Supp Fig S4: Using CMINT for further analysis of reprogramming cell types. A. Possible trajectories
for the three the cell types. Data log likelihood value of CMINT models using different types of topologies.
B. Modules obtained at optimal k values for each of the cell types. C. Box plots of gene expression of the
chromatin modules in MEF (top) and pre-iPSC (bottom) for the modules shown in Fig 3A. D. Gene ontology
enrichment for each of the modules in iPSC. The top two categories are listed along with the -log(p-value)

of enrichment as scores.
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