Rapid identification and strain discrimination of
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polymorphisms in the nuclear ribosomal internal

transcribed spacer regions

B&5:jpn

HhRE

~FH: 2017-10-04
*F—7— K (Ja):
*—7— K (En):
YRR

X—=ILT7 KL R:
FiT/:

http://hdl.handle.net/2297/17594




20

[BF7ERE )

BIRAF P RBEFRME B118% 175 20-21 (2009)

AR =Y —HB DO LR T FIH L 72REBAEY O R RFE & BHRO#

Rapid identification and strain discrimination of pathogenic microorganisms based
on polymorphisms in the nuclear ribosomal internal transcribed spacer regions
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