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Establishment of Real-time Fluorescence Quantitative RT-PCR
for B—hordein Gene of Transgenic Barley
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Abstract: In this study, a qRT-PCR system with SYBR Green I was established to characterise the
variation in the expression of B—hordein gene in barley. The target gene B—hordein and the reference gene actin
were amplified with RT—-PCR in the grain of 10 DAP (day after pollination) of transgenic barley and control.
PCR annealing temperature,primers concentration and other reaction factors was optimized, and also the
amplification curve and melt curve was analyzed. The results showed that the expression level of B-hordein of
transgenic barley was significantly lower than that of control (P<0.05). Peak of B-hordein and actin were
(84.51+0.01) C and (80+0.01) °C, respectively, and the real—time quantitative PCR method of B-hordein
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SYBR Green I in transgenic barley could be successfully established.
Key words: SYBR Green | ; Fluorescent quantitative PCR; Transgenic barley; B—hordein
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Effects of Tiller Removing or Remaining on Yield and Yield
Components of Corn in Hexi Oasis Irrigational Area
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Abstract: Effects of tiller removing or remaining on yield and yield components of corn cultivar Xianyu
335 were studied by field experiment in Hexi Oasis Irrigational Area. The results showed that corn grain yield,
straw yield, plant height, ear height, stem diameter, spike length, spike thickness, grain number per spike,
100 —grain weight and harvest index of tiller remaining treatments were higher than those under removal
treatment, respectively 6.71%, 5.09%, 520%, 7.45% , 5.82%, 3.01%, 2.88%, 4.89% , 3.48% and 2.04%.
However, the differences did not reach the significant level. It can be seen that tillering will not reduce
production and does not need to be removed when Xianyu 335 corn is produced in Hexi Oasis Irrigation Area.

Key words: Hexi Oasis Irrigational Area; Corn; Tiller; Yield
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