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Abstract
sequence analysis. [ Method ] PCR detection was conducted on randomly selected monoclonal colony, after 837 positive clone sequencing, 97
unigenes were obtained, BLAST comparison was conducted on NCBI, then BLAST2GO functional classification was carried out. [ Result] Fluo-
rescence quantitative PCR was conducted on 11 relevant genes. CHS, APX, TRX, ERF, DREB, LHCB, WRKY, HSP, PP2C, GAPDH exhibited
the defense mechanism when Magnolia officinalis was damaged by low temperature. [ Conclusion] The study can provide theoretical basis for cold

[ Objective | The aim was to obtain cold resistance relevant genes through construction of Magnolia officinalis subtractive library and

resistance genetic breeding of plants with similar affinities to Magnolia officinalis.
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Fig.10 Gene expression measured by fluorescence quantitative PCR
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