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Analysis of RAI16 protein structure and function
DENG Jing', WANG Ge', YANG Jin', ZHENG Ji-jun', WANG Hong-zhong', HU Qing', WANG Dong'*, LI Zeng-
pengz( "Cancer Center, *Department of Pathology, Institute of Surgery Research, Daping Hospital, Third Military Medical University,

Chongqing 400042, China)

Abstract; Objective To explore the partner of Tec kinase domain and obtain the protein structure and

function. Methods The yeast two-hybrid system was used to explore the partner of Tec and the novel protein

was analyzed bioinformatically. Results One of the positive clones, sequenced and analyzed in the BLAST,

was confirmed to be the gene fragment of RAI16. RAI16 ¢DNA sequence consists of 2 863 nucleotides encoding

a 759 aa protein, including some function motifs, especially three Tyr phosphorylation sites. Conclusion  On

the basis of the present results, we presume RAIL6 may involve in transcriptional gene regulation and mediate

the differentiation of hepatoma carcinoma cell by interacting with Tec protein.
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