@ Genomics

The Genomics Services Company

Lentiviral | Advantages

Multiplex samples for cost-effective results

I n teg ra t i o n Effective workflow and fast turnaround time

Multiple approaches to meet different goals

S i tes An a lys i S Qualitative and quantitative analysis

Comprehensive bioinformatics analysis

The Introduction of Lentiviral Integration Sites Analysis

Lentiviral vectors are the most common gene delivery vehicles used for stable genetic modification in cells. These
vectors are integrated into the host genome to express therapeutic transgenes. Although this integration appears
random, literature has suggested that there are in fact hotspots for lentiviral integration. To avoid deleterious effects
on cellular functions (e.g., integration near oncogenes or within key genes), it is important to identify the exact
integration sites of lentiviral vectors after cells have been infected. Integration site analysis is the key tool to assess

the biosafety of vectors for gene therapy and the clonal tracking fate of genetically modified cells in vivo.

CD Genomics has developed a comprehensive set of tools for viral integration site analysis by combining PCR and
sequencing-based approaches with proprietary bioinformatics pipelines. We are able to identify the position of
integration sites and determine the integration frequency of viral vectors with unmatched precision and sensitivity.
Through our end-to-end services, we are committed to providing the highest quality data and the most reliable

analysis.

Method Sample Requirement Sequencing Strategy =~ Data Output Application

LM-PCR 1x1076 cells 1Gb For CAR-T cell genome

[lumina PE150

or >500 ng gDNA

Whole genome sequencing =150 Gb For monoclonal cell line



https://www.cd-genomics.com/lentiviral-retroviral-integration-sites-analysis.html
https://www.cd-genomics.com/

Workflow

A. Schematic diagram of LM-PCR
library construction

B. Bioinformatics analysis flow chart

Demo Results

Base Quality and Error Rate Distribution Plot(coh003_Data_L1)
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A. Sequencing quality value and error rate distribution diagram

Clean Bases
Trimmed Adapter_related Bases
Others Bases

Trimmed low Q-score Bases

C. Original data composition
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E. Integration site detection and annotation results
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Contact CD Genomics for more inspiration and service conten
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D. Distribution plot of mapped reads in chromosomes
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https://www.cd-genomics.com/
https://www.cd-genomics.com/contact-us.html
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