Supplementary Text S3 Identifying reference genes for the proximity features

For each feature (LDA-performance-feature and the profile of maxima-features), we selected a set of five reference genes to be mutually highly different. To reduce the complexity of the problem, we performed a pre-selection and selected thirty genes which showed the highest standard variation of the corresponding feature in respect of all investigated genes. For the selected genes, the features were used as distances for all possible pairs of genes. The problem of finding k genes (k=5) out of the pre-selected genes being as (mutually) distant as possible was formulated as a quadratic problem:
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. This problem was transformed into the linear problem:
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This yielded the genes hsh2d, ptgir, kiss1r, tle4 and stip1 for the LDA-performance-feature and lef1, ncoa1, ears2, cit and kif1a for the maxima feature profiles.
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