++++++++4+0+ 4+ 4+

BENEFITS of HHGH THROUGHPUT SEQUENCING METHODS for CHARACTERIZATION of rAAV.PRODUCTS: -

N IR R
S. Stinus’', S. Maestro'!, DL. Bowie', A. Miguel Coello’, A. Pérez San Vicente'!, C. Trigueros Fernandez', A. Francois', E. Lecomte’. R R

Viralgen S.L., San Sebastian, Gipuzkoa, 20009, Spain. FE R

~—2=JIntroduction ~ //—@IN—DEPTH CHARACTERIZATION of rAAV PRODUCTS —- - - - TN ,Q/DISCUSSION & CONCLUSIONS\
= (

\
( With the success of clinical trials, gene therapy today may (
represent hope for patients suffering from genetic diseases. ) We have developed methods, from sample preparation to bioinformatics
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Next-generation sequencing offers high-sequencing depth and number of unmapped reads underscores the high confidence of the
a low sequencing error rate, enabling exhaustive identification : A 4- o seens alignment. Importantly, host-cell DNA contamination was determined
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