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(REFFIAER L H PCR =Y KERF)RE R E R (EF
JFSIAE {5 PCR =¥ B M) . A, B F % —H %
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DNA-DNA 28585387 \MLST Fl 16S RNA 3 & ¥ 51| 43 #7 1 ¥
ito ¥F VNTR7 "3 B ¥ i VNTR4.VNTRI10 82 3 3%
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MMLRBEVETRT LURIERLE AR 4 HEEEE—
Ba Bk o R AR AR AL, 8 78 TE VR 3 IR B8 MIRUs {3 85 BF 76 X 48
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