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Construction of transcriptional regulatory networks and analysis of prognostic transcription factors in gastric cancer”
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Abstract: Objective The purpose of this study is to construct the transcriptional regulatory network of gastric cancer,and a-
nalysis the prognostic transcription factors. Methods Firstly,using gene chip data to construct co-expression networks of differen-
tially expressed transcription factors in cancer tissues,and then found the core subnetwork in the network,and then screen the core
transcription factors based on the microarray with prognosis data. We finally used a large amount of data to verify whether these
transcription factors can predict the prognosis of gastric cancer patients. Results There are 21 core transcription factors of 4 core
subnetworks. We identified 4 key transcription factors of that 3 transcription factors had obvious function of prediction.
Conclusion We have constructed the transcriptional regulatory network which provides references for the potential regulatory

mechanism of gastric cancer. They may provide molecular markers for future diagnosis of gastric cancer,and possible targets for the

treatments of gastric cancer.
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