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Figure S1. Histograms for comparing different imputation methods. A. The white distribution
represents all iBAQ protein expression values in ProteomicsDB. The red distribution represents the
missing values we created by random sampling 10% of the white distribution. The green, yellow and
blue distributions represent the imputed missing values based on the 3 different methods respectively:
MRNA-guided, minimum of a sample’s distribution and random sampling from each sample’s

distribution. B. Histograms of the mean absolute error per tissue for each imputation method.
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Figure S2. Interactive expression body map for Mus musculus. As previously available for Homo

sapiens, the same interactive body map idea is used for visualizing quantitative expression data for

every organism hosted by ProteomicsDB.
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Figure S3. The future of ProteomicsDB: From data to knowledge to action. Future releases of
ProteomicsDB will contain protein structure data. Applying data mining and knowledge discovery
methods, new information will be generated which will be used to build new tools that will deliver the
extracted knowledge to the user. The final goal of ProteomicsDB is to provide tools that will combine

all data coming from the previous layers and take part in the decision making in modern research.






