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Text S1. Parameters used for generation of simulated datasets using “‘madsim’ R package.
Simulated datasets were generated using ‘madsim’ R package with following com-
mand and parameters:
fparams = data.frame(m1=m1,m2=m2,shape2=4,1b=4,ub=14,pde=0.025,sym=0.5)
dparams = data.frame(lambda1=0.13, lambda2=2, muminde=1, sdde=0.5)
dat =madsim(mdata = NULL, n = 10000, ratio =0, fparams, dparams, sdn = 0.7, rseed
=50).
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Figure S1. Complete portrayal of simulated dataset with SOM, exSOM, and supSOM.
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Figure S2. Pairwise differential gene expression in primary SOM IBD dataset (GSE23597).
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Figure S3. Comparison of supSOM and exSOM portaints in secondary IBD dataset (GSE16879).
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Figure S4. Biological processes associated with upregulated spots F, H, and I on the primary SOM IBD dataset. Baseline disease and non-responder were characterized with upregu-
lated stops F, H, and I (see Figure 4) related to inflammatory response, cytokine-mediated signaling, neutrophil activation, reorganization, etc.
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Figure S5. Differential expression landscape in IDB responders vs. non-responders in secondary dataset (GSE16879). Orange color indicates upregulation, blue color indicates down-
regulation, white indicates region of invariant gene expression.
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Figure S6. Grade-dependent change of differential expression genes in breast cancer.
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Figure S7. Comparison of exXSOM and supSOM portraits in secondary breast cancer datasets. A) GSE10810, B) GSE29431.



