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One promising future direction for our method would be to assign a con-
fidence score for each Y2H interaction (i.e. conservation of the interaction
across species). It is possible to define a distance-based measure between
proteins and use a Diffusion Map for spectral clustering, as in 18. However,
this method is very computationally expensive and hard to scale to large
datasets. We plan to explore an efficient implementation of a continuous
approach of diffusion maps with discrete approach of Gomory-Hu trees.

8. Conclusions

We have presented an efficient algorithm for identifying protein complexes
through manipulation of the Gomory-Hu tree of the PPI Y2H network. Our
method is shown to be robust against high FP and FN rates and capable
of producing clusters of high quality when compared to other approaches.
Identified functional modules are strong candidates for complex predictions
and constitute reliable material for experimental research.
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