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Currently, eHOMD includes a total of 772 microbial species 
and links sequence data with phenotypic, phylogenetic, clini-
cal and bibliographic information. 

All of the bacteria in the oral cavity are not related to dis-
eases, but the site-specific bacteria are thought to be useful 
for identification and treatment of diseases. There are many 
studies for oral microbiome. A comparative study of Japanese 
and Korean patients could be also used for treatment and 
prophylactic purposes, as oral microbiomes have different 
compositions, which may affect periodontitis3. Schmidt et al.4 
studied that the microbiome may provide a framework for 
monitoring oral cancer development, progression and recur-
rence. Liu et al.5 reported that the risk of post-operative in-
flammation at grafted sites might be related to the oral micro-
biota profile before alveolar bone grafting. Also, Pushalkar et 
al.6 suggested that colonization of unique bacterial communi-
ties coupled with deficient innate immune response is likely 
to impact the pathogenesis of osteonecrosis of the jaw.

It would be good for oral and maxillofacial surgeons to re-
search microbiomes associated with all diseases occurring in 
the oral and maxillofacial region. I hope to see more papers 
related to microbiome in the future.
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