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Table S3. Comparisons of tongue microbiota between the halitosis and control groups
at the genus level

case- case- control-  control-

Species name Mean(%) Sd(%) Mean(%) Sd(%) Pvalue

g_ Neisseria 12.94 6.093 17.91 9.633 0.1858
g__ Streptococcus 11.74 4,117 14.52 9.113 0.5934
g_ Prevotella_7 10.81 5.54 10.67 7.585 0.6592
g_ Veillonella 9.15 5.112 8.719 5.562 0.9076
g__Haemophilus 6.106 4.312 8.187 6.417 0.3904
g__ Rothia 5.868 4.083 7.541 5.063 0.3653
g__Actinomyces 7.17 4,628 5.169 2.509 0.3653
g Fusobacterium 5.404 2.706 4.49 4513 0.2962
g__ Porphyromonas 3.057 2.973 3.137 3.075 0.9815
g__Prevotella 3.352 1.499 1.632 1.332 0.004975
g_ Klebsiella 2.315 6.327 2.544 8.799 1
g__Leptotrichia 3.237 2.268 1.611 1.534 0.0148
g__Alloprevotella 3.181 1.626 1.564 2.299 0.004975
g__ Granulicatella 1.818 1.165 2.411 1.242 0.2365
g__lLachnoanaerobaculum 1.031 0.7584 1.135 0.9273 0.6592
g Pseudomonas 2.122 8.486 0 0 0.1304
g_ Serratia 2.066 8.264 0 0 0.4273
g_ Gemella 0.7586 0.6961 0.5729 0.5829 0.3413
g__Capnocytophaga 0.08543 0.07193 1.156 2.988 0.2186
g__norank_p__Saccharibacteria 0.5021 0.457 0.7255 0.6212 0.2017
g_ Oribacterium 0.5789 0.3659 0.6471 0.4945 0.8709
g__ Atopobium 0.3411 0.3454 0.6621 1.209 0.3904
g__ Solobacterium 0.6319 0.4729 0.3563 0.2659 0.1092
g__Peptostreptococcus 0.753 0.3788 0.1754 0.1881 5.93E-05
g_ Prevotella_6 0.4527 0.6401 0.4669 0.639 0.3182
g__Stomatobaculum 0.5956 0.5279 0.1972 0.2226  0.00998
g__ Moraxella 0.02516  0.06837 0.7299 2.499 0.698
g__Campylobacter 0.2183 0.1737 0.4678 0.4758 0.1092
g Megasphaera 0.4767 0.9398 0.2087 0.3524 0.109
g__[Eubacterium]_nodatum_group 0.4683 0.2801 0.1099 0.06712 1.75E-05
g__norank_f__Lachnospiraceae 0.3304 0.5195 0.1616 0.2743  0.07731
g__unclassified_o__Micrococcales 0.257 0.169 0.1948 0.153 0.3653
g_ Prevotella_2 0.2001 0.1963 0.1872 0.2324 0.6424

g norank_p__ SR1__Absconditabacteria_ 0.273 0.6228 0.06639 0.133 0.1308
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