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Effect of a high-methionine transgenic soybean line on functional diversity
of rhizosphere fungal communities

LIANG Jin-gang'>, ZHANG Zheng-guang’
(1. Development Center of Science and Technology, Ministry of Agriculture, Beijing 100122, China; 2.College of Plant Protection, Nanjing Agriculiural U-
niversity, Nanjing 210095, China)

Abstract: The use of transgenic plants in agriculture provides many economic benefits, but it also raises people’ s
attention to the potential impact of transgenic plants on the environment. The Biolog FF system was used to evaluate the po-
tential negative impact of a high-methionine soybean ZD91 on the rhizosphere fungal communities. The results showed that
transgenic soybean ZD91 had no apparent impact on functional diversity of rhizosphere fungal communities. This study pro-
vides a basis for assessing the biosafety of transgenic plants.
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Fig.1 Average well color development (590-750 nm) of substrate utilization patterns in Biolog FF microplate
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Table 1 Substrate richness (S), Shannon’s diversity index ( H) and substrate evenness ( E) of fungal community in the Biolog FF microplate

incubated for 72 h ( means + standard errors)
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Fig.2 The fungal communities of transgenic soybean ZD91 and ZD in the rhizosphere soil
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