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Investigation of the disease prediction system using the deep learning engine

Mitsuyama, Susumu

4,900,000

3-methylcrotonyl-CoA carboxylase deficiency Cystic fibrosis
6 Web (http://cancerproview. info/disease/)

We developed the disease prediction system to be associated with gene
mutation in a protein domain for using deep learning program. As a result, correlation of disease
was about 6 diseases including 3-methylcrotonyl-CoA carboxylase deficiency, Cysticfibrosis etc. We
made Web page (http://cancerproview.info/disease/) for this result search. In addition, We developed

the disease-related gene search tool using the gene pathway.
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CDKN2A, ARF, CDK4I, CDKN2, CMM2, INK4, INK4A, MLM, MTS-1, MTS1, P14, PI4ARF, P16, P16-
INK4A, P16INK4, P16INK4A, P19, P19ARF, TP16

CDK4, CMM3, PSK-J3

RB1, OSRC, PPP1R130, RB, p105-Rb, pRb, pp110

E2F1, E2F-1, RBAP1, RBBP3, RBP3...

CDKN2C, INK4C, p18, p18-INK4C

CDKNIA, CAP20, CDKNI1, CIP1, MDA-6, P21, SDI1, WAF1, p21CIP1

CDKNI1B, CDKN4, KIP1, MEN1B, MEN4, P27KIP1
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