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[ Abstract]  Objective: The candidate CYP450 gene related to tanshinone biosynthesis was selected and cloned bhased
on genome-wide strategy in Salvia miltiorrhiza. Methods: The specific primers were designed to clone the SmCYP76AK5 gene.
The phylogenetic tree was constructed by MEGA software. The different expression of SmCYP76AK5 in periderm, phloem, xy-
lem, root, stem, leaf and flower was detected by real-time quantitative PCR. The physical and chemical properties, secondary
structure, conserved domain were analyzed by a series of bioinformatic tools. Results: The phylogenetic analysis showed that
SmCYP76AKS belongs to CYP71clan. The expression of SmCYP76AKS was the highest in periderm, in accordance with the

synthesis and accumulation of tanshinone. Conclusion: SmCYP76AKS was predicted to be involved in tanshinone production in
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