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1. Viral/Bacterial Strain Typing
1. Contact tracing
2. Antibiotic resistance

2. Patient Diagnoses
1. Cancer
2. Genetic Diseases

3. Patient Treatment
1. Predict drug response

Whole Genome Sequencing: Applications
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𝑂𝑂(3|𝑅𝑅|) possible alignments!
|R| = min( len(Read), len(Ref) )
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https://github.com/TimD1/nPoRe
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Questions?

Thanks for listening!

If you’d like to talk about research, please reach out!

Email: timdunn@umich.edu

Twitter: @T1MD1

mailto:timdunn@umich.edu
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