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Development of new application for comprehensive viability analysis based on
microbiome analysis by next—-generation sequencing: insights into staphylococcal

microbiota in human nasal cavities
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W7 RO ERE Staphylococcus aureus 1%, fEH N CTEMENMRER 26~30%9% R 28, ANFH
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MZ2R UI-fEIX. S. epidermidis ThHholo, 2D L0, 7 RUKKER. ¥ S. epidermidis
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