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HIX|EF A|HAS HIELICE MiSeq 1100 Al2|=& &7|Ho 2

2=l A AE TRl XLEAP-SBS™ chemistry, E&f &
HOJH 24 7|58 7|8e 2 gdE A8, 42 HolH
o, 0 #E M2| £25 MS3H0] 7|E MiSeq Al ECH
AT AHH WHE £ 2 Z0E ZEYLICEL ASFAS XPA|Th
A& (next-generation sequencing, NGS) £2419| ot
T 2421 MiSeq 100 Al2|=& DlY=%, Z2EE, S

S o2l 200l HAFM| S (transcriptomics) S, O|ME
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(targeted gene sequencing) &7 S CHet O S2(|0] 0]
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2to|Eaia] T 7|E s sk
Illumina DNA Prep 80 pM

Illumina DNA Prep with Enrichment 60 pM

Ilumina RNA Prep with Enrichment 80 pM

Illumina DNA PCR-Free 120 pM
TruSeq DNA PCR-Free 120 pM
TruSeq DNA Nano 120 pM
Illumina Viral Surveillance Panel v2 80 pM

:::T;?i;w::/gblal Amplicon Prep— 80 pM

e o oA 0o

Urinary Pathogen ID/AMR Panel 80 pM

TruSight RNA Pan Cancer 80 pM

16S rRNA Amplicon 80 pM

Pillar oncoReveal Myeloid Panel 80 pM

Pillar oncoReveal Essential MPN Panel 80 pM

Pillar oncoReveal Multi-Cancer v4 with 80 pM

CNV Panel

zwl?/r Fc:;\r?ZIReveal BRCA1 & BRCAZ2 plus 80 pM

PhiX Control v3 120 pM
PhiX Indexed Control (1000 cycles) 120 pM

a. O|= 7t DNA(Double-stranded DNA) 2to|=2{2|o| Hakoll= daf 53
assay?l Qubit dsDNA Quantitation High Sensitivity Assay(Thermo
Fisher, 7I12 21 ¥%: Q32851)5 0|83t 2H, HHO| W 37| FFHo=
Bioanalyzer High Sensitivity DNA Kit(Agilent, 7t221 H5: 5067-
4626)E 0|28 tHY 7t DNA(Single-stranded DNA) 2to|=2{2|2]
H2holl= Qubit ssDNA Assay Kit(Thermo Fisher, 7221 Hs:
Q10212)E o|8%

b. 16S rRNA ¥=2|2(amplicon) 2t0|E2{2|= 16S Metagenomic
Sequencing Library Preparation(ItE #%: 15044223 Rev.B) EA10]
7|1&E Y 2ERLE 0|83t0] FH|F
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H(flow cel) 7= A|ZFHE £ ASLICE 222 LK
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AHMI$E MEE= How short inserts affect sequencing
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0| oflAlofl M= lllumina Viral Surveillance Panel v2 KitS
0|88t =H|oh His= ME2| 2t0|=E2{2|E 7tX|11 0.8x2 H|E
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&4 37|7F <100 bpe! 2t0|E2{2))0| LHEE sHtHo 2
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Viral Surveillance Panel v2 2t0|E 22| FIHEQI H|E
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Al# 4 H|0|E{= DRAGEN Microbial Enrichment Plus
oz BMIMSGLICE FIHNQI HIE HHE ME6I0] [t
2fo|ER{2|E AIZASIYS U= HAYSHK| R Z2EZS
JE A RE MECH G RHZ0| HAFD Mean read
lengthLt % post-quality readset 22 2kt | E2|A T}
SFAE|QI O Microorganism detection count=
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Intensity
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correction)dt Z'= Ht=t(intensity normalization)of|
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2 x 500 bp2| Z|E ZO|Z A|ZYHE wf At H5 ey, Chebdo| W2 2tolEa2|o A 452 2Ee & 2&
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