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[ Abstract] Trans-cinnamic acid 4-monooxygenase is one of the key enzymes in the synthesis of
phenylpropanoid and Lignin in plants. The C4H gene of Bletilla striata (BsC4H) was isolated from our former
constructed transcriptome database and then analyzed by a series of bioinformatics software. The results showed
that the length of the gene was 1993 bp, which encoding a protein with 505 aa in length which have molecular
weight of 58.01858 kd and theoretical isoelectric point of 9.20. The predicted secondary structure of this protein
was composed of helix structure and irregular coil structure, the tertiary structure was predicted to be monomer
structure. BsC4H sequences of amino acid showed 95% similarity to C4H gene derived from Dendrobium
officinale. The domain detection showed that BsC4H protein had a highly conserved domain, but no
transmembrane domain and signal peptide. While the detection of subcellular localization found BsC4H was mainly
functioned in the endoplasmic reticulum. The results of this study provided basic data for the subsequent study of
BsC4H and developed inspirment for of C4H studies of other species.
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