Development of in - silico classifier to predict drug resistance in

Malaria
Kumar Ankit and Saurav Bhaskar Saha*
Department of Computational Biology and Bioinformatics, JSBB, SHIATS,
Allahabad — 211007, INDIA

’.Esﬁ-.“‘i:‘

Background Results and Discussion

Malaria is one of the most menacingly dreadful disease costing lives The present work was carried out to utilize resistant drug reports to
worldwide. Moreover, the emergence of multiple drug resistance find pattern that can be indicative of factors responsible for drug
associated has resulted in substantial increase of its severity. resistance against malaria. However, 2 out of 92 classifiers viz. SMO
Therefore, the generation of mathematical model to classify the and VFl could classify correctly in 70% of instances. Rest of the
resistant drug versus nonresistant drug is a forwarding step to classifiers classified correctly in only 60% of instances. We believe the
overcome the effect of this disease. generalization of the models will be bettered by implementing this
protocol to a larger database.
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