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Additional file 5 : Learning Boolean Networks from a statistically selected
subset of proteins

We used the NCI-PID database to generate a PKN. For this purpose, we associated
for each protein the p-value based on the Student test between PR and CR
patients.

Then, we selected the top 20 proteins and generated a subgraph from NCI-PID
connecting those proteins to each other by the shortest paths.

Based on this subgraph containing 154 nodes and 177 edges and the Dream 9
challenge dataset, we learned with caspo two sets of BNs for PR and CR patients.

Then, we computed the MSE for each patient and each set of BNs.
Based on this computing, we were able to compare the two MSE for each patient.

We can notice that only 37.5% of patients had two different MSE with BNs from PR
et CR data.

Moreover, only 22% of the patients had a smaller MSE with the class they belong
to while the remaining patients (15.5%) had a smaller MSE with the other class.

Due to those results, we can conclude that this predictive model has an accuracy
of 22% and is not able to efficiently discriminate PR and CR patients.
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