Bacterial strains identification using Oxford Nanopore sequencing
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Context Methods
Strain level identification of bacteria is a complex problem.
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Design a new taxonomic assignment method Apply seed on genomes
using Nanopore long reads (MinlION device).

The challenge Is to tackle with a relatively high error level
(about 7 % on raw uncorrected reads)

and show that, together with reference genome data,

they allow to precisely distinguish one species from another
and even to go down to the strain level.
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Conclusion
Jaccard We succeed In achieving identification of species and of distant strains within a same species.
r distance We are working on a clustering preprocessing step and a two precision levels method
65, CIRM 67, to tackle with the existence of many very close strains.
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Abundant strains found
but close genomes tend to blur overall identification
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