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MicroRNA prediction based on manifold ranking
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Abstract; In order to improve the precision of microRNA prediction while the number of known microRNAs is small , this pa-
per proposed a novel microRNA prediction algorithm based on manifold ranking. The algorithm adopted the strategy of model-
ing microRNA prediction process as belief propagation on a weighted graph, hence reduced the time complexity of the algo-
rithm. The core idea of algorithm was to rank the data with respect to the intrinsic manifold structure collectively revealed by a
great amount of data, hence enhanced the accuracy of the ranking results. Experiments on H. sapiens and anopheles gambiae
genes show that manifold ranking algorithm is better than the traditional algorithm, and can be worked as an effective tool for

predicting novel microRNAs.
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