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Bifidobacterium longum NBRC 114370 | Bt 2.6 60.1 5 1
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KL AR IR LA MENENBRCE S LW TRERRSNALOT, BEICMATERT. Enterocloster clostridioformis NBRC 113352 56 6.8+0.1
Flavonifractor plautii NBRC 113805 5.6 6.9+0.1
Lactobacillus delbrueckii NBRC 3202 5.6 4.7+0.1
Mediterraneibacter gnavus NBRC 114413 5.6 6.1+0.0
Akkermansia muciniphila NBRC 114322 5.6 6.4£0.0
Bacteroides uniformis NBRC 113350 5.6 57%0.1
Escherichia coli NBRC 3301 5.6 6.0+0.1
Parabacteroides distasonis NBRC 113806 5.6 6.2£0.0
Streptococcus mutans NBRC 139557 5.6 49£0.1
Cutibacterium acnes subsp.acnes NBRC 113869 5.6 6.2£0.0
Staphylococcus epidermidis NBRC 113846 5.6 3.9%0.1
Bacillus subtilis NBRC 137197 5.6 5.3%0.1
Pseudomonas putida NBRC 141647 5.6 6.1£0.1
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=g NBRC EimiE V1V27EiE VAsE
E#S (%) (%) x4 (%) x4
Anaerostipes caccae NBRC 114412 4.2 5.9+0.3 5.6+0.2
Bifidobacterium longum NBRC 114370 .
Bifidobacterium longum subsp. longum NBRC 114494 9455 5601 71502
Blautia parvula NBRC 1133517 5.2 41+0.1 45+0.5
Collinsella aerofaciens NBRC 114504 5.2 3.1+0.3 5.0+0.3
Enterocloster clostridioformis NBRC 113352 5.2 6.8+£0.2 6.0£0.6
Flavonifractor plautii NBRC 113805 3.1 4.1£0.1 4.8+0.2
Lactobacillus delbrueckii NBRC 3202 8.3 6.1+0.2 5.1%0.5
Mediterraneibacter gnavus NBRC 114413 5.2 6.8+£0.2 7.4%0.5
Akkermansia muciniphila NBRC 114322 3.1 0.4+0.0 41+0.2
Bacteroides uniformis NBRC 113350 4.2 5.1+£0.1 48+0.3
Escherichia coli NBRC 3301 7.3 7.8+0.4 9.4+0.4
Parabacteroides distasonis NBRC 113806 7.3 8.6+0.2 25%0.3
Streptococcus mutans NBRC 13955" 5.2 4.5%0.2 4.8%£0.3
Cutibacterium acnes subsp.acnes NBRC 113869 3.1 4.0+0.2 1.5£0.0
Staphylococcus epidermidis NBRC 113846 6.3 5.4+0.1 5.6£0.0
Bacillus subtilis NBRC 137197 10.4 12.2%0.8 12.3+£0.4
Pseudomonas putida NBRC 14164" 7.3 9.56+£0.4 9.7£0.5
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338R (5'- TGCTGCCTCCCGTAGGAGT -3)
(Kim SW et al, DNA Res., (2013) 20:241-253 )

1 515Fmod (5’- GTGYCAGCMGCCGCGGTAA -37),

806Rmod (5'- GGACTACNVGGGTWTCTAAT -3')

( Parada AE et al., Environ. Microbiol., (2016) 18:1403-1414 )

( Apprill A et al., Aquat. Microb. Ecol., 75:129-137 )
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Tourlousse, D.M., Narita, K., Miura, T. et al. Characterization and demonstration of mock
communities as control reagents for accurate human microbiome community measurements.
Microbiology Spectrum, 10(2): €01915-21.
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