Supplementary Figures

a) difference expression maps
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b) difference significance maps
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Figure S1. Maps of differential expression and of significance. The small maps visualize

differential expression between all pairwise combinations of classes (a) and the respective
significance maps (b) which color code the log p-values extracted from a shrinked #-test [1].
Differential expression was calculated separately for each pixel of the SOM. The large maps
assign the spots (a) and significance level of co-expression of the genes in each of the spots
as estimated using a multitest adjusted g>-correlation test (b, [2]). The maps enable us to
identify regions of significant differential expression for each pairwise combination of
classes. One sees that spots and associated genes show significant differential expression
between selected classes, especially in the left (Q3 and Q4: spots D-F) and the lower
(Q2: spots A, B, and J) part of the map.
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Figure S2. PSF analysis of the TCA pathway. The canonical KEGG TCA pathway was
converted into a linear one-directional form. Green rectangles represent enzymes, white

circles are compounds, and violet nodes are target processes. The ‘Oxaloacetate’ node is
drawn in two places: the yellow circle represents the pathway input and the red circle
represents the final output.
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Figure S3. Network of expression modules governing lymphoma heterogeneity. The table
in the right part lists the methyltransferases (red letters) and demethylases (black letters)
located within (or next to) each of the spots.
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