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Fig. 1 Scatter plots of 150 samples using wui;(horizontal axis)

1504y 7Loia,

and wug; (vertical axis).
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Table 1 Results of linear discriminant analysis of three cell

lines using w1; and wugj. Columns: cell lines, rows:

predictions.
Basal Her2 LumA
Basal 42 4 0
Her2 2 25 2
LumA 1 1 73
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R 2 G(l1lals1) & G(L185034)
Table 2 G(€1Z2€31) and G(€1Z2£34)
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Fig. 2 Heatmap of mRNA, microRNA and proteome. Rows:

samples (cell lines), columns: mRNA (blue), microRNA
(pink) and proteome (cyan).
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Fig. 3 Error rates of discrmination of three cell lines by DIA-

BLO. Horizontral axis: the number of generated vectors

used for discrmination.
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Fig. 4 Heatmap of omics data selected by DIABLO.
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