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Abstract: Free proline can accumulate to high levels under drought-stress in many plants, and it is widely acknowledged that
the increase of proline content could promote the plant resistant to drought stress. The study in Arabidopsis thaliana found that
A" -pyrroline-5-carboxylate synthetase (PSCS) catalyzed the rate-limiting enzyme in the biosynthesis of proline and played an
important role in the biosynthesis of proline. In this study, function and expression of PSCS1 homologous gene in soybean Gly-
ma01g24530 was analyzed through bioinformatics and real-time quantitative PCR. We found that Glyma01g24530 had conser-
vative N-acetylglutamate synthase, kinase-like domain and Aldehyde dehydrogenase domain structure. Phylogenetic tree
showed that Glyma01g24530 had high similarity with PSCS1 family members in many plants. We also found that there were
multiple cis-elements about abiotic stress responses, light responsiveness in its promoter sequence region through the statistics

of promoter cis-elements. Expression pattern analysis showed Glyma01g24530 could be induced by drought and salt, it could
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express in many tissues.
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Fig. 1 Alignment of deduced amino acid sequences A '-pyrroline-5-carboxylate

synthetase (P5CS1) in soybean and other different organisms
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Fig. 2 Phylogenic analysis of A'-pyrroline-5-carboxylate synthetase ( PSCS1)

in soybean and other different organisms
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Fig. 3 qRT-PCR analysis for the expression of Glyma01g24530 in soybean with different treatments
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Fig. 4 Relative expression of Glyma(01g24530 gene in different tissues of soybean
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