
…	towards safer therapies

Accurate	quantification	of	nucleotide	acid	impurities	in	
clinical	and	pre-clinical	rAAV preparations

DNase	Digestion

rAAV Genome	Extraction

Second	Strand	Synthesis

Conventional	
Short-Reads

Illumina	Sequencing	

NGS	Library	preparation

Bioinformatics	Analysis

rAAV sequence

Impurity sequencing
(vector backbone;
Rep/Cap	plasmid;
Producer	cell line…)

rAAV Impurity
rAAV Safety
rAAV Efficacy

What	we	need:
Ø Purified	rAAV vectors	(minimal	

5E11	vector	genomes)
Ø Vector	Plasmid	used	for	vector	

production	(5µg	each)
Ø Sequence	of	each	species	(fasta

or	gb format)

What	we	offer:
Ø Species	identification	and	relative	

quantification	of	impurities
Ø Size	distribution	of	contaminated	

DNA
Ø Potential	oncogenes	identification	

cross	over	from	vector	production	
system

Ø Vector	integrity	of	rAAV genome

Contact:
Phone:	 +49	6221	42790-0
EMail: contact@genewerk.de
Web:	 www.genewerk.com


