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Figure S1. (a) Distribution of HMMER bit scores for “negative examples” and “positive examples” from curated sequences set of variant H2A.Z. A clear separation of the two distributions ensures good predictive quality of the model. (b) Corresponding ROC (receiver operating characteristic) curve of the predictive model.
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Figure S2. (a) Distribution of HMMER bit scores for “negative examples” and “positive examples” from curated sequences set of variant H2A.X. Overlap of the two distributions manifests the impossibility to separate two sequence sets by HMMs only. (b) Corresponding ROC (receiver operating characteristic) curve of the predictive model.
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Figure S3. The database schema underlying HistoneDB 2.0. The corresponding tables and their data columns are shown by rectangles, relations between tables are shown by lines. Taxonomy stands for taxonomy table provided by djangophylocore module. 
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