
S4 Table: Summary of candidate feature sets.

candidate feature set number of genes type
DESeq2 1,000 tissue-specific
Pearson 1,000 tissue-specific
Deviance 2,000-7,000 tissue-specific
Peters [1] 1,497 tissue-specific (blood)
all 14,000-19,000 tissue-specific
GTExAge 1,616 across-tissue
de Magalhaes [2] 73 across-tissue
GenAge [3] 307 across-tissue
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