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MiSeq i100 Al2|== lllumina AlRA & 74 ZHHSHD WHE
HIXIE AR &S MSELICE MiSeq i100 Al2|ZE= &7 [Ho 2
L E A|AF CIXFRl XLEAP-SBS™ chemistry, S2fEl H|0|E
BMI|ls2 7IBoE SAME AR Y, 240 HOIH HHE, 0
2 XMH2| SCE MIBHH 7|E MiSeq AIABIECH A[CH 4bK
WE £E2 A0E CEULICEH A=FAS KpM|CH A A (next-
generation sequencing, NGS) £F49| ot 714 @40l
MiSeq 100 Al2|=& O|MES}, 24y, S¢St S A4 20kofA
MAHAE (transcriptomics) €7 018 E M (microbial
genomics) A+, X ST AZ Y (targeted gene
sequencing) & S CHYet OfZ 20| M0l 28 Al SFF 2tof|
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CHE AZA AJABINAMS] ZZ2HES MiSeq 100 AZIZ2
F7|8= 22, 2tol222] 29 e A6t H0|E = (yield)
5 RS 3 FAAIZ = JUBLICE O] Technical Note=
MiSeq 100 Al2|=2 XM AWE HE 4= JULE 20|ER{2|
2Y sk, 2to|E22| FE 8! 7w2QE|= Tt d(nucleotide
diversity) 121 AFYS H|Z8 ChYSH HE AtetS OFLHSH
EZiLct,
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ST 2 2I0|E22|E g Meof SiLCt.
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8 80| Xt = on Fot TN = = MIHE e
2 AELICH AAHEY (Underloading)2 L= (nanowell)
0|2& (% Occupied)2 &1 &5 2|=(duplicate read)
+E B7MAE = A0, BE AHHE[X|(target coverage)E
M| otial= O B2 2= 2Heg 4 UGL(CE Bt
2HEY(overloading)2 F2 %2 ZH St S2{AE(% PF)E
OF7|e &= USLICE MiSeq 100 Al2|=0f| £ XztE 2H sEE
2517|286 Sequencing Analysis Viewer0ll A % Occupied
8l % PF OIESAE S2EI6H0] 2t 20]| Chot AT EY, 2[H 9|
2Y T= QHEY ZHE =ILICt CHE A 9 olAE
s 29 5L 8 HE(titration)Stl 1A 22Xt HESA S
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] optimize loading for the NovaSeq X Series, MiSeq
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MiSeq Reagent Kit v32 AHE5H= 7|E MiSeq AlAEIOAM 2
TZ=MEZS MiSeq 100 A2|Z=E &7|21H, MiSeq Reagent
Kitv3 24 sZ9| of 6 581 Selo=2 HFS TIerL|ct
HEE = 34 s5E MiSeq 100 Al2[X2F OfH 2to[=2{2]
o3 7|EE ALES=X0) w2l Z-EELCHE 1), 2 e ZE
420l= 34 s 2100 pME AH8SH= 20| HEELICH

H 1: MiSeq 1100 AlZ|=E At8et HE A2l Al =
Y s&°

Ztolgzig| &3 7| E SN s
lllumina DNA Prep 80 pM
lllumina DNA Prep with Enrichment 60 pM
lllumina RNA Prep with Enrichment 80 pM
lllumina DNA PCR-Free 120 pM
TruSeg™ DNA PCR-Free 120 pM
TruSeq DNA Nano 120 pM
[llumina Viral Surveillance Panel v2 80 pM
lllumina Microbial Amplicon Prep—Influenza A/B 80 pM
Respiratory Pathogen ID/AMR Enrichment Panel 80 pM
Urinary Pathogen ID/AMR Panel 80 pM
TruSight™ RNA Pan-Cancer 80 pM
16S rRNA Amplicon® 60 pM
Pillar® oncoReveal™ Myeloid Panel 80 pM
Pillar oncoReveal Essential MPN Panel 80 pM
Pillar oncoReveal Multi-Cancer v4 with CNV Panel 80 pM
Pillar oncoReveal BRCA1 & BRCA2 plus CNV Panel 80 pM
PhiX Control v3 120 pM

a. O0|& 7t=f DNA(Double-stranded DNA) 2t0|=2{2|9] HZol = & 57 assay?!
Qubit dsDNA Quantitation High Sensitivity Assay(Thermo Fisher, 7I2 21 H:
Q32851)E 0|85t CH, EH| W 37| =F0ll= Bioanalyzer High Sensitivity
DNA Kit(Agilent, 7I2 21 #%: 5067-4626)E 0|2, thY 7t DNA(Single-
stranded DNA) 2+0]£2{2|9] H2Holl= Qubit ssDNA Assay Kit(Thermo Fisher,
20 ¥5:Q10212)E 0|8

b. 16S rRNA ¥E2|Z (amplicon) 2t0|=22{2|= 16S Metagenomic Sequencing Library
Preparation(ItE #%: 15044223 Rev.B) &A01 7|&E IFE2LE 0|835t0] |



https://knowledge.illumina.com/instrumentation/general/instrumentation-general-troubleshooting-list/000002308
https://knowledge.illumina.com/instrumentation/general/instrumentation-general-troubleshooting-list/000002308
https://knowledge.illumina.com/instrumentation/general/instrumentation-general-troubleshooting-list/000002308
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
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https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388/ilmn-dna-pcr-free-prep-novaseq-x-tech-note-m-gl-02388.pdf
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