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Analysis of the Correlation Between Baicalin and Peroxidase Activity in the Callus of
Scutellaria baicalensi Georgi

JIAO Zharrzhan,ZHANG Dong-xiangsZHAO Jing,JIA Bin, MENG Qing-wei,ZHANG Chao
(College of Life Science and Forestry,Qigihar Universitys Qigihar, Heilongjiang 161006)

Abstract: Taking the callus of Scutellaria baicalensis Georgi as material, the relationship between the variation of
peroxidase activity and baicalin secondary synthesis in the growth process of the callus of Scutellaria baicalensis Georgi
were studied. The results showed that during the growth cycle (27 days) of the callus of Scutellaria baicalensis Georgis
the activity of the level of peroxidase and the accumulation of baicalin was positively correlated. During the former 15 days
of the growth cycle of the callus of Scutellaria baicalensis Georgi, the skullcap callus was in its growth phase. The
activity of the peroxidase express at a low level. The synthesis of baicalin was slow. During 15 to 21 dayssthe callus was
in its stable phase. The activity of peroxidase express at high levels and reached its maximums.at the same time baicalin
rapidly synthetised and reached its maximum. During 21 to 27 dayssthe callus was in its aging periodswhile the activity of
peroxidase reduced. The synthesis of baicalin almost stopped. I, (3') orthogonal table was used to optimize the ratio of
medium 6-BA. carbon sources, nitrogen sources, the pH. The optimal culture conditions were 6-BA 2 mg/L. carbon
source:20 g sucrose+10 g glucose,nitrogen source (NH, ™) 30 mmol/L,pH & 0.
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Fig 6 Antibioticresistance Agrobacterium

tumefaciens’ infected callus
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Fig 7 Antibiotic selected Agrobacterium
tumefaciens’ infected leaves
Note: Left: None transformated Agrobacterium tume faciens’ infected
leaves; Right: Recombined plasmid transformated —Agrobacterium

tume faciens’ infected leaves.
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Fig 10 The PCR identify of transgenic tobacco
Note: M: D 2 000 marker; 1 ~ 6: Resisted plant; 7: pBI -miR398b
recombined plasmid transformated Agrobacterium tume faciens’ infected

plant; 8 : Wild-type plant.
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Effect of Over-expressed miR398 on the Drought Resistance of Nicotiana tabacum

YAN Qirnrfeng, LI Ke-you.SHI Zherrnan, WANG Lin, WU Yong-jun
(College of Life SciencessNorthwest Agricultural and Forestry University, Yangling» Shaanxi 712100)

Abstract: Taking Nicotiana tabacwm as material, an over —expressing MIR398 plasmid vector was constructed and

introduced into the Nicotiana tabacum successfully. Some physiological indicators such as superoxide anion radical,

malondialdehyde (MDA) and proline (Pro) content was studied and compared between wild-type tabacum and transgenic

plant T, generation. The results showed that MDA and superoxide anion radical content accumulated more than wild-type

plant,while Pro content was declined under the drought stress in the transgenic plant. This result further proved the role

of miR398 in plant drought resistance.
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