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Abstract: Based on the Primer Premier 5. 0 software, a pair of specific PCR primers was designed according to promoter
sequence of CHS gene of Petunia hybrida reported in GenBank(EF199747). A DNA fragment about 0.5 kb was suc-
cessfully amplified with the genome DNA of Perunia hybrid cultivarMidnight”’as template and Taq polymerase as DNA
polymerase. The purified fragment of PCR products was ligated with pMDI18-T vector, and the sequencing result
showed that the length of the promoter of CHS gene of Petunia hybrid was 550 bp. Bl2seq analysis revealed that the se-
quence similarity between the cloned promoter sequence and EF199747 was up to 100%. Online PLACE analysis indica
ted that it contained cis-elements such as TATA -box, CAAT-box, cap site, anther-box, boxl, box2, G-box and
TACPyAT -box. And plant expression vector of pPhCHS: :GUS that fused the promoter of CHS gene of Petunia hybr-
ida and marker gene GUS was successfully constructed.
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Tetraploid Induction and ISSR Analysis in Rosa roxburghii Tratt

WANG Xiao-ping' s YONG Hong-jun' ,DU Jin-cheng' , LIANG Guo-1u? , LI Cong-ying' , WANG Ming-xia'
(1. Gaoping District Agriculture Bureau Fruit Stand of Nangchong City,Nanchong Sichuan 637100;2. College of Horticulture and Landscape,
Southwest Agricultural University,Beibei Chongging 400716)

Abstract: Using Rosa roxburghii Tratt. as the experimental material, carried on the culture in vitro and using the colchi-
cin solution inducted polyploidy, and analysized genomic defferences of tetraploid and diploid by ISSR. The results indica-
ted that the most suitable culture medium which the Roxburghii induction differentiation multiplies was MS—+6-BA 0. 5
mg/L-+IAA 0.1 mg/L, the inductivity had achieved 100% ,the k-factor was above 4. 4. And the highest inductivity with
0. 2% colchicin solution treatment 48 h,the pure synthesis inductivity was 24. 5%. The tetraploid and diploid ISSR result
showed that expands banding was obvious difference,indicated that tetraploid has had the genome team variation in the
induction of double process.
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