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Supplementary Table 1. General information of the subjects included in the healthy Japanese intestinal microbiota database.
	Age group
	Average age
(mean ± SD)
	No. of volunteers
	Reference

	
	
	Total
	Men/Women
	

	1 day
	1.0 ± 0.3 days
	151
	82/69
	Tsuji et al., 2012

	3 days
	3.0 ± 0.2 days
	149
	79/70
	

	7 days
	7.2 ± 1.3 days
	146
	82/64
	

	1 month
	0.9 ± 0.1 months
	146
	80/66
	

	3 months
	2.7 ± 0.1 months
	121
	63/58
	

	6 months
	5.5 ± 0.1 months
	123
	70/53
	

	3 years
	3.0 ± 0.1 years
	154
	82/72
	

	4-13 years
	8.7 ± 1.5 years
	118
	63/55
	Nakayama et al., 2015; Wang et al., 2015

	18-19 years
	19.1 ± 0.3 years
	249
	183 / 66
	Suzuki et al., 2017

	20‒39 years
	28.0 ± 6.6 ± 5.5 years
	165
	63 / 102
	Aizawa et al., 2016; Aoki et al., 2014; Bian et al., 2011; Hasegawa et al., 2015; Kanda, 2013; Matsuda et al., 2009; Morita et al., 2015; Nagata et al., 2011, 2016; Ohigashi et al., 2013; Sato et al., 2014; Tsuji et al., 2014)

	40‒59 years
	49.7 ± 5.8 years
	166
	41/125
	

	60‒79 years
	68.6 ± 5.5 years
	162
	75/87
	

	80 years or more
	87.4 ± 5.2 years
	101
	25/76
	

	Sum
	1951
	988/963
	




	
Supplementary Materials and methods
Subjects
We used the data of intestinal bacterial microbiota from healthy subjects enrolled in different studies (n=1,951) wherein bacterial counts and prevalence was analyzed by using YIF-SCAN (Supplementary Table 1). In case of studies where any probiotics intervention was involved, the data from only the before-intake period was used for the present analysis.

Target bacteria
To analyze the intestinal bacterial microbiota, the following bacterial groups, genera, and species were quantified: Clostridium coccoides group, Clostridium leptum subgroup, Bacteroides fragilis group, Bifidobacterium, Atopobium cluster, Prevotella, Enterobacteriaceae, Enterococcus, Staphylococcus, Lactobacillus, and Clostridium perfringens. The total bacterial count was expressed as the sum of bacterial counts of all the bacterial groups, genera and species analyzed. The Lactobacillus count was calculated as the sum of bacterial counts of six subgroups (Lactobacillus casei subgroup, Lactobacillus gasseri subgroup, Lactobacillus plantarum subgroup, Lactobacillus reuteri subgroup, Lactobacillus ruminis subgroup, and Lactobacillus sakei subgroup) and two species (Lactobacillus brevis, Lactobacillus fermentum). 

Statistical analysis
R version 3.3.1. and EZR 1.33 (Kanda, 2013) were used for an exploratory analysis of the integrated microbiota data. For principal component analysis (PCA), if the data showed values below the detection limit, one-half of the detection limit value for each bacterial group, genus, or species was used as the input value. We used GMD program operating with R language for hierarchical clustering and heatmap analysis; ade4 or ggplot2 program for PCA analysis; and ggplot2 program for histograms, dot plots and box plots. The Hartigans' dip test statistic (diptest R package) was used to compute unimodality/ multimodality of the fecal bacterial counts, wherein P value less than 0.05 indicated significant multimodality.
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