Figure S2.The overlap between pairs of seed clusters (ie. the S score) is plotted as a function of the correlation between the expression
values for the same pair of seeds. The seeds were set to the ‘literature list’ (http://cancerres.aacrjournals.org/cgi/data/67/7/3441/DC1/1);
Vicel25 dataset was used (Table 1).
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