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Fig.4 Protein domains and functional sites
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Fig.5 Secondary structure simulation diagram of SH1
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Fig. 6 Tertiary structure model of protein
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1. Anther-1.0mn-U23 (1588.42) 11, Ear-Prinordiun_6-8mm-Fron-Tip (6048.224. 7-8_Internode (2973.80) 31. Primary-Root_5-Days (3109.85)

2. fnther-2.0mn-23 (1797.50) 12. Embryo-20DAP (809.04) 22. Vegheristen_16-19-Days-01d (2502.36) 32. Secondary-Root_7-8-Days (4381.43)
3. B73-Mature-Pollen (0) 13. Embryo-38DAP (514.16) 23. Juvenile-Leaf _Blade3 (8.76) 33. Root-Stelle 5-Days (4482.99)

4, B73-Gerninated-Pollen (0) 14, Endospern-8DAP (2056.99) 24, Leaf-Zone-1_Symmetrical (3172.84)

5. U23-Pollen (0) 15. Endospern-10DAP (1298.09) 25. Leaf-Zone-2_Stomatal (4732.23)

6. Silk (1697.26) 16. Endospern-120AP (14013.30) 26. Leaf-Zone-3_Grouth (3652.90)

7. Female-Spikelet (3962.91) 17. Endosperm-Crown-270AP (34833.71) 27, Mature-Leaf-8 (1152.86)

8. Tassel-W23 (4433.83) 18. Germinating-Kernels-20A1 (234.84) 28. Root-Cortex_5-Days (4484.95)

9. Ear-Primordiun-Tip-1mn (5442.81) 19. Pericarp|Aleurone-270AP (9599.97) 29. Root-Elongation-Zone_5-Days (2568.53)

10, Ear-Primordium_2-dmm-Fron-Tip (7651.48D. 6-7_Internode (2762.11) 30. Root-Meristen-Zone_5-Days (3656.31)
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Fig. 7 Abundance of non-modified protein
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Fig. 8 Putative conserved domains of SH1
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Bioinformatics Analysis on Skl Gene of Maize Sucrose Synthase

LAI Yan-hua,ZHAO Ya-zhong
(Heilongjiang Agriculture Development Design Institute, Harbin 150040, China)

Abstract; Sucrose synthase is a key enzyme in the biosynthesis and metabolic pathway of maize to achieve
sucrose synthesis and decomposition. Sucrose synthase gene Shl is located in the short arm of chromosome
9 of maize, with the total length of 5 816 bp. Shl-encoded protein SH1. containing a sucrose synthetase
subunit(PF00862) and a glycosyl transferase subunit (PF00534) with 802 amino acids, was a combination of
reversible enzyme catalytic synthesis and decomposition, which belongs to the stable type of membrane protein
without transmembrane structure,and the three possible model shows that it has the complicated space struc-
ture. The key period of sucrose biosynthesis in maize is 12-27 days after pollination. In order to reveal the mo-
lecular mechanism of sucrose metabolism pathway in maize, the structure and function of Shl gene were ana-
lyzed,and the basic physical and chemical properties and species evolution of Shl encoding protein structure
were studied.

Keywords: maize; sucrose synthase; Shl gene
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