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Development and analytical validation of a novel next-generation DNA sequencing assay, the Oncomine Lymphoma

Panel, to detect SNV, insertion, deletion and copy number variants in 25 Lymphoma genes in FFPE samples
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Panel customization and ordering. An additional ten Oncomine tumor specific core

Table 1. Oncomine™ Lymphoma Panel: Core and Extended Genes

Figure 4. Example of Sample Analysis and reporting: MYC Amplification
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Gene name: ATM serine/threonine kinase
Synonyms: ATA | ATC | ATM | TEL1 | TELO1
Map location: 11q22-q23

Number of exons: 62

Hotspot included: No

Number of amplicons: 194

In-Silico coverage: 99.6%

Gene Uniformity (Wet Lab): 97.9%

Panel associations:

developed and analytically validated. The system is capable of detecting both small

Wet lab testing data are provided for all genes while a panel is being customized: . . . . R
J P J P g mutations and CNVs simultaneously with high sensitivity in FFPE samples.

shown is an example gene, ATM. An IGV view shows exon and amplicon information
with a track showing amplicon coverage from wet lab testing. A track for mutational
hotspots and positions relevant for oncology research is also included for relevant
genes.

Library preparation and sequencing. lon AmpliSeq libraries were made either
manually using the Library Kit Plus or by automated preparation on the lon Chef™
Instrument. Libraries were templated and loaded onto lon 530™ chips using the lon
530 Kit on the lon Chef Instrument . Sequencing was performed on the lon
GeneStudio S5™ System.

Amplification and Sequencing Workflow
Figure 5. Oncomine Lymphoma panel workflow on lon GeneStudio S5
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Primer Design and assay optimization. Following target selection, primers were [ menor

designed to tile across the entire Coding DNA Sequence (CDS) of genes or to cover o )
specific oncology mutational hotspots as appropriate. Primer designs were iteratively o

tested in highly multiplexed lon AmpliSeq™ PCR-based NGS library preparation to
yield designs with optimal performance.
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Prioritize variants and create
custom reports for cancer
research

Includes small samples such
as fine-needle aspirates

Requires as little as
10 ng of input

Designed to make NGS
simple and accurate
« Prostate
HGNC ID: HGNC:795
Ensembl gene ID: ENSG00000149311
OMIM gene ID: MIM:607585
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