Error Correction in Graphs for Viral DNA Reconstruction
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How can a contig variation graph be pre- Low-abundance node filtering ten times more
processed to improve performance of the MFD  « The threshold is defined as a set percentage of the Incorrect edges than
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e For the discussed dataset, Low-abundance node
filtering is optimal at threshold of 1.8%.

e Neither cycle resolution algorithms are applicable to the
contig variation graph.

solution results?
o« What is the effect of automatic cycle resolution on the
accuracy of the MFD?

caused by alignment errors of DNA sequences or
repeats.
o Two algorithms will be tested on ability to correctly

remove cycles: H-voting and CycleDFS.
Future work

e Investigate mapping errors in abundance correction.
o Verify results on more datasets.
e Evaluate other cycle resolution algorithms.



