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Effects of Different Plant Growth-promoting Bacteria on Seed Germination of Cucumber

LU Xin, WANG Yu-hui, LIU Quan-lan ( College of Marine Science and Biological Engineering,Qingdao University of Science and Tech-
nology , Qingdao , Shandong 266042 )

Abstract In this study,three cucumber cultivars ( *511° *518” 519’ ) were chosen as test materials. The effects of three groups of plant
growth promoting bacteria ( combination bacteria 1,combination bacteria 2, single strains 3) on cucumber seed germination were analyzed . The
results showed that the germination rate of cucumber seeds was significantly increased after plant growth-promoting bacteria treatment. The ger-
mination rates of ‘511’ 518’ treated by combination bacteria 2 were higher than other groups,increased by 12. 5 and 8. 5 percentage , respec-

tively. The germination rate of ‘519’ treated by combination bacteria 1 were higher than other groups,increased by 1. 67 percentage.
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