Additional file 1 – Dataset details
The data file of Ogawa and collaborators (namely OC dataset) comes from experiments on the yeast Saccharomyces cerevisiae. Their work concerned the identification of the components of the system of regulation PHO involved in the acquisition of phosphate [1]. The initial data file comprised expression measurements for 6013 genes in 8 different experimental conditions (several mutant stocks compared with the wild stock with various phosphate concentrations). In a preliminary step, all the pre-existing missing values were eliminated. Only 230 genes were thus removed (3.8%) preserving 5783 genes in the final dataset. We next selected a subset of 827 genes that represented 1/7th of the whole dataset [2]. This subset (namely OS) has the interest to be representative of the different behaviors of the complete dataset, but required less computational time for the replacement of missing values and clustering procedures. The data of Gasch and collaborators also relates to the yeast Saccharomyces cerevisiae 
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. It includes 6,153 genes for 178 experiments. As the number of missing values was high; we eliminated all the experimental conditions with more than 80 missing data. It remained 42 conditions. Again, different data files were generated. The first included 5,007 genes and the 10 experiments related to the osmotic shock response of mutant and wild type cell exposed to the H2O2. Only 1/7th of the genes were finally used in the analysis (717 genes with 10 conditions, dataset GH2O2). The second comprised 3,643 genes and 8 experiments related to the thermal shock response (at 37°C) for 4 successive times (5, 15, 30 and 60 minutes). With this dataset the influence of the missing data on kinetic experiments could be estimated. A subset of genes was selected (1/7th of the dataset) and corresponded to 523 genes and 8 experiments, namely GHeat dataset. Bohen and collaborators have works on human follicular lymphomas, the goal being to study the effect of the ritumibax on patients [4]. This matrix contained 16,523 genes with 16 experiments where the treatments of the patients were different. In the analysis, we used a subset corresponding to 1/7th of the data, i.e. 861 genes, namely B dataset. A final set came from an experiment carried out by Lucau-Danila and collaborators. The study is related to the determination of the effect of Benomyl stress-induced on Saccharomyces cerevisiae cells, according to time [5]. The expression matrix contains 5261 genes and six points of kinetics (30 seconds, 2, 4, 10, 20 and 40 minutes), namely L dataset. The elimination of genes with missing values (11.4 %) reduced the dataset to 4645 genes and 6 experiments.
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