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Table S1
	Table S1. Sample size and location for each population.

	Population	Number of individuals sampled	Latitude	Longitude
	Amboseli	14	-2.63501	37.24231
	Bissil	27	-2.14967	36.88589
	Emali	8	-2.05017	37.60625
	Kiboko	10	-2.21681	37.70731
	Kibwezi	16	-2.41806	37.95356
	Magadi	14	-1.92908	36.28708
	MasaiMara	18	-1.441	35.21311
	Nairobi	4	-1.33917	36.76789
	Nakuru	1	-0.36481	36.05978
	Namanga	26	-2.45936	36.81219
	Olorgesailie	11	-1.60767	36.4045
	Oloitoktok	17	-2.94883	37.52958
	Sultan Hamud	13	-2.06053	37.39497
	Taveta	12	-3.28619	37.75139


Table S2
	Table S2. Environmental variables and their components.

	Environmental variable	Definition and components (when applicable)
	Elevation (m)	The elevation of the site. 
	Geological composition (Bray-Curtis)	MV2: phonolites, trachytes, and olivine basalts
		PD: quartzites, mica schists, biotite and hornblende gneiss, granitoid gneiss, amphibolites, migmatites, syntectonic granites
		PDI intrusives: crystalline limestones, intercalations in PD
		PQ1: sediments of Turkana area
		PV: trachytes, phonolites, basalts
		Q1v: trachytes, basalts, pyroclastics
		Q2 Holocene alluvium: alluvium
		Q2 Holocene colluvial: colluvial deposits, pebble sheets, and red soils
		Q2v: basalt flows, pyroclastics, volcanic soils
	Soil bulk density (kg / dm-3)	The weight of soil per unit volume. 
	Soil cation exchange capacity (cmolc / kg)	The capacity of soil to retain exchangeable cations, which affects the soil’s ability to hold nutrients. 
	Soil clay cation exchange capacity (cmolc / kg)	The cation exchange capacity of the clay fraction of soil, corrected for organic carbon content. 
	Soil drainage (FAO soil drainage class)	The frequency and duration of wet periods in the soil; i.e. how quickly water is removed from the soil. There are 7 levels, from ‘very poorly drained’ to ‘extremely well drained’.
	Soil exchangeable sodium percentage (ESP)	The percent of a soil’s total cation exchange capacity that is comprised of sodium; i.e., how salty the soil is.
	Soil pH	The pH of a soil, which indicates the acidity or alkalinity of the soil. 
	Soil sand percentage (mass %)	The fraction of the soil that is composed of sand rather than silt or clay. 
	Soil total carbon (g / kg)	The amount of carbon stored in organic matter in soil. Organic carbon is made available by the decomposition of organic materials. 
	Soil total nitrogen (g / kg)	The amount of nitrogen in the soil. 
	Soil SOTER Bray-Curtis	SOTER Soil Units are a standardized soil taxonomy system that groups soils by their geological genesis, terrain, weathering, and chemical properties.
	Vegetation composition (Bray-Curtis)	Montane forest (>1500 m)
		Closed deciduous forest
		Deciduous woodland
		Deciduous shrub land with sparse trees
		Open deciduous shrub land
		Closed grassland
		Open grassland with sparse shrubs
		Open grassland
		Sparse grassland
		Croplands (>50%)


Table S3
	Table S3.  Mantel correlations between predictor variables. Values in each cell represent the  Mantel R and Benjamini-Hochberg corrected p-values in parentheses. Bold cells indicate significant correlations

		Genetic distance (FST)	Elevation (m)	Geography (km)	Geology (Bray-Curtis)	Bulk density	Cation exchange capacity	Clay cation exchange capacity	Drainage	Exchangeable sodium	pH	Sand (%)	Soil SOTER (Bray-Curtis)	Total carbon	Total nitrogen	Vegetation (Bray-Curtis)
	Genetic distance (FST)	x	-0.022 (0.76)	0.335 (0.099)	0.278 (0.121)	0.029 (0.586)	0.05 (0.536)	-0.241 (0.947)	-0.02 (0.694)	-0.06 (0.724)	-0.221 (0.88)	0.185 (0.279)	0.15 (0.351)	0.065 (0.543)	-0.216 (0.917)	-0.049 (0.728)
	Elevation (m)		x	0.166 (-0.39	0.205 (0.248)	0.038 (0.563)	-0.128 (0.952)	-0.118 (0.897)	-0.107 (0.874)	-0.103 (0.874)	-0.18 (0.993)	-0.096 (0.897)	-0.191 (0.966)	0.05 (0.563)	0.102 (0.435)	0.064 (0.499)
	Geography (km)			x	0.172 (0.351)	0.423 (0.162)	0.283 (0.121)	-0.148 (0.88)	-0.019 (0.678)	-0.05 (0.591)	-0.148 (0.847)	-0.002 (0.591)	0.159 (0.351)	0.326 (0.112)	0.024 (0.562)	-0.051 (0.71)
	Geology (Bray-Curtis)				x	-0.065 (0.704)	-0.085 (0.831)	0.041 (0.575)	-0.014 (0.677)	0.277 (0.233)	0.131 (0.523)	0.065 (0.521)	0.035 (0.551)	-0.08 (0.783)	0.217 (0.27)	0.07 (0.512)
	Bulk density					x	0.27 (0.196)	-0.116 (0.837)	0.118 (0.486)	-0.083 (0.677)	-0.082 (0.701)	0.104 (0.392)	0.151 (0.369)	0.163 (0.387)	-0.123 (0.831)	-0.09 (0.763)
	Cation exchange capacity						x	0.067 (0.496)	0.519 (0.023)	0.081 (0.387)	0.155 (0.27)	0.676 (0.023)	0.272 (0.099)	0.217 (0.233)	0.015 (0.566)	0.091 (0.415)
	Clay cation exchange capacity							x	0.053 (0.551)	0.471 (0.099)	0.599 (0.023)	-0.024 (0.694)	0.142 (0.356)	0.023 (0.566)	0.365 (0.099)	0.121 (0.418)
	Drainage								x	0.305 (0.351)	0.383 (0.27)	0.655 (0.023)	0.304 (0.099)	-0.171 (0.891)	0.15 (0.402)	0.05 (0.555)
	Exchangeable sodium									x	0.882 (0.162)	0.061 (0.472)	0.268 (0.099)	-0.153 (0.88)	0.49 (0.196)	0.21 (0.387)
	pH										x	0.114 (0.415)	0.218 (0.221)	-0.155 (0.88)	0.498 (0.162)	0.242 (0.351)
	Sand (%)											x	0.339 (0.055)	0.061 (0.512)	0.093 (0.415)	0.117 (0.387)
	Soil SOTER (Bray-Curtis)												x	0.078 (0.486)	0.28 (0.099)	0.047 (0.551)
	Total carbon													x	0.187 (0.298)	0.123 (0.392)
	Total nitrogen														x	0.21 (0.276)
	Vegetation (Bray-Curtis)															x




Table S4
	Table S4. BEDASSLE effect sizes for each predictor variable presented as both (i) the mean geographic distance in km between hypothetical populations necessary to observe a 1-unit change in the predictor variable, and (ii) these effect sizes normalized to reflect the 25th and 75th percentiles for these variables in our data set, following Table 3. This table includes output from the BEDASSLE model on the full dataset, as well as on the datasets where rare and random OTUs are excluded

	Model	Predictor variables	Mean geographic distance equivalent (km) per 1 unit predictor variable (95% CI)	Effect size for each predictor (in km) normalized to reflect the difference between the 25th and 75th percentile in our data
	All OTUs	Geology Bray-Curtis	894 (673 - 1,126)	341
		Soil PC1	34 (25 - 43)	122
		Genetic FST	518 (390 - 653)	22
	27.4% rarest OTUs removed	Geology Bray-Curtis	862 (643 - 1,114)	329
		Soil PC1	34 (25 - 44)	123
		Genetic FST	665 (496 - 859)	28
	40.3% rarest OTUs removed	Geology Bray-Curtis	992 (744 - 1,261)	379
		Soil PC1	32 (24 - 41)	116
		Genetic FST	601 (451 - 765)	26
	27.4% random OTUs removed, run 1	Geology Bray-Curtis	873 (637 - 1,140)	333
		Soil PC1	44 (32 - 57)	158
		Genetic FST	147 (94 - 207)	6
	27.4% random OTUs removed, run 2	Geology Bray-Curtis	690 (494 - 889)	263
		Soil PC1	38 (27 - 49)	138
		Genetic FST	596 (427 - 769)	26
	27.4% random OTUs removed, run 3	Geology Bray-Curtis	844 (617 - 1,108)	322
		Soil PC1	36 (26 - 47)	129
		Genetic FST	968 (688 - 1,252)	42
	27.4% random OTUs removed, run 4	Geology Bray-Curtis	851 (602 - 1,113)	325
		Soil PC1	44 (31 - 59)	160
		Genetic FST	233 (114 - 377)	10
	27.4% random OTUs removed, run 5	Geology Bray-Curtis	863 (603 - 1,136)	330
		Soil PC1	40 (28 - 53)	147
		Genetic FST	963 (673 - 1,269)	41
	40.3% random OTUs removed, run 1	Geology Bray-Curtis	687 (452 - 939)	262
		Soil PC1	46 (30 - 63)	167
		Genetic FST	453 (299 - 626)	19
	40.3% random OTUs removed, run 2	Geology Bray-Curtis	771 (512 - 1,045)	294
		Soil PC1	44 (29 - 59)	158
		Genetic FST	399 (230 - 552)	17
	40.3% random OTUs removed, run 3	Geology Bray-Curtis	773 (484 - 1,084)	295
		Soil PC1	48 (30 - 66)	172
		Genetic FST	420 (168 - 697)	18
	40.3% random OTUs removed, run 4	Geology Bray-Curtis	1,099 (760 - 1,500)	420
		Soil PC1	36 (25 - 50)	132
		Genetic FST	1,530 (1,058 - 2,089)	66


Table S5
	Table S5. Relative contribution of each soil trait to the soil PC1 loading score in BEDASSLE.
	Soil PC1 traits	PC1 loading score	Effect size for each predictor (in km) normalized to reflect the difference between the 25th and 75th percentile in our data
	Exchangeable sodium (%)	-0.98	126
	Nitrogen (g/kg)	0.03	0.3
	pH	-0.17	5


Table S6
	Table S6. Results of a linear mixed model predicting OTU richness at the level of individual baboons, showing the effect size and p-value in the full dataset (“14 populations”) and in the dataset limited to populations with at least 10 individuals (“11 populations”). Population membership, structured by geographic distance, was modeled as a random effect. Bold cells indicate significant effects. If soil clay cation exchange capacity was included in the model, it fell out as not significant (p = 0.07).

	Fixed effects	b	p	b	p
		(14 populations)	(14 populations)	(11 populations)	(11 populations)
	Read count	0.0009	< 0.001	0.0008	< 0.001
	Hybrid score	31.21	0.25	15.7	0.59
	Soil exchangeable sodium (%)	-14.67	< 0.001	-14	< 0.001
	Soil pH	-13.54	0.46	-23.58	0.29
	Soil total nitrogen (g/kg)	32.07	0.46	-1.89	0.97
	Geology (PC1)	-120.15	0.002	-105.63	0.007


Table S7
	Table S7. Results of Mantel tests correlating between-population differences in environmental, genetic, and geographic variables with microbiome community dissimilarity (weighted UniFrac) in the full dataset (“14 populations”) and in the dataset limited to populations with at least 10 individuals (“11 populations”). Variables are listed in order of decreasing effect size in the full data set. Bold text indicates significant correlations.

	Environmental variable	r	p 	r	p 
		(14 populations)	(14 populations)	(11 populations)	(11 populations)
	Soil exchangeable sodium (%)	0.77	0.004	0.89	0.033
	Soil pH	0.6	0.043	0.87	0.047
	Geological composition (Bray-Curtis)	0.42	0.008	0.36	0.039
	Soil total nitrogen (g/kg)	0.37	0.046	0.54	0.026
	Soil clay cation exchange capacity	0.32	0.051	0.61	0.002
	Geography (km)	0.25	0.136	-0.01	0.406
	Soil drainage	0.19	0.198	0.41	0.123
	Vegetation composition (Bray-Curtis)	0.13	0.222	0.19	0.208
	Soil SOTER (Bray-Curtis)	0.12	0.232	0.16	0.226
	Elevation (m)	0.08	0.27	-0.06	0.527
	Soil bulk density	0.06	0.265	-0.02	0.373
	Host genetic distance (FST)	0.04	0.464	-0.21	0.843
	Soil cation exchange capacity	-0.01	0.423	0.07	0.198
	Soil sand (%)	-0.01	0.454	0.07	0.283
	Soil total carbon	-0.08	0.644	-0.07	0.53


Table S8
	Table S8. Linear mixed model of OTU richness in individual baboons. Population membership, structured by geographic distance, was modeled as a random effect. Bold text indicates significant effects.
	Fixed effects	b	Standard error	z	p
	Read count	0.0009	< 0.001	7.24	< 0.001
	Hybrid score	31.21	27.1	1.15	0.25
	Soil exchangeable sodium (%)	-14.67	3.8	-3.87	< 0.001
	Soil pH	-13.54	18.2	-0.74	0.46
	Soil total nitrogen (g/kg)	32.07	43.6	0.74	0.46
	Geology (PC1)	-120.15	38.1	-3.15	0.002


Table S9
	Table S9. Results of population-specific PERMANOVA and Mantel analyses. Permanova analyses test the predictive power of hybrid score on gut microbiome dissimilarity within populations. Mantel analyses test the correlation between pairwise genetic relatedness and gut microbiome dissimilarity within populations. 

	Population	PERMANOVA r2	PERMANOVA P 	Mantel R	Mantel P 
	Amboseli	0.03677	0.775	0.002227	0.494
	Bissil	0.02551	0.748	0.004517	0.513
	Emali	0.12075	0.546	0.01904	0.5319
	Kiboko	0.20943	0.073	0.02076	0.5269
	Kibwezi	0.05304	0.661	-0.1382	0.125
	Magadi	0.03409	0.806	-0.08092	0.2752
	MasaiMara	0.05001	0.443	-0.03567	0.355
	Nairobi	0.1075	1	-0.465	0.08333
	Nakurua	NA	NA	NA	NA
	Namanga	0.04231	0.315	-0.02714	0.3773
	Olorgesailie	0.13914	0.114	0.03365	0.5874
	Oloitoktok	0.20732	0.007b	-0.3792	0.0101b
	Sultan Hamud	0.09859	0.273	-0.03888	0.4643
	Taveta	0.24501	0.052	0.03577	0.6061
	a: Nakuru was excluded because this population was only represented by a single sample
	b: not significant after correction for multiple testing


Table S10
	Table S10. Taxa significantly predicted by genetic and environmental factors in linear mixed models after a Benjamini-Hochberg correction (10% FDR). Note that no taxa were significantly predicted by host genetic ancestry, controlling for environmental variables. Population membership as structured by geographic distance was modeled as a random effect. Median abundance values are only for samples in which taxa are present. Hybrid score did not predict the abundance of any taxa. Taxa that were not significant are also listed.
	Significant fixed effect	Direction of effect	Taxa	Median percent abundance per sample	Number of samples with taxon present
	Geology PC1	negative	Proteobacteria.Alphaproteobacteria.Rhodobacterales	0.007	109
	Geology PC1	negative	Proteobacteria.Alphaproteobacteria.Rhodobacterales.Rhodobacteraceae	0.007	109
	Geology PC1	negative	Proteobacteria.Epsilonproteobacteria.Campylobacterales.Campylobacteraceae	0.02	141
	Geology PC1	negative	Proteobacteria.Epsilonproteobacteria.Campylobacterales.Campylobacteraceae.Campylobacter	0.02	141
	pH	negative	Actinobacteria.Actinobacteria.Actinomycetales.Streptosporangiaceae	0.002	5
	pH	negative	Actinobacteria.Actinobacteria.Actinomycetales.Streptosporangiaceae.Sphaerisporangium	0.002	3
	pH	negative	Firmicutes.Bacilli.Lactobacillales.Carnobacteriaceae.Carnobacterium	0.001	4
	pH	negative	Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Oscillospira	1.481	191
	Exchangeable sodium	positive	Actinobacteria	1.301	191
	Exchangeable sodium	positive	Actinobacteria.Actinobacteria	0.15	188
	Exchangeable sodium	positive	Actinobacteria.Actinobacteria.Actinomycetales.Streptosporangiaceae	0.002	5
	Exchangeable sodium	positive	Actinobacteria.Actinobacteria.Actinomycetales.Streptosporangiaceae.Sphaerisporangium	0.002	3
	Exchangeable sodium	positive	Actinobacteria.Actinobacteria.Bifidobacteriales	0.144	157
	Exchangeable sodium	positive	Actinobacteria.Actinobacteria.Bifidobacteriales.Bifidobacteriaceae	0.144	157
	Exchangeable sodium	positive	Actinobacteria.Actinobacteria.Bifidobacteriales.Bifidobacteriaceae.Bifidobacterium	0.157	153
	Exchangeable sodium	negative	Bacteroidetes.Bacteroidia.Bacteroidales.Odoribacteraceae	0.008	139
	Exchangeable sodium	negative	Bacteroidetes.Bacteroidia.Bacteroidales.Odoribacteraceae.Butyricimonas	0.008	139
	Exchangeable sodium	positive	Bacteroidetes.Bacteroidia.Bacteroidales.Paraprevotellaceae.CF231	0.161	185
	Exchangeable sodium	positive	Bacteroidetes.Bacteroidia.Bacteroidales.S24-7	1.059	190
	Exchangeable sodium	positive	Firmicutes.Bacilli.Bacillales.Bacillaceae	0.003	88
	Exchangeable sodium	positive	Firmicutes.Bacilli.Bacillales.Bacillaceae.Bacillus	0.003	87
	Exchangeable sodium	positive	Firmicutes.Bacilli.Lactobacillales.Carnobacteriaceae.Carnobacterium	0.001	4
	Exchangeable sodium	positive	Firmicutes.Bacilli.Lactobacillales.Leuconostocaceae.Leuconostoc	0.004	24
	Exchangeable sodium	positive	Firmicutes.Clostridia.Clostridiales.Christensenellaceae	0.3	185
	Exchangeable sodium	negative	Firmicutes.Clostridia.Clostridiales.Mogibacteriaceae	0.078	189
	Exchangeable sodium	positive	Proteobacteria.Deltaproteobacteria	0.019	186
	Exchangeable sodium	positive	Proteobacteria.Deltaproteobacteria.GMD14H09	0.766	27
	Nitrogen	positive	Archaea.Euryarchaeota.Methanobacteria.Methanobacteriales.Methanobacteriaceae.Methanosphaera	0.026	18
	Nitrogen	positive	Bacteroidetes.Bacteroidia.Bacteroidales.S24-7	1.059	190
	Nitrogen	positive	Firmicutes.Bacilli.Bacillales.Bacillaceae	0.003	88
	Nitrogen	positive	Firmicutes.Bacilli.Bacillales.Bacillaceae.Bacillus	0.003	87
	Nitrogen	positive	Firmicutes.Bacilli.Lactobacillales.Lactobacillaceae.Pediococcus	0.005	40
	Nitrogen	positive	Firmicutes.Bacilli.Lactobacillales.Leuconostocaceae	0.008	40
	Nitrogen	positive	Firmicutes.Bacilli.Lactobacillales.Leuconostocaceae.Leuconostoc	0.004	24
	Nitrogen	positive	Firmicutes.Clostridia.Clostridiales.Christensenellaceae	0.3	185
	Nitrogen	positive	Proteobacteria.Alphaproteobacteria.Rhodobacterales	0.007	109
	Nitrogen	positive	Proteobacteria.Alphaproteobacteria.Rhodobacterales.Rhodobacteraceae	0.007	109
	Nitrogen	positive	Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae	0.003	118
	Nitrogen	positive	Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae.Ralstonia	0.001	57
	Nitrogen	positive	Proteobacteria.Deltaproteobacteria	0.019	186
	Nitrogen	positive	Proteobacteria.Deltaproteobacteria.GMD14H09	0.766	27
	none	NA	Acidobacteria	0.002	46
	none	NA	Acidobacteria.Acidobacteria-6	0.002	25
	none	NA	Acidobacteria.Acidobacteria-6.iii1-15	0.002	25
	none	NA	Acidobacteria.Acidobacteria-6.iii1-15.mb2424	0.001	5
	none	NA	Acidobacteria.Acidobacteria-6.iii1-15.RB40	0.001	2
	none	NA	Acidobacteria.Chloracidobacteria	0.003	23
	none	NA	Acidobacteria.Chloracidobacteria.DS-100	0.002	6
	none	NA	Acidobacteria.Chloracidobacteria.RB41	0.002	23
	none	NA	Acidobacteria.Chloracidobacteria.RB41.Ellin6075	0.002	18
	none	NA	Acidobacteria.Solibacteres	0.002	8
	none	NA	Acidobacteria.Solibacteres.Solibacterales	0.002	8
	none	NA	Acidobacteria.Sva0725	0.001	10
	none	NA	Acidobacteria.Sva0725.Sva0725	0.001	10
	none	NA	Actinobacteria.Acidimicrobiia	0.002	54
	none	NA	Actinobacteria.Acidimicrobiia.Acidimicrobiales	0.002	54
	none	NA	Actinobacteria.Acidimicrobiia.Acidimicrobiales.AKIW874	0.002	17
	none	NA	Actinobacteria.Acidimicrobiia.Acidimicrobiales.C111	0.002	20
	none	NA	Actinobacteria.Acidimicrobiia.Acidimicrobiales.EB1017	0.001	2
	none	NA	Actinobacteria.Acidimicrobiia.Acidimicrobiales.JdFBGBact	0.002	2
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales	0.022	183
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae	0.002	68
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae.Actinomyces	0.002	57
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae.Arcanobacterium	0.001	8
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Actinosynnemataceae	0.002	32
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Actinosynnemataceae.Lentzea	0.002	30
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Beutenbergiaceae	0.002	17
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Bogoriellaceae	0.004	15
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Bogoriellaceae.Georgenia	0.004	15
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Brevibacteriaceae	0.007	11
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Brevibacteriaceae.Brevibacterium	0.007	11
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Cellulomonadaceae	0.003	81
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Cellulomonadaceae.Actinotalea	0.002	54
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Cellulomonadaceae.Cellulomonas	0.002	43
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Corynebacteriaceae	0.004	61
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Corynebacteriaceae.Corynebacterium	0.004	61
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Dermabacteraceae	0.003	21
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Dermabacteraceae.Brachybacterium	0.003	21
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Dermatophilaceae	0.002	15
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Dermatophilaceae.Dermatophilus	0.002	14
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Dietziaceae	0.015	9
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Dietziaceae.Dietzia	0.015	8
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Frankiaceae	0.002	11
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Geodermatophilaceae	0.003	87
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Geodermatophilaceae.Geodermatophilus	0.002	65
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Geodermatophilaceae.Modestobacter	0.002	48
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Gordoniaceae	0.001	9
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Gordoniaceae.Gordonia	0.001	9
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Intrasporangiaceae	0.002	49
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Kineosporiaceae	0.002	55
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Kineosporiaceae.Kineococcus	0.002	22
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Kineosporiaceae.Kineosporia	0.001	17
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Microbacteriaceae	0.004	116
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Microbacteriaceae.Agromyces	0.001	19
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Microbacteriaceae.Frigoribacterium	0.001	25
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Microbacteriaceae.Leucobacter	0.008	9
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Microbacteriaceae.Microbacterium	0.003	99
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Microbacteriaceae.Salinibacterium	0.002	2
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micrococcaceae	0.006	112
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micrococcaceae.Arthrobacter	0.005	82
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micrococcaceae.Kocuria	0.002	11
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micrococcaceae.Microbispora	0.013	14
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micrococcaceae.Rothia	0.003	54
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micromonosporaceae	0.004	87
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micromonosporaceae.Actinoplanes	0.003	34
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micromonosporaceae.Dactylosporangium	0.001	17
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Micromonosporaceae.Virgisporangium	0.002	20
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Mycobacteriaceae	0.002	60
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Mycobacteriaceae.Mycobacterium	0.002	60
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardiaceae	0.002	26
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardiaceae.Nocardia	0.001	10
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardiaceae.Rhodococcus	0.003	22
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardioidaceae	0.003	109
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardioidaceae.Aeromicrobium	0.002	27
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardioidaceae.Friedmanniella	0.002	48
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardioidaceae.Kribbella	0.002	2
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardioidaceae.Nocardioides	0.002	29
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardioidaceae.Propionicimonas	0.001	9
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardiopsaceae	0.002	4
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Nocardiopsaceae.Prauseria	0.002	4
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Promicromonosporaceae	0.002	12
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Promicromonosporaceae.Xylanimicrobium	0.002	12
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Propionibacteriaceae	0.002	94
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Propionibacteriaceae.Microlunatus	0.001	36
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Propionibacteriaceae.Propionibacterium	0.002	61
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Pseudonocardiaceae	0.004	102
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Pseudonocardiaceae.Actinomycetospora	0.001	45
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Pseudonocardiaceae.Pseudonocardia	0.003	90
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Sporichthyaceae	0.002	31
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Streptomycetaceae	0.002	39
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Streptomycetaceae.Streptomyces	0.002	39
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Streptosporangiaceae.Nonomuraea	0.001	3
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Thermomonosporaceae	0.002	10
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Thermomonosporaceae.Actinomadura	0.001	5
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Williamsiaceae	0.002	5
	none	NA	Actinobacteria.Actinobacteria.Actinomycetales.Williamsiaceae.Williamsia	0.002	5
	none	NA	Actinobacteria.Actinobacteria.Bifidobacteriales.Bifidobacteriaceae.Scardovia	0.001	4
	none	NA	Actinobacteria.Actinobacteria.Micrococcales	0.002	30
	none	NA	Actinobacteria.Coriobacteriia	0.797	191
	none	NA	Actinobacteria.Coriobacteriia.Coriobacteriales	0.797	191
	none	NA	Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae	0.797	191
	none	NA	Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Adlercreutzia	0.003	4
	none	NA	Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Atopobium	0.003	4
	none	NA	Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Collinsella	0.148	191
	none	NA	Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Slackia	0.038	188
	none	NA	Actinobacteria.MB-A2-108	0.002	6
	none	NA	Actinobacteria.MB-A2-108.0319-7L14	0.002	6
	none	NA	Actinobacteria.Nitriliruptoria	0.001	14
	none	NA	Actinobacteria.Nitriliruptoria.Euzebyales	0.001	14
	none	NA	Actinobacteria.Nitriliruptoria.Euzebyales.Euzebyaceae	0.001	14
	none	NA	Actinobacteria.Nitriliruptoria.Euzebyales.Euzebyaceae.Euzebya	0.001	14
	none	NA	Actinobacteria.Nitriliruptoria.Nitriliruptorales	0.03	3
	none	NA	Actinobacteria.Nitriliruptoria.Nitriliruptorales.Nitriliruptoraceae	0.03	3
	none	NA	Actinobacteria.Nitriliruptoria.Nitriliruptorales.Nitriliruptoraceae.Nitriliruptor	0.022	3
	none	NA	Actinobacteria.Rubrobacteria	0.003	45
	none	NA	Actinobacteria.Rubrobacteria.Rubrobacterales	0.003	45
	none	NA	Actinobacteria.Rubrobacteria.Rubrobacterales.Rubrobacteraceae	0.003	45
	none	NA	Actinobacteria.Rubrobacteria.Rubrobacterales.Rubrobacteraceae.Rubrobacter	0.003	45
	none	NA	Actinobacteria.Thermoleophilia	0.004	95
	none	NA	Actinobacteria.Thermoleophilia.Gaiellales	0.002	51
	none	NA	Actinobacteria.Thermoleophilia.Gaiellales.AK1AB1_02E	0.001	3
	none	NA	Actinobacteria.Thermoleophilia.Gaiellales.Gaiellaceae	0.002	50
	none	NA	Actinobacteria.Thermoleophilia.Solirubrobacterales	0.003	87
	none	NA	Actinobacteria.Thermoleophilia.Solirubrobacterales.Conexibacteraceae	0.001	22
	none	NA	Actinobacteria.Thermoleophilia.Solirubrobacterales.Patulibacteraceae	0.001	22
	none	NA	Actinobacteria.Thermoleophilia.Solirubrobacterales.Patulibacteraceae.Patulibacter	0.001	3
	none	NA	Actinobacteria.Thermoleophilia.Solirubrobacterales.Solirubrobacteraceae	0.002	62
	none	NA	Archaea.Crenarchaeota	0.002	40
	none	NA	Archaea.Crenarchaeota.Thaumarchaeota	0.002	40
	none	NA	Archaea.Crenarchaeota.Thaumarchaeota.Nitrososphaerales	0.002	40
	none	NA	Archaea.Crenarchaeota.Thaumarchaeota.Nitrososphaerales.Nitrososphaeraceae	0.002	40
	none	NA	Archaea.Crenarchaeota.Thaumarchaeota.Nitrososphaerales.Nitrososphaeraceae.Candidatus Nitrososphaera	0.002	40
	none	NA	Archaea.Euryarchaeota	0.244	184
	none	NA	Archaea.Euryarchaeota.Halobacteria	0.003	4
	none	NA	Archaea.Euryarchaeota.Halobacteria.Halobacteriales	0.003	4
	none	NA	Archaea.Euryarchaeota.Halobacteria.Halobacteriales.Halobacteriaceae	0.003	4
	none	NA	Archaea.Euryarchaeota.Methanobacteria	0.043	49
	none	NA	Archaea.Euryarchaeota.Methanobacteria.Methanobacteriales	0.043	49
	none	NA	Archaea.Euryarchaeota.Methanobacteria.Methanobacteriales.Methanobacteriaceae	0.043	49
	none	NA	Archaea.Euryarchaeota.Methanobacteria.Methanobacteriales.Methanobacteriaceae.Methanobrevibacter	0.017	47
	none	NA	Archaea.Euryarchaeota.Methanomicrobia	0.002	5
	none	NA	Archaea.Euryarchaeota.Methanomicrobia.Methanomicrobiales	0.002	5
	none	NA	Archaea.Euryarchaeota.Methanomicrobia.Methanomicrobiales.Methanocorpusculaceae	0.002	5
	none	NA	Archaea.Euryarchaeota.Methanomicrobia.Methanomicrobiales.Methanocorpusculaceae.Methanocorpusculum	0.002	5
	none	NA	Archaea.Euryarchaeota.Thermoplasmata	0.188	178
	none	NA	Archaea.Euryarchaeota.Thermoplasmata.E2	0.188	178
	none	NA	Archaea.Euryarchaeota.Thermoplasmata.E2.Methanomassiliicoccaceae	0.188	178
	none	NA	Archaea.Euryarchaeota.Thermoplasmata.E2.Methanomassiliicoccaceae.vadinCA11	0.188	178
	none	NA	Armatimonadetes	0.001	7
	none	NA	Armatimonadetes.0319-6E2	0.001	3
	none	NA	Armatimonadetes.Fimbriimonadia	0.001	4
	none	NA	Armatimonadetes.Fimbriimonadia.Fimbriimonadales	0.001	4
	none	NA	Armatimonadetes.Fimbriimonadia.Fimbriimonadales.Fimbriimonadaceae	0.001	4
	none	NA	Armatimonadetes.Fimbriimonadia.Fimbriimonadales.Fimbriimonadaceae.Fimbriimonas	0.001	4
	none	NA	Bacteroidetes	16.986	191
	none	NA	Bacteroidetes.Bacteroidia	16.98	191
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales	16.98	191
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Bacteroidaceae	0.019	180
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Bacteroidaceae.5-7N15	0.004	3
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Bacteroidaceae.Bacteroides	0.019	180
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.BS11	0.004	3
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.p-2534-18B5	0.107	140
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Paraprevotellaceae	0.875	191
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Paraprevotellaceae.Prevotella	0.226	191
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Paraprevotellaceae.YRC22	0.105	158
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae	0.029	176
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae.Dysgonomonas	0.001	2
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae.Paludibacter	0.06	82
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae.Parabacteroides	0.015	160
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae.Porphyromonas	0.002	12
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae	8.222	191
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Prevotella	8.222	191
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.RF16	0.972	187
	none	NA	Bacteroidetes.Bacteroidia.Bacteroidales.Rikenellaceae	0.071	166
	none	NA	Bacteroidetes.Cytophagia	0.003	47
	none	NA	Bacteroidetes.Cytophagia.Cytophagales	0.003	47
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cyclobacteriaceae	0.008	6
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae	0.003	42
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae.Adhaeribacter	0.002	13
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae.Dyadobacter	0.003	4
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae.Hymenobacter	0.003	20
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae.Larkinella	0.001	3
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae.Pontibacter	0.001	4
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Cytophagaceae.Rhodocytophaga	0.002	8
	none	NA	Bacteroidetes.Cytophagia.Cytophagales.Flammeovirgaceae	0.003	2
	none	NA	Bacteroidetes.Flavobacteriia	0.013	190
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales	0.013	190
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Flavobacteriaceae	0.004	146
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Flavobacteriaceae.Aequorivita	0.005	2
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Flavobacteriaceae.Capnocytophaga	0.008	2
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Flavobacteriaceae.Flavobacterium	0.003	18
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Weeksellaceae	0.01	189
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Weeksellaceae.Chryseobacterium	0.003	117
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Weeksellaceae.Cloacibacterium	0.001	5
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Weeksellaceae.Elizabethkingia	0.008	185
	none	NA	Bacteroidetes.Flavobacteriia.Flavobacteriales.Weeksellaceae.Wautersiella	0.002	9
	none	NA	Bacteroidetes.Rhodothermi	0.001	2
	none	NA	Bacteroidetes.Rhodothermi.Rhodothermales	0.001	2
	none	NA	Bacteroidetes.Rhodothermi.Rhodothermales.Rhodothermaceae	0.001	2
	none	NA	Bacteroidetes.Rhodothermi.Rhodothermales.Rhodothermaceae.Rubricoccus	0.001	2
	none	NA	Bacteroidetes.Saprospirae	0.004	27
	none	NA	Bacteroidetes.Saprospirae.Saprospirales	0.004	27
	none	NA	Bacteroidetes.Saprospirae.Saprospirales.Chitinophagaceae	0.004	27
	none	NA	Bacteroidetes.Saprospirae.Saprospirales.Chitinophagaceae.Flavisolibacter	0.003	18
	none	NA	Bacteroidetes.Sphingobacteriia	0.003	61
	none	NA	Bacteroidetes.Sphingobacteriia.Sphingobacteriales	0.003	61
	none	NA	Bacteroidetes.Sphingobacteriia.Sphingobacteriales.Sphingobacteriaceae	0.003	61
	none	NA	Bacteroidetes.Sphingobacteriia.Sphingobacteriales.Sphingobacteriaceae.Pedobacter	0.003	43
	none	NA	Bacteroidetes.Sphingobacteriia.Sphingobacteriales.Sphingobacteriaceae.Sphingobacterium	0.002	22
	none	NA	Chlamydiae	0.002	3
	none	NA	Chlamydiae.Chlamydiia	0.002	3
	none	NA	Chlamydiae.Chlamydiia.Chlamydiales	0.002	3
	none	NA	Chlamydiae.Chlamydiia.Chlamydiales.Rhabdochlamydiaceae	0.002	3
	none	NA	Chlamydiae.Chlamydiia.Chlamydiales.Rhabdochlamydiaceae.Candidatus Rhabdochlamydia	0.002	3
	none	NA	Chlorobi	0.002	3
	none	NA	Chlorobi.OPB56	0.002	3
	none	NA	Chloroflexi	0.003	74
	none	NA	Chloroflexi.Anaerolineae	0.001	10
	none	NA	Chloroflexi.Anaerolineae.Anaerolineales	0.001	3
	none	NA	Chloroflexi.Anaerolineae.Anaerolineales.Anaerolinaceae	0.001	3
	none	NA	Chloroflexi.Anaerolineae.Anaerolineales.Anaerolinaceae.Anaerolinea	0.001	3
	none	NA	Chloroflexi.Anaerolineae.SBR1031	0.001	7
	none	NA	Chloroflexi.Anaerolineae.SBR1031.A4b	0.001	7
	none	NA	Chloroflexi.Chloroflexi	0.002	18
	none	NA	Chloroflexi.Chloroflexi.AKIW781	0.002	10
	none	NA	Chloroflexi.Chloroflexi.Chloroflexales	0.002	11
	none	NA	Chloroflexi.Chloroflexi.Chloroflexales.Chloroflexaceae	0.002	9
	none	NA	Chloroflexi.Chloroflexi.Chloroflexales.Chloroflexaceae.Chloronema	0.003	3
	none	NA	Chloroflexi.Chloroflexi.Chloroflexales.FFCH7168	0.003	3
	none	NA	Chloroflexi.Chloroflexi.Chloroflexales.Oscillochloridaceae	0.002	2
	none	NA	Chloroflexi.Chloroflexi.Chloroflexales.Oscillochloridaceae.Oscillochloris	0.002	2
	none	NA	Chloroflexi.Chloroflexi.Roseiflexales	0.002	2
	none	NA	Chloroflexi.Chloroflexi.Roseiflexales.Kouleothrixaceae	0.002	2
	none	NA	Chloroflexi.Chloroflexi.Roseiflexales.Kouleothrixaceae.Kouleothrix	0.002	2
	none	NA	Chloroflexi.Ellin6529	0.003	28
	none	NA	Chloroflexi.Gitt-GS-136	0.002	21
	none	NA	Chloroflexi.Ktedonobacteria	0.002	2
	none	NA	Chloroflexi.Ktedonobacteria.Thermogemmatisporales	0.002	2
	none	NA	Chloroflexi.Ktedonobacteria.Thermogemmatisporales.Thermogemmatisporaceae	0.002	2
	none	NA	Chloroflexi.S085	0.003	2
	none	NA	Chloroflexi.Thermomicrobia	0.002	39
	none	NA	Chloroflexi.Thermomicrobia.AKYG1722	0.001	3
	none	NA	Chloroflexi.Thermomicrobia.JG30-KF-CM45	0.002	38
	none	NA	Chloroflexi.TK10	0.001	13
	none	NA	Chloroflexi.TK10.AKYG885	0.002	5
	none	NA	Chloroflexi.TK10.AKYG885.Dolo_23	0.001	3
	none	NA	Chloroflexi.TK10.B07_WMSP1	0.001	6
	none	NA	Chloroflexi.TK17	0.002	2
	none	NA	Chloroflexi.TK17.mle1-48	0.002	2
	none	NA	Cyanobacteria	4.371	191
	none	NA	Cyanobacteria.4C0d-2	4.363	185
	none	NA	Cyanobacteria.4C0d-2.YS2	4.363	185
	none	NA	Cyanobacteria.Chloroplast	0.033	182
	none	NA	Cyanobacteria.Chloroplast.CAB-I	0.002	38
	none	NA	Cyanobacteria.Chloroplast.Chlorophyta	0.003	6
	none	NA	Cyanobacteria.Chloroplast.Stramenopiles	0.003	3
	none	NA	Cyanobacteria.Chloroplast.Streptophyta	0.03	182
	none	NA	Cyanobacteria.ML635J-21	0.001	6
	none	NA	Cyanobacteria.Nostocophycideae	0.002	7
	none	NA	Cyanobacteria.Nostocophycideae.Nostocales	0.002	6
	none	NA	Cyanobacteria.Nostocophycideae.Nostocales.Nostocaceae	0.002	6
	none	NA	Cyanobacteria.Oscillatoriophycideae	0.003	11
	none	NA	Cyanobacteria.Oscillatoriophycideae.Chroococcales	0.003	2
	none	NA	Cyanobacteria.Oscillatoriophycideae.Oscillatoriales	0.003	11
	none	NA	Cyanobacteria.Oscillatoriophycideae.Oscillatoriales.Phormidiaceae	0.003	11
	none	NA	Cyanobacteria.Oscillatoriophycideae.Oscillatoriales.Phormidiaceae.Phormidium	0.003	8
	none	NA	Cyanobacteria.Synechococcophycideae	0.005	9
	none	NA	Cyanobacteria.Synechococcophycideae.Pseudanabaenales	0.003	3
	none	NA	Cyanobacteria.Synechococcophycideae.Pseudanabaenales.Pseudanabaenaceae	0.003	3
	none	NA	Cyanobacteria.Synechococcophycideae.Pseudanabaenales.Pseudanabaenaceae.Leptolyngbya	0.003	3
	none	NA	Cyanobacteria.Synechococcophycideae.Synechococcales	0.009	6
	none	NA	Cyanobacteria.Synechococcophycideae.Synechococcales.Synechococcaceae	0.009	6
	none	NA	Cyanobacteria.Synechococcophycideae.Synechococcales.Synechococcaceae.Synechococcus	0.009	6
	none	NA	Elusimicrobia	0.038	148
	none	NA	Elusimicrobia.Elusimicrobia	0.038	148
	none	NA	Elusimicrobia.Elusimicrobia.Elusimicrobiales	0.038	148
	none	NA	Elusimicrobia.Elusimicrobia.Elusimicrobiales.Elusimicrobiaceae	0.038	148
	none	NA	FBP	0.001	8
	none	NA	Fibrobacteres	0.042	153
	none	NA	Fibrobacteres.Fibrobacteria	0.042	153
	none	NA	Fibrobacteres.Fibrobacteria.Fibrobacterales	0.042	153
	none	NA	Fibrobacteres.Fibrobacteria.Fibrobacterales.Fibrobacteraceae	0.042	153
	none	NA	Fibrobacteres.Fibrobacteria.Fibrobacterales.Fibrobacteraceae.Fibrobacter	0.042	153
	none	NA	Firmicutes	58.886	191
	none	NA	Firmicutes.Bacilli	0.134	189
	none	NA	Firmicutes.Bacilli.Bacillales	0.007	153
	none	NA	Firmicutes.Bacilli.Bacillales.Alicyclobacillaceae	0.002	3
	none	NA	Firmicutes.Bacilli.Bacillales.Alicyclobacillaceae.Alicyclobacillus	0.002	3
	none	NA	Firmicutes.Bacilli.Bacillales.Bacillaceae.Marinococcus	0.001	2
	none	NA	Firmicutes.Bacilli.Bacillales.Paenibacillaceae	0.002	35
	none	NA	Firmicutes.Bacilli.Bacillales.Paenibacillaceae.Ammoniphilus	0.002	6
	none	NA	Firmicutes.Bacilli.Bacillales.Paenibacillaceae.Cohnella	0.003	2
	none	NA	Firmicutes.Bacilli.Bacillales.Paenibacillaceae.Paenibacillus	0.002	26
	none	NA	Firmicutes.Bacilli.Bacillales.Planococcaceae	0.005	129
	none	NA	Firmicutes.Bacilli.Bacillales.Planococcaceae.Planococcus	0.004	112
	none	NA	Firmicutes.Bacilli.Bacillales.Planococcaceae.Rummeliibacillus	0.004	84
	none	NA	Firmicutes.Bacilli.Bacillales.Planococcaceae.Solibacillus	0.002	22
	none	NA	Firmicutes.Bacilli.Bacillales.Staphylococcaceae	0.003	44
	none	NA	Firmicutes.Bacilli.Bacillales.Staphylococcaceae.Jeotgalicoccus	0.006	10
	none	NA	Firmicutes.Bacilli.Bacillales.Staphylococcaceae.Salinicoccus	0.002	4
	none	NA	Firmicutes.Bacilli.Bacillales.Staphylococcaceae.Staphylococcus	0.002	35
	none	NA	Firmicutes.Bacilli.Bacillales.Thermoactinomycetaceae	0.001	2
	none	NA	Firmicutes.Bacilli.Gemellales	0.001	15
	none	NA	Firmicutes.Bacilli.Gemellales.Gemellaceae	0.001	15
	none	NA	Firmicutes.Bacilli.Lactobacillales	0.109	189
	none	NA	Firmicutes.Bacilli.Lactobacillales.Aerococcaceae	0.002	18
	none	NA	Firmicutes.Bacilli.Lactobacillales.Aerococcaceae.Aerococcus	0.002	6
	none	NA	Firmicutes.Bacilli.Lactobacillales.Aerococcaceae.Facklamia	0.002	13
	none	NA	Firmicutes.Bacilli.Lactobacillales.Aerococcaceae.Marinilactibacillus	0.003	3
	none	NA	Firmicutes.Bacilli.Lactobacillales.Carnobacteriaceae	0.001	21
	none	NA	Firmicutes.Bacilli.Lactobacillales.Carnobacteriaceae.Desemzia	0.009	12
	none	NA	Firmicutes.Bacilli.Lactobacillales.Carnobacteriaceae.Trichococcus	0.002	12
	none	NA	Firmicutes.Bacilli.Lactobacillales.Enterococcaceae	0.004	109
	none	NA	Firmicutes.Bacilli.Lactobacillales.Enterococcaceae.Enterococcus	0.001	4
	none	NA	Firmicutes.Bacilli.Lactobacillales.Lactobacillaceae	0.067	171
	none	NA	Firmicutes.Bacilli.Lactobacillales.Lactobacillaceae.Lactobacillus	0.071	168
	none	NA	Firmicutes.Bacilli.Lactobacillales.Leuconostocaceae.Weissella	0.001	2
	none	NA	Firmicutes.Bacilli.Lactobacillales.Streptococcaceae	0.009	182
	none	NA	Firmicutes.Bacilli.Lactobacillales.Streptococcaceae.Lactococcus	0.002	57
	none	NA	Firmicutes.Bacilli.Lactobacillales.Streptococcaceae.Streptococcus	0.009	178
	none	NA	Firmicutes.Bacilli.Turicibacterales	0.004	36
	none	NA	Firmicutes.Bacilli.Turicibacterales.Turicibacteraceae	0.004	36
	none	NA	Firmicutes.Bacilli.Turicibacterales.Turicibacteraceae.Turicibacter	0.004	36
	none	NA	Firmicutes.Clostridia	57.104	191
	none	NA	Firmicutes.Clostridia.Clostridiales	57.104	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Clostridiaceae	1.283	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Candidatus Arthromitus	0.01	2
	none	NA	Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Clostridium	0.281	188
	none	NA	Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Proteiniclasticum	0.001	4
	none	NA	Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Sarcina	0.023	77
	none	NA	Firmicutes.Clostridia.Clostridiales.Dehalobacteriaceae	0.042	181
	none	NA	Firmicutes.Clostridia.Clostridiales.Dehalobacteriaceae.Dehalobacterium	0.022	177
	none	NA	Firmicutes.Clostridia.Clostridiales.Eubacteriaceae	0.004	90
	none	NA	Firmicutes.Clostridia.Clostridiales.Eubacteriaceae.Anaerofustis	0.004	90
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae	8.897	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Anaerostipes	0.013	170
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Blautia	0.686	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Butyrivibrio	0.041	170
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Coprococcus	2.032	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Dorea	0.288	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Epulopiscium	0.016	82
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnobacterium	0.003	96
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnospira	0.135	186
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Oribacterium	0.004	2
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Roseburia	0.744	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Ruminococcus	0.002	20
	none	NA	Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Shuttleworthia	0.002	3
	none	NA	Firmicutes.Clostridia.Clostridiales.Mogibacteriaceae.Anaerovorax	0.004	70
	none	NA	Firmicutes.Clostridia.Clostridiales.Mogibacteriaceae.Mogibacterium	0.001	4
	none	NA	Firmicutes.Clostridia.Clostridiales.Peptococcaceae	0.036	184
	none	NA	Firmicutes.Clostridia.Clostridiales.Peptococcaceae.Peptococcus	0.004	13
	none	NA	Firmicutes.Clostridia.Clostridiales.Peptococcaceae.rc4-4	0.008	149
	none	NA	Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae	0.002	10
	none	NA	Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae.Peptostreptococcus	0.002	2
	none	NA	Firmicutes.Clostridia.Clostridiales.Ruminococcaceae	31.373	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Faecalibacterium	3.996	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ruminococcus	1.709	190
	none	NA	Firmicutes.Clostridia.Clostridiales.Syntrophomonadaceae	0.004	120
	none	NA	Firmicutes.Clostridia.Clostridiales.Syntrophomonadaceae.Syntrophomonas	0.004	120
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae	0.003	51
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae.1-68	0.001	5
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae.Anaerococcus	0.004	24
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae.Finegoldia	0.003	17
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae.Parvimonas	0.008	4
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae.Peptoniphilus	0.002	21
	none	NA	Firmicutes.Clostridia.Clostridiales.Tissierellaceae.WAL_1855D	0.002	13
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae	1.092	191
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Acidaminococcus	0.095	31
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Dialister	0.289	190
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Megamonas	0.013	5
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Megasphaera	0.049	181
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Mitsuokella	0.005	4
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Phascolarctobacterium	0.183	180
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Selenomonas	0.001	8
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Succiniclasticum	0.002	2
	none	NA	Firmicutes.Clostridia.Clostridiales.Veillonellaceae.Veillonella	0.02	183
	none	NA	Firmicutes.Erysipelotrichi	1.364	191
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales	1.364	191
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae	1.364	191
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.Bulleidia	0.056	190
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.Catenibacterium	0.132	78
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.Coprobacillus	0.007	130
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.Eubacterium	0.035	188
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.L7A_E11	0.008	68
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.p-75-a5	0.003	106
	none	NA	Firmicutes.Erysipelotrichi.Erysipelotrichales.Erysipelotrichaceae.RFN20	0.578	190
	none	NA	Fusobacteria	0.002	72
	none	NA	Fusobacteria.Fusobacteriia	0.002	72
	none	NA	Fusobacteria.Fusobacteriia.Fusobacteriales	0.002	72
	none	NA	Fusobacteria.Fusobacteriia.Fusobacteriales.Fusobacteriaceae	0.002	33
	none	NA	Fusobacteria.Fusobacteriia.Fusobacteriales.Fusobacteriaceae.Fusobacterium	0.002	33
	none	NA	Fusobacteria.Fusobacteriia.Fusobacteriales.Leptotrichiaceae	0.002	51
	none	NA	Fusobacteria.Fusobacteriia.Fusobacteriales.Leptotrichiaceae.Leptotrichia	0.002	48
	none	NA	Fusobacteria.Fusobacteriia.Fusobacteriales.Leptotrichiaceae.Sneathia	0.002	2
	none	NA	Gemmatimonadetes	0.002	38
	none	NA	Gemmatimonadetes.Gemm-1	0.002	14
	none	NA	Gemmatimonadetes.Gemm-3	0.001	20
	none	NA	Gemmatimonadetes.Gemmatimonadetes	0.002	19
	none	NA	Gemmatimonadetes.Gemmatimonadetes.Gemmatimonadales	0.002	14
	none	NA	Gemmatimonadetes.Gemmatimonadetes.Gemmatimonadales.Ellin5301	0.001	3
	none	NA	Gemmatimonadetes.Gemmatimonadetes.KD8-87	0.003	2
	none	NA	Lentisphaerae	0.143	183
	none	NA	Lentisphaerae.Lentisphaeria	0.143	183
	none	NA	Lentisphaerae.Lentisphaeria.Victivallales	0.132	183
	none	NA	Lentisphaerae.Lentisphaeria.Victivallales.Victivallaceae	0.132	183
	none	NA	Lentisphaerae.Lentisphaeria.Z20	0.014	13
	none	NA	Lentisphaerae.Lentisphaeria.Z20.R4-45B	0.014	13
	none	NA	OP11	0.001	2
	none	NA	Planctomycetes	0.003	26
	none	NA	Planctomycetes.Phycisphaerae	0.001	4
	none	NA	Planctomycetes.Phycisphaerae.WD2101	0.001	4
	none	NA	Planctomycetes.Planctomycetia	0.003	24
	none	NA	Planctomycetes.Planctomycetia.Gemmatales	0.001	6
	none	NA	Planctomycetes.Planctomycetia.Gemmatales.Isosphaeraceae	0.001	6
	none	NA	Planctomycetes.Planctomycetia.Pirellulales	0.002	20
	none	NA	Planctomycetes.Planctomycetia.Pirellulales.Pirellulaceae	0.002	20
	none	NA	Planctomycetes.Planctomycetia.Pirellulales.Pirellulaceae.Pirellula	0.002	4
	none	NA	Planctomycetes.Planctomycetia.Planctomycetales	0.002	8
	none	NA	Planctomycetes.Planctomycetia.Planctomycetales.Planctomycetaceae	0.002	8
	none	NA	Planctomycetes.Planctomycetia.Planctomycetales.Planctomycetaceae.Planctomyces	0.002	8
	none	NA	Proteobacteria	3.151	191
	none	NA	Proteobacteria.Alphaproteobacteria	1.172	191
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales	0.007	188
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae	0.007	188
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Asticcacaulis	0.002	2
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Brevundimonas	0.028	9
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Caulobacter	0.002	6
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Mycoplana	0.002	24
	none	NA	Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Phenylobacterium	0.002	22
	none	NA	Proteobacteria.Alphaproteobacteria.Kiloniellales	0.009	2
	none	NA	Proteobacteria.Alphaproteobacteria.RF32	0.679	181
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales	0.01	179
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Aurantimonadaceae	0.002	54
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Beijerinckiaceae	0.003	43
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Bradyrhizobiaceae	0.002	93
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Bradyrhizobiaceae.Balneimonas	0.003	53
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Bradyrhizobiaceae.Bradyrhizobium	0.003	5
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Brucellaceae	0.002	39
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Brucellaceae.Ochrobactrum	0.002	24
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Hyphomicrobiaceae	0.003	82
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Hyphomicrobiaceae.Devosia	0.002	72
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Hyphomicrobiaceae.Hyphomicrobium	0.002	2
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Hyphomicrobiaceae.Pedomicrobium	0.002	2
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Hyphomicrobiaceae.Rhodoplanes	0.002	22
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Methylobacteriaceae	0.003	85
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Methylobacteriaceae.Methylobacterium	0.003	77
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Methylocystaceae	0.001	34
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Methylocystaceae.Pleomorphomonas	0.002	3
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Phyllobacteriaceae	0.002	39
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Phyllobacteriaceae.Mesorhizobium	0.002	16
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Rhizobiaceae	0.003	144
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Rhizobiaceae.Agrobacterium	0.003	142
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Rhizobiaceae.Rhizobium	0.002	14
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Rhodobiaceae	0.002	15
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Rhodobiaceae.Afifella	0.002	15
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Xanthobacteraceae	0.002	24
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Xanthobacteraceae.Labrys	0.002	13
	none	NA	Proteobacteria.Alphaproteobacteria.Rhizobiales.Xanthobacteraceae.Xanthobacter	0.002	10
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodobacterales.Hyphomonadaceae	0.002	5
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodobacterales.Rhodobacteraceae.Paracoccus	0.003	64
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodobacterales.Rhodobacteraceae.Rhodobacter	0.002	7
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodobacterales.Rhodobacteraceae.Rubellimicrobium	0.002	50
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodospirillales	0.003	76
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodospirillales.Acetobacteraceae	0.003	43
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodospirillales.Acetobacteraceae.Roseococcus	0.001	3
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodospirillales.Rhodospirillaceae	0.002	30
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodospirillales.Rhodospirillaceae.Azospirillum	0.001	7
	none	NA	Proteobacteria.Alphaproteobacteria.Rhodospirillales.Rhodospirillaceae.Skermanella	0.002	13
	none	NA	Proteobacteria.Alphaproteobacteria.Rickettsiales	0.014	176
	none	NA	Proteobacteria.Alphaproteobacteria.Rickettsiales.mitochondria	0.005	141
	none	NA	Proteobacteria.Alphaproteobacteria.Rickettsiales.Rickettsiaceae	0.002	10
	none	NA	Proteobacteria.Alphaproteobacteria.Rickettsiales.Rickettsiaceae.Rickettsia	0.002	10
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales	0.005	141
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Erythrobacteraceae	0.003	38
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Sphingomonadaceae	0.005	138
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Sphingomonadaceae.Kaistobacter	0.003	63
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Sphingomonadaceae.Novosphingobium	0.002	26
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Sphingomonadaceae.Sphingobium	0.003	4
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Sphingomonadaceae.Sphingomonas	0.003	121
	none	NA	Proteobacteria.Alphaproteobacteria.Sphingomonadales.Sphingomonadaceae.Sphingopyxis	0.007	4
	none	NA	Proteobacteria.Betaproteobacteria	0.194	191
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales	0.194	191
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Alcaligenaceae	0.149	190
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Alcaligenaceae.Sutterella	0.149	190
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Burkholderiaceae	0.005	27
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Burkholderiaceae.Burkholderia	0.005	27
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Comamonadaceae	0.009	169
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Comamonadaceae.Azohydromonas	0.001	23
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Comamonadaceae.Comamonas	0.002	36
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Comamonadaceae.Delftia	0.007	156
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Comamonadaceae.Hylemonella	0.001	37
	none	NA	Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae.Polynucleobacter	0.001	3
	none	NA	Proteobacteria.Betaproteobacteria.Ellin6067	0.001	4
	none	NA	Proteobacteria.Betaproteobacteria.Methylophilales	0.002	8
	none	NA	Proteobacteria.Betaproteobacteria.Methylophilales.Methylophilaceae	0.002	8
	none	NA	Proteobacteria.Betaproteobacteria.Methylophilales.Methylophilaceae.Methylotenera	0.002	8
	none	NA	Proteobacteria.Betaproteobacteria.MND1	0.002	4
	none	NA	Proteobacteria.Betaproteobacteria.Neisseriales	0.003	42
	none	NA	Proteobacteria.Betaproteobacteria.Neisseriales.Neisseriaceae	0.003	42
	none	NA	Proteobacteria.Betaproteobacteria.Neisseriales.Neisseriaceae.Kingella	0.004	2
	none	NA	Proteobacteria.Betaproteobacteria.Neisseriales.Neisseriaceae.Neisseria	0.002	28
	none	NA	Proteobacteria.Betaproteobacteria.Nitrosomonadales	0.002	2
	none	NA	Proteobacteria.Betaproteobacteria.Rhodocyclales	0.003	26
	none	NA	Proteobacteria.Betaproteobacteria.Rhodocyclales.Rhodocyclaceae	0.003	26
	none	NA	Proteobacteria.Betaproteobacteria.Rhodocyclales.Rhodocyclaceae.C39	0.001	7
	none	NA	Proteobacteria.Betaproteobacteria.Rhodocyclales.Rhodocyclaceae.K82	0.007	14
	none	NA	Proteobacteria.Betaproteobacteria.Rhodocyclales.Rhodocyclaceae.Thauera	0.002	3
	none	NA	Proteobacteria.Deltaproteobacteria.Bdellovibrionales	0.002	12
	none	NA	Proteobacteria.Deltaproteobacteria.Bdellovibrionales.Bacteriovoracaceae	0.002	10
	none	NA	Proteobacteria.Deltaproteobacteria.Bdellovibrionales.Bdellovibrionaceae	0.002	4
	none	NA	Proteobacteria.Deltaproteobacteria.Bdellovibrionales.Bdellovibrionaceae.Bdellovibrio	0.002	4
	none	NA	Proteobacteria.Deltaproteobacteria.Desulfovibrionales	0.017	182
	none	NA	Proteobacteria.Deltaproteobacteria.Desulfovibrionales.Desulfovibrionaceae	0.017	182
	none	NA	Proteobacteria.Deltaproteobacteria.Desulfovibrionales.Desulfovibrionaceae.Bilophila	0.002	6
	none	NA	Proteobacteria.Deltaproteobacteria.Desulfovibrionales.Desulfovibrionaceae.Desulfovibrio	0.005	65
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales	0.004	42
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Haliangiaceae	0.002	6
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Myxococcaceae	0.001	12
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Myxococcaceae.Myxococcus	0.001	12
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Nannocystaceae	0.002	5
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Nannocystaceae.Nannocystis	0.002	5
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Polyangiaceae	0.002	12
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Polyangiaceae.Chondromyces	0.001	5
	none	NA	Proteobacteria.Deltaproteobacteria.Myxococcales.Polyangiaceae.Sorangium	0.002	5
	none	NA	Proteobacteria.Deltaproteobacteria.Syntrophobacterales	0.001	3
	none	NA	Proteobacteria.Deltaproteobacteria.Syntrophobacterales.Syntrophobacteraceae	0.001	3
	none	NA	Proteobacteria.Epsilonproteobacteria	0.112	191
	none	NA	Proteobacteria.Epsilonproteobacteria.Campylobacterales	0.112	191
	none	NA	Proteobacteria.Epsilonproteobacteria.Campylobacterales.Helicobacteraceae	0.077	189
	none	NA	Proteobacteria.Epsilonproteobacteria.Campylobacterales.Helicobacteraceae.Flexispira	0.077	189
	none	NA	Proteobacteria.Gammaproteobacteria	0.342	191
	none	NA	Proteobacteria.Gammaproteobacteria.Aeromonadales	0.177	190
	none	NA	Proteobacteria.Gammaproteobacteria.Aeromonadales.Succinivibrionaceae	0.177	190
	none	NA	Proteobacteria.Gammaproteobacteria.Aeromonadales.Succinivibrionaceae.Ruminobacter	0.003	57
	none	NA	Proteobacteria.Gammaproteobacteria.Aeromonadales.Succinivibrionaceae.Succinivibrio	0.17	190
	none	NA	Proteobacteria.Gammaproteobacteria.Alteromonadales	0.002	15
	none	NA	Proteobacteria.Gammaproteobacteria.Alteromonadales.211ds20	0.001	4
	none	NA	Proteobacteria.Gammaproteobacteria.Alteromonadales.Alteromonadaceae	0.004	12
	none	NA	Proteobacteria.Gammaproteobacteria.Alteromonadales.Alteromonadaceae.BD2-13	0.008	5
	none	NA	Proteobacteria.Gammaproteobacteria.Alteromonadales.Alteromonadaceae.Cellvibrio	0.002	11
	none	NA	Proteobacteria.Gammaproteobacteria.Alteromonadales.Chromatiaceae	0.001	2
	none	NA	Proteobacteria.Gammaproteobacteria.Enterobacteriales	0.022	187
	none	NA	Proteobacteria.Gammaproteobacteria.Enterobacteriales.Enterobacteriaceae	0.022	187
	none	NA	Proteobacteria.Gammaproteobacteria.Enterobacteriales.Enterobacteriaceae.Proteus	0.001	2
	none	NA	Proteobacteria.Gammaproteobacteria.HTCC2188	0.004	2
	none	NA	Proteobacteria.Gammaproteobacteria.HTCC2188.HTCC2089	0.004	2
	none	NA	Proteobacteria.Gammaproteobacteria.Oceanospirillales	0.001	14
	none	NA	Proteobacteria.Gammaproteobacteria.Oceanospirillales.Halomonadaceae	0.001	14
	none	NA	Proteobacteria.Gammaproteobacteria.Oceanospirillales.Halomonadaceae.Candidatus Portiera	0.001	11
	none	NA	Proteobacteria.Gammaproteobacteria.Oceanospirillales.Halomonadaceae.Halomonas	0.001	3
	none	NA	Proteobacteria.Gammaproteobacteria.Pasteurellales	0.016	180
	none	NA	Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae	0.016	180
	none	NA	Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Actinobacillus	0.005	145
	none	NA	Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Aggregatibacter	0.014	171
	none	NA	Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Haemophilus	0.001	5
	none	NA	Proteobacteria.Gammaproteobacteria.Pseudomonadales	0.02	191
	none	NA	Proteobacteria.Gammaproteobacteria.Pseudomonadales.Moraxellaceae	0.004	85
	none	NA	Proteobacteria.Gammaproteobacteria.Pseudomonadales.Moraxellaceae.Acinetobacter	0.004	77
	none	NA	Proteobacteria.Gammaproteobacteria.Pseudomonadales.Moraxellaceae.Moraxella	0.003	3
	none	NA	Proteobacteria.Gammaproteobacteria.Pseudomonadales.Pseudomonadaceae	0.019	191
	none	NA	Proteobacteria.Gammaproteobacteria.Pseudomonadales.Pseudomonadaceae.Pseudomonas	0.019	191
	none	NA	Proteobacteria.Gammaproteobacteria.Thiotrichales	0.002	2
	none	NA	Proteobacteria.Gammaproteobacteria.Thiotrichales.Piscirickettsiaceae	0.002	2
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales	0.004	132
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Sinobacteraceae	0.002	17
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Sinobacteraceae.Steroidobacter	0.002	11
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Xanthomonadaceae	0.004	129
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Xanthomonadaceae.Dokdonella	0.002	2
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Xanthomonadaceae.Luteimonas	0.002	23
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Xanthomonadaceae.Lysobacter	0.002	10
	none	NA	Proteobacteria.Gammaproteobacteria.Xanthomonadales.Xanthomonadaceae.Stenotrophomonas	0.003	94
	none	NA	Spirochaetes	2.252	191
	none	NA	Spirochaetes.Brachyspirae	0.047	190
	none	NA	Spirochaetes.Brachyspirae.Brachyspirales	0.047	190
	none	NA	Spirochaetes.Brachyspirae.Brachyspirales.Brachyspiraceae	0.047	190
	none	NA	Spirochaetes.Brachyspirae.Brachyspirales.Brachyspiraceae.Brachyspira	0.047	190
	none	NA	Spirochaetes.Spirochaetes	2.268	188
	none	NA	Spirochaetes.Spirochaetes.M2PT2-76	0.046	117
	none	NA	Spirochaetes.Spirochaetes.Sphaerochaetales	0.244	173
	none	NA	Spirochaetes.Spirochaetes.Sphaerochaetales.Sphaerochaetaceae	0.244	173
	none	NA	Spirochaetes.Spirochaetes.Sphaerochaetales.Sphaerochaetaceae.Sphaerochaeta	0.244	173
	none	NA	Spirochaetes.Spirochaetes.Spirochaetales	1.767	186
	none	NA	Spirochaetes.Spirochaetes.Spirochaetales.Spirochaetaceae	1.767	186
	none	NA	Spirochaetes.Spirochaetes.Spirochaetales.Spirochaetaceae.Treponema	1.767	186
	none	NA	SR1	0.002	2
	none	NA	Synergistetes	0.007	3
	none	NA	Synergistetes.Synergistia	0.007	3
	none	NA	Synergistetes.Synergistia.Synergistales	0.007	3
	none	NA	Synergistetes.Synergistia.Synergistales.Synergistaceae	0.007	3
	none	NA	Tenericutes	2.135	188
	none	NA	Tenericutes.Mollicutes	1.737	188
	none	NA	Tenericutes.Mollicutes.Anaeroplasmatales	0.1	163
	none	NA	Tenericutes.Mollicutes.Anaeroplasmatales.Anaeroplasmataceae	0.1	163
	none	NA	Tenericutes.Mollicutes.Anaeroplasmatales.Anaeroplasmataceae.Anaeroplasma	0.046	124
	none	NA	Tenericutes.Mollicutes.Mycoplasmatales	0.01	86
	none	NA	Tenericutes.Mollicutes.Mycoplasmatales.Mycoplasmataceae	0.01	86
	none	NA	Tenericutes.Mollicutes.RF39	1.426	188
	none	NA	Tenericutes.RF3	0.292	177
	none	NA	Tenericutes.RF3.ML615J-28	0.292	177
	none	NA	Thermi	0.002	13
	none	NA	Thermi.Deinococci	0.002	13
	none	NA	Thermi.Deinococci.Deinococcales	0.002	11
	none	NA	Thermi.Deinococci.Deinococcales.Deinococcaceae	0.002	7
	none	NA	Thermi.Deinococci.Deinococcales.Deinococcaceae.Deinococcus	0.002	7
	none	NA	Thermi.Deinococci.Deinococcales.Trueperaceae	0.002	4
	none	NA	Thermi.Deinococci.Deinococcales.Trueperaceae.Truepera	0.002	4
	none	NA	Thermi.Deinococci.Thermales	0.001	2
	none	NA	Thermi.Deinococci.Thermales.Thermaceae	0.001	2
	none	NA	Thermi.Deinococci.Thermales.Thermaceae.Thermus	0.001	2
	none	NA	TM7	0.003	73
	none	NA	TM7.TM7-1	0.001	5
	none	NA	TM7.TM7-3	0.003	70
	none	NA	TM7.TM7-3.Blgi18	0.002	6
	none	NA	TM7.TM7-3.CW040	0.003	11
	none	NA	TM7.TM7-3.CW040.F16	0.003	4
	none	NA	TM7.TM7-3.EW055	0.002	12
	none	NA	TM7.TM7-3.I025	0.038	28
	none	NA	TM7.TM7-3.I025.Rs-045	0.589	24
	none	NA	Verrucomicrobia	1.781	191
	none	NA	Verrucomicrobia.Opitutae	0.065	185
	none	NA	Verrucomicrobia.Opitutae.Cerasicoccales	0.033	176
	none	NA	Verrucomicrobia.Opitutae.Cerasicoccales.Cerasicoccaceae	0.033	176
	none	NA	Verrucomicrobia.Opitutae.HA64	0.014	151
	none	NA	Verrucomicrobia.Opitutae.Opitutales	0.002	2
	none	NA	Verrucomicrobia.Opitutae.Opitutales.Opitutaceae	0.002	2
	none	NA	Verrucomicrobia.Opitutae.Opitutales.Opitutaceae.Opitutus	0.002	2
	none	NA	Verrucomicrobia.Pedosphaerae	0.001	2
	none	NA	Verrucomicrobia.Pedosphaerae.Pedosphaerales	0.001	2
	none	NA	Verrucomicrobia.Pedosphaerae.Pedosphaerales.Ellin517	0.001	2
	none	NA	Verrucomicrobia.Spartobacteria	0.001	13
	none	NA	Verrucomicrobia.Spartobacteria.Chthoniobacterales	0.001	13
	none	NA	Verrucomicrobia.Spartobacteria.Chthoniobacterales.Chthoniobacteraceae	0.001	13
	none	NA	Verrucomicrobia.Spartobacteria.Chthoniobacterales.Chthoniobacteraceae.Chthoniobacter	0.001	3
	none	NA	Verrucomicrobia.Spartobacteria.Chthoniobacterales.Chthoniobacteraceae.DA101	0.001	7
	none	NA	Verrucomicrobia.Spartobacteria.Chthoniobacterales.Chthoniobacteraceae.Ellin506	0.002	3
	none	NA	Verrucomicrobia.Verruco-5	1.687	190
	none	NA	Verrucomicrobia.Verruco-5.WCHB1-41	1.687	190
	none	NA	Verrucomicrobia.Verruco-5.WCHB1-41.RFP12	1.687	190
	none	NA	Verrucomicrobia.Verrucomicrobiae	0.002	13
	none	NA	Verrucomicrobia.Verrucomicrobiae.Verrucomicrobiales	0.002	13
	none	NA	Verrucomicrobia.Verrucomicrobiae.Verrucomicrobiales.Verrucomicrobiaceae	0.002	13
	none	NA	Verrucomicrobia.Verrucomicrobiae.Verrucomicrobiales.Verrucomicrobiaceae.Akkermansia	0.006	4
	none	NA	Verrucomicrobia.Verrucomicrobiae.Verrucomicrobiales.Verrucomicrobiaceae.Luteolibacter	0.002	6
	none	NA	Verrucomicrobia.Verrucomicrobiae.Verrucomicrobiales.Verrucomicrobiaceae.Rubritalea	0.003	2
	none	NA	WPS-2	0.196	159


