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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.

[ Keywords] Bletilla striata; Trans-cinnamate 4-monooxygenase; sequence analysis; structure prediction
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ProtScale output for user_sequence
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AAS48416.1 ELLL TIS FI IVI KIR KFK H ANF K DVF DL D 101
AGN70893.1 DVILV ALG AV VW KLS KIK H ASL K DIL DH E 101
PKA58596.1 DLV ALG AV IV KFR KLY H AAF K DIL DL E 101
XP 020572760.1 DVIV ALG AV IW KLS KK H ASI K EIF EL E 101
XP 020685658.1 DIVL AILG AV IVF TIR RFK Q AAL K DIF DL E 101
Xp_020701874.1 DVILV AILG AV IW KLS KIK H ASL K DIL DH E 101
Xp_010921158.1 DVLL ALG AV IAV KIR RFK H TAL R DIF EL E 101
BsC4H DVLV VIG AV IW KLS KK H ATL K DIL DL E 101
Consensus ml ekl 1fatla s gk Ilppgplpvpifgnwlgvgddln rnl ak fg llrmggrnlvvvssp ar vlhtggvefgsr
AAS48416.1 M NYY D GR KKDAKAA I L K N 202
AGN70893.1 \% QYY D AS RKSPKSA VI R D 202
PKA58596.1 M QYY D AR RRNARAA I I R E 202
Xp_020572760.1 M QYY D AR RONPKAT IIR E 202
XP_020685658.1 M QYY D AR RANPKSA I IR E 202
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AAS48416.1 L K G G KEV ER IQL D IE SST PTDNAG K D K N 303
AGN70893.1 M R N G KDE DV INL N VQ SST PMDNAG K D K N 303
PKA58596.1 vV R G G NEV ER IKL. D VE SSP PMDNAG K D K N 303
XP_020572760.1 M R N G KEV DV IRL D VQ SST PMDNAG K D K N 303
XP_020685658.1 L R G G KEV DM ISI S VE GNT PTIDTIG K D K N 303
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SignalP-5.0 prediction (Eukarya): Sequence
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