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=AELICH
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H 1: MiSeq i100 Al2|=E

A7 oiE2IH01™

sWGS
(DI4Z, HHo|2{2)

B QA A2Y
(@=a|2 7l Q2| KHE
7|t

16S UEEIZ AIEY

S HIEK = A AIZY

2to|Ea2| EF 2t
(quality control, QC)

A AR A (MRNA-
Seq, FTAF &

mZ2mal)
Held AE 9 ZHA|

83t Cresst Al ojZ 230l M| 93

2to|=2{2| FH|

Illumina DNA Prep

AmpliSeq for lllumina, Illumina
DNA Prep with Enrichment,
oncoReveal NGS panels?

Quick-16S NGS Library Prep
Kit (Zymo Research)

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

Illumina DNA PCR-Free Prep

[llumina Stranded mRNA Prep,
AmpliSeq for lllumina Panel

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

5M, 25M, 50M E=
100M Z22 A

300A0|2, 6004102

= 100041012 7|1E

5M, 25M, 50M EE=
100M E22 4,
300A0|12 7|1E

5M, 25M, 50M E=
100M Z22 4

300A0|Z, 600AL0|E2

= 1000A0|2 J|E

5M, 25M, 50M
E=100M EE2
A; 300M0|2 Ei

B00AI0I2 7|1E

S5MEZ2 &; 300AM012
IE

50M E= 100M EE2
M 300M0|2 7IE

5M, 25M, 50M E=
100M Z22 4
300A0|2 7|E

Hlo|Ef 24

DRAGEN sWGS

DRAGEN Amplicon,
DRAGEN Enrichment

DRAGEN 16S Plus

DRAGEN
Metagenomics
Pipeline

Library QC

DRAGEN RNA

DRAGEN Microbial
Enrichment Plus,
DRAGEN Microbial
Amplicon

a. oncoReveal NGS IN2 Pillar Biosciences Inc.o| XMEZY

Cf 21 Qe1sh AlHA

MiSeq i100 2! MiSeq i100 Plus A|AEIS MiSeq A|AH! CHH]

ANEE 20 NS /4 522 50|25 A JASLICL
AlZd 0] BAl= 442t BHol| 2t (T8 3)=|2 2 XXt

oF JO| otF 22 AlZE Lol 2HE ¥ 5 ABLICH

OHMA ZOIE
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Analytics

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

717| L}, BaseSpace
Sequence Hub

BaseSpace
Sequence Hub

7|7] L, BaseSpace
Sequence Hub,
Connected
Analytics

717] LK, BaseSpace
Sequence Hub,
Connected
Analytics

7|7| L, BaseSpace
Sequence Hub
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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-brand/ampliseq.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep-enrichment.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/illumina-dna-prep-enrichment.html
https://www.pillarbiosci.com/products/
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-transcriptome-gene-expression-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/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/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.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/microbial-amplicon-prep-influenza-a-and-b.html
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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12l 3: MiSeq i100 A|2[X=E ThRE[= AR Y 3 ErY
MiSeq 100 Al2|=, MiSeq AIAE!, MiniSeq™ AlAH! &l iSeq™
100 A|ARE ZE AN & AQ A[7FH[L

Crefel 2o A7 E flgh BHelet HlOIE OtRE
=M

NMIEX] AleF 40k [ 2 x 500 bp2| 2|= Z0|(read
length)S X|@/st= MiSeq i100 2 MiSeq i100 Plus

A AEIE 5M~100M 7H2| 2|= 81 1.5 Gb~30 Gbe| TI0|HE
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HO|Ef ORES 7[2IOZ CIFst 0 E2|H|0|Mof| 2 224
ME K22 (throughput)2 £0|10 O ZaE H A& (deep

sequencing)2 s=AE 4= USLICE 7|E9] MiSeq A|AEIECT
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Ml AL A] 1~10702] mRNA-Seq MZ(MZE 10M 719
2|E J|FE)E, #2222 AT Al Z[CH 100709] &2 ME A
MEMELY M 71| 2= 7|E)S 8AIZE ool Al Ag &
USLICHE 1, E 3).

XLEAP-SBS chemistry M £

MiSeq 100 Al2|=0fl= XIZ7HA| llluminadi| A 7 ot
sequencing by synthesis(SBS) chemistry & 71& #2131
LEH5tH H ol 2 S NS St= XLEAP-SBS chemistryZt
MEESLICE o0] F2| =0 AFEE 1 Y= B E
SBS chemistryE 7|99 2 SH= XLEAP-SBS chemistry=
lllumina 71EQ| oM, K5 Bl Msg IAH THAA HHE
HO[E{Q MEEE S0{F1 T2HE 7|72 ThEAIH & 2
QSLICE MiSeq 1100 AIZIX2| H|A AFFS 2 x 150 bp2 I
Q30(=F M= 99.9%) O| &2l E7(base)’t > 90%(HE 2)=,
o< Mot HoE S Magfuct.

O = =2 ood
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H 2: MiSeq i100 Al2]
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ClloJE ofR %2
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77| & Ete
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Q-Score?
1x100 bp
2 x 150 bp
2 x 300 bp

2 x 500 bp

= g5 tetolEf?
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A ofZ2[A|o|M MEYZE 2
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X O Al
BH ROR A LFM HE(Genome editing) 0.1~50M 74
ool B HER
] . 2~25M 7H
(Immune repertoire)
3 X LA 1~5M 74
HXN RNATHE 1~5M 7H
HApH|SE AR
mRNA-Seq 10~25M 74
Total RNA-Seq 50M 74
HAAK HE ™
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1~507H4 1~25074 1~38474 1~3847H
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- 174 1~274
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A 384-plexc 7
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=
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https://ghgprotocol.org/product-standard
https://ghgprotocol.org/product-standard
https://ghgprotocol.org/product-standard
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e £, ASE FeTE e FLICHL MZE £ Qs
lllumina 7|&XI 22t B MiSeq 1100 Al2|=E 0|84
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[llumina. DRAGEN secondary analysis data sheet.
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