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Prediction of CpG islands and functional verification on promoters of FPS, SS,
SE in Eleutherococcus senticosus
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College of Life Science, North China University of Science and Technology, Tangshan 063210, China

Abstract: Objective To obtain the distribution and functional activity of CpG islands in promoters of FPS, SS, and SE from Eleutherococcus
Senticosus. Methods Based on the promoter sequence of FPS, SS and SE, CpG islands were predicted by using EMBOSS and Li Lab. The
functional verification of transformed Arabidopsis thaliana was mediated by Agrobacterium tumefaciens by using GUS and pCAMBIA1301
plasmid as the reporter gene and expression vector respectively. Results Two CpG islands were found in FPS and SS promoter with the
lengths of 520 bp, 218 bp and 108 bp, 103 bp, and three CpG islands in SE promoter in 290 bp, 119 bp and 149bp. The promoters of FPS, SS
and SE all had promoter activities at different level, in which SS promoter was the highest one. Conclusion The functional verification and
distributions of CpG islands in the promoters area of FPS, SS, and SE were reported in this research at first time, which established the
foundation for the methylation analysis of FPS, SS, and SE and the further studying of the mechanism expression regulation in E. Senticosus.
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Fig.1 Prediction results of EMBOSS



+5078 » ¢ %% Chinese Traditional and Herbal Drugs 35 48 % %24 # 20174 12 A
FPS r M1 2 345678 9101112131415
80 F
60 F
40
20
0 . , . .
0 200 400 600 800 1 000
SS .
o 80
= 0f
3
320} W\"\J\‘"‘
0 - M-Marker 1-FPS Ji3)F 2-SSJEz)T 3-SERzT 4-% FPS

0 200 400 600 800 1000 1200

SE i

80 |

60 [

40 [

20

0 ] . .

0 200 400 600 800 1000
KJZ/bp
-CpG &
-CpG Islands

2 LiLab fil45R
Fig.2 Prediction result of Li Lab
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