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Abstract:
Cancer is a disease involving the uncontrollable growth of cells with potential strafe to other organs of the body. Stress is a state of the body a non-specific response to any demand for change. Cancer had a deep relation with stress. Activation of the stress response and exposure to the associated hormones could promote the growth and spread of tumors. The immune system can be important for finding and eliminating cancer cells. This study is based on Cancer and Stress. In this study, we collect responsible genes from NCBI’s Gene database individually for stress and cancer. After that, common responsible genes were collected by using Venny online tools. From the common genes, we had constructed a protein-protein interaction network using the STRING database. Afterward, the top 10 hub genes were identified by using CytoHubba. Hub genes were identified based on their degree value where degree value more than or equal 72 are considered as hub gene. These hub genes may use to design a potential drug for cancer and stress combine. We have collected 3264 and 9433 human genes for Cancer and Stress respectively. 2477 common genes are found through Venny. We have been identified the UBC, TP53, RPS3, RPL5, RPL11, RPS27A, RPL19, RPL3, RPS7, and CTNNB1 as targeted hub genes by using the CytoHubba plugin of Cytoscape.
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