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MiSeq 100 Al2|=

AN

lllumina= MiSeq i100 ¥ MiSeq i100 Plus Al&4
ANABIOZ H &8 M KHMICH Al A (next-generation
sequencing, NGS)0ll CHet ZHH-H 0t At Ho| 7|1&E 2
Mot ASLICEH MiSeq 100 A2[=E E7|Xo 2 UHE
A AR CIXERl XLEAP-SBS™ chemistry, S22 DRAGEN™
Secondary Analysis 7|S& 7|82 2F2| 7HH Y, 245t
Clo|E] Mt i #E X2 £=E X|JeLCh A=FAE
NGS £2M9| 3t 1M @491 MiSeq 100 Al2|=&= D|ME3F,
dgd, ZYt S Cryet A7 200l 2EEH oHF otof|
A3 20HE HSELICE,

0| Application Note= MiSeq i100 Al2|=7t 0|42 ||t
AT BN QUL AEY AL S 2 o7 200 28EAS
I 7|Z2] MiSeq AlARID SSStAHL JECHE =2 29|
CIO|HE HAdets 20 FLICh

HFEH
od

0j’4= RHA A7

2 ME STAM| AHY(sWGS)
A2 ME KA A[24(Small whole-genome

sequencing, sSWGS) 2t0|E2{2|= Escherichia coli strain
MG1655(ATCC, 7FE21 #HS: 700926D-5), Rhodobacter
sphaeroides strain ATH 2.4.1(ATCC, 7221 Hz.:
17023D-5), Bacillus pacificus strain NRS 248(ATCC,
FHE210 HM%:10987D-5)2 Z&et &8 0= RTA DNA
(genomic DNA, gDNA) 100 ng=2 AFE3H lllumina DNA
Prep(lllumina, 7IE2 1 $H%: 20060060)2 2 EH[YELICE

O|ZA| ZH|3t 2l0|EB{2|E 7tX| 1! MiSeq i100 Plus

A AEIOM MiSeq 100 Series 25M Reagent Kit(300
Cycles; lllumina, 723 HS: 20126568)2 1% PhiX
Control spike-ing AH235t0] 24-plexE 2 x 151 bp Al& A
H(run)S TAWSLICE HIWE QI Lot 2to|EE{2[=2
MiSeq A|AEI0AM MiSeq Reagent Kit v32t 1% PhiX
Control spike-ing AF23t0] 2 x 151 bp Al2A HE
THMELICE,

A3 HO|E= 04 E M2 2lHHA 7|8t 0TS 2|dH
DRAGEN Small Whole-Genome Sequencing ¢
(v4.313)2 A86I0| 2%kt Mg HAMSLICE

16S rRNA A|# A

2to|E2{2|= 5 ng2l 20 Strain Even Mix Genomic Material
(ATCC, 7tH21 H3: MSA-1002) &= 20 Strain
Staggered Mix Genomic Material(ATCC, 7221 Hz:
MSA-1003) gDNAZ 7IX|2 [llumina 16S Metagenomic
Sequencing Library Preparation 2Z2|Z(amplicon) 7|gt
D2EZE AH8SI0 EH|MELICE

O|ZHA| &H|3t 2l0|E={2|E 7IX| 1 MiSeq i100 Plus

A AEIOM MiSeq 100 Series 25M Reagent Kit(600
Cycles; lllumina, 71223 HS: 20126566) = AHE5H0]
96-plexZ 2 x 301 bp AIHA #HS THMESLICE H0E 2ol
SYst 2to|HE{2| £ MiSeq AIAEIOA MiSeq Reagent Kit
v3E AME5H0] 2 x 301 bp AIZA S +AHMSLICE

Ho|E = 2288 22 (taxonomic classification), ATHA
E 58X (relative abundance) ¥ HTML AlZf=HE 2I8H 16S
Metagenomics 2 (v1.1.3)2 AAs EMMSLICE

7| HEA|, B2 HRA, AS A} HO|ZH A S CHESH
Od=S Z2OA-SHY| 2ol 48 thx= 20t ol
t835to 2to|2e{2|E EHIYELICHE 1).

mo ox
> Mo

AZA2 MiSeq 100 Plus A|ABIO|A MiSeq i100 Series
25M Reagent Kit(300 Cycles; lllumina, 71221 HS:
20126568)E AtEst0] LAY H, Viral Surveillance Panel
v2 % lllumina Microbial Amplicon Prep 2t0|E2{2|0]=

2 x 151 bp E&, Respiratory Pathogen ID/AMR
Enrichment Panel Kit ¥ Urinary Pathogen ID/AMR
Enrichment Kit 2t0[22{2[0fl= 1 x 151 bp HE
HEUELICE W E 25 St 2t0|EE{2| 2 MiSeq

A AEIO|M MiSeq Reagent Kit v3E AH8310{ 2 x 151 bp 2
1x 151 bp EE +HHSLICE

Hio|E= O E AE 2 HIo|2{A 38 A& A (consensus
sequence) MA&E 23 DRAGEN Microbial Enrichment
Plus 2(v1.1.0) 2= DRAGEN Microbial Amplicon

N
%(v4.3.6)2 A E2HYUSLICL

A MYt TT BXIol= ARE =+ RS
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https://support.illumina.com/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf
https://support.illumina.com/documents/documentation/chemistry_documentation/16s/16s-metagenomic-library-prep-guide-15044223-b.pdf

MiSeq 100 Al2|=

H1: Z4EE ii2S 0|8t 4 Z 3 2t0|22{2| FH|

CE 2SS ArgE o ot
Wisconsin State Laboratory 8.5l lumina
i ol Ml Ha| A|Ad al **E._l N
o H HE of Hygiene® ﬂT. ! l. lf o _H(foat Viral Surveillance Panel v2 (FIE=a Ha:
Colorado State University2| s S ptol Ea 20087932)
7| Atof|l A =7 =100 ng)
. . . lllumina
NATtrol Respiratory Panel 2.1 Zeptometrix 8.5 ul Respiratory Pathogen Gleza we.
(RP2.1) Controls (FIEt2 3 5 NATRPC2.1-BIO) (%% RNA) | ID/AMR Enrichment Panel Kit s e
20047050)
lllumina
. . . ZymoBIOMICS 30l Urinary Pathogen ID/AMR .
Microbial Community Standard - ) . CIEEO Hs:
FHEHR 0 HS: e 3]
(FHE =:D6300) (=== DNA) Enrichment Kit 20090309)
Genomic RNA from Influenza A
virus (HIN1) strain A/Virginia/ ATCC(PtEt2 0 HS: VR-1737D)
ATCC2/2009
Qenomlc.RNA from Influenza A ATCC(FIZ21 #3: VR-1679D)
virus strain A/Hong Kong/8/68
Quantitative Genomic RNA from
Influenza A virus (HIN1) strain ATCC(PIEHZE1 H3: VR-95DQ)
A/PR/8/34
Quantitative Genomic RNA from
Influenza A virus (H3N2) strain ATCC(7IE 21 $H3: VR-1882DQ) ot )
. . Ct« ) ) . ) lNlumina
A/Wisconsin/15/2009 30 ojate| Illumina MlcFEt:éolaI Amplicon Fleza we.
AZE RNA P 20097857)

Genomic RNA from Influenza B
virus strain B/Lee/40

ATCC(7}Ef21 H5: VR-1535D)

Genomic RNA from Influenza B
virus strain B/Taiwan/2/62

ATCC(PIEZ 1 ¥5: VR-1735D)

Genomic RNA from
Influenza B virus (BY)
B/Massachusetts/2/2012

ATCC(7IE#21 ¥%: VR-1813D)

Quantitative Genomic RNA
from Influenza B virus strain
B/Florida/4/2006

ATCC(ZIEY21 H5: VR-1804DQ)
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MiSeq 100 Al2|=

st oid
2to|=ei2|= A8 MEZS AHE5L0] Pillar® oncoReveal™
Myeloid Panel(lllumina, 7t& 23 HZ: HDA-MY-1001-24),
Pillar oncoReveal BRCA1 & BRCA2 + CNV Panel(lllumina,
FHE27 H: HDA-BR-1003-24), TruSight™ RNA Pan-
Cancer Panel Set A(lllumina, ZI2f23 H3: RS-303-

1002)2 ZH|YELICHE 2).

A2 MiSeq 100 Plus AIAEIOIA MiSeq i100 Series
25M Reagent Kit(300 Cycles; lllumina, 7I2 231 Hs:
20126568)& AHE5I0]| ZIZHOM, Pillar oncoReveal

¥ 2: ZYSHIE S 0|88t ME 8l 2t0|HE2| FH]

I{Eoll= 2 x 151 bp E&, TruSight RNA Pan-Cancer Paneldll=
2 x 76 bp T2 MEW}SLICL HnE 25 SLst 2to[EHE{2|2
MiSeq A|AEIOA MiSeq Reagent Kit v3E AF&3H0{ 2 x 151
bp & 2 x 76 bp HE +HUSLICL

Pillar oncoReveal 2t0|22{2|2| G|0|E{= DRAGEN Amplicon
WO 2 2MIOM, TruSight RNA Pan-Cancer 2t0|E2{2(2|
H|O|E{= BaseSpace™ RNA-Seq Alignment =+&

SMHELICE

CES EES DNA AHE 2 I b
SeraCare

Seraseq Myeloid Mutation DNA Mix et s _ 20 ng

(PFE21 ¥=:0710-0408) Pillar oncoReveal NluminaPtE23 Hs:

: . Myeloid Panel HDA-MY-1001-24)
NA12877 & NA12878 £t M= Coriell Institute for 20 ng
Medical Research

Mimix BRCA Germline |, Horizon Discovery 20n
gDNA Reference Standard (FIEt2 1 ¥S: HD793) 9
Mimix BRCA Germline Il, Horizon Discovery 20n
gDNA Reference Standard (PIEE20 Hz: HD794) 9
Mimix BRCA Somatic Multiplex I, Horizon Discovery 20n
gDNA Reference Standard CIEE3 Hs: HD795) g

Coriell Institute for Medical
NA12878 Research, NIST ID HG0O1 20ng Pillar oncoReveal |\ L ers 0w,

BRCA1&BRCA 2 +
. . . HDA-BR-1003-24)

NA24385 Coriell Institute for Medical 20 ng CNV Panel

Research, NIST ID HG002

Coriell Institute for Medical
NA24149 Research, NIST ID HG003 20ng

Coriell Institute for Medical
NA24143 Research, NIST ID HG004 20ng

Coriell Institute for Medical
NA24631 Research, NIST ID HG005 20ng

. Thermo Fisher Scientific

Universal Human Reference RNA (P22 Ms: Q50639) 50 ng
Mimix Pan-Cancer 6-Fusion Panel, HEcirizoanis.covery 50 ng TruSight RNA Pan- llumina(FIE2 0 M.
FFPE Reference Standard (7|'EEJ A HD834) Cancer Panel Set A RS'303'1002)
MCF7 217t Qubot MZF ATCC(PIE 2O HS: HTB-22) 50 ng
K-562 QI7t uiedtd | ATCC(ZIHE1 H=: CCL-243) 50 ng
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MiSeq 100 Al2|=

7E=|]|_|- 42 78 =2 GC 2 M B(species)oll Cizt
F{HE|X|(coverage) MsS HII5t7| 23 MiSeq
i100 Plus A|AEISL MiSeq AlAEIS| FH2|X| HIO|EE

OME fMAS A+ B8 (normalization)dt £ 0| X | M|(reference
genome) &= Wi GC HIZ0|| Cisi E=E}SLICH O Zat,
sWGS F AL HAES ZE D|ME J0| 24 GC HE
Q30 0|4 ®7|(base)2l HIE, 2E8S Fufet A|HA 2 2A|glo] w st HHE|X| 2|t DEX C|o[E HEZAE
HE2IAZ HIIMALICH & A|AE D= NEX [HO[E2 HASLICHOZ 15 & 4), o]2{3t HIO|E{ & MiSeq i100
A . [
M3t 20| SHIZIUALICE MiSeq 1100 Plus AlAHS MEIZIF B301= sWES Fatoh 7= Miseq A=Hel &S0
MiSeq AIAEI0] HIeh QRS0] T LABLICHE 3), HISEE HOSLICE
H 3: sWGSQ| # HE=IA 1201 GC 0| Chst S ™A|S] HHE|X|
D” EalA M|Seq M|Seq |1OO B. pacificus E. coli R. sphaeroides
- A|¢E:~I! Plus Alﬁ'ﬂ 59 F 6e+05
I 5e+05
H M 2 x 151 bp 2 x 151 bp o
g’I.O— I 4e+05
Q30 0|4 Read 1 &7| H|g 96.88% 96.30% 8
kel I 3e+05
Q30 0| Read 2 B7I HIZ | 94.07% 96.75% B | oenos
2
Read 1 2F=2 0.72% 0.13% F1e+05
Read 2 288 0.78% 0.23% of I A L.
20 40 60 20 40 60 80 20 40 60 80
Percent GC
MiSeq i100 Plus A|AEI(THEHE )2 7| MiSeq AIAE (W7 M)t
Hlw3is of Chot GC s 7171 o8] 0|4 = RTAO 24 LateD
[ALSt 2|E (read) AHHEIXIE Magh 2t 22 otefie] & 54 Egfo|A
(trace)= Z O|d=E &2 &H| GC +42 LEtH

£ 4: GC BO| Ci st R3S WGS Z2H2IRE alignment) HIEZA

B. pacificus E. coli R. sphaeroides
A|ZAL A|AE MiSeq AlAE Misei|10E§ Plus MiSeq AlAE MiSeilil(')Ej Plus MiSeq AlAE MiSeilil(?Ej Plus
Coverage uniformity 98.62% 98.58% 99.13% 99.04% 99.16% 99.07%
% mapped bases 96.54% 97.72% 95.41% 97.56% 95.21% 97.39%
% mapped reads 99.75% 99.88% 99.75% 99.93% 97.85% 97.94%
% mismatched reads 0.18% 0.05% 0.21% 0.04% 0.19% 0.05%
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MiSeq 100 Al2|=

16S rRNA A4 ZEY oid

16S AN ZHE BMAUS mf bt 2 E L ol AT AN ) . _ . -

A 0| IS = - Viral Surveillance Panel v2E A8 I MES

= (genus)0| 25 S%(identification) =A sl MiSeq AZIAIS ZHabE SAHS T MiSeq 1100 Plus AT
i100 Plus A|ARD MiSeq A|ABIOAM H|Z$H Autot se= e al o
CEEE HS golst & QA%QLIEHZ'L&! 2) olz{st Zaj= MiSeq A|ARIO| HIO|HA |RTA| HE X HHE|X| HS0|
A7} MiSeq 1100 Plus AIAEIT MiSeq AIAEIS 16S HIXohl MES HEZ 22| AXIGO| 22 AS Al =+

ARELCHAE 3 8 H 5).

HEHK[ =2 A (metagenomics) O ZE(AH0|M0f| &8 A| STt
MES 7|t £ 82 B ELICEH

12l 3: Viral Surveillance Panel v2 HE2IA

Acinetobacter Coverage Median depth Read count
i 100 104 6
100 Actinomyces R2 = 0.9853 R2 = 0.9283 10 R2 = 0.9353
Bacillus
920 Bacteroides 754 104
Bifidobacterium
50 4 102-
5 80 W ciostridium =1
E 70 Deinococcus :| 254 1024
S M Enterococcus =3
¢ 60 M Escherichia/Shigella ) 0 : 100 T 100 T
S Helicobacter g 0 50 100 100 102 104 100 103 106
s M Lactobacillus °
N i o
§ 40 [ ] P:frszer/a 2 106 RPKM 100 ANI
S phyromonas o R2 = 0.9510 R2 = 0.8803
30 W Propionibacterium % 9
Pseudomonas S | 104 7.5
20 Rhodobacter 95.0 4
10 W staphylococcus :
M Streptococcus 1024 92,54
0
MiS: MiSeq i100 MiS: MiSeq 100
A\fij IATE%; A\lAeEj IATE%} 100 i 900 !
100 103 106 90 95 100
ATCC MSA-1002 ATCC MSA-1003
MiSeq AIAE
MiSeq i100 Plus AIAEIC 2 ATCC HZ2| 0= 78 240 20t : ! »
IS AEO| 227} DAIAEﬂOI )\|—:EAI ZpQt QAFSH 7407 jrglia ’ MiSeq 1100 Plus A28 F{H2IX], §2 Sel(median depth),
MiSe e oS =24 TAMS A0 =
qA=E= A= soEes 2|Z #(read count), M o] B& LEH 2|=¢ 1 kb2 BH

AFAE O E B 2|E9| £~ (targeted reads mapped per
kilobase of targeted sequence per million quality-filtered reads,
RPKM), B w22 2E|= Y M(average nucleotide identity,
ANI) S CHSE AIZY DI ERIA] T3 MiSeq AlAEDH AX[H0| =2
2 2¢

A MYt TT BXIol= ARE =+ RS M-GL-02246 v1.0 KOR 6



MiSeq 100 Al2|=

EESt Respiratory Pathogen ID/AMR Panel2 AHE3 RP2.1
ControlsE A4t 21 E BMMES I MiSeq i100 Plus
AAET MiSeq A|ARI2 OIS HE 9 M2 M50 H|ZstD
AN HE2IAQ UX[MO| &2 HOE LIEFGELICHIOR! 4A
S H6). Y o M2 2Mo 0[MEe BN GC g =
ZAGlO| = A|AE ZHof| 5235 XHO|= BEEIX| AUACH=
AYL|CHOE 4B).

T2l 4: Respiratory Pathogen ID/AMR Panel HEZA

oM Urinary Pathogen ID/AMR Panel& AH&% Microbial
Community Standard®| A[24 Z23tE 2MUS M MiSeq
100 Plus A|AEIDL MiSeq AlAERIC| O|ME HE I HE
Hs2 HIRFCH AEA HEZAS UK HO| &2 A=
ghol|A&LICH R 5A 8l & 7). BEMSE 0|ME9| X GC
eit= 2AIGl0] & A|AHR ZHol| SFE3% Xto|= 2EY
UAELICHIZ! 5B).

T2l 5: Urinary Pathogen ID/AMR Panel H E2|A

A. Coverage i
100 g 104 Median depth 106 Read count
R2 = 0.9937 R2 = 0.9209 R2 = 0.9892
751 104
50 4 102
=0 -
:I 25 102
<
P 0 ; 100 . 100 .
E 0 50 100 100 102 104 100 103 106
o
=} RPKM ANI uantity(cp/ml
= | 106 100 Quantity(cp/mi)
o R2 =0.9983 R2 =0.9809 107 R2 =0.9862
g ]
%] 97.5 4
s 104+
95.0 104
1024 92.5
100 T 90.0 T 101 T T
100 103 106 90 95 100 101 104 107
MiSeq A|AH!
B.
2.00
175 A
1.50 4
il
© 1254
E - - —_ -
X 100 . e e e
o
S 0754 -
Q
= 0.50 4
0.25 4
000 +——T—F—""—T"T—T"T—7T 7T T T —T—T T T T T T T T
F???§§§§?§?§§§§§?§§§
M M < L 1L NN 0O 00O O O M M < MmO NN T O
o0 22200 IF I IIILLoC
< o > ¥ 7 ‘IV CIV L MmO m M O = < w o O v v
1282 2232369822529 37
s asiaca33soczs IEIQQEEZ 2
= I T T %Y €3 ¢ &L E I - s =z 3 £t
T n 5 = 3 2 S < 3 2 20 o ©
2 3 0 R 3 @ s 3 £E € 3 2
< c 0 Q¢ B NP3 ST 4
» QI T 3§ S 22 s
S s 2 3 S
£ E @

(A) MiSeq 100 Plus AlAEI2 FHHE|X|, ©IA Szt 2|E 4= RPKM,
ANI, &2 Zofot Ciefot Al Y HIEIA0] Thdh MiSeq Al 0t
LYol =2 2N E B (B) F AIAH 2 et GC FH(HETLE=R
2o ool % HEA)S 71T DI ES] B RPKM HIER 2l 52 ©Y
Kpo|7t gls Ao = 2EE

A. 100 Coverage 104 Median depth 106 Read count
R2 =0.5272 R2 = 0.9569 R2 = 0.9675
757 104
504 102
=1 ]
2 s 102
=3
» 0 . 100 - 100 T
5 0 50 100 100 102 104 100 103 106
o
=} RPKM ANI )
1] 106 100 Quantity(cp/ml)
o R2 = 0.9690 R2 = 09135 R2 = 0.9498
(% . 1074
S | 1044 9751
9504 104
102
92.54
100 : 90.0 : 101 :
100 103 106 90 95 100 101 104 107
B MiSeq A|AH
T 175
1.50
o
C 1254
> _—
£ 100 4 —
o I —
S 0754
s
0.50
0.254
0.00 : v " " " " T
EN 0 @ N o
& S P R U Y
¥ 4 e I N © &
N N A ¢ & 4 ©
o2 K & & < & &
<& « & & &
o < S ¢ Q_’b
&
N
“
(A) MiSeq 100 Plus A|ARIS CHot A|- A O E2{ A0 THaH MiSeq
AlAgT A Ho| 52 TS Y. (B) £ A 7 CHBH GC B
(MEHER 2z 2ol % EANS 71T OIS Bz RPKM HIE2 79
22 T X0t gle Ao e
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AT H2YLCt TE BXjoll= ALY = &L



MiSeq 100 Al2|=

H 5: Viral Surveillance Panel v2 AF& Al X4 25%2]

FEA AHHZXIZ HEE HO|2HA

Aichi virus 1 (AIV-A1) 1 1 Human adenovirus F 4 4
Human adenovirus A 1 1 Human bocavirus (HBoV) 4 4
Human papillomavirus 69 (HPV69) 1 1 Mamastrovirus 1 (MAstV1) 4 4
Rhinovirus A (RV-A) 1 1 Mamastrovirus 8 (MAstV8) 4 4
Rhinovirus C (RV-C) 1 1 Mamastrovirus 9 (MAstV9) 5 5
Human polyomavirus 6 (HPyV6) 2 1 Sapovirus 5 5
Norovirus Gll 1 2 Merkel cell polyomavirus (MCPyV) 5 6
Human papillomavirus 53 (HPV53) 2 2 BK polyomavirus (BKPyV) 6 6
Rotavirus A (RVA) 2 2 '(*H“g’\‘/”_ggzg)av"us 0c4s 6 6
Norovirus Gl 3 2 JC polyomavirus (JCPyV) 6 6
Mamastrovirus 6 (MAstV6) 3 3 EHE US> 67 67
¥ 6: Respiratory Pathogen ID/AMR Panel At Al ZA=E DS
Chlamydia pneumoniae 3 3 is:/oer:zva;rcﬁstez r(ess)fli?rsafgrgvs_gdrome 3 3
Human adenovirus B 3 3 Bordetella parapertussis 3 3
Human adenovirus C 3 3 Bordetella pertussis 3 3
Human metapneumovirus (HMPV) 3 3 Human coronavirus 229E (HCoV_229E) 3 3
Human parainfluenza virus 1 (HPIV-1) 3 3 Human coronavirus NL63 (HCoV_NL63) 3 3
Human parainfluenza virus 4 (HPIV-4) 3 3 I{!Hucr:r:)a:/n_gcc):rzgfvirus oc4s 3 3
Influenza A virus (HIN1) 3 3 Human parainfluenza virus 2 (HPIV-2) 3 3
Influenza A virus (H3N2) 3 3 Human parainfluenza virus 3 (HPIV-3) 3 3
Mycoplasmoides pneumoniae 3 3 Human respiratory syncytial virus A 3 3
(HRSV-A)
Rhinovirus A (RV-A) 3 3 Influenza B virus (B/Victoria/2/87-like) 3 3
Eg=Eral 60 60

M-GL-02246 v1.0 KOR




MiSeq 100 Al2|=

H 7: Urinary Pathogen ID/AMR Panel AL Al AZE D|™WE

ol Nag | plos Aae
Cryptococcus neoformans 6 6
Enterococcus faecalis 6 6
Escherichia coli 6 6
Listeria monocytogenes 6 6
Pseudomonas aeruginosa 6 6
Salmonella enterica 6 6
Staphylococcus aureus 6 6
U U 42 42

lllumina Microbial Amplicon Prep2 A3l ATCC
QIZERX} HIO|ZA MES A|ZAMS AWE BAMYUS ol
MiSeq i100 Al2|Z2} MiSeq A|AEI2 HIO|A RHA| HE
50| H[x3t HO 2 LIEFELICHE 8). MiSeq i100 Plus
A ABRI2 HEE ARIA (repetitive sequence), =2 GC &&,
SXY0| W2 (low-complexity) EY S 240] {22 EHE
Zorste MA| REAMO 2E AN M8 Enst= X HQ
AE Jtsst E719 %(percent callable bases)Ofl CHaH
MiSeq AlAEIT} AX|MO| =2 AUE EISLICHIE 6).

H 8: lllumina Microbial Amplicon Prep A& Al A= HEO[2{A

S|

A MiSeq | MiSeqi100
AARL | Plus A[AE

Influenza A (H1N1) 6 6

Influenza A (H3N2) 6 6

Influenza B 8 8

ZHdE US> 20 20

D2 6 AIAR 7 AEH(%) Hl

99.60

99.40 R2 = 0.9097

99.20

ot 712 %

99.00

L=
S

98.80 |

=7t

98.60 |

2
=]

MiSeq i100 Plus A|ARIO 2

98.40 T T T T
98.40 98.60 98.80 99.00 99.20 99.40 99.60

9.
MiSeq A|IARICZ HE 5% H712| %

MiSeq i100 Plus A|AEIE ZZE2(callability)0l 100%0 7t7t2
MiSeq AlAEID UX|M0| 2 S HO|, 40| of2i2 FAS
LotStE HEO[2 A RSTHME AZNSHE 530| 288 EOHE

sl

ORY

st ojf'd
Pillar oncoReveal Myeloid PanelZt Pillar oncoReveal
BRCA1 & BRCA2 + CNV Panel2 A8l A2 2t E
EMAUS M F 12 20| Cigt MiSeq i100 Plus A|AEIT}
MiSeq AlAEISl HZE|2 HHE|X|[J} H[XoE A2 2 LIELLY,
£ o2 7Holl 3= (amplification)O|Lt Hs2| XH0|= Sl= XS
2 = JUJ}SLICHIOZ! 7). ot = A|AHI2 2Mot 2HHA
ME0| A ol abet HO|E R MEsHA| HEMSLICHIE 7).
ZFIHM 2 2 TruSight RNA Pan-Cancer Panel2 A8 22
ZotE EMFS I £ AAH D HHAA HD834 ME0f|A
23 (expression) £+&0| assay’t AE 7tstt FEELH 2
fusion(RMX 882 Melstie YT fusions M3HOE
AETH 20| ZQUEUSLICHIE 9). 0|28t LIO|E = L&
FTUXE YEHoz Motz 2Ye IEE MiSeqi100
Plus AlARICZ 2MsH H2 ATt MiSeq AlAHIS| HsTt
52 HEHELICE

9 M-GL-02246 v1.0 KOR
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MiSeq 100 Al2|=

Pillar oncoReveal BRCA1 & BRCA2 + CNV Panel

Pillar oncoReveal Myeloid Panel

R 40K . 70K
w ° =
I 35K 4 R2 = 0.9709 & 60K R2 = 0.9581
o R sk °
@ a
<l Q‘? 40K
= = & %
2 o 30K °
I =]
o 2 20K R o
2 e
= = 0K
[%] o}
S T T T T T T g 0 T T T T T T
0 5K 10K 15K 20K 25K 30K 35K 40K 0 10K 20K 30K 40K 50K 60K 70K
MiSeq A|AEIQ| F{H{2|X| MiSeq AlAE| 7{H{2|X|
Pillar oncoReveal BRCAT & BRCA2 + CNV Panel 5 Pillar oncoReveal Myeloid Panel
o 100 = n 1 o
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