ol FRBRL 24 2008,27(5):1857-1859

Journal of Agro-Environment Science

ke AR X RER L EM A SR RS0

R, K R, FAEK?, R
(L ANV HRAASTE LRI W BT, RHEE 300191 ;2. R PRk i B, RHEE 30007153, REAR2#BE, K 300384)

B ARRFFENH PCRT/A 5EfE RFLP 5550 AE )2 a Jr i T PR A FE R 142 BE AT e s A (SGK321 i i 41) i
TEE I 2 2 AR PR L S A W Sk DNA PR, R BE IR R AEF AR X AR B L (= ) IR 20 AR 15200 . 16S rDNA
1 5.8 ITS PCR #3477 Wy 2% TIA sl 53 RT3 5] 1066 ,563 4> FHPE ek  ARYERGVI KIS AT RIS /0T . 4530 M [FAE I R AL
R IR AR A ) DX R AR S v 5 S DA AE AR PR 0 TR A AR A o 3 R A B DRI AL XS AR s - 3l P (s e AN B 4, AfAE
HRBR TSR W) X R 26 e R B2 AR A IS

KRR L IEDIARAL s AR B A ) s RFLP S T/A i

FESES:S15436  XEAFRIRAD:A  XELHS:1672-2043(2008)05-1857-03

Effect of Transgenic Cotton on Microbial Community Diversity in Rhizosphere Soil

LI Chang-lin', ZHANG Xin*, WU Jian—bo? LIU Hui—fen®

(1. Agro—environmental Protection Institute, Ministry of Agriculture, Tianjin 300191, China; 2. College of Life Science, Nankai University,
Tianjin 300071, China; 3. Tianjin Agricultural University, Tianjin 300384, China )

Abstract: In order to evaluate effect of transgenic cotton on microbial community diversity in rhizosphere soil, 16S rtDNA and 5.8S ITS gene—
based molecular analysis of DNA directly extracted from rhizosphere soil of two transgenic cotton cultivars (SGK321 and ZHMIAN41) growing
in field was studied by PCR, T/A clone and RFLP techniques at different growth period, compared to the non—transgenic parental cultivars
(SHYUAN321 and ZHMIAN23). The PCR products of 16S rDNA and 5.8S ITS amplified with universal primers of bacteria and fungi were
cloned by T/A clone techniques, and 16S rDNA and 5.8S ITS clones were 1 066 and 563, respectively. Both 16S rDNA and 5.8S ITS of each
clone were digested with two restriction endoenzymes. Analysis of fingerprinting using the UPGMA clustering algorithm showed that the simi—
larity of the microbial community composition of cotton at same growth period was much higher than that of transgenic cotton. It may be con—
cluded there was little difference in terms of impacts between the two transgenic cotton cultivars and their non—transgenic parental cultivars,
while the main impacts on microbial community composition in rhizosphere soils were likely due to different growth period.
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