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MOTIVATION: the knowledge of molecular interaction network can be used to get rid of the possible 
heterogeneity of biomarkers found by different studies, provided that the different biomarkers are in 
network proximity and hence associated with the same biological functions
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e.g., Jaccard Index

Xs is a matrix of measures of the 
network proximity of two
biomarkers on the interactome

xNetwork proximity of two biomarkers
based on network diffusion (ND)

Biomarkers for this case study are sampled from SFARI Gene database. The 
interactome on which genes are mapped is STRING v11.5 with confidence score > 
0.7 and the top 3 neighbour with confidence score > 0.4, without text mining.

The heatmap shows the level of functional similarity between pairs of biomarkers 
based on distance on the network (ND) and semantic similarity.

where Ptwi and Ptwj are the list of pathways in 
which Pi and Pj occurs respectively
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