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Qoning and Sequencing of PtMADS Gene of Populus Tomentosa

LI Qing YU Zhenzhen, LI Jingg GUO Wei FAN Jimrhui
( Forestry Department of Shandong A gricultural University, Taian 271018)

Abstract: M ADS-box transcription factors are key regulators of several plant development processes. A novel MA DS-box
gene named PtIMADS4 was cloned from poplar by PCR Amplification method. PtMADS4 is 1041 bp long and encodes
245 amino acids. The putative protein encoded by this gene contains a typical M ADS-box domain and a complete K box.
Phy logenetic analysis showed that the sequenced region of PtMADS4 had high degree of homology with sepl(78%)and
sep2(78%).
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