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The molecular structure of phytoene desaturase and the analysis
of the interaction between PDS and norflurazon
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College of Life Sciences,Sichuan University,Chengdu 610065, China)

Abstract: Phytoene desaturase(PDS) is the target of the bleaching herbicide,norflurazon. The 2D and 3D struc-
tures of wild PDS and two mutations were achived by online prediction, docking of PDS and norflurazon was car-
ried out by DOCKS. 5. Binding stablity was analysed by molecular dynamics simulation via the software Gro-
macs. The energy changes and distribution were revealed by mm_pbsa. pl tools in Amber9. At last,important a-
mino acids were confirmed by the analysis of hydrogen bond with LIGPLOT+. The results suggested that dif-
ferent mutations didn’t change the 2D and 3D structures of PDS, but mutated PDS showed higher RMSD, which
indicated lower binding stablity,and higher bingding energy,which indicated the difficulity to bind to noflurazon
. Molecular evidence of mutated PDS resistomce to norflurazon was found.
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