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Chinese Hamster Ovary (CHO) cells continue to be a cornerstone in biopharmaceutical
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manufacturing, and improvements in CHO workflows continue to increase speed and
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CHO cell line established, we initiated antibody production efforts for rituximab?, a well- Ll ' ' o Figure 5. Sensitivity of CHO-GS-KO clones to glutamine.
studied IgG1, as a test case. Constructs encoding rituximab heavy and light chains with a GS 7G2 + + 19.46 As expected, CHO-GS-KO cell lines show consistently
marker were stably integrated using the piggyBac® transposase system. The Solentim Figure 6. Growth parameters of CHO-GS-KO candidates,  OcC cased viability in medium without glutamine
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mRNA (Trilink) was used as a Titers were assessed on day 3 after transferring from Clone 4G7 was cultured in six distinct media to assess growth
Figure 1. In vitro Cas-CLOVER gRNA pair evaluation using an EnGen assay. {ransfection control. 3X96 well plates into 24DWPs. Clone 4G7 showed the characteristics. Cells were seeded at Seeding Density 1X10%6
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between 30-47% across the evaluated guide RNA pairs.

Conclusions & Future Research

A TR B el N Hera established the CHOIlympian™ CHO-K1-GS cell line and demonstrated proof of concept for
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glutamine. Additional designer and proprietary CHO hosts can easily be created using the highly
efficient and site-specific Cas-CLOVER gene editing tools.
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