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Bioinformatics analysis of the highly expressed FAMS3A gene in breast cancer”
Liu Lei'  Huang Liang® ,Che Qinghai® s Zhao Enhong* ,
Huang Xu® ,Cheng Luyang' ,Xiao Lijun'

(1. Department of Immunology ,Basic Medical Institute ,Chengde Medical College ,Chengde, Hebei
067000, China;2. Cancer Diagnosis and Treatment Center ,Af filiated Hospital of Chengde
Medical College ,Chengde, Hebei 067000, China;3. Department of Obstetrics and Gynecology ,
Maternal and Child Health Hospital of Longtan District,Jilin 132000, China)

Abstract: Objective To screen and find over-expressed gene in breast cancer,and to predict the function of FAM83A by bioin-
formatics. Methods We used digital gene expression displayer(DGED) tool in cancer genome anatomy project(CGAP) to screen
the differentially expressed genes between the breast cancer and benign tumor. The sequence homology, properties, subcellular loca-
tion, structure and expression profile of FAM83A were analyzed by bioinformatics software. At last, we detected the expression of
FAMS3A in breast cancer, breast fibroadenoma and normal breast tissue by RT-PCR. Results We found a differentially expressed
gene FAMS83A which had three transcript variants. It was evolutionary conservation. Bioinformatics analysis indicated that
FAMS3A protein was located likely in the mitochondria. There were PK,PKA phosphorylation sites, MAPK recognition site,SH2,
SH3,RPEL and WH2 binding motif. The secondary structure mainly comprised of alpha helices and random coils. RT-PCR results
confirmed that FAM83A was over-expressed in breast cancer tissues, while no expression in benign breast tumor and normal breast
tissue. Conclusion FAMS3A is over-expressed in breast cancer and maybe act as a study target for molecular mechanism.

Key words: breast neoplasms; bioinformatics; SAGE library; FAM83A
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