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Abstract

The rate of developing new drugs has decreased significantly over the past few years. Drug repositioning is
drawing attention as a way to solve this problem. Drug repositioning can solve the time and cost of drug
In this study, drug-related data and

disease-related data are used to measure drug-to-disease similarities, and to establish a drug-to-disease bifurcation

development by finding new indications for previously proven drugs.

network. New drug-disease relationships are sought through drugs with common indications in bipartite networks.
Measuring AUC(Area Under the ROC Curve) values, this study method showed better results than GBA (Guilt By
Association). Fischer's exact test confirmed that the predicted candidate drug-disease relationship in this study was
statistically significant in the KEGG database.
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Table 2. Top 5 drug-disease pairs

Drug Disease Score
Doxorubicin Breast neoplasms 10
Paclitaxel Breast neoplasms 0.863
Doxorubicin Neoplasms 0.837
Doxorubicin Prostatic neoplasms 0.819
Cyclophosphamide Breast neoplasms 0.814
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