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Products Certification Cat no. Quantity
AlQkR
BRCAaccuTest® PLUS 61;F9F = NGB112V-024 24 rxns
HEMEaccuTest™ DNA RUO NGB121R-096 96 rxns
p R ] D| l C ‘ EasyHLAanalyzer™
HEMEaccuTest™ RNA RUO NGB122R-096 96 rxns HLA typing 24 2T E2{|0]
! St EFX| Ol DS A X|AS %
G U I D E NGS Panel SOLIDaccuTest™ DNA RUO NGB131R-096 96 rxns v AT HLA CHEI R TR S BX| 2 254 X435} (<0.2%)
& v DRB locus@| A&7 (Linkage disequilibrium) M0 (2 24 AMz| & SFA
3:'}?3212 SOLIDaccuTest™ RNA RUO NGB132R-096 96 rxns v IMGT/HLA databaseE ArS2 A1 524
%&.IP*EHQW 2|5 Al AROR ’éﬂf 0|E1 x5 7ts
HEREDaccuTest™ RUO NGB141R-096 96 rxns
™ AlokR
HLAaccuTest 61_I7FQF = NGB152V-096 96 rxns
ONCOaccuPanel™ (MiSeq) RUO NGB162R-040 40 rxns
ONCOaccuPanel™ (NextSeq) RUO NGB162R-060 60 rxns
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BRCAaccuTest® PLUS
(2021.08.23 4| 2FX 5|7} & =)

Amplicon based method
Blood, FFPE, Tissue

CDS, Splicing region,
5’UTR, Promoter, Selected intron

22.4Kb

Germline 3~24 samples/run (MiSeq/MiSeqDx, Reagent Nano kit v2)
Somatic 3~6 samples/run (MiSeq/MiSeqDx, Reagent Nano kit v2)

NGeneAnalySys®
SNV, INDEL, CNV

HEMEaccuTest™
HEMEaccuTest™= &lofotat @20| Q!

E _DF_RJOJ_ 'IQFEXI'E% %MO‘” 7.:.**5}01 I|_| Target enrichment method
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Analysis solution
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HEMEaccuTest™

DNA Panel RNA Panel
Hybridization and Capture using DNA-baits

Blood, Bone marrow, Lymph nodes

53 genes
108 genes (5 house-keeping genes)
305 Kb 158 Kb

8 samples/run (MiSeq/MiSeqDx, Reagent kit v2)

NGeneAnalySys®
SNV, INDEL Fusion, Expression level
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Target enrichment method

Fd

Specimen
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(Sequencing platform)

Analysis solution
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SOLIDaccuTest™

DNA Panel RNA Panel
Hybridization and Capture using DNA-baits
FFPE, Tissue
84 genes 29 genes
270 Kb 80 Kb

8 samples/run (MiSeq/MiSeqDx, Reagent kit v2)

NGeneAnalySys®

Fusion, Expression level,

SNV, INDEL, ENV MET #14 Skipping

ONCOaccuPanel™

Target enrichment method

ONCOaccuPanel™2 13 ZQku} 2t Specimen
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Analysis solution

Variants type

Hybridization and Capture using RNA-baits
FFPE, Tissue

Total 323 genes
Entire coding exon (CDS) : 225 genes
Partial exon/hot spot : 98 genes
- Translocation (intron) 6 genes 2 2}

1.15 Mb

12-15 samples/run (NextSeq/NextSeq550Dx, Reagent Mid-Output kit,
150 cycle)
4 samples/run (MiSeq/MiSeqDx, Reagent v3, 150 cycle)

NGeneAnalySys®
SNV, INDEL, CNV, SV, Translocation, MSI, TMIB
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HEREDaccuTest™

HEREDaccuTest™= 3| # & st 2t
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Specimen
Target gene

Samples/run

Target enrichment method

Hybridization and Capture using DNA-baits
Blood

Customizable set of genes

8 samples/run (MiSeq/MiSeqDx, Reagent kit v2)

=5 EMATERNE Edf HO|9 =R (Sequencing platform)
= §!‘°|_|'°§ e %lﬁl—l L__|-. Analysis solution NGeneAnalySys®
Variants type SNV, INDEL
HLAaccuTest™
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H LAaccuTest”"% NGS 7 | .HLI'QE = Target enrichment method Long-Range PCR
X Xshskel (H LA) 574 ZQIE TAME Specimen Blood, Bone marrow aspirate
2 Alde & = MSQULICE A CHE Target HLA locus Cla;:slaIIS:S[;:Rg‘l?b%Bl
A A BX|7L 755t 25H0] F| Target size 216 kb
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Samples/run

(Sequencing platform)

Analysis solution

Ambiguity rate

17-24 samples / MiSeq Reagent Nano kit, v2
(MiSeq/MiSeqDx)

EasyHLAanalyzer™
<0.2%






