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Abstract: In this paper, the structure and tissue-specificity of the soybean seeds mature protein gene ( PM34 ) were
studied, which could become the the foundations for further research the function of PM34 gene in soybean or the other
plants. The sequence of soybean(Jidou2) PM34 gene was amplified by RT-PCR with the total RNA of soybean leaf as
templet. The structure of soybean PM34 gene was predicted by bioinformatics. The expression pattern of soybean PM34
gene in soybean organs was detected by real-time quantitative PCR (qRT-PCR). The results showed that the molecular
weight of the protein was 31.7 kDa, the isoelectric point was 6.60, and belonging to the hydrophilic protein. There was
absent transmembrane domain and singal peptide. The secondary structure was comprosed of 12.97% alpha helix,
41.30% coil and 45.73% extended strand. The protein tertiary structure prediction showed that the homologous model
template was 3 ijr. 1. A, which was a kind of short chain dehydrogenase/reductase and the homology was 54%. The evo-

lutionary relationship demonstrated that soybean had relatively closer relationship with Vigna radiata and Medicago trun-
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catula than others. In addtion, the result showed that there was a little activity in roots, stems, leaves and flowers, but

there was the highest activity in seeds, especially in mature seeds.
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GGTACTGC-3") ( Zhao et al, 2015), # #E K &
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Fig. 1 PCR amplification and restriction enzyme digestion
identification of pMD18-T-PM34 M. 2 000 marker; 1. The
PCR product; 2. Hind 111 and Kpn I digestion of pMD18-T-PM34.
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Table 1  Amino acid composition of encoded protein by PM34 gene in soybean

IR Lt il AR LBl AR Le il HHEMR L il
Amino acid Ratio (%) || Amino acid Ratio (%) || Amino acid Ratio (%) || Amino acid Ratio (%)
2R Ala (A) 9.9 KWk Gln (Q) 5.1 FEEMR Leu (L) 5.8 225318 Ser (S) 6.1
Ki&R Arg (R) 3.8 HAR Glu (E) 5.8 AR Lys (K) 6.5 MR Thr (T) 6.5
KAWL Asn (N) 4.1 H& % Gly (G) 8.5 H B2 Met (M) 2.4 R Trp (W) 0.3
RAHR Asp (D) 4.8 HERR His (H) 2.0 HKHNEM Phe (F) 3.8 Ji% 22 Tyr (Y) 3.8
PR Cys (C) 1.7 IR e (1) 5.5 %M Pro (P) 5.8 AR Val (V) 7.8
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Fig. 2 Protein tertiary structure prediction

of soybean PM34 proteins
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