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Bioinformatic Analysis of SRA1 Gene in Breast Cancer
WANG Qing'» FU Xiaonan' » HONG Zhuping' » ZHANG Yuhan' »ZHENG Chunhong' » WANG Yuyan® » DING Xian feng'
(1. Institute of Bioengineerning , College of Life Sciences, Zhejiang Sci-Tech
University, Hangzhou 310018, China; 2. Department of Application Engineering,
Zhejiang Economic &. Trade Polytechnic. Hangzhou 310018, China)

Abstract: To predict the regulatory network of SRA1 both at RNA and protein level in breast cancer
by the methods of bioinformatics. The RegRNA, Targetscan, MicroCosm Targets, PicTar bioinformatics
applications and HMDD, DAVID databases were employed to predict the interaction between IncRNA
SRA1 and microRNAs. At the same time, TCGA database and string application were utilized to develop
the SRA1-centric proteins network. The potential binding sites of 11 miRNAs (hsa-let-7b, hsa-let-7c, hsa-
let-7g, hsa-let-7i, has-miR-92, has-miR-103, has-miR-194, has-miR-874, has-miR-141, has-miR-146a,
has-miR-661) on IncRNA SRA1 sequence, and 230 target genes of the 11 miRNAs were found. The
results indicated that the IncRNA SRAI may play some parts in transcription, biosynthetic process,
MAPK signaling pathway, cancer related pathways and tight junction. In addition, it also showed SRA1
protein interacted with multitude proteins. It was demonstrated that the regulatory network of SRA1 by
bioinformatics provided reliable clues for exploring the molecular mechanisms of SRA1 gene in breast
cancer.

Key words: breast cancer; steroid receptor RNA activator; IncRNA SRA1-miRNAs-mRNAs;

bioinformatics
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