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Tsuge Y., Suzuki N., Ninomiya
K. Inui M. and Yukawa H.

Isolation of a new insertion sequence, 1S13655 and its application
to Corynebacterium glutamicum genome mutagenesis.
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Tsuge, Y., Suzuki, N., Inui, M.,
and Yukawa, H.

Random segment deletion based on I1S31831 and Cre/loxP
excision system in Corynebacterium glutamicum.
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Yukawa H., Omumasaba C.A.,
Nonaka H., Kos P., Okai N.,
Suzuki N., Suda M., Tsuge Y.,

Comparative analysis of the Corynebacterium glutamicum Group
and complete genome sequence of strain.
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Suzuki, N., Okai, N., Nonaka,
H., Tsuge, Y., Inui, M., and
Yukawa, H.

High throughput transposon mutagenesis and construction
mutant library of Corynebacterium glutamicum.
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