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Figure S2: Performance characteristics of different chromatin state
models: Each column represents a state model for a state number between 1
and 20. Each cell represents the performance of the corresponding state model
versus the 20-state model. Performance values are colour-coded. The optimum
state model combines a minimal number of states and a maximal set of
performance values. The vertical grey lines highlight the 11-state model used in
this study (comprising 10 states with modified histone occupancies and 1 zero-
modification state).



