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mRAA M 36,605| 4,216| 4,128| 4,166 4,083 4,136| 4,135| 4,319 3,731| 3,691
MRSA R 147 18 16 18 16 21 24 14 9 1
MRSA S 154 21 18 7 17 15 19 24 16 17
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