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In the rapidly evolving field of animal biologics development, producing high- than phenol chloroform, with good RNA integrity. dsRNA is a common by-product of in vitro 4-
quality RNA is essential for developing next-generation vaccines and transcription responsible for immunogenicity and
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The RiboMAX™ Large Scale RNA Production Systems enable the production 4. Innovative Workflows: From Circular RNA to Long
of milligram amounts of RNA from a linear DNA template. They are typically 6. Automation for Consistency and Scale
. - ssDNA
used to produce transcripts up to 5-6kb in size, although much longer
transcripts have been successfully generated. . o .
In vitro transcription reaction volume scale-up Automation streamlines production, reduces hands-on time, and ensures
Capped and uncapped RNA transcripts can be produced. RNAS: were generated by in vitro transcription in a 1OQHI, Tml, 5ml or 10ml reproducibility in process development. An automated method has been
reaction volume (N=2 for each), and dye-based quantified. developed on the CyBio FeliX Liquid Handler from Analytik Jena, enabling the
=» In vitro transcription can be scaled to 10 ml while maintaining consistent automation of the synthesis of RNA from a linear DNA input.
RNA yields.
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Figure 1. Comparison of phenol chloroform and ReliaPrep™
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