HotSpot Detection | LeXso HotSpot Panel v1.0

Introduction

LeXso HotSpot Panel v1.0 targets the “hotspot” regions of tumor mutation, involving 49 genes related to carcinogenesis and
tumor suppressor, with probes covering approximately 25 Kb of the genome.

This Panel is designed for use with the LeXso Hybrid Capture System. Based on the novel LeXso targeted enrichment system,
the LeXso HotSpot Panel v1.0 delivers improved capture efficiency, consistent and excellent capture performance, and sig-
nificantly reduces experimental time, enabling more efficient sequencing and cost savings.

Gene list
AKT1 ALK APC AR ARAF ATM BRAF CDKN2A CHERK2 CTNNBI
DDR2 FGFR FRBB? FRBB3 ESRI FBXW7 FGFRI FGFR2 FGFR3 FGFR4
FLT3 GNA1l GNAQ GNAS HRAS IDH1 IDH2 KIT KRAS MAP2KI
MAPZK2 MET MTOR NRAS NTRK1 NTRK3 PDGFRA PIK3CA PTCHI PTEN
RAF1 RET ROS1 SF3B1 SMAD4 SMO STK11 TP53 75C1
Performance

Capture performance
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Fig 1. Capture performance of LeXso HotSpot Panel v1.0. LDT OncoOne Pan-tumor gDNA Standard (LDT Bioscience, LDT900) was used for pre-library
preparation with LeXPrep® EZ DNA Library Preparation Kit v2 paired with LeXPrep® Universal Stubby Adapter (UDI) Module; 500 ng/pre-library (1-plex) input
was used, following the user manual of LeXso hybrid capture. Sequencing was performed using Illumina Novaseq 6000, PE150. The BWA was used for alignment to
the reference genome hg38 and On-target rate was calculated by the number of reads. A. Mappability, On-target rate and Target covered; B. Coverage uniformity.
Note: OncoOne Pan-cancer gDNA Standard (LDT Bioscience, LDT900) include a negative control (LDT Bioscience, LDT898) and a positive control

(LDT Bioscience, LDT899). Sequencing platform: Illumina Novaseq 6000, PE150.
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Variant analysis
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Fig 2. Consistency of the allele frequency in LeXso HotSpot Panel v1.0 capture data with the reference frequency of the standards. Pre-libraries
were prepared using the LeXPrep EZ DNA Library Preparation Kit v2, LeXso HotSpot Panel v1.0 was used to complete hybridization capture. Sequencing
was performed using Illumina Novaseq 6000, PE150.

Note: The samples were: OncoOne Pan-cancer gDNA Standard (LDT Bioscience, LDT900).

Ordering Information

Product Catalog#

LeXso HotSpot Panelv1.0, 16 rxn X11402

LeXso HotSpot Panelv1.0,96 rxn [X11401
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