|_ocational effects on oral microbiota among long-term care patients
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Introduction

Oral dysbiosis Is the cause of many diseases related to oral and general health. However, few Asia-based studies have evaluated the role of oral microbiota
specifically in patients receiving long-term care. As the understanding of oral microbiota in long-term care patients Is insufficient, there is a need to inform new
criteria and indications for early prevention and risk management based on information derived from the oral microbiota.
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