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GENOME GRAPH SEQUENCE ALIGNMENT AND MISMATCH DETECTION
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Background
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them practically useable. In this project, PR -.“
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be found pointing towards novel DNA 2 $u
mutations.

The goal of this proposal is to develop g
algorithms for (short) DNA sequence

alignment on genome graphs. On the one hand there is the challenge to do this for the billions of tiny
fragments (<300 length) that get produced by DNA sequencing machines, which have relatively low error rate
(<1%). While on the other hand new DNA measuring technologies provide another challenge with high error
rates (~10%) with much larger lengths (>10kb).

These methods could be develop based on classical sequence analysis algorithms or based on machine learning
approaches.
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