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Chinese Hamster Ovary (CHO) cells are widely used in Whole genome sequencing (WGS) provides a

biopharmaceutical production, particularly for comprehensive analysis of the transfected CHO cell

monoclonal antibodies (mAbs). A better understanding genome, identifying mutations, structural variations,
BACKGROUND of CHO clone genetics can support efforts to enhance and gene copy number changes that impact cell line

productivity, stability, and product quality. performance and titre.

APPROACH KEY FINDINGS

Here, we explore the use of DNA methylation data Within our panel of CHO clones:
derived from Nanopore long read WGS to characterise

a panel of 22 of Lonza's CHOK1SV GS-KO® clones | o | | | |
expressing mAbs through transposon-mediated 2. There iIs variation In methylation patterns across transgene integration sites.

1. DNA methylation is correlated with gene expression in CHO cells.

integration. 3. Methylation in transgenes does not affect mAb product titre.

DNA methylation is correlated to endogenous gene inactivation in CHO cells
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CHOKI1SV GS-KO® cells results in increased DNA

In CHOKISV GS-KO® cells methylation and reduced GS expression

Lonza’s use of Nanopore

- long read WGS provides
Transgene methylatlon valuable insights into

does not impact overall transgene integration
product titre sites in CHO.

Mapping genomic transgene integration sites

and their DNA methylation patterns
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silencing in determining
productivity.

DISCLAIMER

All trademarks belong to Lonza or its affiliates or to their respective third party owners. The information contained herein is believed to be correct and corresponds to the latest state of scientific and technical knowledge. However, no warranty is made, either expressed or implied,
regarding its accuracy or the results to be obtained from the use of such information and no warranty is expressed or implied.

The authors are employed by Lonza and conducted this research as part of routine R&D activities. No personal or financial conflicts of interest are declared.

Oxford Nanopore Technologies products are RUO. Products labelled/branded as Oxford Nanopore Diagnostics may be RUO or may be regulated as in-vitro diagnostic devices in some jurisdictions, please check individual product labelling. Oxford Nanopore Technologies present the
materials of third parties within the user community acknowledging that those materials belong to and are the true statements and representations of those third parties. Oxford Nanopore Technologies make no endorsements of the materials shown and the statements made.
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