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BACKGROUND RoBUST OXFORD NANOPORE PROMETHION SEQUENCING ON 1 FLOW CELL PER GENOME
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Two approaches were followed to analyze tandem repeats: existing methods (red) and our squiggle-based algorithm NanoSatellite (blue). 01

HIGH CONSISTENT TANDEM REPEAT SEQUENCE DETERMINATION CONCLUSIONS

* Clustering of tandem repeat unit squiggles for positive and negative DNA strands enables detection of underlying nucleotide changes. * PromethlON can be used to
* High consistent clustering patterns for reads of the same allele = reliable nucleotide sequence determination. study (expanded) tandem
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ABCA7 VNTR squiggle clustering by NanoSatellite. Centroids are shown which were extracted from hierarchical ABCA7
VNTR squiggle unit clusters originating from positive (a) or negative (b) DNA strands. Each cluster is shown in a different
color. We compared these centroids to positive (c) and negative (d) reference squiggles with corresponding sequence motifs ABCA7 VNTR sequence reconstruction based on squiggle clusters. Each rectangle corresponds to a tandem repeat unit. Colors correspond to the tandem repeat unit cluster

shown below. as assigned in the previous figure.
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