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PRODUCT OVERVIEW ADVANTAGES

Sensitive Probes are designed against all transcripts in the target region for hybrid-cap-
Target Size: 851.1 kb and precise ture enrichment, enabling low-cost, ultra-deep and highly sensitive detection.
= Coverage Efficient Powered by iGeneTech ® TargetSeq ® hybrid-capture technology, the kit

Covering all transcript regions of 141 genes related and uniform delivers consistent, high-performance results.

to hematological tumor fusion

Fully Probe density can be increased and target regions expanded on demand,

® Detection range Flexible offering fully or semi-customized services to meet every individual requirement.

Fusion, transcript variation and expression, etc.

PRODUCT INFORMATION

m Sequencing volume

Product Name Spec. Catalog #

3 Gb (Recommended ) Hema Tumor Fusion RNA Panel 24/96 rxn PH2008285/PH2008282
IGT® Fast Stranded RNA Library Prep Kit v2.0 96 rxn C10032

. . ® H - *
- Appllcatlons IGT® Adapter & UDI Primer 1-96 96 rxn C10042
. . . L . TargetSeq One® Hyb & Wash Kit v3.0* 24/96 rxn C10332

Adjuvant diagnosis, medication guidance, and . Seu® Eco Uni | Blocking Oliao 24196 80502

prognostic indication argetSeq® Eco Universal Blocking Oligo rxn
TargetSeq® Cap Beads & Nuclease-Free Water* 5 mL each C10422

*IGT® .as well as universal reagents corresponding to each platform.
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Figure 3. Comparison of gene expression between RNA
targeted sequencing and RNA-Seq.

Two fusion-gene RNA standards were subjected to RNA-Seq
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analysis. RNA targeted sequencing showed excellent agreement
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