5O ANARIOTEC OHMXS

two anacura companies

Single-assay mMRNA vaccine
CQA testing based on nanopore sequencing

Steven Verbruggen, Arne Godderis, Anna Matsaroki, Joannes van Cann, Hendrik Van de Voorde, Gerben Menschaert A\\\f
OHMX.bio, Noorwegenstraat 4, 9940 Evergem, Belgium, info@ohmx.bio \ )

Strict European guidelines (ICH-Q5 - EMA) reqgulate QC of biologics as mRNA vaccines. Our
extensive service portfolio for mMRNA-based therapeutics and vaccines, adeno-associated and
other viral vectors, plasmids, microbiomes and/or cell lines, includes analytical solutions

based on long-read Nanopore sequencing (Oxford Nanopore Technology, ONT). IDENTITY INTEGRITY
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Towards GMP
Oxford Nanopore Q-line GridION system
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