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In examining the conditions for DNA extraction from saliva and dental plaque
samples, it was impossible to remove a sufficient amount of human genome from saliva samples using
any of the previously reported methods. However, since the contamination rate of the original human
genome in the dental plaque samples was low (about 40%), and it was thought that a sufficient amount
of bacterial genome data could be obtained by shotgun analysis, we decided to change our original
plan and perform a shotgun analysis using only the dental plaque samples.
DNA was extracted from a total of 180 dental plaque samples from 20 heptafamily families and 40
samples that were not heptafamily but had three complete generations (one of the grandparents was
missing), and libraries were prepared and shotgun sequencing was performed.
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