
During this method qualification all tested parameter could be verified for the determination of the proportion of full and empty capsids in the samples of interest.
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Number of mapped reads Sum of reads Chimeric reads

4,508,087 4,728,674 220,587 (≙ 4.89%)

Long read sequencing 
(Oxford nanopore)

Short read sequencing 
(Illumina)

one read covers entire rAAV payload
rAAV payload fragmented in several 

reads

functionality/sizing of ITR fusions
functionality/sizing of ITR fusions 

remains unclear

full ITR read coverage
reduced ITR coverage (sequencing by 

synthesis)

vector/vector plasmid chimera analysis
possible

reads too short for vector/vector
plasmid chimera detection

sequencing depth of 3-5 million total 
reads per MinION flow cell

very high sequencing depth (several
hundred million reads per flow cell)
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