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Abstract

Microbial growth and flora attached to buckwheat (soba) sprouts were investigated. The buckwheat sprouts examined
consistently harbored 6 to 7 log cfu/gFW of native bacteria from 2days after seeding to the harvest time. Irradiation
with white light had no effect on the bacterial cell number in the buckwheat sprouts. Microbial flora in the buckwheat
sprouts was analyzed by the method based on the partial nucleotide sequences of 16S ribosomal RNA gene. The sequences
of three bacteria isolated from the buckwheat sprouts were highly homologous with that of Escherichia sp. (99.8%),
Enterobactor sp. (99.6%) and Pantoea sp. (99.6%) .
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Escherichia sp. CPD32 99.8%
1 Enterobacter endoymbiont of Metaseiuls 99.6 %
Escherichia senegalensis 99.6 %
Pantoea agglomerans 99.6 %
2 Pantoea agglomerans strain BJ-Tobacco 99.6%
Pantoea agglomerans 99.6 %
Pantoea ananatis strain BD622 99.3 %
3 Pantoea ananatis strain BD602 99.3%
Lrwinia uredovora 99.3 %
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