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Abstract: The aim of this study was to analyze the primary and'spatial structure of DfrA12 protein andprovide theoretical basis for study on
the in-depth research of structure and function. Bioinformatics analysis softwares such as Expasy, TMHMM 2.0, SignalP 4.0, SOPMA and

GENO3D were used to analyse and predict the primary and senior structure of DffA12 protein. The results showed that DfrA12 protein was

composed by 165 amino acids, rich in Alpha Helix and Random coil structure. This protein had no signal peptide andtransmembrane region,

located in intracellular membrane. The three-dimensional structure of the protein was constructed by homology modeling. This study will lay a

foundation for further research on structure and biological function of DfrA12 protein.
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AMER KB BRI REAR KB BRE%
Ala 15 9.1 Leu 13 7.9
Arg 10 6.1 Lys 5 3.0
Asn 9 55 Met 4 24
Asp 1 0.6 Phe 7 4.2
Cys 1 0.6 Pro 8 4.8
Gin 4 24 Ser 10 6.1
Glu 13 7.9 Thr 11 6.7
Gly 14 8.5 Trp 1 0.6
His 6 3.6 Tyr 6 3.6
lle 11 6.7 Val 16 9.7
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Fig.3 Secondary structureprediction of DfrA12 protein
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