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Abdract :Qycine betaine (QyBet) isan esablished target for metalolic engineering of stress tolerance because it is a potent os-
moprotectant that many plants lack. QyBet is syntheszed in the chioroplagt by a two-step oxidation of choline (Cho) that is cat-
ayzed by MO and BADH. Cho isone df esertid precurorsfor the synthessof QyBet. PEAMT is a key erzynme in the Cho
biosynthetic pathway and serves as a sep-limting controller. The MO cDNA and BADH cDNA drived by 35S and the PEAMT
genomic DNA were cloned into the binary vector (pCAMBIA1300) containing HPT  gene sep by sep. The plasmid was checked
by 7 enzymes, and the fingerprints were expected. The plasmid of this expresdng vector was transerred into the Agrobacterium
tumefaciens (Gv3101) by dectroporation, then used in genetic tranformetion of A. thaliana mediated by vacuum irfiltration.

The primary tranggenic plants were selected for hygemycin resgance and verified by PCR. The transgenic lines showed less
growth inhi bitation than control on 1/ 2MS containing 125 mnol - L™ * Nad .
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