 QU EJAELICE NGSE 7|1& 7|20t
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e O IOl ZAWE MZTILICH SER| 2 AR A2t HIo[H

AN
242 assly| fsiAs 4218 B ALIMH0| HRdl| Ho]
s o NGSRO| HE0| ofH2S HT YBLICH

llluminas SO HALHRI NGS 7[&at TR E AAHS

Mage=M RTATEXH FrHE 0IZ0LIZ| /6 =Hst

QUOH AHA 2t ZotE MEstd /JSLICE llluminas

0|0 HIXIE MiSeq AlIAEIE S8 AR ME XA +Z0
HARIOI NGSE T 4 QUA 8t NGS MM AN S
=JELCE

lllumina= MiSeq 1100 % MiSeq 1100 Plus Al# & A|IARIC =

Ao 1S 7HHSED w2 #IX(E AR Y] 7|1E2
HERLICHOE ). 27|z UHEN AAR CIXl, XLEAP-
SBS™ chemistry, S/l HIO|H 24 7|5& 7[UO 2 SHAE
REY, 2o HOH Y iR #E M2l £E5 Mssts
MiSeq 1100 & MiSeq 1100 Plus= MiSeq AIAEIECE 48
WEA ZAUE ZEYLICE A=FAE NGS M2 of 14
2401 MiSeq i100 Al2|=E D|¥ES 4y, S
2] 20kl 2 F= TAHIE (transcriptomics), 0|4 =
RHEME (microbial genomics), & Xt AlZ & (targeted
gene sequencing) & CHYet 7101 28=0 St etof
A ADE HMZELICTHE 1). A2100 llumina ST HIS
HE7te| X[ 2l0] HiehX|H, o= BO|AILE MiSeq 1100 Al2I=E
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LTFEE A 2|AAE TA FY > UTLSE A X9t 0
USLICHIZ 2). MiSeq 1100 2 MiSeq i100 Plus A|AEIR
Z(run) HEES T 3THAO 2 202 ool =Y 5 =
ZEaStE QI ZERE MIYLICE 20 S == A
FIERX|Qt ARE2 MR tiE 2 HARD 2 AI-Y THA|

T AlCfO] =72 7ICHE He ot gisL Ch A 2tEel
QIZLOHEIA (informatics, M2 2 EIX|XQIEES ZtA %6t
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MISEQ 1100 % MISEQ 1100 PLUS A& AIAE
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2HABHE Y9B2 22 S0 NGS2Y YT M
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A= EH|0M 247X oteE= =54

NGS

MiSeq i100 & MiSeq i100 Plus A|AEIS O|M= XSt
ATE flot &2 & TA AlZ A (small whole-genome
sequencing, small WGS) % R A[SHmetagenomics,
O HIEFX| Bl A) S Sl Z e Het AT E flot B
FXF AR (targeted gene sequencing) & CHFet &4
2ol 80| 7tstt ME FH|0lA 247X OfRE= NGS
AIEZRE HMSYLICE 0|23 T ERRC 7 RARE
2fo[Ea{2| I3 7|E 1i'd, MiSeq i100 AZ[=E 0|83t A4
72|10 DRAGEN™ Secondary Analysis?t ZLeHelLCHIE 1).
CHEE2| 4 AFZ Al CIOJE 249 20F LIEO| 2417t LHOf|

HIZ =0, HO|E S HIO|2QIZLOHEIA THO|I2[Rl0 YEESH=
CEAIZE H2FE[0f 24 FADE ZEASHELICE Ol2fet 2222 =
2ot NGSREO| FBH = MiSeq AIAEI0|A MiSeq 1100
NE|ZE2O| Hets 51, MER AFSAR 7|ES] NGS AFEXAL
DR ChEat 22 EHEE HZeLC.
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DRAGEN Secondary Analysis

ohS X @sH= MiSeq i100 % MiSeq i100 Plus AlZ A AJAE

olg¢h Fefsotn

DRAGEN 2T EQ|0Z

TNMO|H F2X0 24
25 E DRAGEN Secondary Analysise= =42 S8 1

Mt ot B el oto|metel Aa|E"S AEs] Xt
HIO[H 24 Al gdligt £ Q= H5 vi&rs A6t QIZZOEA
HEZIH0l Ciet o2 E HE & == ZeHELICE DRAGEN
AITEQ0 EHER2 H|0|A S(base call, BCL) It #He 2|=
H™H(read alignment), 10| ZZ(variant calling) & CHet
RN 2M 2 M S MAPLICE o] ZSHER V(7| HIS|
OFAL_||:|..

Zo=[0] R0, =Tl 2ol A Foi7F QO] %5

25 E THo|Zefel# OFL2f MiSeq 100 AlZ| == MM El
HIOIHE Ztastel & 4, ZLHE 9 24 7|sE M3ste
AHE0| 80l RTINSt 221RE ARE 2t4?! BaseSpace
Sequence HUbZ AE2|YE = QGLICH HAPXH=
BaseSpace Sequence HubOllA 2= DRAGEN If0|Z2fQls
0|8g 4= AUSH, NGS CIO[E{2] Helot 2K 2A11 A| 29t E
Adlsl oot Y= 2M Z0E HE £ USLICEH AT
ShEtap SrEY SR Mol 20| Q= ol M Of Chrst
Ipo|Zerels MIot el ot E I nt = E0| st BME
K| @ote qoiot 22t2E HIO|QQITOEIA Z3HEQ! [llumina
Connected AnalyticsZ MiSeq i100 Al2|=9| HIO|[HE

AEe|Uel =+ AFLL

* DRAGENE precisionFDA v2 Truth Challenge®| #IX|0F= GH|O|E S
A8l CHE & &7 £2 M9 F1 Feet HlwRls o All Benchmark
Regions(THA| HIX[0t 3 FA)0l| M 7HE Hetdt 24t 24 s 22
DRAGEN v4.2 H|0[&| =X : lllumina Internal Data on file, 2%
H|O|H =X : precision FDA v2 Truth Challenge 2020(DRAGEN
v3.10, v4.0 U v4.20{ = 3igh)’
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H 1: MiSeq 1100 AZ| =5 2&0t Crfet A[4Y 0l S2[A[0]82] TESZ2 0f|Al

ATFE oiS2l#old  2to|E2{2| FH]

Alof 74

clolE 24 2 ZERIE

e TE QM AAY
Illumina DNA Prep

MiSeq i100 5M, 25M, 50M E£&=
100M E22 4, 300At0|2 £=  DRAGEN sWGS
60002 7|1E

7|7| LK, BaseSpace
Sequence Hub,
Connected Analytics

AmpliSeq for lllumina Custom DNA
Panel, Trusight Hereditary Cancer

HEe|Z 78t Panel, oncoReveal NGS Panel?,
QIZ|X|HE 7|8t GenoScreen Deeplex Myc-TB Combo
KitP

MiSeq 100 5M, 25M, 50M == DRAGEN Amplicon,
100M 222 4; 30041012 7|1E

BaseSpace Sequence
Hub, Connected

DRAGEN Enrichment, )
Analytics

MiSeq 100 5M, 25M, 50M E&=
100M 222 4, 300M0|2 £=  16S Metagenomics

16S WE2|Z A lllumina DNA Prep

BaseSpace Sequence
Hub

600012 7|E

Illumina DNA Prep, lllumina Stranded
Total RNA Prep with Ribo-Zero Plus
Microbiome

SEA HIERX| =2 & AR Y

MiSeq i100 5M, 25M, 50M E&
100M E22 4 3004012 E=
B00AMOIZ 7|1E

DRAGEN

Metagenomics BaseSpace Sequence
Pipeline, Microbiome  Hub
Metatranscriptomics

2to|ge2| S22 22|

MiSeqi100 5M 22 &,

7|7| L, BaseSpace

(quality control, QC) Illumina DNA PCR-Free Prep 30041012 7|E Library QC Sequence Hub, .
Connected Analytics
Illumina Stranded mRNA Prep ) ) C BaseSpace Sequence
A A A (MRNA-Seq, ) ) MiSeq 100 50M = 100M
SxIx| s E(r;m%%l)eq AmpliSeq for lllumina Custom RNA 1>€q DRAGEN RNA Hub, Connected

Panel

S22 4, 3004012 7|1E

Analytics

Illumina Viral Surveillance Panel,
Illumina Respiratory Pathogen
ID/AMR Enrichment Panel Kit,

HEA dE UL LAl lllumina Microbial Amplicon Prep,
Illumina Microbial Amplicon Prep —
Influenza A/B, lllumina COVIDSeq™
Assay (96 samples)

MiSeq 100 5M, 25M, 50M = Enrichment Plus,
100M Z2E2 4: 3004012 7|E

DRAGEN Microbial
7|7| L, BaseSpace
DRAGEN Microbial Sequence Hub

Amplicon

a. oncoReveal NGS Panel2 Pillar Biosciences Inc.2 HIZ2!
b. Y8 I7tojA= XX &S

o -
of W=D QoS A
MiSeq 1100 2 MiSeq 1100 Plus AIAEI2 7|E2] MiSeq
AAECHEH| A EY A2 AZHE 1/4 +EC 2 0|5 A=
U, A HA 20| HA= 4AZHOR 3) ol =ED = 2Kt
ot HO| SFF 22 A7t LHO| 21t E ¥ E 5 USLICE £t
MiSeq i100 Al2|= & QHA(index)E B AlEASHE SMS
Soff xutol| & Hlo|E{e| CIHE[Z A (demultiplexing)S
Tldet 4 Qlof, H7Xt 2ol == 7| Mof| 02| ME Edg
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https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-dna-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-dna-panel.html
https://www.illumina.com/products/by-type/clinical-research-products/trusight-cancer-hereditary.html
https://www.illumina.com/products/by-type/clinical-research-products/trusight-cancer-hereditary.html
https://pillarbiosci.com/products/
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/deeplex-myctb-combo-kit.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/deeplex-myctb-combo-kit.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-total-rna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-total-rna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/stranded-total-rna-prep.html
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/stranded-mrna-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-rna-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/ampliseq-custom-rna-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/viral-surveillance-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/respiratory-pathogen-id-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/respiratory-pathogen-id-panel.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html#:%7e:text=Illumina%20Microbial%20Amplicon%20Prep%e2%80%94Influenza%20A/B%20enables%20cost-,at%202%20x150%20bp%20sequencing.
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html#:%7e:text=Illumina%20Microbial%20Amplicon%20Prep%e2%80%94Influenza%20A/B%20enables%20cost-,at%202%20x150%20bp%20sequencing.
https://www.illumina.com/products/by-type/clinical-research-products/covidseq-assay.html
https://www.illumina.com/products/by-type/clinical-research-products/covidseq-assay.html
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Crefet 2o 72 2lot ZHelot Ho|H
OfRZ g

1071K] Alef ++3k Z|TH 2 x 300 bpol 2|= Z0|(read
length) & I%ﬁfé M|Seq i100 3! MiSeq 100 Plus

A AEI2 5M~1 742l 2|= % 1.5 Gb~30 Gb2| HIO|EHE
MMBILICHE 2). 04?7( MiSeq 1100 Al2|=2| 2H&E
CIO|E] OFRES 7|2 2 CHRFol OfE2[AH|0| Mol ZA] &2A|
ME Xe|2(throughput)2 0|10 & 2Haf=l G A2 A (deep
sequencing)2 =g = ASLICE 7|ES| MiSeq AARIELE
4 B2 2|EE Mddt= MiSeq 1100 Plus A|AEIE AB9|
Ml AT Al 1~107H2] mRNA-Seq ME(HEZ 10M 712

2l= 7|F)E, 7t 2 g Al Z[CH 100702 22 Y RTA|
*“H(*DHE%WM Hel 2lE 71F)S 8AIZH etofl AlRdE &

UGLICHEN, E 3).

XLEAP-SBS chemistry &&

MiSeq i100 Al2|=0il= XIZ7EK] llluminaOll A ZHZ ot
sequencing by synthesis(SBS) chemistry & 7t& =11
2ot FHot EEES MBsH= XLEAP-SBS chemistry/t
MEEIAUGLICE o|0] F2| =YY= AFEE D U= LSH

SBS chemistryE 7|8t 2 St= XLEAP-SBS chemistry=
lllumina 7|1EQ| oY, £ 3 55 22 SFLAA HdE
O MRS E0{F10 TEME J|72H2 HHRAIA & 5
UELICH MiSeq 1100 AlR[=C] E|A AFEE 2 x 150 bp? M
Q30 O|Atel &7|(base)?t > 90%(H 2)2, 1L H=teH99.9%)
HIOIHE dMefLCt,

= ood

217|501 K| THs A Sl

MiSeq 100 3! MiSeq 100 Plus A|AEIE A[Z Al &+

o2 Mot S5O 2 dAEJGLICE &

IHME XLEAP-SBS Alef2 A2 Hi& 8l 20| 7ts2HLCt,

o| 6HAIX10| ?54)\|9 E'_I: x.||o| DE9|. I_HE _'l:_iI'_|-O| | A‘I% gio
K& 7hs d(sustainability) 2 AFSAL 2 ZHOA CHS0 22
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. e HEEs ADEL oS0 WRST| Fo02 Al
| AJZH0| £H5E| D YST B7HE oty

# 2: MiSeq 1100 Al2|= &5 T2t0|E?

29 AP 5M 25M 50M 100M
Co|E ot ==
1x100 bp — 2.5Gb 5Gb 10 Gb
2 %150 bp 1.5Gb 7.5Gb 15 Gb 30Gb
2 x 300 bp 3Gb 15 Gb 30 Gb —
Z22 Mot Zf £t 2= 4
Az gle 5 5M 7H 25M 7K 50M 74 100M 74
Ho=d=z2= 4 10M 7Y 50M 7H 100M 71 200M 7H
Z|Z[F=Ef RIS
1%100 bp — OF 4A[ZE  9f 4.5A|12F ok BAlZt
2 x 150 bp OF7AIZE  SF7AIZE 2k 75AIZE  oF gzt
2 x 300 bp QF15A|ZE  QF 154|172 2F15. 5|7t —
Q-Score’
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iXC &= Coriell 12 NA128785 0[&3df| THE TruSeq™
DNA 20|E2{2|2 H2 #X|5 2HE & 452 2tol=i2|el &

|37 Ao 20lof what Aol &~ IS, MiSeq 100 Plus

steEt|of A 0. ds

|,JIXI

|2 MiSeq i100 AIARIO|M AFE 7Hs. 5M, 25M, 50M 2!
MiSeq i100 Plus AIAEIOIM AR 7ts. 5M
.50M B 100M 222 M2 20254

=
2 s
c. HEIYS XS 2EE S2{AH MY, AFY

% 25M 222

e, Hlo|A S (base calling) &
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H 3: 2 OHZ2[AH0|HE MiSeq 1100 A2[Z=2| ol HE X2|&f°

TEES
#1728 ofZ27olM MBY2E 4
5M 25M 50M 100M
3 QKL e 1~5M A 1~574 5~2574 10~507H 25~1007H
- HE RNA THE 1~5M A 1~57H 5~2574 10~507H 25~1007H
mRNA-Seq 10~25M 7 — 1~27H 1~574 1~1074
Total RNA-Seq 50M 7H — — 174 1~27H
e HE 1~574 1~257H 1~507H 1~10074
165 HZ2|Z AIHY 0.1~0.2M 7H 1~507H 1~2507H 1~3847} 1~3847}
0|ME SFH|SH LS ol A AFZH O|E 21PN
Cﬂlgg i (P;hLaI:);v ;\h;tjlj:ilw:t;;enomics) 0.5~10M 1~10°4 1127 1~25 1~50%4
Fal[SON=EIEN 10~25M i — 1~27H 1~57H 1~107H
e WGS 1~57H 1~2574 1~507H 1~1007H
=2 7| 0.1~50M 7H 1~507M 1~2507H 1~3847H 1~3847I
Ex S} QIE[X|HE 7|8t 0.1~50M 7H 1~507H 1~2507H 1~3847H 1~3847I
Al SFH HE(Genome editing) 0.1~50M 7 1~507H 1~2507H 1~3847H 1~3847H
H 2|l E2((Immune repertoire) 2~25M 7H — 1~1274 1~2574 1~5074
Qc 2tolE2{2| QC > 0.02MP 7H £|TH 384-plex©
a M2y 9l MZ MelZFe AR, AN AFBSHS IE T Rsts HH2|X|of that 3 Aol 4 IS

A
o S =
E 2= 2t0182{2]9 plexityOll T2t &0l &= AS

QlEl A= 718 4 9l
DT TAE T NS

llluminae= Xl 10E Ol & 40 2 AMZ|E HIEC =R

o
H MAH2 =2 12 L7 = MiSeq AlAEE SEASLIT
MiSeq A|IAEI2 168 210] H= S& A ==20f 218

AZOIIA 7HE Ha] AFE & e NGS Z17ILICE? lHluminas
ZH2 HEHS HIECZE dAlg 0|20 M2 NGS St
ofZ2|AH0|ME 7L sty | Qs BARI0| =Bt USLICE
MiSeq i100 Al2|=& 2Lt 2D ZHESE A ZA AAHS
XNEHOZ MBSO M HPAES RTAM 24 7|0 Chst
HZ2HE =0|At 8t llluminall =29 AAQLCY,

NBHl A7 S 1 X2

llumina= 2t0|E2{2] #H|, AIZY 8 Z40i| tiet B2 X|A&

ZhE SHE WetEE FEE AN 22 7|SXHES
25t USLICE ™ MAXHSZ HMat 7|& X|@ MH[AE=

= 5%, 220l 7|& X|@ MH[AE AZES L2012 HSE L
UM CHEEO| T2 CHEA| Q2 X[HO|A M&THHE S
Xt QUSLICE llluminas =3t 22E M= QIZetE
EE 220t HE L2td, o2 o8y 3 S MagLict
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M HE
MiSeq 1100 3! MiSeq 100 Plus A|# &) A[AE

DRAGEN Secondary Analysis
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Mehio R, Ruehle M, Catreux S, et al. DRAGEN Wins at
PrecisionFDA Truth Challenge V2 Showcase Accuracy Gains
from Alt-aware Mapping and Graph Reference Genomes.
illumina.com/science/genomics-research/articles/dragen-
wins-precisionfda-challenge-accuracy-gains.html. Accessed
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