Supplementary data

(see also http://bioinformatics.psb.ugent.be)

Figure S1. Calculation of GO similarity score. All possible GO terms of two proteins are compared in a pairwise manner. For each pair of GO terms (in green), the depth of the common ancestor (in blue) of these terms is calculated. The maximum depth of all pairwise combinations of GO terms is considered as the GO similarity score between two proteins.
Figure S2. Assessment of combinations of genomic features. 

Figure S3. Overlap of the filtered (1) and predicted (2) interactome with previously experimentally shown (A) and predicted protein-protein interactions (B).

Table S1. False positive rates for different combinations of genomic features (BP=biological process, CC=cellular component, PCC=Pearson Correlation Coefficient)
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Figure S1. Calculation of GO similarity score. All possible GO terms of two proteins are compared in a pairwise manner. For each pair of GO terms (in green), the depth of the common ancestor (in blue) of these terms is taken. The maximum depth of all pairwise combinations of GO terms is considered as the GO similarity score between two proteins.
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Figure S2. Assessment of combinations of genomic features. 
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Figure S3. Overlap of the filtered (1) and predicted (2) interactome with previously experimentally shown (A) and predicted protein-protein interactions (B).
Table S1. False positive rates for different combinations of genomic features (BP=biological process, CC=cellular component, PCC=Pearson Correlation Coefficient)

	Genomic feature
	False positive rate

	BP4 + PCC0.3
	9/169=0.053

	BP5 + PCC0.3
	6/142=0.042

	CC5 + PCC0.3
	2/167=0.012

	BP5 + CC5 + PCC0.3
	2/130=0.0154

	BP4 + CC5 + PCC0.3
	2/144=0.0138

	BP5 + CC5 + PCC0.2
	2/150=0.0133

	BP4 + CC5 + PCC0.2
	3/165=0.0182

	PCC0.2
	154/253=0.609

	PCC0.3
	113/213=0531

	PCC0.5
	59/121=0.488

	BP5
	28/284=0.099

	CC5
	12/384=0.031

	BP6
	19/225=0.084

	BP7
	10/177=0.056

	BP8
	2/104=0.019


