SPECIFICATION SHEET

MiSeq™i100 &

MiSeq 100 Plus
A A AH

—

= o FHOo 52
ZHIJJS M=

==

. ZHABHE ST AHO|D YRS 2HC HolE 2A02
X

o
=)
of Z0E Bt A7 729 i E s W1
A

o o
_\l_
E
I-J
;
é

i
_>L
r_l'F
e
oM
rn
=]
=
e

=
7|%19| 7| PIITJ

M-GL-02244 v2.0 KOR

| 1




MISEQ 1100 % MISEQ 1100 PLUS AlZd AIAE

=D ZHESE A|HAIO| 7|ZE

L— - —
ff AI2&(Next-generation sequencing, NGS) 7|&2

= —-
=W O CHst of Z2AH 0| E 23stn O M U7 HESH

gt & QU B ASLICE NGSE 7|1& 7|20t
SHEtEl FEQo B DIZE (sensitivity) S 7[RI 2 S5t
KA genomics) BT EME Sidst=0l 2 =822 & =+
e o Tl ZE NS TiL(Ct X2 A2 ATt H0]H
BEMg 25| QoM e S HALM0| ZRok| of2o
UL S NGSZQ| Hetof| oSS AT USLICH

lluminas AFAOIA] ALIHRI NGS 7|1t TEE AAHS

Magez=M RTATE X EHM=E O|Z0UY| fI8 =5t

200} Al 2 218 HEokn UBLICE luminaks
0[] HAIEF MiSeq AI2EIZ Sof HRAP} S X4 470
27I2{0| NGSE 43 4 QU 5101 NGS HE AT AR &S
EBLIC

IT AN

lllumina= MiSeq 1100 3! MiSeq 1100 Plus AIZ& A|ARIC =

Al&oA ZHE ZHHSHD WHE HIX|E AR Y| T |EE
HEQLICHOZ). 27 |M o2 UHE AAR CIXtRl XLEAP-
SBS™ chemistry, S2El HIO|H 24 7|5& V(8O 2 SFALE
FEM, 20 H0|H H2k, IR HE X2| SEE MBsh=
MiSeq i100 3! MiSeq i100 Plus= MiSeq A|AEIEC} 4HH
HEA AUE EESLICEH AZFAE NGS 2 M2 of 724

2401 MiSeq i100 AlZ| == DSt 2y, St S
oj2f 20| S&E F &= ™A (transcriptomics), 014 =

FHHSHmicrobial genomics), A X A& A (targeted
gene sequencing) & CHet 7101 2850 5t 2tof|
AZA ADE HZSHLICHE 1), 67[0f lllumina S & At
HMETe| X[ 20] HeHX|H, of= BO|ALF MiSeq i100 Al2|Z=E
ol & NGSE & & /&Lct

MM BATIR, ST EE 2
T2 A

llluminas 124 ZYS A MO2 ot HAMEQl J|as
NS =M X|chet ZHHst 2t |

o[ B4 T=MAE X6 UELICE MiSeq 1100
AE|X /IREERO HE 78 4= TZHEQ| 2t0f
STEE AL 2[AAE TA FY 2 JUTE A X0
USLICHIZ 2). MiSeq i100 2 MiSeq i100 Plus AIAER
(run) AT S T 3CHAO 24 2082 ool &2 5= Q=
AR /ASERE MSYLICH 2YPHoFH &= Al
FHERX|2t ARE2 M2 HiE 3 HHE 22 AIR-Y B

™ Aol SHEE7|E 7|CHd ER 7t glaLich &2t el
QITOHEIA (informatics, M ESH)E EIX|IQIES 7tA 6D
HFO| 2QIZEOHEIA (bioinformatics, BT ES) MEIIC
HRYE Aot 7HHDSE BA S X|@ts REX HEG

LEOA RE¢e ALY

2 | M-GL-02244 v2.0 KOR

o
tot 151 Z0Fof HAHel Hot S 7142t o M= oLt

12 1: MiSeq 1100 X MiSeq i100 Plus AI# & AIAE — lllumina®l
71& SLlE Al 2HEg L ALetoll SEE & HXIE AlAHCR

2t L&
NGSe| HZde 0|1 US

MiSeq 1100 % MiSeq 1100 Plus AIAEIS AJZAl Aloka 229
HIo| SBf=0] U= FHER|XIE AF8SHY 2toj=e{e2] 291
AAEALE BIALE ZHA DSt HMEHQI AR 3 84S
SHHAIZLICE MiSeq 1100 Al2|= ZHER[X[S] CIXIRI2 7|7| LY
HQIEAA 2JAl(maintenance wash)2l ERME Qlof FLICE
O] 0l G 22 A8 EE s0FE 7S MSYLILE

. ADEO| M2 BHHDE Ao S 2T
0| Bolzt JHH2 Ao, Binf 7tE2(x| U 1|2 87

s 2HE 222 4 #HY(denaturation), 2E= 22{AH
MM (cluster generation) J22[10 LA EH @{A|(post-run
wash)2| H2fO 2 AIZd Y2Z2 R 24t

o ZEOIDIO|=(Formamide) | AlI2FO 2 ZHHSHEI H|7|
ESHN;

« lllumina % EtAL 2t0|22{2| T3] 7|EQt 20| 7t55}

2] Zt |

ES
ZEIPEQl Het ele] 24 glofn
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MISEQ 1100 % MISEQ 1100 PLUS AlZd AIAE

2toj2a2| ZH|

Illumina 2t0|E2{2|
T FEQ oy
HMH gl

A2 M

A= EH|0M 247X ote2= =54

NGS

MiSeq i100 & MiSeq i100 Plus A|AEIES O|M= XSt
ATE flot &2 W& TA A2 A (small whole-genome
sequencing, small WGS) % #RTA[SHmetagenomics,
O3} HIEFX| B A, S ! Z g At AT E flot B
SR AR (targeted gene sequencing) & CHter 24
0l 80| 7hstt ME FH|0|M 271K 0OIRE= NGS
AIEZRE S YLICE 023t /TEERC 78 RARE
2tolEa{2| Z& 7|E 1id, MiSeq i100 A2[=E 0|88t A|ZA
72|20 DRAGEN™ Secondary Analysis?Zt ZLgfelL|CHIE 1).
CHE 22| A AFZ A| CIOJE 24 20F LIEO| 2417t Lo
HS=H, HO|E S HIO|2QIZEOHEIA o[ Z2[l0| YEESH=
CIAE H2F=0f 241 FA7F ZEASHELICE 0|28 I3 EERE
UL NGSRO| HB = MiSeq AIAEI0A MiSeq 1100
MNE|ZE29| Tete 500, MER AFSXIRL 7|E2| NGS AFHEAL
2 X

HE M3 gL

SE0iA TrEat s

=
=]
o
—

I
=

. APH MiehE Btojuizfe] ma J|E W RS TidE A3 A
U 8E £ 7ha et

o 2HE EE= Z2RE0IM AFE 24 E DRAGEN
0| metolS 0|83 Hlo|E} 24 EIA|S Zhaslto 2
BOl2QIEIEl A HE X|A0] TRy #4st

« BaseSpace™ Sequence Hub2|l 3= ClIO|E MESt Z2tE
Hlmgto 2 Aol M2 gFat

B

MiSeq i100 A|2|=2
ZHERSE 3EHA|

A
_I_OOH

eHc 9 gatec Jlu

DRAGEN Secondary Analysis

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

olg¢h Fefstn

DRAGEN 2T EQ|0Z

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

Mt ot S El oto|metel &a|E"S AHEs Xt

o[ B4 A gidigt £ Q= E5 vd&rs i Z6tn QIZZOfEA

HZIH0| Ciet o2 E HE & == TeoHELICE DRAGEN

ATEQ0 EMER2 H|0|A S(base call, BCL) It #Het 2=

H3(read alignment), #H0| A= (variant calling) & CH et

RN M SEHE HYLICE o] ZMEL2 V(7| HIE|
OF&L_'EI..

ILOME[Of Q0| F=IHA QI 2H0|MA POV EHRSHX| @i
25 E THo|Zefel#E OFL|2f MiSeq 100 AlZ2[E = "HMEl
CIo|E = ZtAsteEl & 4, BLEZ 3 24 7|52 HSdte
AHE0| 80l RUXS et HRE 240! BaseSpace
Sequence HUbZ AE2|YE =+ JUGLICH HAPXH=
BaseSpace Sequence HubOllAl 2= DRAGEN IHO|Z2fols
0|2 & AU2MH, NGS HIO[E Q] Hetot 2kt M0t A|ZtetS

o= L

Al qol0|ot MEstY 2A 2T E A28 £ USLICH HF
SHEf I SEEY SR M0 A0l = oM E W O CHFst
oho|Z2telg Mastn nEol et MEut stH0| Jtstt BME
X|§st= Rt 22F2E HO|QQIIOEIA ZeiE2! llumina

Connected AnalyticsZ MiSeq i100 AlZ|=2| TO|HE

AE2|Ydl 2 4 AFLICH

* DRAGEN® precisionFDA v2 Truth Challenge®| #IX|0F= GHIO|E &
A8l CHE & &7 £2 M9 F1 Feet Hlwdls o All Benchmark
Regions(TIA| HIX|Ot= FA)oll M 7HY Metot 2kt 2A 58 2l
DRAGEN v4.2 C|0|E £X: lllumina Internal Data on file, 2%
HIO|E| =X: precision FDA v2 Truth Challenge 2020(DRAGEN
v3.10, v4.0 % v4.20] = s’

M-GL-02244 v2.0KOR | 3



MISEQ 1100 % MISEQ 1100 PLUS AlZd AIAE

H 1: MiSeq 1100 AZ| =5 &0t Cret A[4Y 0l Z2[A[0]82] TESZR 0f|Al

A& ofiS2l7old

2to[E2{2] FH

Alof 74

Glo]gf £ A

HAM|A HLRIE

A2 FE SEH AN

|42, HHol2{2)

Illumina DNA Prep

MiSeq i100 5M, 25M, 50M &=
100M 222 4; 3004102 =
B00AMOIZ 7|1E

DRAGEN sWGS

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

B QTR A
CECERE

QIZIX[HE 7|gh

AmpliSeq for lllumina Custom DNA
Panel, Trusight Hereditary Cancer
Panel, oncoReveal NGS Panel?,
GenoScreen Deeplex Myc-TB Combo
Kit®

MiSeq i100 5M, 25M, 50M &=
100M 222 4; 30041012 7|1E

DRAGEN Amplicon,
DRAGEN Enrichment,

BaseSpace Sequence
Hub, Connected
Analytics

16S WS2IZ AIEY

Illumina DNA Prep

MiSeq 1100 5M, 25M, 50M E=
100M ZE22 4I: 3004102 £=
600AOIZ 7|E

16S Metagenomics

BaseSpace Sequence
Hub

SEA HERX| =22 AJEY

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

MiSeq 100 5M, 25M, 50M H£=
100M S22 4, 300A0[2 E=
600012 7|E

DRAGEN
Metagenomics
Pipeline, Microbiome
Metatranscriptomics

BaseSpace Sequence
Hub

ztojgeiz| 2 e
(quality control, QC)

Illumina DNA PCR-Free Prep

MiSeqi100 5M 22 &,
3004At0I2 7|1E

Library QC

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

TAARH A2 A (MRNA-Seq,
QEX; e T2Id))

Illumina Stranded mRNA Prep
AmpliSeq for lllumina Custom RNA
Panel

MiSeq 100 50M == 100M
222 4, 3004012 7|E

DRAGEN RNA

BaseSpace Sequence
Hub, Connected
Analytics

Illumina Viral Surveillance Panel,
Illumina Respiratory Pathogen
ID/AMR Enrichment Panel Kit,
Illumina Microbial Amplicon Prep,
Illumina Microbial Amplicon Prep —
Influenza A/B, Illumina COVIDSeq™
Assay (96 samples)

MiSeq 100 5M, 25M, 50M £=
100M 222 4; 3004012 7|1E

DRAGEN Microbial
Enrichment Plus,
DRAGEN Microbial
Amplicon

7|7| L, BaseSpace
Sequence Hub

a. oncoReveal NGS Panel2 Pillar Biosciences Inc.2 HIZ2!
b. Y8 7oA = XX &S

O -

of W=D QoS A
MiSeq i100 3! MiSeq 100 Plus A|AEIEZ 7[E9] MiSeq
AAECHE| AEY A2 AZHE 1/4 +EC 2 E0|=5 A=
U, A HA 20| HAI= 4AZHDE 3) PHof| =E[D = 2Kt
ot HO| SFF 22 A7t LHO| 21+ P2 5 USLIC £t
MiSeq 100 Al2|=& 2/ A (index) & HH A|# NSt SMS
ZeHtol| & Cl|o|E{e| CIZEIZE A (demultiplexing)2
U0, HFXIL 2ol A2 = 7| Mof| 0|2| ME Hilg

A
e
Soleln WRA| $4 22 ALY 4 ALt

4 | M-GL-02244 v2.0 KOR

i5eq 100 A4 |
MiniSeq *Iéﬁl— 5-24
MiSeq 100 AJ21 | 4-15
T T T 1 T R
0 10 20 30 40 50 60 70

AN 2 A2 AZHERR]: AlZH

12l 3: MiSeq 1100 Al2| =2 TH=El= AZA 2 EF)) — MiSeq i100
AE2|=, MiSeq AIAE! MiniSeq™ AIAE! 8 iSeq™ 100 A[AE! 2H AJRA
M AQ AZHH[ D



MISEQ 1100 % MISEQ 1100 PLUS AlZd AIAE

Clarst O HAE 2|5t ZHHLISH I|0|E
rOL -|_-|l'E | |_—_IJ'E Tll_ OI:IT||_ _” | 1 Io: Mlseq 100 A|E|Z g%]ll_a}.maa

Ot E g4
E2o 4P 5M  25M  50M  100M

T107FK] AlF 1A 1k [ 2 x 300 bpol 2|= Z0|(read
length) & Iﬁﬁfé M|Seq i100 3! MiSeq 100 Plus Co|E ot ==

A AEI2 5M~1 742l 2|= % 1.5 Gb~30 Gb2| HIO|EE
MABILICHE 2). @?I MiSeq 1100 Al2|=2l 23 1%1005p T R0 seb oce
IO OFR XS 7|HtO 2 CHAot O E A0 ZX &2 A 2 150 bp 15G6b  75Gb 15 Gb 30 Gb
MZ Xe|ZH(throughput)2 0|10 O 2Hat=l G A2 A (deep
sequencing)2 =g £ USLICE 7|E2] MiSeq AIAHIELt 2x300bp 36Gb 15Gb 30Gb -
4 Bi2 2|EE Mdste MiSeq i100 Plus AABRIE AHEO Z2o Mot I £3} 2|C A2
Ml AT Al 1~107H2] mRNA-Seq ME(MEE 10M 712
2|= 71F)2, FEIt 2 A7 Al FCH 100709] &2 FHE QEA| NEET=PN 5M78 25M 7 50M 7§ 100M 7

dESHEY 1M 7Hel 21E 7|F)S 8AIZH etofl A|RdY +

HOHEdE 2= 5= 7 7 7 7
ULSLICHE 1, & 3). |0 | 10M 74 50M 7H 100M 71 200M 7H

717] & Bt

XLEAP-SBS chemistry & 1% 100 bp — 4Nzt % 45MZE of5AZ
MiSeq 1100 Al2|=0l= XIS7EK] [HluminaOilAf ZHE et 2 x 150 bp OF 7AIZE  QF7AIZE  9F75AIZE  OF gAZt
sequencing by synthesis(SBS) chemistry & 7t& B2 1

2230y Foft ZES FMZsHe XLEAP-SBS chemistry7t 2 %300 bp SHISAIZE ersAlzh etissA —
MEEIAUGLICE o[0] Z2| =YY= AFEE D A= LS H Q-Score®

SBS chemistryE 7|Bt2 £ St= XLEAP-SBS chemistry=

lllumina 7|ES| otEN, £k 9l 52 IA SAAH YME 1% 100 bp Q30 0|4 E7| 2 90%

HIO|ES] MELE 0710 T2ME J[7H2 tHEAH & 5

AUZLICE MiSeq 1100 AI2IZ9] 2|4 AFES 2 x 150 bp2 If 2x150bp Q30 ol &71 = 90%

Q30 o[ Aol %47|(base)7f > 90%(H 2)§, 0j < ch%"‘?_l'(gg.g%) 2 x 300 bp Q30 0|A H7| = 85%

EﬂOlE‘IE )\H)\-Iol-|__||:|-.

= ocood

a. ofig Art2 Aoz HEE = S A Yk (cluster density)llA llluminagl
2{2]

PhiX Control 2t0[£ = Coriell & NA128782 0[&¢l 2h= TruSeq™
[=3 psie) By =M &HA DNA 2t0|ER{2|2 P2 K& 2HE & 42 2to|=2ri2l EFe &F,
27IH RS JksE 5l 91 371, 29 55, 7IEF A 2010] Tat A0 4 US. MiSeq 100 Plus
MiSeq 100 3! MiSeq 1100 Plus A|AEIZ A|HA] 2+A AAHS $T) 2 7HS. MiSeq 1100 AIAHE 20255 SHEt7[of SA| oI, 45
HLHS MU= SHOZ MARIASLICE 2T OFHAO| el s w2l + 28
IHMEl XLEAP-SBS A|SF2 A2 Hij& 9l HRH0| 7hsefLct b. 5M % 25M 222 M2 MiSeq 100 AIAHO|M AL 7Hs. 5M, 25M, 50M %
0| SHAIXIO| HAIS 2T K9l 229 HE HEO| LQAMS 910 100M Z22 42 MiSeq 100 Plus A0 AL 7Hs. 5M 2 25M E22

X4 7H5 M (sustainability) T AFRAF 2 Z 00| A| T3 22 M2 o7 22 75, 50M % 100M B2 42 20256 FA| 0

= S|EfS Hl2etL|Ct c. HEIRS IS REE S2{AH 4y, AIFY, HI0|A S (base calling) 2 ¢

o Al2F 7|EJ} E2}0|0FO| AL} OFO|ATH Sf0| A2 HY2E|0 d. Q-Score(quality score, 52 T=)= H0|2 20| @RI LS otES
7| 20| MA| gzt ol £¢t ghe olofet A 2ol 24 Q30 ool grlo| #RE gl Wre L&D 3L

. MR uBE ADEL S
| AJZH0| £H5E| D Y5 T B7HE oty
=

HT MEeILIC Zlet HAtolls AL 4 gigLch M-GL-02244 v2.0 KOR | 5



MISEQ 1100 2!

I MISEQ 1100 PLUS AlZd AIAE

= 3: %2 ofZ2/70]

HE MiSeq 1100 AlZ|=9] 0l ¥E M|

ME 4
H7& ofiZ2(Ao|M MEE2|E £
5M 25M 50M 100M
3 QAL e 1~5M A 1~57H 5~2574 10~507H 25~10071
HX RNA THE 1~5M 7H 1~571 5~2571 10~507H 25~1007H
AR a4
mMRNA-Seq 10~25M 7 — 1~27H 1~574 1~1074
Total RNA-Seq 50M 74 — — 14 1~274
Helt 4= ™ 7N 1~571 1~2571 1~507H 1~1007H
16S HZ2|Z AIHY 0.1~0.2M i 1~5074 1~2507H 1~3847} 1~3847I
DS QTAS  SHe EA AR ERK| A
5~10M 7 1~107 1~127 1~257 1~507
it (Shallow shotgun metagenomics) 0.5~10M o I >l o0
Fa[SON=EIEN 10~25M i — 1~27H 1~57H 1~107H
e WGS 1~571 1~257H 1~507H 1~1007H
HZ2|= 7|t 0.1~50M 7H 1~507M 1~2507H 1~3847H 1~3847I
Bx OXX} QlE|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 — 1~127H 1~257H 1~507H
Qc 2to|=zi2] QC > 0.02MP 7H (o 384-plex®
a. MBY OIS 4 U ME H2YS FEAR, AR AFRSHS TR 2ot H2|X|of et 2| Molg & US
b, MEEa|C &k Bto|=2{2|9 plexity0l] T2t &0[2 4 S
c. llumina YHAES 71BtO 2 oF £:X|2, QldA = 718 £ AT
A|§| SF A %1% 7|% EI|:|% = ﬂE MiSeq 1100 2 MiSeq i100 Plus Al & A|AR S QFHeh #A
I E '—‘W ' AA% s BUIER 9 MR 712 X2 HIA9 lIlumina
— Proactivedl| 2ZstH 7(71<] S%‘ M MEME HsSH =Y
lllumina= Xt 104 OfA Mo} @ AZ|Z HiEto 2 = UAGLICE lluminas 1 E2 S0 &5 CI0JE, HAZHH

HMAH2=Z 12 CH7F = MiSeq AlAE S SEASELITL
MiSeq AIAE2 162 10| H= S2 tlAl =20 2EE

AEo M ZHE | AFE ST QL= NGS 717I1RLICE? Hluminas

Zelo M2HS HIYOE A 0|21 MES NGS St

OZ2I70442 TS| e BUGHO| =2{8tT YsLICh

MiSeq 100 Al2IXE SO #E2 T ZHESE A|AY A ARS
A&HOE HBEO M APXISL REH 24 7|0 Ofgt

H2E2 F0|1A 8= llluminagl =o| ZAILICE

HBHQ A5 S 12 X|¢

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

& SHE SIS E YR MAN 72| 7|SX|{ES
LICE ™ MARC 2 Het 7= X ME[A=

, 22tel 7s XY MH|A = AERR U=R02 H3E2

2O FQ Al 212 X[HollM M&oHTIES

ISLICH llluminas 8=t 228 =X QlXetE

St

PRI Ay, B3 oRy U BES ATBILI,

$0 M Ho M

6 | M-GL-02244 v2.0 KOR

Tlgh Atgt 0| E 8l 2| OHE% X5t AELICE lllumina
J|leXpEe MAHoZ Eg XISt oMK 23t 7]7]9
HI7tS AlZHdowntime)2 X426t HME YEE2 FAAA
ELCt

2o
MiSeq 1100 % MiSeq i100 Plus AlZA& A|AEI2 SFAMEN A|AE

CIXtel, A[EA chemistry, S2E HIOIE 24 7|5 & MS5H0
jlot ST, 02 RTINS A7 X QTR AIZRAE

PSPNDS

ILEHSE CHFSE OHE2|H|0| M| 27 5= 2F l“ljéi, =
&5 ASE YL E s FLICH ME[E 2= e lllumina
7|&=XIE 1 B MiSeq 100 )\IEIIE O|8s & NGS2
Hetet 4~ S MlSeq 100 A2|Z= 71 &2 7|Ee
MIAISHH, X[ 7|71 S 22t 7HE w210 7HHGE A@als
Xl &gt



MISEQ 1100 % MISEQ 1100 PLUS AlZd AIAE

AFM] A
() k” Shl MiSeq 1100 Al2|=2] AFRE

MiSeq i100 & MiSeq 100 Plus AlE & A|AE Ih2to|E AR

A2E A0 8L 24 223 ZHD

DRAGEN Secondary Analysis

EHXAFZ 2LH
e Au| 5] 9 B4 E
Clolef 7 2 24 AT EQ|0f
Dél'_Tl_ —E—OI_‘| 2£:15~30°C, AIZHE 2°C Ojgte] 2=
o}
1. Mehio R, Ruehle M, Catreux S, et al. DRAGEN Wins at R SE H2Z= AT 25 20%~80%
PrecisionFDA Truth Challenge V2 Showcase Accuracy Gains e se T5: 2000 m 02t
from Alt-aware Mapping and Graph Reference Genomes. 2t71: N/A
illumina.com/science/genomics-research/articles/dragen- A HE
wins-precisionfda-challenge-accuracy-gains.html. Accessed
January 1, 2024. RFID A& b4 13.56 MHz, 8% 200 mw
2. lllumina. DRAGEN secondary analysis data sheet. LED
illumina.com/content/dam/illumina/gcs/assembled-assets/ 2H01A 450 nm, 511 nm
marketing-literature/dragen-bio-it-data-sheet-m-gl-00680/
dragen-bio-it-data-sheet-m-gl-00680.pdf. Published 2018. L8[ x 0] x =0
Updated 2022. Accessed January 1, 2024. 27 40.2.cm x 44.8 cm x 47.3 cm

7171 A B (dry weight): 36.0 kg

3. Data calculations on file, lllumina, Inc. 2022.
I{7|X| 2 49 kg

AC 100~240 V 50/60 Hz, 300 W,

EHY D3 TR

2 97 ALY

HE 2=
-”E — = 7|7|2F HIO[E] 22| A|AR 2t RJ-455
HEY3 Az O|8d 2T £ HEKIE Sl Ak
e sler2 ) ws 2x2.5GbEZE
LHE HESIZ Y2 77|19 50 Mb
MiSeq i100 Plus Sequencing System 20115695 e 7 >

BaseSpace Sequence Hub Y2E:

ARA AJSF 7| E? JIEIZ T WS 7171% 50 Mbps
7171 28 Hole F2E: 7171 5 Mbps

MiSeq 100 Series 5M Reagent Kit (300 cycles) 20126565
NRTL 215 IEC 61010-1

; f ; : & ok CEDIm 8=
MiSeq 100 Series 5M Reagent Kit (600 cycles) 20126566 ETE=EClES ===
FCcc/iIc &¢!

MiSeq 100 Series 25M Reagent Kit (100 cycles) 20126567

MiSeq 100 Series 25M Reagent Kit (300 cycles) 20126568

MiSeq 100 Series 25M Reagent Kit (600 cycles) 20115696

a. SM A 25M EER 42 oM F& 7ts. 50M % 100M EER 42

20254 EA| oF

AT TEYLICH T EXtof= A8 Y = &Lt M-GL-02244 v2.0KOR | 7
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iHumina

= Fok(eh=) 080-234-5300
techsupport@illumina.com | www.illumina.com

© 2024 lllumina, Inc. All rights reserved.

DE HEE= llluming, Inc. £ 28 ARFC| XHAILICE
S 47 F&2E= www.illumina.com/company/legal.ntm
M-GL-02244 v2.0 KOR
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