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Bioinformatic Analysis of NRTI. 2 Homologous Gene in Soybean
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(College of Plant Science and Technology, Huazhong Agricultural University, Wuhan 430070, China)

Abstract: A¢NRTI. 2 functions as a low affinity nitrate transporter involved in nitrae uptake in Arabidopsis. Based on studying
the homologous genes of AtNRTI. 2 in soybean and identifying putative genes involved in the regulation of symbiotic nitrogen
fixation in soybean, it will provide evidence to uncover its’ biological function. In this study, the homologous genes of Ai-
NRTI. 2 have been analyzed using different bioinformatic softwares and methods. It was found that GmNRT1.2a, GmN-
RT1.2b, GmNRTI. 2¢ and GmNRT1. 2d showed to have higher similarity with the homologous genes in Phaseolus vulgaris and
Medicago truncatula. In addition, the greater the similarity between the amino acid sequences of GmNRTI.2a and GmN-
RTI1. 2b were found and showed the closer relationship between them compared with other homologous genes. Similar to At-
NRT1. 2, all of GmNRT1I. 2s contained the conserved transmembrane structure. Based on the expression data collected from
SoyBase, GmNRTI. 2a and GmNRTI. 2b appeared to be highly expressed in roots and nodules of soybean. In summary, our
results provide clues for the role of GmNRTI. 2s in nitrate absorption and symbiotic nitrogen fixation of soybean.
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