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motivation
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SparseDataSet
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SparseData : basic statistics

» sds <- calculateMeans(sds, nonzero.ratio=.1)
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SparseData : basic statistics

» sds <- calculateMeans(sds, nonzero.ratio=.1)

» sds <- calculateTStats(sds)
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SparseData : basic statistics

» sds <- calculateMeans(sds, nonzero.ratio=.1)
» sds <- calculateTStats(sds)

» fData(sds) [order(-tStats(sds) [["brain"]1]),]
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SparseData : combine

» z <- combine(x,y)
» z <- calculateMeans(z)
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SparseData : distances

» Pearson: » Pearson:
<X_j7y_g> <XaY>_ni'g
(n—1)s,8, (n—1)s,s,
» Euclidean: » Euclidean:
[x -yl VI + [lyl]? = 2(x,y)
» cosine similarity:
(x,y)
[[x][ Iyl
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