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[ Abstract] With the development of modern sequencing technology, resulting in massive biological data, the rapid development of
Bioinformatics is also constantly analyzing the hidden information of these data. Through the biological network to study the
relationship between genotype and disease phenotype, the prediction of pathogenic genes could be achieved and diseases caused by
the genes found. Based on the modular nature of the disease gene, the paper proposes to integrate the protein interaction network,
disease phenotype similarity network, disease—gene correspondence network, construct heterogeneous biological network, improve
the web page sorting algorithm TrustRank, prioritize candidate genes and realize diseases forecasting function. This paper also
develops the genetic disease search system through the Spark platform. The data are stored in HBase, which form a large data
storage, processing and analysis solution, and provide new ideas for clinical diagnosis and disease treatment.
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Fig. 1 Integrated heterogeneous network
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Tab. 1 HPRD data format
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