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SNPscan web tool
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Normal male and female

> plot(1:23, normalFM)
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Paired plot

> plot(1:23, normalFM, paired = TRUE)
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Zoom-feature: deletion

> plot(11:12, cancer)
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Ampli cation

> plot(11:12, cancer)
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Uniparental Isodisomy

plot(1:2, normal)
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Mosaicism

> plot(1:2, mosaicExample)
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Mislabeled Samples

> plot(1:23, hind)
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Mislabeled Samples

> plot(1:23, mergedXbaHind)
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Mislabeled Samples

> plot(1:23, xba)
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Genome-wide view of cancer samples

> plot(1:23, cancer)



Statistical challenges

“Who cares? You've made a nice-looking plot that

anyone can do with a tab-delimited text le.” - Rafael

Irizarry
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Statistical challenges

Con dence scores
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Chip/Racial differences

9% homozygote calls
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Non-diploid samples
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Utilizing bioconductor infrastructure
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summary()
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Summary

@ Genome-wide and chromosome-speci ¢ visualization tools
are available

@ Take advantage of the Bioconductor infrastructure

@ Reasons to use eSet classes:
@ easy
@ methods for the class work regardless of how the
pre-processing was performed
o facilitates collaborative research
@ reproducible research
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