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Figure S1: Illustration of the EDPM procedure
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Figure S1: Overview of the EDPM procedure. The EDPM procedure used in this analysis of mitochondrial genes
can be decomposed into 5 major steps. (1) The microarray measurements for all genes to be analyzed are
collected. (2) Model patterns are defined in order to match specific properties shared by the gene expression
patterns collected in (1). In this illustration, 3 model patterns are represented (colored respectively in yellow,
orange and red). They are oscillatory functions (one cycle), with constant period but different phases. They
correspond to the matrix P presented Figure 1A (main text). (3) The EDPM analysis is performed analyzing
expression measurements for one gene at a time. This vector corresponds to the vector D presented Figure 1A
(main text). (4) EDPM calculates a vector W of w-values. Note that illustration of the EDPM optimization is
presented Figure 2 (main text). (5) The final w-values indicate the contribution of each model pattern to the
expression pattern observed for the gene shown in (3).



