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Abstract .
Methods

Objective To obtain C11o0rfl17 by prokaryotic expression system and predict it’s function by bioinformat-

ics. Breast cancer cell cDNA were synthesized as a template and the gene encoding C1101fl17 was amplified by
PCR,and PCR product was subcloned into expression vector pET-32a. The constructed recombinant plasmid pET-32a-
Cllorfl7 was transformed to E. coli BL21 for expression under induction of IPTG. The expressed product was identified by
SDS-PAGE and Western blot. The co-expressed gene of Cllorfl7 was predicted by UGET software and it’s interaction pro-
tein was excavated through protein interaction database. The enriching biological function of co-expressed genes was predic-
ted by online software Gather. Results The recombinant plasmid was constructed successfully and fusion protein was ex-
pressed in E. coli BL21 efficiently after induced by IPTG. The gene funcutional ontology such as cell communication, signal
transduction and cell cycle were enriched among 267 co-expressed genes. The protein interaction database indicated that
Cl1orfl7 could interact with PRKACA ,which was one important molucule for cell cycle regulation. ~ Conclusion Protein
Cllorfl7 was successfully expressed and it may be a novel cell cycle regulated protein.
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