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Figure S2. Comparison of the scoring schemes for microarray expression data in
STRING version 6.2 and 6.3. The number of functional interactions proposed for yeast
proteins is plotted as function of the specificity. The latter was calculated as the fraction
of predicted interactions between proteins in KEGG that belong to the same KEGG
metabolic map [1]. Compared to this reference, the STRING version 6.2 scoring scheme
performs far better than that of STRING version 6.3. It should be noted that the scoring
scheme in STRING version 6.2 performs well for metabolic proteins, since the scoring
scheme was trained on these. This scoring scheme was changed in version 6.3 because it
was too computationally intensive to handle the growing amount of expression data, and
also because it may perform less well on non-metabolic proteins and on proteins from
other organisms than suggested by this benchmark. Since the mitochondrial system is
dominated by metabolic proteins, the STRING version 6.2 scoring scheme is so far the

most appropriate for constructing a network of yeast mitochondria.
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