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Short Overview:

0:13 How strong is the strongest beer?

0:59 Segregants, mappings, assisted assembly and all that stuff.

2:12 One dimensional QTL scan.

3:11 Two dimensional QTL scan.

4:28 More and more QTLs ...
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How strong is the strongest beer?

2 / 12



Let’s take two strains ...
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... produce offspring ...
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... add a 20% concentration of ethanol ...
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... and put survivors to a sequencer
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plot(coverage.obj, ...)

7 / 12



plot(onedimscan(coverage.obj, ...))
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plot(onedimscan(coverage.obj, intervals=TRUE, ...))

9 / 12



plot(twodimscan(coverage.obj, ...))
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plot(GICscan(coverage.obj, k=2, ...))
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That’s all!

Thanks goes to:

Tomasz Burzykowski and his group [Hasselt University] (data
/ questions),

Norber Dojer and his group [Warsaw University] (mappers,
assemblers),

R&D department, IBM Poland [Poland] (clusters, GPUs and
GPU mappers),

Bioconductor developers (Bioconductor) ...

... and of course all of you!
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