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Abstract: Nitrate reductase is an important and limited enzyme in nitrogen metabolism. The functional research of ni-
trate reductase plays a key role in increasing sugar beet(Sh) yields. In this study,SbNR gene was cloned by RACE
and its 3D structure and physiological function were analysed by bioinformatics and expressed in Arabidopsis thaliana
to show the gravity. The results were as follows:the full length of SbNR gene was 2760bp; SbNR was soluble and
hydrophobic;secondary structure analyses showed that SODNR belonged to mixed protein; SbDNR was a new member of
NR family, containing molybdopterin-binding , cytochrome-binding , FAD-binding and NAD-binding domain. It had no
signal peptide, but one transmembrane domain in C terminal,and the mutants showed later response to the gravity,
and which confirmed that NO involved in plant’s gravity.
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