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Таблица S1. Таксономический состав активных илов — Анаммокс, биоаугментирующего и составного (в опытном варианте)



	Сут опыт
	
	0
	
	0
	
	25
	25
	
	45
	45
	
	60
	
	60
	
	

	#OTU ID
	IL1238_
АИА
	
	IL1240_
Био- агументи- рующий АИ
	
	IL1373_
АИА
	
	IL1374_
АИА_АИ Б
	IL1379_
АИА
	
	IL1380_
АИА_ АИБ
	IL1427_
АИА
	
	IL1428_
АИА_ АИБ
	
	taxonomy
	taxonomy sort

	Otu1341
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Archaea(1.00),p:Haloba
cterota(1.00),c:Methanomi crobia(1.00),o:Methanomi crobiales(1.00),f:Methano microbiaceae(1.00),g:Met hanoculleus(1.00),s:uncult
ured_euryarchaeote(0.67)
	d:Archaea,p:Halobact
erota,c:Methanomicro bia,o:Methanomicrobi ales,f:Methanomicrob iaceae,g:Methanocull eus,s:uncultured_eur
yarchaeote

	Otu420
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Abditib
acteriota(0.98),c:Abditibac teria(0.98),o:Abditibacteria les(0.98),f:Abditibacteriac eae(0.98),g:Abditibacteriu m(0.98),s:uncultured_bact
erium(1.00)
	d:Bacteria,p:Abditiba

cteriota,c:Abditibacter ia,o:Abditibacteriales, f:Abditibacteriaceae,g
:Abditibacterium,s:un

cultured_bacterium

	Otu530
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,07%
	d:Bacteria(1.00),p:Abditib
acteriota(1.00),c:Abditibac teria(1.00),o:Abditibacteria les(1.00),f:Abditibacteriac eae(1.00),g:Abditibacteriu m(1.00),s:uncultured_bact
erium(1.00)
	d:Bacteria,p:Abditiba

cteriota,c:Abditibacter ia,o:Abditibacteriales, f:Abditibacteriaceae,g
:Abditibacterium,s:un

cultured_bacterium





	Otu369
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob

acteriota(0.61),c:Acidobac teriae(0.61),o:Acidobacteri ales(0.08),f:uncultured(0.0
8),g:uncultured(0.32),s:un

cultured_bacterium(0.82)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:Acidobacteriale s,f:uncultured,g:uncul tured,s:uncultured_b
acterium

	Otu550
	0,03%
	0,00%
	0,03%
	0,04%
	0,03%
	0,05%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Acidob

acteriota(1.00),c:Acidobac teriae(1.00),o:Bryobactera les(0.99),f:Bryobacteracea e(0.99),g:Bryobacter(0.99)
,s:metagenome(0.44)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:Bryobacterales, f:Bryobacteraceae,g: Bryobacter,s:metage
nome

	Otu168
	0,07%
	0,00%
	0,17%
	0,14%
	0,03%
	0,04%
	0,06%
	0,03%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:Bryobactera les(0.56),f:Bryobacteracea e(0.56),g:Bryobacter(0.56)
,s:uncultured_Acidobacter
ia(0.29)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:Bryobacterales, f:Bryobacteraceae,g: Bryobacter,s:uncultur
ed_Acidobacteria

	Otu541
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:Bryobactera les(0.99),f:Bryobacteracea e(0.99),g:Bryobacter(0.99)
,s:uncultured_Acidobacter
ia(0.43)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:Bryobacterales, f:Bryobacteraceae,g: Bryobacter,s:uncultur
ed_Acidobacteria





	Otu202
	0,00%
	0,05%
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:Bryobactera les(1.00),f:Bryobacteracea e(1.00),g:Bryobacter(1.00)
,s:uncultured_Acidobacter
iaceae(0.82)
	d:Bacteria,p:Acidoba
cteriota,c:Acidobacter iae,o:Bryobacterales, f:Bryobacteraceae,g: Bryobacter,s:uncultur ed_Acidobacteriacea
e

	Otu173
	0,12%
	0,00%
	0,29%
	0,31%
	0,28%
	0,20%
	0,06%
	0,06%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:Bryobactera les(0.99),f:Bryobacteracea e(0.99),g:Bryobacter(0.99)
,s:uncultured_Acidobacter
iales(0.99)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:Bryobacterales, f:Bryobacteraceae,g: Bryobacter,s:uncultur
ed_Acidobacteriales

	Otu163
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:PAUC26f(1.
00),f:PAUC26f(1.00),g:PA UC26f(1.00),s:uncultured_
bacterium(0.99)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:PAUC26f,f:PAU C26f,g:PAUC26f,s:un
cultured_bacterium

	Otu1271
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:PAUC26f(1.
00),f:PAUC26f(1.00),g:PA UC26f(1.00),s:uncultured_
organism(0.61)
	d:Bacteria,p:Acidoba cteriota,c:Acidobacter iae,o:PAUC26f,f:PAU C26f,g:PAUC26f,s:un
cultured_organism

	Otu656
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:PAUC26f(1.
00),f:PAUC26f(1.00),g:PA
UC26f(1.00),s:uncultured_
organism(0.90)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:PAUC26f,f:PAU C26f,g:PAUC26f,s:un
cultured_organism





	Otu1260
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Acidobac teriae(1.00),o:PAUC26f(1.
00),f:PAUC26f(1.00),g:PA UC26f(1.00),s:uncultured_
soil(0.06)
	d:Bacteria,p:Acidoba

cteriota,c:Acidobacter iae,o:PAUC26f,f:PAU C26f,g:PAUC26f,s:un
cultured_soil

	Otu1348
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(0.97),c:Blastocat ellia(0.97),o:Blastocatellal es(0.97),f:Blastocatellace ae(0.97),g:JGI_0001001- H03(0.79),s:uncultured_b
acterium(0.95)
	d:Bacteria,p:Acidoba
cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g: JGI_0001001- H03,s:uncultured_ba
cterium

	Otu377
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Blastocat ellia(1.00),o:Blastocatellal es(1.00),f:Blastocatellace ae(1.00),g:JGI_0001001- H03(0.80),s:uncultured_b
acterium(0.85)
	d:Bacteria,p:Acidoba
cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g: JGI_0001001- H03,s:uncultured_ba
cterium

	Otu1053
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(0.66),c:Blastocat ellia(0.66),o:Blastocatellal es(0.59),f:Blastocatellace ae(0.59),g:uncultured(0.33
),s:uncultured_Acidobacte
ria(0.26)
	d:Bacteria,p:Acidoba

cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g:
uncultured,s:uncultur ed_Acidobacteria





	Otu132
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Blastocat ellia(1.00),o:Blastocatellal es(1.00),f:Blastocatellace ae(1.00),g:uncultured(0.72
),s:uncultured_Acidobacte
ria(0.63)
	d:Bacteria,p:Acidoba

cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g:
uncultured,s:uncultur ed_Acidobacteria

	Otu187
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Blastocat ellia(1.00),o:Blastocatellal es(1.00),f:Blastocatellace ae(1.00),g:uncultured(0.88
),s:uncultured_Acidobacte
ria(0.81)
	d:Bacteria,p:Acidoba

cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g:
uncultured,s:uncultur ed_Acidobacteria

	Otu1358
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Blastocat ellia(1.00),o:Blastocatellal es(1.00),f:Blastocatellace ae(1.00),g:uncultured(0.95
),s:uncultured_bacterium(
0.89)
	d:Bacteria,p:Acidoba

cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g:
uncultured,s:uncultur ed_bacterium

	Otu818
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Blastocat ellia(1.00),o:Blastocatellal es(1.00),f:Blastocatellace ae(1.00),g:uncultured(0.95
),s:uncultured_bacterium(
0.98)
	d:Bacteria,p:Acidoba

cteriota,c:Blastocatell ia,o:Blastocatellales,f
:Blastocatellaceae,g:
uncultured,s:uncultur ed_bacterium





	Otu356
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Subgrou p_21(1.00),o:Subgroup_2
1(1.00),f:Subgroup_21(1.0
0),g:Subgroup_21(1.00),s:
uncultured_bacterium(0.9
6)
	d:Bacteria,p:Acidoba

cteriota,c:Subgroup_

21,o:Subgroup_21,f: Subgroup_21,g:Subg roup_21,s:uncultured
_bacterium

	Otu1083
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob acteriota(1.00),c:Thermoa naerobaculia(0.98),o:Ther moanaerobaculales(0.98), f:Thermoanaerobaculacea e(0.98),g:Subgroup_10(0.
98),s:uncultured_bacteriu
m(0.94)
	d:Bacteria,p:Acidoba
cteriota,c:Thermoana erobaculia,o:Thermo anaerobaculales,f:Th ermoanaerobaculace ae,g:Subgroup_10,s:
uncultured_bacterium

	Otu1039
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(0.98),c:Vicinami bacteria(0.98),o:Vicinamib acterales(0.98),f:unculture d(0.98),g:uncultured(0.98)
,s:Acidobacteria_bacteriu
m(0.21)
	d:Bacteria,p:Acidoba

cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:uncultured,g: uncultured,s:Acidoba
cteria_bacterium

	Otu1383
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(0.60),c:Vicinami bacteria(0.52),o:Vicinamib acterales(0.52),f:unculture d(0.51),g:uncultured(0.56)
,s:uncultured_Acidobacter
ia(0.14)
	d:Bacteria,p:Acidoba

cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:uncultured,g: uncultured,s:uncultur
ed_Acidobacteria





	Otu1217
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(0.77),c:Vicinami bacteria(0.75),o:Vicinamib acterales(0.75),f:unculture d(0.71),g:uncultured(0.75)
,s:uncultured_Acidobacter
ia(0.28)
	d:Bacteria,p:Acidoba

cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:uncultured,g: uncultured,s:uncultur
ed_Acidobacteria

	Otu981
	0,00%
	0,14%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:unculture d(1.00),g:uncultured(1.00)
,s:uncultured_Acidobacter
ia(0.13)
	d:Bacteria,p:Acidoba

cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:uncultured,g: uncultured,s:uncultur
ed_Acidobacteria

	Otu1312
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:unculture d(0.99),g:uncultured(0.99)
,s:uncultured_bacterium(0
.73)
	d:Bacteria,p:Acidoba

cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:uncultured,g: uncultured,s:uncultur
ed_bacterium

	Otu634
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:unculture d(1.00),g:uncultured(1.00)
,s:uncultured_bacterium(0
.55)
	d:Bacteria,p:Acidoba

cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:uncultured,g: uncultured,s:uncultur
ed_bacterium





	Otu458
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(0.99),c:Vicinami bacteria(0.99),o:Vicinamib acterales(0.99),f:Vicinami bacteraceae(0.97),g:Luteit alea(0.02),s:uncultured_b
acterium(0.34)
	d:Bacteria,p:Acidoba
cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:Vicinamibact eraceae,g:Luteitalea, s:uncultured_bacteriu
m

	Otu777
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:Vicinami bacteraceae(1.00),g:Luteit alea(1.00),s:uncultured_b acterium(0.99)
	d:Bacteria,p:Acidoba
cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:Vicinamibact eraceae,g:Luteitalea, s:uncultured_bacteriu m

	Otu644
	0,00%
	0,03%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:Vicinami bacteraceae(1.00),g:Vicin amibacteraceae(1.00),s:u
ncultured_bacterium(0.25)
	d:Bacteria,p:Acidoba cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:Vicinamibact eraceae,g:Vicinamiba cteraceae,s:unculture
d_bacterium

	Otu1075
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:Vicinami bacteraceae(1.00),g:Vicin amibacteraceae(1.00),s:u
ncultured_bacterium(0.45)
	d:Bacteria,p:Acidoba cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:Vicinamibact eraceae,g:Vicinamiba cteraceae,s:unculture
d_bacterium





	Otu811
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Acidob
acteriota(1.00),c:Vicinami bacteria(1.00),o:Vicinamib acterales(1.00),f:Vicinami bacteraceae(1.00),g:Vicin amibacteraceae(1.00),s:u
ncultured_bacterium(0.95)
	d:Bacteria,p:Acidoba
cteriota,c:Vicinamiba cteria,o:Vicinamibact erales,f:Vicinamibact eraceae,g:Vicinamiba cteraceae,s:unculture
d_bacterium

	Otu579
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.86),c:Acidimicr obiia(0.81),o:Actinomarina les(0.81),f:uncultured(0.81
),g:uncultured(0.81),s:unc
ultured_bacterium(0.91)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Actinomarinales, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu347
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.97),o:Actinomarina les(0.97),f:uncultured(0.98
),g:uncultured(0.98),s:unc
ultured_bacterium(0.95)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Actinomarinales, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu450
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Actinomarina les(1.00),f:uncultured(1.00
),g:uncultured(1.00),s:unc
ultured_bacterium(0.86)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Actinomarinales, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu303
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Actinomarina les(1.00),f:uncultured(1.00
),g:uncultured(1.00),s:unc
ultured_bacterium(0.87)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Actinomarinales, f:uncultured,g:uncultu red,s:uncultured_bact
erium
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	Otu690
	0,00%
	0,42%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Actinomarina les(1.00),f:uncultured(1.00
),g:uncultured(1.00),s:unc
ultured_bacterium(1.00)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Actinomarinales, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu324
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.98),o:IMCC26256(
0.38),f:IMCC26256(0.38), g:IMCC26256(0.38),s:unc ultured_actinobacterium(0
.41)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:IMCC26256,f:IM CC26256,g:IMCC262
56,s:uncultured_actin

obacterium

	Otu423
	0,01%
	0,00%
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob

acteriota(0.97),c:Acidimicr obiia(0.92),o:IMCC26256(
0.76),f:IMCC26256(0.76), g:IMCC26256(0.76),s:unc
ultured_bacterium(0.47)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:IMCC26256,f:IM CC26256,g:IMCC262
56,s:uncultured_bact

erium

	Otu930
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob

acteriota(0.98),c:Acidimicr obiia(0.91),o:IMCC26256(
0.77),f:IMCC26256(0.77), g:IMCC26256(0.77),s:unc
ultured_bacterium(0.88)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:IMCC26256,f:IM CC26256,g:IMCC262
56,s:uncultured_bact

erium



 (
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	Otu429
	0,05%
	0,00%
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Actinob

acteriota(1.00),c:Acidimicr obiia(1.00),o:IMCC26256(
0.98),f:IMCC26256(0.98), g:IMCC26256(0.98),s:unc
ultured_bacterium(0.64)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:IMCC26256,f:IM CC26256,g:IMCC262
56,s:uncultured_bact

erium

	Otu762
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.60),o:Microtrichale s(0.52),f:Iamiaceae(0.39), g:Iamia(0.39),s:Iamia_maj
anohamensis(0.07)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:I amia_majanohamens
is

	Otu686
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.99),o:Microtrichale s(0.94),f:Iamiaceae(0.90), g:Iamia(0.90),s:metageno
me(0.40)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:
metagenome

	Otu836
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Iamiaceae(1.00), g:Iamia(1.00),s:metageno
me(0.17)
	d:Bacteria,p:Actinoba cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:
metagenome

	Otu1037
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob

acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Iamiaceae(0.99), g:Iamia(0.99),s:uncultured
_Acidimicrobiales(0.10)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:u ncultured_Acidimicro
biales





	Otu619
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(0.93),f:Iamiaceae(0.29), g:Iamia(0.29),s:uncultured
_bacterium(0.86)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:u
ncultured_bacterium

	Otu45
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(0.99),f:Iamiaceae(0.99), g:Iamia(0.99),s:uncultured
_bacterium(0.85)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:u
ncultured_bacterium

	Otu698
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Iamiaceae(1.00), g:Iamia(1.00),s:uncultured
_bacterium(0.53)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:u
ncultured_bacterium

	Otu919
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Iamiaceae(0.97), g:Iamia(0.97),s:uncultured
_Iamia(0.05)
	d:Bacteria,p:Actinoba cteriota,c:Acidimicrob iia,o:Microtrichales,f:I amiaceae,g:Iamia,s:u
ncultured_Iamia

	Otu942
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Ilumatobacterace ae(1.00),g:CL500-
29_marine_group(0.95),s:
uncultured_bacterium(0.5
5)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: CL500-
29_marine_group,s:u
ncultured_bacterium





	Otu809
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.86),o:Microtrichale s(0.86),f:Ilumatobacterace ae(0.86),g:Ilumatobacter(0
.52),s:uncultured_bacteriu
m(0.75)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: Ilumatobacter,s:uncul
tured_bacterium

	Otu1246
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Ilumatobacterace ae(1.00),g:Ilumatobacter(0
.97),s:uncultured_bacteriu
m(0.47)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: Ilumatobacter,s:uncul
tured_bacterium

	Otu113
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Ilumatobacterace ae(1.00),g:Ilumatobacter(1
.00),s:uncultured_bacteriu
m(0.92)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: Ilumatobacter,s:uncul
tured_bacterium

	Otu1184
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.99),c:Acidimicr obiia(0.99),o:Microtrichale s(0.99),f:Ilumatobacterace ae(0.99),g:uncultured(0.94
),s:uncultured_bacterium(
0.96)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: uncultured,s:uncultur
ed_bacterium





	Otu1124
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.99),c:Acidimicr obiia(0.99),o:Microtrichale s(0.99),f:Ilumatobacterace ae(0.99),g:uncultured(0.98
),s:uncultured_bacterium(
0.97)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: uncultured,s:uncultur
ed_bacterium

	Otu772
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Ilumatobacterace ae(1.00),g:uncultured(0.93
),s:uncultured_bacterium(
0.97)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: uncultured,s:uncultur
ed_bacterium

	Otu376
	0,18%
	0,02%
	0,06%
	0,10%
	0,03%
	0,02%
	0,00%
	0,03%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Ilumatobacterace ae(1.00),g:uncultured(0.98
),s:uncultured_bacterium(
0.98)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: uncultured,s:uncultur
ed_bacterium

	Otu90
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Ilumatobacterace ae(1.00),g:uncultured(1.00
),s:uncultured_bacterium(
1.00)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f:Il umatobacteraceae,g: uncultured,s:uncultur
ed_bacterium





	Otu97
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.80),c:Acidimicr obiia(0.77),o:Microtrichale s(0.74),f:Microtrichaceae(
0.66),g:IMCC26207(0.65),
s:uncultured_bacterium(0.
56)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:IM CC26207,s:unculture
d_bacterium

	Otu885
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Microtrichaceae(
1.00),g:IMCC26207(1.00), s:uncultured_bacterium(0.
91)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:IM CC26207,s:unculture
d_bacterium

	Otu102
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Microtrichaceae(
1.00),g:IMCC26207(1.00), s:uncultured_compost(0.1
2)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:IM CC26207,s:unculture
d_compost

	Otu697
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.96),c:Acidimicr obiia(0.95),o:Microtrichale s(0.94),f:Microtrichaceae(
0.79),g:uncultured(0.89),s:
metagenome(0.56)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:un cultured,s:metageno
me





	Otu1357
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.99),o:Microtrichale s(0.97),f:Microtrichaceae(
0.91),g:uncultured(0.92),s:
metagenome(0.75)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:un cultured,s:metageno
me

	Otu211
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(0.99),o:Microtrichale s(0.99),f:Microtrichaceae(
0.99),g:uncultured(1.00),s:
uncultured_bacterium(0.9
8)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:un cultured,s:uncultured
_bacterium

	Otu995
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Microtrichaceae(
1.00),g:uncultured(1.00),s:
uncultured_bacterium(0.4
6)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:un cultured,s:uncultured
_bacterium

	Otu506
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:Microtrichaceae(
1.00),g:uncultured(1.00),s:
uncultured_bacterium(0.9
7)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: Microtrichaceae,g:un cultured,s:uncultured
_bacterium





	Otu1243
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(0.99),f:uncultured(0.97), g:uncultured(0.97),s:meta
genome(0.24)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur
ed,s:metagenome

	Otu608
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:uncultured(1.00), g:uncultured(1.00),s:uncul tured_Actinomycetales(0.
41)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_Actin
omycetales

	Otu1359
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.90),c:Acidimicr obiia(0.90),o:Microtrichale s(0.89),f:uncultured(0.89), g:uncultured(0.89),s:uncul
tured_bacterium(0.86)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu1180
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.98),c:Acidimicr obiia(0.97),o:Microtrichale s(0.65),f:uncultured(0.37), g:uncultured(0.43),s:uncul
tured_bacterium(0.73)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu261
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(0.95),f:uncultured(0.93), g:uncultured(0.95),s:uncul
tured_bacterium(0.95)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium





	Otu1044
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(0.99),f:uncultured(0.59), g:uncultured(0.64),s:uncul
tured_bacterium(0.75)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu907
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:uncultured(0.91), g:uncultured(0.99),s:uncul
tured_bacterium(0.74)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu1203
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:uncultured(0.96), g:uncultured(0.99),s:uncul
tured_bacterium(0.97)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu946
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:uncultured(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(0.64)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu245
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:Microtrichale s(1.00),f:uncultured(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Actinoba
cteriota,c:Acidimicrob iia,o:Microtrichales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium





	Otu1229
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Acidimicr obiia(1.00),o:uncultured(0.
99),f:uncultured(1.00),g:u ncultured(1.00),s:uncultur
ed_soil(0.29)
	d:Bacteria,p:Actinoba

cteriota,c:Acidimicrob iia,o:uncultured,f:unc ultured,g:uncultured,s
:uncultured_soil

	Otu846
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Corynebact eriales(1.00),f:Dietziaceae (0.99),g:Dietzia(0.99),s:Di
etzia_aerolata(0.39)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Corynebacterial es,f:Dietziaceae,g:Di etzia,s:Dietzia_aerola
ta

	Otu701
	0,00%
	0,01%
	0,00%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob acteriota(1.00),c:Actinoba cteria(1.00),o:Corynebact eriales(1.00),f:Mycobacter iaceae(1.00),g:Mycobacte rium(1.00),s:Mycobacteriu
m_thermoresistibile(0.64)
	d:Bacteria,p:Actinoba cteriota,c:Actinobacte ria,o:Corynebacterial es,f:Mycobacteriacea e,g:Mycobacterium,s: Mycobacterium_ther
moresistibile

	Otu349
	0,00%
	0,25%
	0,00%
	0,01%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Corynebact eriales(1.00),f:Nocardiace ae(1.00),g:Gordonia(1.00)
,s:uncultured_bacterium(0
.33)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Corynebacterial es,f:Nocardiaceae,g: Gordonia,s:unculture
d_bacterium





	Otu362
	0,06%
	0,00%
	0,01%
	0,06%
	0,03%
	0,05%
	0,04%
	0,04%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Corynebact eriales(1.00),f:Nocardiace ae(1.00),g:Rhodococcus(
1.00),s:Rhodococcus_eryt
hropolis(0.99)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Corynebacterial es,f:Nocardiaceae,g: Rhodococcus,s:Rhod
ococcus_erythropolis

	Otu321
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Corynebact eriales(1.00),f:Nocardiace ae(1.00),g:Rhodococcus(
0.97),s:Rhodococcus_rho
dochrous(0.74)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Corynebacterial es,f:Nocardiaceae,g: Rhodococcus,s:Rhod ococcus_rhodochrou s

	Otu1009
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Corynebact eriales(0.98),f:Nocardiace ae(0.98),g:Rhodococcus(
0.98),s:Rhodococcus_sp.(
0.98)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Corynebacterial es,f:Nocardiaceae,g: Rhodococcus,s:Rhod
ococcus_sp.

	Otu344
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Frankiales(0
.98),f:Geodermatophilace ae(0.89),g:Geodermatophi lus(0.07),s:Geodermatoph
ilus_bullaregiensis(0.02)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Frankiales,f:Geo dermatophilaceae,g: Geodermatophilus,s: Geodermatophilus_b
ullaregiensis





	Otu326
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Frankiales(0
.92),f:Nakamurellaceae(0.
86),g:Nakamurella(0.86),s
:uncultured_bacterium(0.7
1)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Frankiales,f:Nak amurellaceae,g:Naka murella,s:uncultured_
bacterium

	Otu1380
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob acteriota(1.00),c:Actinoba cteria(1.00),o:Frankiales(0
.89),f:Sporichthyaceae(0.7
4),g:Sporichthya(0.74),s:u ncultured_bacterium(0.44)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Frankiales,f:Spo richthyaceae,g:Sporic hthya,s:uncultured_b
acterium

	Otu966
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Glycomycet ales(0.98),f:Glycomycetac eae(0.98),g:Glycomyces(0
.97),s:Glycomyces_sedimi
nimaris(0.24)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Glycomycetales, f:Glycomycetaceae,g: Glycomyces,s:Glyco
myces_sediminimaris

	Otu263
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Kineosporial es(0.99),f:Kineosporiacea e(0.99),g:Angustibacter(0.
91),s:Micrococcineae_bac
terium(0.61)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Kineosporiales,f: Kineosporiaceae,g:A ngustibacter,s:Microc
occineae_bacterium





	Otu409
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.85),c:Actinoba cteria(0.82),o:KIST- JJY010(0.82),f:KIST- JJY010(0.82),g:KIST- JJY010(0.82),s:uncultured
_bacterium(0.89)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:KIST- JJY010,f:KIST- JJY010,g:KIST- JJY010,s:uncultured_
bacterium

	Otu548
	0,21%
	0,00%
	0,34%
	0,10%
	0,10%
	0,13%
	0,13%
	0,17%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:KIST- JJY010(1.00),f:KIST- JJY010(1.00),g:KIST- JJY010(1.00),s:uncultured
_bacterium(1.00)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:KIST- JJY010,f:KIST- JJY010,g:KIST- JJY010,s:uncultured_
bacterium

	Otu62
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.99),f:Bogoriellaceae(
0.93),g:Georgenia(0.92),s:
Georgenia_sp.(0.34)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Bogoriellaceae,g:Geo rgenia,s:Georgenia_s
p.

	Otu954
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.98),f:Brevibacteriace ae(0.98),g:Brevibacterium (0.97),s:Brevibacterium_c
elere(0.13)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Brevibacteriaceae,g: Brevibacterium,s:Bre
vibacterium_celere





	Otu72
	0,00%
	0,89%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Brevibacteriace ae(1.00),g:Brevibacterium (1.00),s:Brevibacterium_e
pidermidis(0.89)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Brevibacteriaceae,g: Brevibacterium,s:Bre vibacterium_epidermi
dis

	Otu242
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.88),c:Actinoba cteria(0.88),o:Micrococcal es(0.86),f:Brevibacteriace ae(0.86),g:Brevibacterium (0.86),s:Brevibacterium_io dinum(0.01)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Brevibacteriaceae,g: Brevibacterium,s:Bre
vibacterium_iodinum

	Otu844
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.76),c:Actinoba cteria(0.72),o:Micrococcal es(0.68),f:Brevibacteriace ae(0.66),g:Brevibacterium (0.66),s:Brevibacterium_s
p.(0.17)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Brevibacteriaceae,g: Brevibacterium,s:Bre
vibacterium_sp.

	Otu39
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Brevibacteriace ae(0.99),g:Brevibacterium (0.99),s:Brevibacterium_s
p.(0.33)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Brevibacteriaceae,g: Brevibacterium,s:Bre
vibacterium_sp.





	Otu217
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Cellulomonadac eae(1.00),g:Actinotalea(0.
89),s:uncultured_bacteriu
m(0.67)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Cellulomonadaceae, g:Actinotalea,s:uncult
ured_bacterium

	Otu659
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Dermacoccacea e(0.03),g:Dermacoccacea e(0.03),s:uncultured_bact erium(0.86)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Dermacoccaceae,g:D ermacoccaceae,s:un
cultured_bacterium

	Otu951
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(0.99),o:Micrococcal es(0.94),f:Intrasporangiac eae(0.80),g:Janibacter(0.2
8),s:Janibacter_anophelis(
0.10)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Janibacter,s:Janibac

ter_anophelis

	Otu182
	0,00%
	0,16%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.98),f:Intrasporangiac eae(0.97),g:Janibacter(0.6
0),s:Janibacter_anophelis(
0.43)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Janibacter,s:Janibac

ter_anophelis





	Otu1370
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.45),c:Actinoba cteria(0.45),o:Micrococcal es(0.11),f:Intrasporangiac eae(0.09),g:Lapillicoccus(
0.05),s:uncultured_bacteri
um(0.49)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Lapillicoccus,s:uncul

tured_bacterium

	Otu893
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.99),c:Actinoba cteria(0.99),o:Micrococcal es(0.95),f:Intrasporangiac eae(0.31),g:Lapillicoccus(
0.22),s:uncultured_bacteri
um(0.67)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Lapillicoccus,s:uncul

tured_bacterium

	Otu519
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Intrasporangiac eae(0.98),g:Ornithinimicro bium(0.98),s:bacterium(0.
87)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Ornithinimicrobium,s

:bacterium

	Otu454
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.72),c:Actinoba cteria(0.72),o:Micrococcal es(0.71),f:Intrasporangiac eae(0.59),g:Ornithinimicro bium(0.51),s:uncultured_o
rganism(0.02)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Ornithinimicrobium,s

:uncultured_organism





	Otu1007
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.95),f:Intrasporangiac eae(0.91),g:Pedococcus- Phycicoccus(0.05),s:Nost
ocoida_aromativora(0.03)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Intrasporangiaceae,g
:Pedococcus- Phycicoccus,s:Nosto
coida_aromativora

	Otu1214
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.88),c:Actinoba cteria(0.09),o:Micrococcal es(0.05),f:Microbacteriace ae(0.04),g:Agrococcus(0.
02),s:Agrococcus_jenensi
s(0.01)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Agrococcus,s:Agroco
ccus_jenensis

	Otu796
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Microbacteriace ae(1.00),g:Cryobacterium(
0.01),s:uncultured_Microb
acteriaceae(0.01)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Cryobacterium,s:unc ultured_Microbacteria
ceae

	Otu578
	0,00%
	0,15%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Microbacteriace ae(1.00),g:Leifsonia(0.36), s:Leifsonia_kafniensis(0.0
1)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Leifsonia,s:Leifsonia
_kafniensis





	Otu354
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Microbacteriace ae(1.00),g:Leucobacter(1.
00),s:uncultured_bacteriu
m(0.97)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Leucobacter,s:uncult
ured_bacterium

	Otu928
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.92),c:Actinoba cteria(0.92),o:Micrococcal es(0.86),f:Microbacteriace ae(0.86),g:Lysinimonas(0.
02),s:uncultured_Leifsonia
(0.02)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Lysinimonas,s:uncult
ured_Leifsonia

	Otu625
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.99),f:Microbacteriace ae(0.89),g:Microbacterium (0.12),s:Microbacterium_s
p.(0.05)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Microbacterium,s:Mic
robacterium_sp.

	Otu680
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.98),f:Microbacteriace ae(0.84),g:Microbacterium (0.04),s:Microbacterium_t
erricola(0.01)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Microbacterium,s:Mic
robacterium_terricola





	Otu927
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.97),f:Microbacteriace ae(0.82),g:Microbacterium (0.09),s:uncultured_bacter
ium(0.40)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Microbacterium,s:unc
ultured_bacterium

	Otu201
	0,00%
	0,57%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(1.00),f:Microbacteriace ae(1.00),g:Parafrigoribact erium(0.58),s:uncultured_ bacterium(0.65)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Parafrigoribacterium, s:uncultured_bacteriu m

	Otu505
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(0.99),o:Micrococcal es(0.96),f:Microbacteriace ae(0.96),g:Rhodoglobus(0
.24),s:Salinibacterium_am
urskyense(0.21)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Microbacteriaceae,g: Rhodoglobus,s:Salini bacterium_amurskye
nse

	Otu980
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.99),f:Micrococcaceae (0.94),g:Paeniglutamiciba cter(0.08),s:Arthrobacter_
sp.(0.14)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Micrococcaceae,g:Pa eniglutamicibacter,s:
Arthrobacter_sp.





	Otu233
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.91),c:Actinoba cteria(0.91),o:Micrococcal es(0.90),f:Ruaniaceae(0.2
8),g:Ruania(0.27),s:Ruani
a_sp.(0.08)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Micrococcales,f: Ruaniaceae,g:Ruania
,s:Ruania_sp.

	Otu1251
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.99),f:Sanguibacterac eae(0.60),g:Sanguibacter- Flavimobilis(0.60),s:Flavi mobilis_soli(0.48)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: Sanguibacteraceae,g
:Sanguibacter- Flavimobilis,s:Flavim
obilis_soli

	Otu153
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Micrococcal es(0.98),f:uncultured(0.58
),g:uncultured(0.58),s:unc
ultured_bacterium(0.74)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Micrococcales,f: uncultured,g:uncultur ed,s:uncultured_bact
erium

	Otu178
	0,00%
	0,21%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Aeromicrobiu m(0.93),s:Aeromicrobium_
erythreum(0.13)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Aeromicrobium,s:A
eromicrobium_erythr eum





	Otu764
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.84),c:Actinoba cteria(0.84),o:Propionibact eriales(0.76),f:Nocardioida ceae(0.76),g:Aeromicrobiu m(0.15),s:uncultured_bact
erium(0.50)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Aeromicrobium,s:u

ncultured_bacterium

	Otu441
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Aeromicrobiu m(0.79),s:uncultured_bact erium(0.80)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Aeromicrobium,s:u

ncultured_bacterium

	Otu994
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (0.98),s:Nocardioides_dap
hniae(0.09)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:No

cardioides_daphniae

	Otu704
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (0.96),s:Nocardioides_dub
ius(0.76)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:No

cardioides_dubius





	Otu948
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (0.99),s:Nocardioides_sim
plex(0.67)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:No

cardioides_simplex

	Otu941
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (0.99),s:Nocardioides_sp.(
0.94)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:No

cardioides_sp.

	Otu992
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (1.00),s:Nocardioides_sp.(
0.52)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:No

cardioides_sp.

	Otu494
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (0.99),s:uncultured_bacter
ium(0.35)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:unc

ultured_bacterium





	Otu232
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Propionibact eriales(1.00),f:Nocardioida ceae(1.00),g:Nocardioides (1.00),s:uncultured_bacter
ium(0.96)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:Nocardioides,s:unc

ultured_bacterium

	Otu1161
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.97),c:Actinoba cteria(0.97),o:Propionibact eriales(0.92),f:Nocardioida ceae(0.92),g:uncultured(0.
46),s:uncultured_bacteriu
m(0.90)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Propionibacteria les,f:Nocardioidaceae
,g:uncultured,s:uncult

ured_bacterium

	Otu840
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob acteriota(1.00),c:Actinoba cteria(1.00),o:Pseudonoca rdiales(0.99),f:Pseudonoc ardiaceae(0.99),g:Pseudo nocardia(0.99),s:Pseudon ocardia_dioxanivorans(0.7
2)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Pseudonocardia les,f:Pseudonocardia ceae,g:Pseudonocar dia,s:Pseudonocardia
_dioxanivorans

	Otu998
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Streptomyce tales(1.00),f:Streptomycet aceae(1.00),g:Streptomyc es(1.00),s:Actinomycetale
s_bacterium(0.97)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Streptomycetale s,f:Streptomycetacea e,g:Streptomyces,s:A ctinomycetales_bacte
rium





	Otu61
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Streptomyce tales(1.00),f:Streptomycet aceae(1.00),g:Streptomyc es(1.00),s:Streptomyces_
heliomycini(0.18)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Streptomycetale s,f:Streptomycetacea e,g:Streptomyces,s:S treptomyces_heliomy
cini

	Otu322
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Streptospor angiales(1.00),f:Nocardiop saceae(1.00),g:Nocardiop sis(0.98),s:Nocardiopsis_s p.(0.29)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Streptosporangi ales,f:Nocardiopsace ae,g:Nocardiopsis,s:
Nocardiopsis_sp.

	Otu630
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Streptospor angiales(1.00),f:Nocardiop saceae(1.00),g:Thermobifi da(0.95),s:Thermobifida_a
lba(0.86)
	d:Bacteria,p:Actinoba

cteriota,c:Actinobacte ria,o:Streptosporangi ales,f:Nocardiopsace ae,g:Thermobifida,s:
Thermobifida_alba

	Otu83
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Actinoba cteria(1.00),o:Streptospor angiales(1.00),f:Thermom onosporaceae(1.00),g:Acti nomadura(1.00),s:uncultur
ed_bacterium(0.65)
	d:Bacteria,p:Actinoba
cteriota,c:Actinobacte ria,o:Streptosporangi ales,f:Thermomonos poraceae,g:Actinoma dura,s:uncultured_ba
cterium





	Otu590
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.73),c:Thermole ophilia(0.71),o:Gaiellales(
0.71),f:uncultured(0.71),g:
uncultured(0.73),s:uncultu red_bacterium(0.72)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Gaiellales,f:u ncultured,g:unculture d,s:uncultured_bacter
ium

	Otu455
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(0.96),o:Gaiellales(
0.96),f:uncultured(0.96),g:
uncultured(0.97),s:uncultu red_bacterium(0.98)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Gaiellales,f:u ncultured,g:unculture d,s:uncultured_bacter
ium

	Otu210
	0,05%
	0,00%
	0,03%
	0,02%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Gaiellales(
1.00),f:uncultured(0.89),g:
uncultured(0.89),s:uncultu red_bacterium(0.97)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Gaiellales,f:u ncultured,g:unculture d,s:uncultured_bacter
ium

	Otu73
	0,00%
	0,23%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Gaiellales(
1.00),f:uncultured(1.00),g:
uncultured(1.00),s:uncultu red_bacterium(0.65)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Gaiellales,f:u ncultured,g:unculture d,s:uncultured_bacter
ium

	Otu341
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Gaiellales(
1.00),f:uncultured(1.00),g:
uncultured(1.00),s:uncultu red_bacterium(0.98)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Gaiellales,f:u ncultured,g:unculture d,s:uncultured_bacter
ium





	Otu650
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Gaiellales(
1.00),f:uncultured(1.00),g:
uncultured(1.00),s:uncultu red_bacterium(1.00)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Gaiellales,f:u ncultured,g:unculture d,s:uncultured_bacter
ium

	Otu1152
	0,04%
	0,00%
	0,06%
	0,06%
	0,05%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(1.00),f:67-
14(1.00),g:67-
14(1.00),s:metagenome(0.
78)
	d:Bacteria,p:Actinoba

cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:67-14,g:67-
14,s:metagenome

	Otu184
	0,56%
	0,00%
	0,14%
	0,04%
	0,08%
	0,03%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(1.00),f:67-
14(1.00),g:67-
14(1.00),s:metagenome(0.
89)
	d:Bacteria,p:Actinoba

cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:67-14,g:67-
14,s:metagenome

	Otu916
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(1.00),f:67-
14(1.00),g:67-
14(1.00),s:uncultured_acti nobacterium(0.04)
	d:Bacteria,p:Actinoba

cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:67-14,g:67-
14,s:uncultured_actin

obacterium





	Otu389
	0,03%
	0,01%
	0,03%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(1.00),f:67-
14(1.00),g:67-
14(1.00),s:uncultured_bac terium(0.74)
	d:Bacteria,p:Actinoba

cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:67-14,g:67-
14,s:uncultured_bact

erium

	Otu468
	0,14%
	0,00%
	0,09%
	0,11%
	0,10%
	0,07%
	0,04%
	0,11%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(1.00),f:67-
14(1.00),g:67-
14(1.00),s:uncultured_bac terium(0.95)
	d:Bacteria,p:Actinoba

cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:67-14,g:67-
14,s:uncultured_bact

erium

	Otu1072
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.82),c:Thermole ophilia(0.82),o:Solirubroba cterales(0.77),f:Solirubrob acteraceae(0.73),g:JCM_
18997(0.44),s:uncultured_
bacterium(0.91)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:Solirubrobact eraceae,g:JCM_1899
7,s:uncultured_bacter
ium

	Otu298
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(1.00),f:Solirubrob acteraceae(1.00),g:Patulib acter(0.93),s:uncultured_
Patulibacter(0.08)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:Solirubrobact eraceae,g:Patulibact er,s:uncultured_Patul
ibacter





	Otu129
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(0.95),c:Thermole ophilia(0.78),o:Solirubroba cterales(0.71),f:Solirubrob acteraceae(0.71),g:uncult ured(0.73),s:uncultured_b
acterium(0.70)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:Solirubrobact eraceae,g:uncultured
,s:uncultured_bacteri
um

	Otu865
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Actinob
acteriota(1.00),c:Thermole ophilia(1.00),o:Solirubroba cterales(0.99),f:Solirubrob acteraceae(0.92),g:uncult ured(0.05),s:uncultured_b acterium(0.53)
	d:Bacteria,p:Actinoba
cteriota,c:Thermoleo philia,o:Solirubrobact erales,f:Solirubrobact eraceae,g:uncultured
,s:uncultured_bacteri
um

	Otu679
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Armati
monadota(0.23),c:Fimbrii monadia(0.23),o:Fimbriim onadales(0.23),f:Fimbriim onadaceae(0.23),g:Fimbrii monadaceae(0.22),s:meta
genome(0.44)
	d:Bacteria,p:Armatim

onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada
ceae,s:metagenome

	Otu120
	0,00%
	0,21%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Armati
monadota(1.00),c:Fimbrii monadia(1.00),o:Fimbriim onadales(1.00),f:Fimbriim onadaceae(0.99),g:Fimbrii monadaceae(0.98),s:meta
genome(0.63)
	d:Bacteria,p:Armatim

onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada
ceae,s:metagenome





	Otu862
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Armati
monadota(1.00),c:Fimbrii monadia(1.00),o:Fimbriim onadales(1.00),f:Fimbriim onadaceae(1.00),g:Fimbrii monadaceae(0.98),s:meta
genome(0.86)
	d:Bacteria,p:Armatim

onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada
ceae,s:metagenome

	Otu306
	0,27%
	0,00%
	0,08%
	0,07%
	0,12%
	0,08%
	0,11%
	0,03%
	d:Bacteria(1.00),p:Armati
monadota(1.00),c:Fimbrii monadia(1.00),o:Fimbriim onadales(1.00),f:Fimbriim onadaceae(1.00),g:Fimbrii monadaceae(1.00),s:uncu ltured_anaerobic(1.00)
	d:Bacteria,p:Armatim
onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada ceae,s:uncultured_an aerobic

	Otu1012
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Armati
monadota(0.62),c:Fimbrii monadia(0.62),o:Fimbriim onadales(0.62),f:Fimbriim onadaceae(0.61),g:Fimbrii monadaceae(0.61),s:uncu
ltured_bacterium(0.35)
	d:Bacteria,p:Armatim
onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada ceae,s:uncultured_ba
cterium

	Otu1126
	0,04%
	0,00%
	0,01%
	0,05%
	0,02%
	0,08%
	0,07%
	0,12%
	d:Bacteria(1.00),p:Armati
monadota(1.00),c:Fimbrii monadia(1.00),o:Fimbriim onadales(1.00),f:Fimbriim onadaceae(1.00),g:Fimbrii monadaceae(1.00),s:uncu
ltured_bacterium(1.00)
	d:Bacteria,p:Armatim
onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada ceae,s:uncultured_ba
cterium





	Otu82
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Armati
monadota(1.00),c:Fimbrii monadia(1.00),o:Fimbriim onadales(1.00),f:Fimbriim onadaceae(1.00),g:Fimbrii monadaceae(1.00),s:uncu
ltured_bacterium(1.00)
	d:Bacteria,p:Armatim
onadota,c:Fimbriimon adia,o:Fimbriimonada les,f:Fimbriimonadac eae,g:Fimbriimonada ceae,s:uncultured_ba
cterium

	Otu827
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Bacteroidales(1.00)
,f:Dysgonomonadaceae(1.
00),g:Fermentimonas(0.93
),s:uncultured_bacterium(
0.85)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Bacteroidales,f:Dysg onomonadaceae,g:F ermentimonas,s:uncu
ltured_bacterium

	Otu663
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Bacteroidales(1.00)

,f:Prolixibacteraceae(1.00)
,g:uncultured(0.99),s:uncu ltured_bacterium(0.47)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Bacteroidales,f:Prolix ibacteraceae,g:uncult ured,s:uncultured_ba
cterium

	Otu273
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.51),c:Bacteroidia(0
.36),o:Bacteroidales(0.02)
,f:Rikenellaceae(0.01),g:R ikenellaceae_RC9_gut_gr oup(0.01),s:uncultured_ru
men(0.01)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Bacteroidales,f:Riken ellaceae,g:Rikenellac eae_RC9_gut_group,
s:uncultured_rumen





	Otu404
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.86),c:Bacteroidia(0
.77),o:Bacteroidetes_VC2.
1_Bac22(0.76),f:Bacteroid etes_VC2.1_Bac22(0.76), g:Bacteroidetes_VC2.1_B ac22(0.76),s:uncultured_p
lanctomycete(0.75)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Bacteroidetes_VC2.1
_Bac22,f:Bacteroidet es_VC2.1_Bac22,g:B acteroidetes_VC2.1_ Bac22,s:uncultured_
planctomycete

	Otu121
	0,70%
	0,00%
	0,04%
	2,47%
	1,62%
	1,13%
	1,20%
	1,38%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Bacteroidetes_VC2.
1_Bac22(1.00),f:Bacteroid etes_VC2.1_Bac22(1.00), g:Bacteroidetes_VC2.1_B ac22(1.00),s:uncultured_p
lanctomycete(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Bacteroidetes_VC2.1
_Bac22,f:Bacteroidet es_VC2.1_Bac22,g:B acteroidetes_VC2.1_ Bac22,s:uncultured_
planctomycete

	Otu543
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Bacteroidetes_VC2.
1_Bac22(1.00),f:Bacteroid etes_VC2.1_Bac22(1.00), g:Bacteroidetes_VC2.1_B ac22(1.00),s:uncultured_p
lanctomycete(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Bacteroidetes_VC2.1
_Bac22,f:Bacteroidet es_VC2.1_Bac22,g:B acteroidetes_VC2.1_ Bac22,s:uncultured_
planctomycete





	Otu1153
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Bacteroidetes_VC2.
1_Bac22(1.00),f:Bacteroid etes_VC2.1_Bac22(1.00), g:Bacteroidetes_VC2.1_B ac22(1.00),s:uncultured_p
lanctomycete(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Bacteroidetes_VC2.1
_Bac22,f:Bacteroidet es_VC2.1_Bac22,g:B acteroidetes_VC2.1_ Bac22,s:uncultured_
planctomycete

	Otu235
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Chitinophagaceae(1.0
0),g:Edaphobaculum(1.00
),s:uncultured_bacterium(
0.97)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Eda phobaculum,s:uncult
ured_bacterium

	Otu1038
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Chitinophagaceae(1.0
0),g:Ferruginibacter(0.10), s:Niastella_sp.(0.04)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Ferr uginibacter,s:Niastell
a_sp.

	Otu540
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.75),c:Bacteroidia(0
.74),o:Chitinophagales(0.1
2),f:Chitinophagaceae(0.0
6),g:Ferruginibacter(0.01), s:uncultured_bacterium(0.
59)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Ferr uginibacter,s:uncultur
ed_bacterium





	Otu724
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Chitinophagaceae(1.0
0),g:Niabella(0.18),s:Niab ella_aquatica(0.01)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Nia bella,s:Niabella_aqua
tica

	Otu1113
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.88),c:Bacteroidia(0
.88),o:Chitinophagales(0.8
7),f:Chitinophagaceae(0.8
7),g:Puia(0.61),s:uncultur ed_bacterium(0.88)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Pui a,s:uncultured_bacter
ium

	Otu718
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Chitinophagaceae(1.0
0),g:Puia(0.96),s:uncultur ed_compost(0.95)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Pui a,s:uncultured_comp
ost

	Otu499
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:Taibaiella(0.60),s:unc ultured_bacterium(0.70)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Taib aiella,s:uncultured_b
acterium

	Otu64
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:Taibaiella(1.00),s:unc ultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Taib aiella,s:uncultured_b
acterium





	Otu618
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Chitinophagaceae(1.0
0),g:Terrimonas(0.16),s:m etagenome(0.08)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:metagenom
e

	Otu1043
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(0.6

2),g:Terrimonas(0.41),s:T

errimonas_terrae(0.40)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:Terrimonas
_terrae

	Otu342
	0,00%
	0,14%
	0,00%
	0,01%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0

0),g:Terrimonas(1.00),s:T

errimonas_terrae(0.97)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:Terrimonas
_terrae

	Otu139
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(0.95),c:Bacteroidia(0

.95),o:Chitinophagales(0.8

5),f:Chitinophagaceae(0.8
5),g:Terrimonas(0.58),s:u ncultured_bacterium(0.43)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:uncultured_
bacterium





	Otu439
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(0.99),c:Bacteroidia(0

.98),o:Chitinophagales(0.9

6),f:Chitinophagaceae(0.9
2),g:Terrimonas(0.46),s:u ncultured_bacterium(0.82)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:uncultured_
bacterium

	Otu623
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:Terrimonas(0.98),s:u ncultured_bacterium(0.99)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:uncultured_
bacterium

	Otu1224
	0,00%
	0,02%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:Terrimonas(0.99),s:u ncultured_bacterium(0.72)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:uncultured_
bacterium

	Otu55
	0,00%
	0,34%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Chitinophagaceae(1.0
0),g:Terrimonas(0.86),s:u ncultured_Chitinophagace
ae(0.02)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:Terr imonas,s:uncultured_
Chitinophagaceae





	Otu798
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:uncultured(0.83),s:un cultured_bacterium(0.85)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:unc ultured,s:uncultured_
bacterium

	Otu96
	0,05%
	0,00%
	0,04%
	0,00%
	0,08%
	0,08%
	0,26%
	0,06%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:uncultured(0.89),s:un cultured_bacterium(0.66)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:unc ultured,s:uncultured_
bacterium

	Otu1111
	0,00%
	0,00%
	0,03%
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:uncultured(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:unc ultured,s:uncultured_
bacterium

	Otu461
	0,04%
	0,00%
	1,35%
	0,28%
	0,52%
	0,14%
	0,24%
	0,07%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Chitinophagaceae(1.0
0),g:UTBCD1(0.60),s:unc ultured_bacterium(0.85)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Chi tinophagaceae,g:UT BCD1,s:uncultured_b
acterium





	Otu35
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(0.87),c:Bacteroidia(0

.87),o:Chitinophagales(0.8

6),f:Saprospiraceae(0.86), g:Membranicola(0.86),s:u
ncultured_bacterium(0.95)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:Memb ranicola,s:uncultured
_bacterium

	Otu752
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Saprospiraceae(1.00), g:Membranicola(1.00),s:u
ncultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:Memb ranicola,s:uncultured
_bacterium

	Otu669
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Saprospiraceae(1.00), g:Membranicola(1.00),s:u
ncultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:Memb ranicola,s:uncultured
_bacterium

	Otu1201
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.96),c:Bacteroidia(0
.96),o:Chitinophagales(0.5
8),f:Saprospiraceae(0.58), g:OLB8(0.32),s:Bacteroid
etes_bacterium(0.08)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:OLB8
,s:Bacteroidetes_bact
erium





	Otu92
	0,56%
	0,03%
	0,09%
	0,30%
	0,25%
	0,11%
	0,09%
	0,08%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Saprospiraceae(1.00), g:OLB8(1.00),s:uncultured
_bacterium(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:OLB8
,s:uncultured_bacteri
um

	Otu350
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(0.62),c:Bacteroidia(0

.62),o:Chitinophagales(0.5

3),f:Saprospiraceae(0.53), g:uncultured(0.58),s:uncul
tured_bacterium(0.77)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:uncult ured,s:uncultured_ba
cterium

	Otu1372
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero idota(0.92),c:Bacteroidia(0
.92),o:Chitinophagales(0.9

0),f:Saprospiraceae(0.89), g:uncultured(0.90),s:uncul
tured_bacterium(0.83)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:uncult ured,s:uncultured_ba
cterium

	Otu633
	0,00%
	0,12%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Saprospiraceae(1.00), g:uncultured(0.99),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:uncult ured,s:uncultured_ba
cterium





	Otu23
	0,00%
	0,35%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Saprospiraceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:uncult ured,s:uncultured_ba
cterium

	Otu223
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Chitinophagales(1.0

0),f:Saprospiraceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:uncult ured,s:uncultured_ba
cterium

	Otu855
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Chitinophagales(1.0
0),f:Saprospiraceae(1.00), g:uncultured(1.00),s:uncul tured_Sphingobacteriia(0.
88)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Chitinophagales,f:Sa prospiraceae,g:uncult ured,s:uncultured_Sp
hingobacteriia

	Otu696
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.89),c:Bacteroidia(0
.89),o:Chitinophagales(0.7
5),f:uncultured(0.64),g:unc ultured(0.73),s:uncultured
_bacterium(0.62)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Chitinophagales,f:unc ultured,g:uncultured,s
:uncultured_bacteriu
m





	Otu755
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(1.00)

,f:Cyclobacteriaceae(1.00)
,g:Algoriphagus(0.97),s:Al goriphagus_olei(0.69)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Cyclo bacteriaceae,g:Algori phagus,s:Algoriphag
us_olei

	Otu185
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.91),c:Bacteroidia(0
.54),o:Cytophagales(0.26)
,f:Cyclobacteriaceae(0.12)
,g:Fabibacter(0.03),s:uncu ltured_Flexibacteraceae(0
.02)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Cyclo bacteriaceae,g:Fabib acter,s:uncultured_Fl
exibacteraceae

	Otu237
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Cyclobacteriaceae(0.99)
,g:Lunatimonas(0.03),s:Lu natimonas_lonarensis(0.0
1)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Cyclo bacteriaceae,g:Lunati monas,s:Lunatimona
s_lonarensis

	Otu597
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Cytophagaceae(0.97),g: Cytophaga(0.97),s:uncultu
red_bacterium(0.98)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Cytop hagaceae,g:Cytopha ga,s:uncultured_bact
erium





	Otu978
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(0.90)

,f:Cytophagaceae(0.60),g: Sporocytophaga(0.22),s:u
ncultured_bacterium(0.78)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Cytop hagaceae,g:Sporocyt ophaga,s:uncultured_
bacterium

	Otu269
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(1.00)

,f:Cytophagaceae(1.00),g: Sporocytophaga(1.00),s:u
ncultured_bacterium(0.74)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Cytop hagaceae,g:Sporocyt ophaga,s:uncultured_
bacterium

	Otu1138
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(0.55)

,f:Microscillaceae(0.55),g: Chryseolinea(0.55),s:uncu
ltured_bacterium(0.60)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:Chryseol inea,s:uncultured_ba
cterium

	Otu976
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(1.00)

,f:Microscillaceae(1.00),g: Chryseolinea(1.00),s:uncu
ltured_bacterium(0.75)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:Chryseol inea,s:uncultured_ba
cterium





	Otu265
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(1.00)

,f:Microscillaceae(1.00),g: Chryseolinea(1.00),s:uncu
ltured_bacterium(0.99)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:Chryseol inea,s:uncultured_ba
cterium

	Otu230
	0,00%
	0,32%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(1.00)

,f:Microscillaceae(1.00),g: Chryseolinea(1.00),s:uncu
ltured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:Chryseol inea,s:uncultured_ba
cterium

	Otu1143
	0,01%
	0,00%
	0,03%
	0,01%
	0,03%
	0,02%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Bactero
idota(0.91),c:Bacteroidia(0
.91),o:Cytophagales(0.91)
,f:Microscillaceae(0.91),g: OLB12(0.75),s:uncultured
_bacterium(0.88)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:OLB12,s
:uncultured_bacteriu
m

	Otu414
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.98),c:Bacteroidia(0
.98),o:Cytophagales(0.93)
,f:Microscillaceae(0.93),g: OLB12(0.81),s:uncultured
_bacterium(0.91)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:OLB12,s
:uncultured_bacteriu
m

	Otu542
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Microscillaceae(1.00),g: OLB12(0.76),s:uncultured
_bacterium(0.95)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:OLB12,s
:uncultured_bacteriu
m





	Otu1303
	0,02%
	0,00%
	0,00%
	0,02%
	0,00%
	0,03%
	0,04%
	0,01%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Microscillaceae(1.00),g: OLB12(0.84),s:uncultured
_bacterium(0.89)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:OLB12,s
:uncultured_bacteriu
m

	Otu1121
	0,01%
	0,00%
	0,03%
	0,01%
	0,05%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Microscillaceae(1.00),g: OLB12(0.84),s:uncultured
_bacterium(0.96)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:OLB12,s
:uncultured_bacteriu
m

	Otu7
	8,84%
	0,00%
	7,29%
	7,20%
	4,59%
	4,45%
	9,37%
	6,88%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Microscillaceae(1.00),g: OLB12(0.93),s:uncultured
_bacterium(0.86)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:OLB12,s
:uncultured_bacteriu
m

	Otu987
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(0.99)
,f:Microscillaceae(0.99),g:
uncultured(0.07),s:uncultu red_bacterium(0.88)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:unculture d,s:uncultured_bacter
ium

	Otu1031
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Microscillaceae(1.00),g:
uncultured(1.00),s:uncultu red_bacterium(0.99)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:unculture d,s:uncultured_bacter
ium





	Otu495
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Cytophagales(1.00)

,f:Microscillaceae(1.00),g:
uncultured(0.99),s:uncultu red_Bacteroidetes(0.52)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Micro scillaceae,g:unculture d,s:uncultured_Bacte
roidetes

	Otu676
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Spirosomaceae(1.00),g: Persicitalea(1.00),s:uncult
ured_bacterium(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Cytophagales,f:Spiro somaceae,g:Persicita lea,s:uncultured_bact
erium

	Otu1336
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Cytophagales(1.00)
,f:Spirosomaceae(1.00),g: Taeseokella(0.99),s:Taes eokella_kangwonensis(0.
46)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Cytophagales,f:Spiro somaceae,g:Taeseok ella,s:Taeseokella_ka
ngwonensis

	Otu969
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(0.86),c:Bacteroidia(0

.86),o:Flavobacteriales(0.

84),f:Crocinitomicaceae(0.
82),g:Fluviicola(0.80),s:un cultured_bacterium(0.66)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Cr ocinitomicaceae,g:Fl uviicola,s:uncultured_
bacterium





	Otu104
	0,02%
	0,43%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Crocinitomicaceae(1.
00),g:Fluviicola(0.99),s:un cultured_bacterium(0.70)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Cr ocinitomicaceae,g:Fl uviicola,s:uncultured_
bacterium

	Otu1333
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Cryomorphaceae(0.9
8),g:uncultured(0.96),s:un cultured_bacterium(0.87)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Cr yomorphaceae,g:unc ultured,s:uncultured_
bacterium

	Otu1365
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:Cryomorphaceae(1.0
0),g:Vicingus(1.00),s:uncu ltured_Bacteroidetes(1.00
)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Cr yomorphaceae,g:Vici ngus,s:uncultured_B
acteroidetes

	Otu782
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(0.
95),f:Flavobacteriaceae(0.
95),g:Flavobacterium(0.94
),s:uncultured_bacterium(
0.98)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Fla vobacterium,s:uncult
ured_bacterium





	Otu1266
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:Flavobacteriaceae(1.
00),g:Galbibacter(1.00),s: Galbibacter_marinus(0.90
)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Gal bibacter,s:Galbibacte
r_marinus

	Otu1104
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:Flavobacteriaceae(1.
00),g:Gelidibacter(0.95),s:
bacterium_BW1PhC42(0.
19)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Gel idibacter,s:bacterium
_BW1PhC42

	Otu1036
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:Flavobacteriaceae(1.
00),g:Gelidibacter(1.00),s:
uncultured_bacterium(0.9
6)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Gel idibacter,s:uncultured
_bacterium

	Otu101
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(0.86),c:Bacteroidia(0

.86),o:Flavobacteriales(0.

82),f:Flavobacteriaceae(0.
82),g:Muricauda(0.64),s:u ncultured_bacterium(0.49)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Mur icauda,s:uncultured_
bacterium





	Otu897
	0,00%
	0,14%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Flavobacteriaceae(1.
00),g:Muricauda(0.88),s:u ncultured_bacterium(0.84)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Mur icauda,s:uncultured_
bacterium

	Otu806
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:Flavobacteriaceae(1.
00),g:Planktosalinus(1.00)
,s:uncultured_bacterium(1
.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Pla nktosalinus,s:uncultur
ed_bacterium

	Otu244
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Flavobacteriaceae(1.
00),g:Pricia(0.65),s:uncult ured_Flavobacteriia(0.76)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Pric ia,s:uncultured_Flavo
bacteriia

	Otu1162
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Flavobacteriaceae(1.
00),g:Pricia(0.91),s:uncult ured_Flavobacteriia(0.91)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Pric ia,s:uncultured_Flavo
bacteriia





	Otu513
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:Flavobacteriaceae(1.
00),g:Subsaxibacter(0.98)
,s:uncultured_bacterium(0
.98)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:Fla vobacteriaceae,g:Su bsaxibacter,s:uncultu
red_bacterium

	Otu403
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.99),c:Bacteroidia(0
.99),o:Flavobacteriales(0.
91),f:NS9_marine_group(
0.90),g:NS9_marine_grou p(0.90),s:Bacteroidetes_b
acterium(0.56)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s: Bacteroidetes_bacter
ium

	Otu304
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(0.
95),f:NS9_marine_group(
0.92),g:NS9_marine_grou p(0.92),s:Bacteroidetes_b
acterium(0.59)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s: Bacteroidetes_bacter
ium

	Otu95
	1,65%
	0,00%
	0,36%
	1,09%
	0,45%
	1,26%
	0,68%
	1,52%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:NS9_marine_group(
1.00),g:NS9_marine_grou p(1.00),s:Bacteroidetes_b
acterium(0.87)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s: Bacteroidetes_bacter
ium





	Otu448
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.66),c:Bacteroidia(0
.66),o:Flavobacteriales(0.
65),f:NS9_marine_group(
0.65),g:NS9_marine_grou p(0.65),s:uncultured_bact erium(0.72)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s:u
ncultured_bacterium

	Otu443
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.97),c:Bacteroidia(0
.97),o:Flavobacteriales(0.
92),f:NS9_marine_group(
0.92),g:NS9_marine_grou p(0.92),s:uncultured_bact
erium(0.58)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s:u
ncultured_bacterium

	Otu735
	0,00%
	0,09%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:NS9_marine_group(
1.00),g:NS9_marine_grou p(1.00),s:uncultured_bact
erium(0.70)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s:u
ncultured_bacterium

	Otu257
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Flavobacteriales(1.
00),f:NS9_marine_group(
1.00),g:NS9_marine_grou p(1.00),s:uncultured_bact
erium(0.99)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:NS
9_marine_group,g:N S9_marine_group,s:u
ncultured_bacterium





	Otu1355
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Weeksellaceae(1.00)
,g:Moheibacter(1.00),s:un cultured_bacterium(0.60)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:W eeksellaceae,g:Mohe ibacter,s:uncultured_
bacterium

	Otu203
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Weeksellaceae(1.00)
,g:Moheibacter(1.00),s:un cultured_bacterium(0.99)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:W eeksellaceae,g:Mohe ibacter,s:uncultured_
bacterium

	Otu664
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Weeksellaceae(1.00)
,g:Moheibacter(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:W eeksellaceae,g:Mohe ibacter,s:uncultured_
bacterium

	Otu1324
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Weeksellaceae(1.00)
,g:Moheibacter(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:W eeksellaceae,g:Mohe ibacter,s:uncultured_
bacterium





	Otu49
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Flavobacteriales(1.

00),f:Weeksellaceae(1.00)
,g:Moheibacter(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Flavobacteriales,f:W eeksellaceae,g:Mohe ibacter,s:uncultured_
bacterium

	Otu936
	0,02%
	0,00%
	0,09%
	0,00%
	0,25%
	0,02%
	0,04%
	0,02%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:AKYH767(1.00),g: AKYH767(1.00),s:uncultur ed_bacterium(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Sphingobacteriales,f: AKYH767,g:AKYH76
7,s:uncultured_bacter
ium

	Otu576
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:env.OPS_17(1.00), g:env.OPS_17(1.00),s:Tu
ber_borchii(0.53)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Sphingobacteriales,f: env.OPS_17,g:env.O PS_17,s:Tuber_borc
hii

	Otu29
	1,04%
	0,00%
	2,60%
	0,32%
	0,90%
	0,52%
	0,67%
	1,71%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Sphingobacteriales(

1.00),f:env.OPS_17(1.00), g:env.OPS_17(1.00),s:unc
ultured_bacterium(0.97)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: env.OPS_17,g:env.O PS_17,s:uncultured_
bacterium





	Otu533
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,04%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:Lentimicrobiaceae(
1.00),g:Lentimicrobium(1.
00),s:uncultured_bacteriu m(0.67)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Lentimicrobiaceae,g: Lentimicrobium,s:unc
ultured_bacterium

	Otu69
	0,22%
	0,00%
	0,03%
	0,48%
	0,07%
	0,55%
	0,15%
	0,81%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:NS11-
12_marine_group(1.00),g: NS11-
12_marine_group(1.00),s:
uncultured_bacterium(0.9
6)
	d:Bacteria,p:Bacteroi dota,c:Bacteroidia,o: Sphingobacteriales,f: NS11-
12_marine_group,g:N S11-
12_marine_group,s:u
ncultured_bacterium

	Otu98
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:NS11-
12_marine_group(1.00),g: NS11-
12_marine_group(1.00),s:
uncultured_bacterium(1.0
0)
	d:Bacteria,p:Bacteroi dota,c:Bacteroidia,o: Sphingobacteriales,f: NS11-
12_marine_group,g:N S11-
12_marine_group,s:u
ncultured_bacterium

	Otu863
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.48),c:Bacteroidia(0
.48),o:Sphingobacteriales(
0.42),f:Sphingobacteriace ae(0.42),g:Mucilaginibacte r(0.27),s:Sphingobacteriu
m_sp.(0.02)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Mucilaginibacter,s: Sphingobacterium_s
p.





	Otu496
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.60),c:Bacteroidia(0
.60),o:Sphingobacteriales(
0.53),f:Sphingobacteriace ae(0.53),g:Mucilaginibacte r(0.13),s:uncultured_Sphi
ngobacteriaceae(0.04)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Mucilaginibacter,s:
uncultured_Sphingob acteriaceae

	Otu256
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:Sphingobacteriace ae(1.00),g:Parapedobacte r(0.99),s:uncultured_bacte
rium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Parapedobacter,s:

uncultured_bacterium

	Otu1298
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:Sphingobacteriace ae(1.00),g:Pedobacter(0.8
8),s:Pedobacter_composti
(0.32)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:Pedo

bacter_composti

	Otu17
	0,00%
	2,52%
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero

idota(1.00),c:Bacteroidia(1

.00),o:Sphingobacteriales(

1.00),f:Sphingobacteriace ae(1.00),g:Pedobacter(1.0
0),s:Pedobacter_sp.(0.31)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:Pedo

bacter_sp.





	Otu1023
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.82),c:Bacteroidia(0
.82),o:Sphingobacteriales(
0.80),f:Sphingobacteriace ae(0.80),g:Pedobacter(0.7
3),s:Pedobacter_terricola(
0.06)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:Pedo

bacter_terricola

	Otu627
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.58),c:Bacteroidia(0
.58),o:Sphingobacteriales(
0.57),f:Sphingobacteriace ae(0.57),g:Pedobacter(0.3
5),s:uncultured_bacterium
(0.72)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium

	Otu914
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.64),c:Bacteroidia(0
.64),o:Sphingobacteriales(
0.41),f:Sphingobacteriace ae(0.39),g:Pedobacter(0.1
7),s:uncultured_bacterium
(0.61)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium

	Otu929
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.92),c:Bacteroidia(0
.92),o:Sphingobacteriales(
0.72),f:Sphingobacteriace ae(0.71),g:Pedobacter(0.3
8),s:uncultured_bacterium
(0.59)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium





	Otu1071
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.99),c:Bacteroidia(0
.99),o:Sphingobacteriales(
0.94),f:Sphingobacteriace ae(0.93),g:Pedobacter(0.6
6),s:uncultured_bacterium
(0.74)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium

	Otu282
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(0
.92),o:Sphingobacteriales(
0.80),f:Sphingobacteriace ae(0.80),g:Pedobacter(0.4
8),s:uncultured_bacterium
(0.67)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium

	Otu285
	0,00%
	0,23%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:Sphingobacteriace ae(1.00),g:Pedobacter(0.7
6),s:uncultured_bacterium
(0.90)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium

	Otu3
	0,00%
	7,60%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
1.00),f:Sphingobacteriace ae(1.00),g:Pedobacter(0.7
9),s:uncultured_bacterium
(0.88)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_bacterium





	Otu1360
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.35),c:Bacteroidia(0
.35),o:Sphingobacteriales(
0.34),f:Sphingobacteriace ae(0.34),g:Pedobacter(0.2
7),s:uncultured_Cytophag
a(0.02)
	d:Bacteria,p:Bacteroi

dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Pedobacter,s:uncu

ltured_Cytophaga

	Otu74
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.65),c:Bacteroidia(0
.65),o:Sphingobacteriales(
0.44),f:Sphingobacteriace ae(0.35),g:Sphingobacteri um(0.03),s:uncultured_ba
cterium(0.40)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Sphingobacterium, s:uncultured_bacteriu
m

	Otu613
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Bacteroidia(1
.00),o:Sphingobacteriales(
0.97),f:Sphingobacteriace ae(0.97),g:Sphingobacteri um(0.97),s:uncultured_ba
cterium(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Bacteroidia,o: Sphingobacteriales,f: Sphingobacteriaceae
,g:Sphingobacterium, s:uncultured_bacteriu
m

	Otu766
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Ignavibacteri a(0.99),o:Ignavibacteriale s(0.99),f:Ignavibacteriace ae(0.42),g:Ignavibacteriu m(0.42),s:uncultured_bact
erium(0.74)
	d:Bacteria,p:Bacteroi

dota,c:Ignavibacteria, o:Ignavibacteriales,f:I gnavibacteriaceae,g:I gnavibacterium,s:unc
ultured_bacterium





	Otu400
	0,05%
	0,00%
	0,00%
	0,09%
	0,00%
	0,18%
	0,06%
	0,27%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Ignavibacteri a(1.00),o:Ignavibacteriale s(1.00),f:Ignavibacteriace ae(1.00),g:Ignavibacteriu m(1.00),s:uncultured_bact
erium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Ignavibacteria, o:Ignavibacteriales,f:I gnavibacteriaceae,g:I gnavibacterium,s:unc
ultured_bacterium

	Otu314
	0,08%
	0,00%
	0,03%
	0,06%
	0,28%
	0,52%
	0,46%
	0,46%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Ignavibacteri a(1.00),o:Ignavibacteriale s(1.00),f:Ignavibacteriace ae(1.00),g:Ignavibacteriu m(1.00),s:uncultured_bact erium(1.00)
	d:Bacteria,p:Bacteroi

dota,c:Ignavibacteria, o:Ignavibacteriales,f:I gnavibacteriaceae,g:I gnavibacterium,s:unc
ultured_bacterium

	Otu555
	0,04%
	0,00%
	0,01%
	0,01%
	0,00%
	0,01%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Ignavibacteri a(1.00),o:Ignavibacteriale s(1.00),f:SR-FBR- L83(0.36),g:SR-FBR- L83(0.36),s:uncultured_ba
cterium(0.82)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:Ignavibacteriales,f: SR-FBR-L83,g:SR- FBR- L83,s:uncultured_bac terium

	Otu1340
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.87),c:Ignavibacteri a(0.87),o:SJA-
28(0.87),f:SJA-
28(0.87),g:SJA-
28(0.87),s:uncultured_bac terium(0.90)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_bact erium





	Otu531
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.44),c:Ignavibacteri a(0.44),o:SJA-
28(0.44),f:SJA-
28(0.44),g:SJA-
28(0.44),s:uncultured_pla nctomycete(0.37)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete

	Otu467
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.44),c:Ignavibacteri a(0.44),o:SJA-
28(0.44),f:SJA-
28(0.44),g:SJA-
28(0.44),s:uncultured_pla nctomycete(0.40)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete

	Otu405
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.81),c:Ignavibacteri a(0.81),o:SJA-
28(0.81),f:SJA-
28(0.81),g:SJA-
28(0.81),s:uncultured_pla nctomycete(0.67)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete

	Otu1141
	0,07%
	0,00%
	0,08%
	0,05%
	0,02%
	0,05%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Bactero
idota(0.85),c:Ignavibacteri a(0.85),o:SJA-
28(0.85),f:SJA-
28(0.85),g:SJA-
28(0.85),s:uncultured_pla nctomycete(0.85)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete

	Otu432
	0,04%
	0,00%
	0,06%
	0,10%
	0,10%
	0,09%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Bactero
idota(0.97),c:Ignavibacteri a(0.97),o:SJA-
28(0.97),f:SJA-
28(0.97),g:SJA-
28(0.97),s:uncultured_pla nctomycete(0.96)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete





	Otu1343
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Ignavibacteri a(1.00),o:SJA-
28(1.00),f:SJA-
28(1.00),g:SJA-
28(1.00),s:uncultured_pla nctomycete(0.99)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete

	Otu6
	7,71%
	0,00%
	9,75%
	9,13%
	12,88%
	10,77%
	7,59%
	8,96%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Ignavibacteri a(1.00),o:SJA-
28(1.00),f:SJA-
28(1.00),g:SJA-
28(1.00),s:uncultured_pla nctomycete(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Ignavibacteria, o:SJA-28,f:SJA-
28,g:SJA-
28,s:uncultured_plan ctomycete

	Otu1191
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.94),c:Kapabacteria
(0.94),o:Kapabacteriales(
0.94),f:Kapabacteriales(0.
94),g:Kapabacteriales(0.9
4),s:uncultured_sludge(0.
89)
	d:Bacteria,p:Bacteroi

dota,c:Kapabacteria, o:Kapabacteriales,f:K apabacteriales,g:Kap abacteriales,s:uncult
ured_sludge

	Otu112
	0,65%
	0,00%
	1,99%
	0,55%
	2,04%
	0,32%
	2,03%
	0,34%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Kapabacteria
(1.00),o:Kapabacteriales(
1.00),f:Kapabacteriales(1.
00),g:Kapabacteriales(1.0
0),s:uncultured_sludge(1.
00)
	d:Bacteria,p:Bacteroi

dota,c:Kapabacteria, o:Kapabacteriales,f:K apabacteriales,g:Kap abacteriales,s:uncult
ured_sludge





	Otu24
	0,00%
	0,69%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(1.00),o:Balneolales(1.00
),f:Balneolaceae(1.00),g:C K06-06-Mud-MAS4B-
21(0.75),s:uncultured_bac
terium(0.87)
	d:Bacteria,p:Bacteroi
dota,c:Rhodothermia, o:Balneolales,f:Balne olaceae,g:CK06-06- Mud-MAS4B-
21,s:uncultured_bact
erium

	Otu869
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(1.00),o:Balneolales(1.00
),f:Balneolaceae(1.00),g:C K06-06-Mud-MAS4B-
21(0.84),s:uncultured_bac
terium(0.98)
	d:Bacteria,p:Bacteroi
dota,c:Rhodothermia, o:Balneolales,f:Balne olaceae,g:CK06-06- Mud-MAS4B-
21,s:uncultured_bact
erium

	Otu40
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(1.00),o:Balneolales(1.00
),f:Balneolaceae(1.00),g:C K06-06-Mud-MAS4B-
21(1.00),s:uncultured_bac
terium(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Rhodothermia, o:Balneolales,f:Balne olaceae,g:CK06-06- Mud-MAS4B-
21,s:uncultured_bact
erium

	Otu734
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(0.84),c:Rhodothermi a(0.84),o:Balneolales(0.84
),f:Balneolaceae(0.84),g:u ncultured(0.99),s:uncultur
ed_bacterium(0.89)
	d:Bacteria,p:Bacteroi
dota,c:Rhodothermia, o:Balneolales,f:Balne olaceae,g:uncultured, s:uncultured_bacteriu
m





	Otu214
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(0.47),o:Balneolales(0.47
),f:Balneolaceae(0.47),g:u ncultured(0.52),s:uncultur
ed_bacterium(0.82)
	d:Bacteria,p:Bacteroi
dota,c:Rhodothermia, o:Balneolales,f:Balne olaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu960
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(1.00),o:Balneolales(1.00
),f:Balneolaceae(1.00),g:u ncultured(1.00),s:uncultur
ed_bacterium(1.00)
	d:Bacteria,p:Bacteroi
dota,c:Rhodothermia, o:Balneolales,f:Balne olaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu584
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(0.81),o:Rhodothermales (0.81),f:Rhodothermaceae (0.81),g:uncultured(0.83),s
:uncultured_bacterium(0.8
0)
	d:Bacteria,p:Bacteroi

dota,c:Rhodothermia, o:Rhodothermales,f: Rhodothermaceae,g: uncultured,s:uncultur
ed_bacterium

	Otu881
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(1.00),o:Rhodothermales (1.00),f:Rhodothermaceae (1.00),g:uncultured(1.00),s
:uncultured_bacterium(0.5
5)
	d:Bacteria,p:Bacteroi

dota,c:Rhodothermia, o:Rhodothermales,f: Rhodothermaceae,g: uncultured,s:uncultur
ed_bacterium





	Otu442
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bactero
idota(1.00),c:Rhodothermi a(1.00),o:Rhodothermales (1.00),f:Rhodothermaceae (1.00),g:uncultured(1.00),s
:uncultured_bacterium(1.0
0)
	d:Bacteria,p:Bacteroi

dota,c:Rhodothermia, o:Rhodothermales,f: Rhodothermaceae,g: uncultured,s:uncultur
ed_bacterium

	Otu507
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bacteriovora cales(1.00),f:Bacteriovora caceae(1.00),g:Peredibact er(1.00),s:Bacteriovorax_s p.(0.14)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bacteriovorac ales,f:Bacteriovoraca ceae,g:Peredibacter,
s:Bacteriovorax_sp.

	Otu100
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:Bdellovibrio_bacte
riovorus(0.43)
	d:Bacteria,p:Bdellovi
brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:B dellovibrio_bacteriov
orus

	Otu15
	0,61%
	0,00%
	0,14%
	1,10%
	0,02%
	0,22%
	0,37%
	0,13%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:Olavius_ilvae(0.45
)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:Ol
avius_ilvae





	Otu440
	0,07%
	0,00%
	0,05%
	0,14%
	0,02%
	0,12%
	0,22%
	0,02%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:uncultured_bacteri
um(0.94)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_bacterium

	Otu1120
	0,04%
	0,00%
	0,24%
	0,00%
	0,03%
	0,00%
	0,04%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:uncultured_bacteri
um(0.94)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_bacterium

	Otu325
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:uncultured_bacteri
um(1.00)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_bacterium

	Otu167
	0,00%
	0,10%
	0,00%
	0,05%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:uncultured_Bdello
vibrio(0.60)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_Bdellovibrio





	Otu564
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(0.73),c:Bdellovibr ionia(0.73),o:Bdellovibrion ales(0.73),f:Bdellovibriona ceae(0.73),g:Bdellovibrio(
0.73),s:uncultured_delta(0
.18)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_delta

	Otu401
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(0.95),c:Bdellovibr ionia(0.95),o:Bdellovibrion ales(0.95),f:Bdellovibriona ceae(0.95),g:Bdellovibrio(
0.95),s:uncultured_delta(0
.71)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_delta

	Otu469
	0,08%
	0,00%
	0,00%
	0,28%
	0,42%
	0,24%
	0,26%
	0,15%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:Bdellovibrio(
1.00),s:uncultured_delta(0
.69)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:Bdellovibrio,s:un
cultured_delta

	Otu866
	0,16%
	0,00%
	0,00%
	0,01%
	0,05%
	0,01%
	0,22%
	0,00%
	d:Bacteria(1.00),p:Bdellovi
brionota(1.00),c:Bdellovibr ionia(1.00),o:Bdellovibrion ales(1.00),f:Bdellovibriona ceae(1.00),g:OM27_clade (1.00),s:uncultured_bacter
ium(0.70)
	d:Bacteria,p:Bdellovi

brionota,c:Bdellovibri onia,o:Bdellovibrional es,f:Bdellovibrionace ae,g:OM27_clade,s:u
ncultured_bacterium





	Otu912
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Bdellovi

brionota(1.00),c:Oligoflexi a(1.00),o:Oligoflexales(1.0
0),f:Oligoflexaceae(1.00), g:Oligoflexus(1.00),s:Olig
oflexus_tunisiensis(0.56)
	d:Bacteria,p:Bdellovi

brionota,c:Oligoflexia, o:Oligoflexales,f:Olig oflexaceae,g:Oligofle xus,s:Oligoflexus_tun
isiensis

	Otu308
	0,02%
	0,00%
	0,03%
	0,01%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Anaerolineae(1

.00),o:Anaerolineales(0.99

),f:Anaerolineaceae(0.99), g:Anaerolinea(0.15),s:unc
ultured_bacterium(0.75)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:Anaeroli nea,s:uncultured_bac
terium

	Otu1249
	0,12%
	0,00%
	0,29%
	0,17%
	0,35%
	0,12%
	0,09%
	0,07%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Anaerolineae(1

.00),o:Anaerolineales(1.00

),f:Anaerolineaceae(1.00), g:Anaerolinea(0.89),s:unc
ultured_Chloroflexi(0.62)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:Anaeroli nea,s:uncultured_Chl
oroflexi

	Otu418
	0,03%
	0,00%
	0,04%
	0,00%
	0,02%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Anaerolineae(1

.00),o:Anaerolineales(1.00

),f:Anaerolineaceae(1.00), g:Levilinea(1.00),s:Levilin
ea_saccharolytica(1.00)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:Leviline a,s:Levilinea_sacchar
olytica





	Otu558
	0,00%
	0,00%
	0,01%
	0,01%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.51),c:Anaerolineae(0
.51),o:Anaerolineales(0.51
),f:Anaerolineaceae(0.51), g:uncultured(0.48),s:uncul
tured_bacterium(0.81)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1140
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.62),c:Anaerolineae(0
.62),o:Anaerolineales(0.61
),f:Anaerolineaceae(0.61), g:uncultured(0.58),s:uncul
tured_bacterium(0.80)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu848
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.75),c:Anaerolineae(0
.75),o:Anaerolineales(0.72
),f:Anaerolineaceae(0.72), g:uncultured(0.76),s:uncul
tured_bacterium(0.81)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu580
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.75),c:Anaerolineae(0
.75),o:Anaerolineales(0.75
),f:Anaerolineaceae(0.75), g:uncultured(0.75),s:uncul
tured_bacterium(0.89)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu861
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.78),c:Anaerolineae(0
.77),o:Anaerolineales(0.76
),f:Anaerolineaceae(0.76), g:uncultured(0.78),s:uncul
tured_bacterium(0.80)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium





	Otu477
	0,08%
	0,00%
	0,09%
	0,04%
	0,03%
	0,05%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(0.90),c:Anaerolineae(0
.90),o:Anaerolineales(0.90
),f:Anaerolineaceae(0.90), g:uncultured(0.91),s:uncul
tured_bacterium(0.84)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1117
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.95),c:Anaerolineae(0
.95),o:Anaerolineales(0.91
),f:Anaerolineaceae(0.91), g:uncultured(0.92),s:uncul
tured_bacterium(0.90)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu33
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.97),c:Anaerolineae(0
.96),o:Anaerolineales(0.64
),f:Anaerolineaceae(0.64), g:uncultured(0.62),s:uncul
tured_bacterium(0.73)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu411
	0,02%
	0,00%
	0,00%
	0,04%
	0,02%
	0,02%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.98),c:Anaerolineae(0
.98),o:Anaerolineales(0.98
),f:Anaerolineaceae(0.98), g:uncultured(0.93),s:uncul
tured_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1328
	0,01%
	0,00%
	0,00%
	0,02%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:Anaerolineae(0
.99),o:Anaerolineales(0.93
),f:Anaerolineaceae(0.93), g:uncultured(0.94),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium





	Otu456
	0,01%
	0,00%
	0,00%
	0,00%
	0,03%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:Anaerolineae(0
.99),o:Anaerolineales(0.99
),f:Anaerolineaceae(0.99), g:uncultured(0.89),s:uncul
tured_bacterium(0.96)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu116
	0,00%
	0,44%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:Anaerolineae(0
.99),o:Anaerolineales(0.99
),f:Anaerolineaceae(0.99), g:uncultured(0.95),s:uncul
tured_bacterium(0.88)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu355
	0,04%
	0,00%
	0,06%
	0,05%
	0,08%
	0,07%
	0,09%
	0,03%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(0.39
),f:Anaerolineaceae(0.39), g:uncultured(0.37),s:uncul
tured_bacterium(0.59)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1349
	0,57%
	0,00%
	0,47%
	0,69%
	0,80%
	0,75%
	0,22%
	0,21%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(0.97
),f:Anaerolineaceae(0.97), g:uncultured(0.97),s:uncul
tured_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu526
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(0.99
),f:Anaerolineaceae(0.99), g:uncultured(0.98),s:uncul
tured_bacterium(0.92)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium





	Otu910
	0,03%
	0,00%
	0,04%
	0,02%
	0,07%
	0,11%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(0.60),s:uncul
tured_bacterium(0.78)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu556
	0,02%
	0,00%
	0,01%
	0,00%
	0,00%
	0,03%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(0.91),s:uncul
tured_bacterium(0.80)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu398
	0,10%
	0,00%
	0,10%
	0,11%
	0,10%
	0,36%
	0,04%
	0,34%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(0.92),s:uncul
tured_bacterium(0.66)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1193
	0,07%
	0,00%
	0,04%
	0,05%
	0,10%
	0,10%
	0,06%
	0,05%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(0.95),s:uncul
tured_bacterium(0.86)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu539
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(0.98),s:uncul
tured_bacterium(0.94)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium





	Otu673
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(0.99),s:uncul
tured_bacterium(0.91)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu465
	0,01%
	0,00%
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(0.97)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1
	18,32%
	0,00%
	17,19%
	16,55%
	20,29%
	21,76%
	20,12%
	17,92%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu1292
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu313
	0,08%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium





	Otu287
	0,04%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu44
	0,00%
	1,13%
	0,00%
	0,06%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu490
	0,00%
	0,43%
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu666
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_bact
erium

	Otu152
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:Anaerolineae(0
.99),o:Anaerolineales(0.54
),f:Anaerolineaceae(0.54), g:uncultured(0.89),s:uncul
tured_Chloroflexi(0.08)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_Chlo
roflexi





	Otu56
	0,12%
	0,00%
	0,20%
	0,26%
	0,13%
	0,40%
	0,09%
	0,49%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_delta(0.40)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur
ed,s:uncultured_delta

	Otu572
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(0.43),c:Anaerolineae(0

.43),o:Anaerolineales(0.21

),f:Anaerolineaceae(0.21), g:uncultured(0.27),s:uncul
tured_prokaryote(0.03)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur ed,s:uncultured_prok
aryote

	Otu1325
	0,02%
	0,00%
	0,20%
	0,01%
	0,07%
	0,01%
	0,04%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:uncultured(1.00),s:uncul
tured_soil(0.27)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:uncultur
ed,s:uncultured_soil

	Otu299
	0,24%
	0,00%
	0,28%
	0,28%
	0,30%
	0,64%
	0,70%
	1,02%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Anaerolineales(1.00
),f:Anaerolineaceae(1.00), g:UTCFX1(0.99),s:uncultu
red_sludge(0.98)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A naerolineales,f:Anaer olineaceae,g:UTCFX
1,s:uncultured_sludg
e

	Otu190
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Anaerolineae(1

.00),o:Ardenticatenales(1.

00),f:Ardenticatenaceae(1
.00),g:uncultured(1.00),s:u ncultured_bacterium(0.85)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:A rdenticatenales,f:Ard enticatenaceae,g:unc ultured,s:uncultured_
bacterium





	Otu1276
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:Anaerolineae(0
.99),o:Ardenticatenales(0.
94),f:uncultured(0.96),g:u ncultured(0.98),s:uncultur
ed_bacterium(0.90)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A rdenticatenales,f:unc ultured,g:uncultured,s
:uncultured_bacteriu
m

	Otu413
	0,01%
	0,00%
	0,00%
	0,01%
	0,02%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Ardenticatenales(0.
76),f:uncultured(0.76),g:u ncultured(0.99),s:uncultur
ed_bacterium(0.54)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A rdenticatenales,f:unc ultured,g:uncultured,s
:uncultured_bacteriu
m

	Otu424
	0,08%
	0,00%
	0,13%
	0,07%
	0,18%
	0,05%
	0,18%
	0,05%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Ardenticatenales(1.
00),f:uncultured(1.00),g:u ncultured(1.00),s:uncultur
ed_bacterium(0.96)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A rdenticatenales,f:unc ultured,g:uncultured,s
:uncultured_bacteriu
m

	Otu917
	0,01%
	0,00%
	0,03%
	0,01%
	0,07%
	0,01%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Ardenticatenales(1.
00),f:uncultured(1.00),g:u ncultured(1.00),s:uncultur
ed_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:A rdenticatenales,f:unc ultured,g:uncultured,s
:uncultured_bacteriu
m

	Otu599
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:Lit orilinea(1.00),s:uncultured
_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:Litorilinea,s
:uncultured_bacteriu
m





	Otu367
	0,08%
	0,00%
	0,14%
	0,14%
	0,15%
	0,05%
	0,13%
	0,04%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(0.97),s:anaerobic
_digester(0.09)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured,
s:anaerobic_digester

	Otu1178
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Anaerolineae(1

.00),o:Caldilineales(1.00),f

:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_Anaerolineaceae(0.36)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_Anaerol
ineaceae

	Otu1177
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.87),c:Anaerolineae(0
.87),o:Caldilineales(0.84),f
:Caldilineaceae(0.84),g:un cultured(0.87),s:unculture
d_bacterium(0.90)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu482
	0,07%
	0,00%
	0,28%
	0,06%
	0,32%
	0,16%
	0,11%
	0,10%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(0.99),s:unculture
d_bacterium(0.97)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu1339
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(0.93)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m





	Otu658
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(0.94)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu971
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(0.96)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu833
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu297
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu417
	0,10%
	0,00%
	0,18%
	0,45%
	0,37%
	0,41%
	0,30%
	0,33%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m





	Otu1278
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu1277
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_bacteriu
m

	Otu1352
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.77),c:Anaerolineae(0
.77),o:Caldilineales(0.73),f
:Caldilineaceae(0.73),g:un cultured(0.72),s:unculture
d_Chloroflexi(0.25)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_Chlorofl
exi

	Otu615
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_Chloroflexi(0.36)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_Chlorofl
exi

	Otu824
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:Caldilineales(1.00),f
:Caldilineaceae(1.00),g:un cultured(1.00),s:unculture
d_Chloroflexi(0.39)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:C aldilineales,f:Caldilin eaceae,g:uncultured, s:uncultured_Chlorofl
exi





	Otu1264
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.51),c:Anaerolineae(0
.49),o:RBG-13-54-
9(0.47),f:RBG-13-54-
9(0.47),g:RBG-13-54-
9(0.47),s:uncultured_bact erium(0.56)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu557
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.81),c:Anaerolineae(0
.81),o:RBG-13-54-
9(0.81),f:RBG-13-54-
9(0.81),g:RBG-13-54-
9(0.81),s:uncultured_bact erium(0.72)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu460
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.87),c:Anaerolineae(0
.87),o:RBG-13-54-
9(0.87),f:RBG-13-54-
9(0.87),g:RBG-13-54-
9(0.87),s:uncultured_bact erium(0.81)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu300
	0,01%
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(0
.98),o:RBG-13-54-
9(0.98),f:RBG-13-54-
9(0.98),g:RBG-13-54-
9(0.98),s:uncultured_bact erium(0.87)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium





	Otu305
	0,31%
	0,00%
	0,33%
	0,42%
	0,57%
	0,45%
	0,13%
	0,08%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(0.98),f:RBG-13-54-
9(0.98),g:RBG-13-54-
9(0.98),s:uncultured_bact erium(0.86)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu466
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_bact erium(0.88)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu70
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_bact erium(0.90)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu1265
	0,05%
	0,00%
	0,01%
	0,06%
	0,05%
	0,05%
	0,04%
	0,02%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_bact erium(0.91)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium





	Otu310
	0,02%
	0,00%
	0,01%
	0,04%
	0,00%
	0,02%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_bact erium(0.91)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu312
	0,06%
	0,00%
	0,11%
	0,16%
	0,23%
	0,46%
	0,24%
	1,02%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_bact erium(0.93)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu4
	12,15%
	0,00%
	13,14%
	11,08%
	13,30%
	12,73%
	12,51%
	10,13%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_bact erium(0.96)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_bacter ium

	Otu419
	0,01%
	0,00%
	0,00%
	0,01%
	0,02%
	0,03%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Chlorofl
exi(0.93),c:Anaerolineae(0
.87),o:RBG-13-54-
9(0.82),f:RBG-13-54-
9(0.82),g:RBG-13-54-
9(0.82),s:uncultured_Chlo roflexi(0.33)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_Chlor oflexi





	Otu1131
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.98),c:Anaerolineae(0
.98),o:RBG-13-54-
9(0.61),f:RBG-13-54-
9(0.61),g:RBG-13-54-
9(0.61),s:uncultured_Chlo roflexi(0.21)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_Chlor oflexi

	Otu156
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:RBG-13-54-
9(1.00),f:RBG-13-54-
9(1.00),g:RBG-13-54-
9(1.00),s:uncultured_Chlo roflexi(0.80)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:R BG-13-54-9,f:RBG-13
54-9,g:RBG-13-54-
9,s:uncultured_Chlor oflexi

	Otu86
	0,65%
	0,00%
	1,10%
	0,62%
	0,57%
	0,45%
	1,20%
	1,18%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:me tagenome(0.90)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b,
s:metagenome

	Otu851
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.94),c:Anaerolineae(0
.93),o:SBR1031(0.86),f:A
4b(0.83),g:A4b(0.83),s:un cultured_Anaerolineae(0.4
5)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_Anaerol
ineae

	Otu781
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.50),c:Anaerolineae(0
.50),o:SBR1031(0.50),f:A
4b(0.50),g:A4b(0.50),s:un cultured_bacterium(0.65)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu m





	Otu1332
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.94),c:Anaerolineae(0
.93),o:SBR1031(0.91),f:A
4b(0.91),g:A4b(0.87),s:un cultured_bacterium(0.62)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu402
	0,39%
	0,00%
	1,57%
	0,71%
	1,89%
	0,87%
	1,74%
	0,86%
	d:Bacteria(1.00),p:Chlorofl
exi(0.95),c:Anaerolineae(0
.94),o:SBR1031(0.90),f:A
4b(0.90),g:A4b(0.90),s:un cultured_bacterium(0.48)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu532
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.95),c:Anaerolineae(0
.95),o:SBR1031(0.95),f:A
4b(0.94),g:A4b(0.94),s:un cultured_bacterium(0.96)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu333
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.97),c:Anaerolineae(0
.97),o:SBR1031(0.96),f:A
4b(0.96),g:A4b(0.96),s:un cultured_bacterium(0.73)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu828
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl exi(0.99),c:Anaerolineae(0
.99),o:SBR1031(0.99),f:A
4b(0.99),g:A4b(0.99),s:un cultured_bacterium(0.99)
	d:Bacteria,p:Chlorofle xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu14
	2,33%
	0,00%
	1,64%
	4,65%
	3,31%
	6,74%
	3,01%
	6,66%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(0.98),g:A4b(0.97),s:un cultured_bacterium(0.69)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m





	Otu872
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.48)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu212
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.72)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu768
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.80)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu1027
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.91)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu890
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.94)
	d:Bacteria,p:Chlorofle xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu1300
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.96)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m





	Otu391
	0,08%
	0,00%
	0,10%
	0,04%
	0,10%
	0,18%
	0,35%
	0,23%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu147
	0,59%
	0,00%
	0,69%
	0,15%
	0,15%
	0,10%
	0,43%
	0,10%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu151
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu918
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu982
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu802
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m





	Otu1165
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu943
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_bacteriu
m

	Otu537
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(0
.99),o:SBR1031(0.88),f:A
4b(0.84),g:A4b(0.72),s:un cultured_Chloroflexi(0.21)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_Chlorofl
exi

	Otu831
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_Chloroflexi(0.99)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_Chlorofl
exi

	Otu1376
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_Chloroflexi(1.00)
	d:Bacteria,p:Chlorofle xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_Chlorofl
exi

	Otu1320
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_Chloroflexi(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_Chlorofl
exi





	Otu516
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:A4b(1.00),s:un cultured_compost(0.42)
	d:Bacteria,p:Chlorofle
xi,c:Anaerolineae,o:S BR1031,f:A4b,g:A4b, s:uncultured_compos
t

	Otu335
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:A
4b(1.00),g:OLB13(1.00),s:
uncultured_bacterium(0.7
0)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:A4b,g:OLB
13,s:uncultured_bact

erium

	Otu574
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.51),c:Anaerolineae(0
.49),o:SBR1031(0.47),f:S BR1031(0.07),g:SBR1031 (0.07),s:uncultured_bacter
ium(0.53)
	d:Bacteria,p:Chlorofle xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium

	Otu392
	0,09%
	0,00%
	0,06%
	0,19%
	0,12%
	0,24%
	0,04%
	0,24%
	d:Bacteria(1.00),p:Chlorofl
exi(0.96),c:Anaerolineae(0
.95),o:SBR1031(0.94),f:S BR1031(0.91),g:SBR1031 (0.91),s:uncultured_bacter
ium(0.68)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium

	Otu480
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,04%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.98),c:Anaerolineae(0
.96),o:SBR1031(0.79),f:S BR1031(0.38),g:SBR1031 (0.38),s:uncultured_bacter
ium(0.69)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium





	Otu463
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(0
.98),o:SBR1031(0.86),f:S BR1031(0.86),g:SBR1031 (0.86),s:uncultured_bacter
ium(0.93)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium

	Otu395
	0,19%
	0,00%
	0,51%
	0,51%
	0,53%
	0,80%
	0,44%
	0,88%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(0
.99),o:SBR1031(0.90),f:S BR1031(0.90),g:SBR1031 (0.90),s:uncultured_bacter
ium(0.74)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium

	Otu315
	0,03%
	0,00%
	0,04%
	0,01%
	0,02%
	0,01%
	0,07%
	0,03%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:S BR1031(1.00),g:SBR1031 (1.00),s:uncultured_bacter
ium(0.98)
	d:Bacteria,p:Chlorofle xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium

	Otu379
	0,10%
	0,00%
	0,31%
	0,26%
	0,48%
	0,27%
	0,11%
	0,22%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Anaerolineae(1
.00),o:SBR1031(1.00),f:S BR1031(1.00),g:SBR1031 (1.00),s:uncultured_bacter
ium(1.00)
	d:Bacteria,p:Chlorofle

xi,c:Anaerolineae,o:S BR1031,f:SBR1031,g
:SBR1031,s:uncultur

ed_bacterium

	Otu899
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.91),c:Chloroflexia(0.
61),o:Chloroflexales(0.60)
,f:Chloroflexaceae(0.60),g
:Chloroflexus(0.13),s:uncu ltured_bacterium(0.59)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Ch loroflexales,f:Chlorofl exaceae,g:Chloroflex us,s:uncultured_bact
erium





	Otu1284
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Chloroflexales(1.00)
,f:Roseiflexaceae(1.00),g: Roseiflexus(0.98),s:uncult
ured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Ch loroflexales,f:Roseifle xaceae,g:Roseiflexus
,s:uncultured_bacteri
um

	Otu999
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:metag enome(0.76)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:metagenome

	Otu760
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.73),c:Chloroflexia(0.
73),o:Thermomicrobiales(
0.73),f:AKYG1722(0.73),g
:AKYG1722(0.73),s:uncult ured_bacterium(0.91)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_bacter
ium

	Otu1110
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_bacterium(0.79)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_bacter
ium

	Otu702
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_bacter
ium





	Otu189
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_bacterium(1.00)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_bacter
ium

	Otu1032
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:Chloroflexia(0.
99),o:Thermomicrobiales(
0.99),f:AKYG1722(0.99),g
:AKYG1722(0.99),s:uncult ured_sludge(0.26)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_sludg
e

	Otu292
	0,29%
	0,00%
	0,64%
	0,73%
	0,75%
	0,28%
	0,28%
	0,31%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_soil(0.21)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_soil

	Otu648
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Chloroflexia(1.

00),o:Thermomicrobiales(

1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_Sphaerobacter(0.60)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_Spha

erobacter

	Otu229
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.64),c:Chloroflexia(0.
64),o:Thermomicrobiales(
0.64),f:AKYG1722(0.64),g
:AKYG1722(0.64),s:uncult ured_Sphaerobacteracea
e(0.50)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_Spha

erobacteraceae





	Otu18
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.85),c:Chloroflexia(0.
85),o:Thermomicrobiales(
0.85),f:AKYG1722(0.85),g
:AKYG1722(0.85),s:uncult ured_Sphaerobacteracea e(0.76)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_Spha

erobacteraceae

	Otu1280
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(0.96),g
:AKYG1722(0.96),s:uncult ured_Sphaerobacteracea
e(0.37)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_Spha

erobacteraceae

	Otu271
	0,00%
	0,17%
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_Sphaerobacteracea
e(0.88)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_Spha

erobacteraceae

	Otu588
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:uncult ured_Sphaerobacteracea
e(0.90)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:uncultured_Spha

erobacteraceae





	Otu386
	0,00%
	0,15%
	0,01%
	0,02%
	0,00%
	0,04%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:Chloroflexia(1.

00),o:Thermomicrobiales(

1.00),f:AKYG1722(1.00),g
:AKYG1722(1.00),s:waste water_metagenome(0.01)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:AK YG1722,g:AKYG172
2,s:wastewater_meta

genome

	Otu397
	0,22%
	0,01%
	0,71%
	0,46%
	0,82%
	0,18%
	0,35%
	0,17%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:JG30-KF- CM45(1.00),g:JG30-KF- CM45(1.00),s:uncultured_ anaerobic(0.85)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_a
naerobic

	Otu41
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.55),c:Chloroflexia(0.
52),o:Thermomicrobiales(
0.52),f:JG30-KF- CM45(0.52),g:JG30-KF- CM45(0.52),s:uncultured_
bacterium(0.72)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_b
acterium

	Otu366
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.85),c:Chloroflexia(0.
85),o:Thermomicrobiales(
0.85),f:JG30-KF- CM45(0.84),g:JG30-KF- CM45(0.84),s:uncultured_
bacterium(0.69)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_b
acterium





	Otu925
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.94),c:Chloroflexia(0.
94),o:Thermomicrobiales(
0.94),f:JG30-KF- CM45(0.94),g:JG30-KF- CM45(0.94),s:uncultured_
bacterium(0.91)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_b
acterium

	Otu1297
	0,00%
	0,09%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:JG30-KF- CM45(1.00),g:JG30-KF- CM45(1.00),s:uncultured_
bacterium(0.39)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_b
acterium

	Otu949
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:JG30-KF- CM45(1.00),g:JG30-KF- CM45(1.00),s:uncultured_
bacterium(0.67)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_b
acterium

	Otu1073
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:JG30-KF- CM45(1.00),g:JG30-KF- CM45(1.00),s:uncultured_
bacterium(0.80)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_b
acterium





	Otu645
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:JG30-KF- CM45(1.00),g:JG30-KF- CM45(1.00),s:uncultured_
Chloroflexi(0.18)
	d:Bacteria,p:Chlorofle
xi,c:Chloroflexia,o:Th ermomicrobiales,f:JG
30-KF-CM45,g:JG30- KF- CM45,s:uncultured_
Chloroflexi

	Otu1342
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Chloroflexia(1.
00),o:Thermomicrobiales(
1.00),f:Thermomicrobiace ae(1.00),g:Sphaerobacter(
1.00),s:uncultured_compo
st(0.91)
	d:Bacteria,p:Chlorofle

xi,c:Chloroflexia,o:Th ermomicrobiales,f:Th ermomicrobiaceae,g: Sphaerobacter,s:unc
ultured_compost

	Otu1371
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.87),c:Dehalococcoidi a(0.80),o:S085(0.49),f:S0
85(0.49),g:S085(0.49),s:u
ncultured_bacterium(0.85)
	d:Bacteria,p:Chlorofle
xi,c:Dehalococcoidia, o:S085,f:S085,g:S08
5,s:uncultured_bacter
ium

	Otu750
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Dehalococcoidi a(1.00),o:S085(1.00),f:S0
85(1.00),g:S085(1.00),s:u
ncultured_bacterium(0.68)
	d:Bacteria,p:Chlorofle
xi,c:Dehalococcoidia, o:S085,f:S085,g:S08
5,s:uncultured_bacter
ium

	Otu682
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Dehalococcoidi a(1.00),o:SAR202_clade(
1.00),f:SAR202_clade(1.0
0),g:SAR202_clade(1.00), s:uncultured_bacterium(1.
00)
	d:Bacteria,p:Chlorofle

xi,c:Dehalococcoidia, o:SAR202_clade,f:S AR202_clade,g:SAR
202_clade,s:uncultur

ed_bacterium





	Otu231
	0,00%
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:Gitt-GS-
136(1.00),o:Gitt-GS-
136(1.00),f:Gitt-GS-
136(1.00),g:Gitt-GS-
136(1.00),s:uncultured_ba cterium(0.83)
	d:Bacteria,p:Chlorofle
xi,c:Gitt-GS-
136,o:Gitt-GS-
136,f:Gitt-GS-
136,g:Gitt-GS-
136,s:uncultured_bac terium

	Otu1099
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:JG30-KF- CM66(1.00),o:JG30-KF- CM66(1.00),f:JG30-KF- CM66(1.00),g:JG30-KF- CM66(1.00),s:uncultured_
bacterium(0.87)
	d:Bacteria,p:Chlorofle

xi,c:JG30-KF- CM66,o:JG30-KF- CM66,f:JG30-KF- CM66,g:JG30-KF- CM66,s:uncultured_b
acterium

	Otu88
	0,00%
	0,21%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:JG30-KF- CM66(1.00),o:JG30-KF- CM66(1.00),f:JG30-KF- CM66(1.00),g:JG30-KF- CM66(1.00),s:uncultured_
bacterium(1.00)
	d:Bacteria,p:Chlorofle

xi,c:JG30-KF- CM66,o:JG30-KF- CM66,f:JG30-KF- CM66,g:JG30-KF- CM66,s:uncultured_b
acterium





	Otu879
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:JG30-KF- CM66(1.00),o:JG30-KF- CM66(1.00),f:JG30-KF- CM66(1.00),g:JG30-KF- CM66(1.00),s:uncultured_
bacterium(1.00)
	d:Bacteria,p:Chlorofle

xi,c:JG30-KF- CM66,o:JG30-KF- CM66,f:JG30-KF- CM66,g:JG30-KF- CM66,s:uncultured_b
acterium

	Otu71
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(1.00),c:JG30-KF- CM66(1.00),o:JG30-KF- CM66(1.00),f:JG30-KF- CM66(1.00),g:JG30-KF- CM66(1.00),s:uncultured_
bacterium(1.00)
	d:Bacteria,p:Chlorofle

xi,c:JG30-KF- CM66,o:JG30-KF- CM66,f:JG30-KF- CM66,g:JG30-KF- CM66,s:uncultured_b
acterium

	Otu181
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl

exi(0.29),c:JG30-KF- CM66(0.29),o:JG30-KF- CM66(0.29),f:JG30-KF- CM66(0.29),g:JG30-KF- CM66(0.29),s:uncultured_
Chloroflexi(0.28)
	d:Bacteria,p:Chlorofle

xi,c:JG30-KF- CM66,o:JG30-KF- CM66,f:JG30-KF- CM66,g:JG30-KF- CM66,s:uncultured_
Chloroflexi





	Otu950
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:KD4-
96(1.00),o:KD4-
96(1.00),f:KD4-
96(1.00),g:KD4-
96(1.00),s:uncultured_bac terium(0.73)
	d:Bacteria,p:Chlorofle

xi,c:KD4-96,o:KD4-

96,f:KD4-96,g:KD4-
96,s:uncultured_bact erium

	Otu923
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:KD4-
96(1.00),o:KD4-
96(1.00),f:KD4-
96(1.00),g:KD4-
96(1.00),s:uncultured_bac terium(0.94)
	d:Bacteria,p:Chlorofle

xi,c:KD4-96,o:KD4-

96,f:KD4-96,g:KD4-
96,s:uncultured_bact erium

	Otu459
	0,03%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:KD4-
96(1.00),o:KD4-
96(1.00),f:KD4-
96(1.00),g:KD4-
96(1.00),s:uncultured_bac terium(1.00)
	d:Bacteria,p:Chlorofle

xi,c:KD4-96,o:KD4-

96,f:KD4-96,g:KD4-
96,s:uncultured_bact erium

	Otu221
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:KD4-
96(0.98),o:KD4-
96(0.98),f:KD4-
96(0.98),g:KD4-
96(0.98),s:uncultured_Chl oroflexi(0.22)
	d:Bacteria,p:Chlorofle

xi,c:KD4-96,o:KD4-

96,f:KD4-96,g:KD4-
96,s:uncultured_Chlo roflexi

	Otu997
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.98),c:KD4-
96(0.98),o:KD4-
96(0.98),f:KD4-
96(0.98),g:KD4-
96(0.98),s:uncultured_Lon gilinea(0.04)
	d:Bacteria,p:Chlorofle

xi,c:KD4-96,o:KD4-

96,f:KD4-96,g:KD4-
96,s:uncultured_Long ilinea





	Otu1240
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:N9D0(0.94),o: N9D0(0.94),f:N9D0(0.94), g:N9D0(0.94),s:uncultured
_bacterium(0.99)
	d:Bacteria,p:Chlorofle

xi,c:N9D0,o:N9D0,f:N
9D0,g:N9D0,s:uncult ured_bacterium

	Otu196
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.87),c:OLB14(0.86),o: OLB14(0.86),f:OLB14(0.8
6),g:OLB14(0.86),s:uncult
ured_bacterium(0.90)
	d:Bacteria,p:Chlorofle

xi,c:OLB14,o:OLB14, f:OLB14,g:OLB14,s:u
ncultured_bacterium

	Otu141
	0,07%
	0,00%
	0,20%
	0,32%
	0,12%
	0,32%
	0,17%
	0,33%
	d:Bacteria(1.00),p:Chlorofl
exi(0.96),c:OLB14(0.93),o: OLB14(0.93),f:OLB14(0.9
3),g:OLB14(0.93),s:uncult
ured_bacterium(0.76)
	d:Bacteria,p:Chlorofle

xi,c:OLB14,o:OLB14, f:OLB14,g:OLB14,s:u
ncultured_bacterium

	Otu179
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(0.99),c:OLB14(0.99),o: OLB14(0.99),f:OLB14(0.9
9),g:OLB14(0.99),s:uncult
ured_bacterium(0.99)
	d:Bacteria,p:Chlorofle

xi,c:OLB14,o:OLB14, f:OLB14,g:OLB14,s:u
ncultured_bacterium

	Otu436
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl exi(0.94),c:OLB14(0.81),o: OLB14(0.81),f:OLB14(0.8
1),g:OLB14(0.81),s:uncult
ured_Chloroflexi(0.49)
	d:Bacteria,p:Chlorofle xi,c:OLB14,o:OLB14, f:OLB14,g:OLB14,s:u
ncultured_Chloroflexi

	Otu433
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Chlorofl
exi(1.00),c:TK10(1.00),o:T K10(1.00),f:TK10(1.00),g: TK10(1.00),s:uncultured_ Chloroflexi(0.94)
	d:Bacteria,p:Chlorofle

xi,c:TK10,o:TK10,f:T K10,g:TK10,s:uncultu
red_Chloroflexi





	Otu228
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Cyanob
acteria(1.00),c:Sericytochr omatia(1.00),o:Sericytochr omatia(1.00),f:Sericytochr omatia(1.00),g:Sericytochr omatia(1.00),s:uncultured
_bacterium(0.94)
	d:Bacteria,p:Cyanoba
cteria,c:Sericytochro matia,o:Sericytochro matia,f:Sericytochro matia,g:Sericytochro matia,s:uncultured_b
acterium

	Otu274
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Cyanob
acteria(1.00),c:Sericytochr omatia(1.00),o:Sericytochr omatia(1.00),f:Sericytochr omatia(1.00),g:Sericytochr omatia(1.00),s:uncultured
_bacterium(1.00)
	d:Bacteria,p:Cyanoba
cteria,c:Sericytochro matia,o:Sericytochro matia,f:Sericytochro matia,g:Sericytochro matia,s:uncultured_b acterium

	Otu1004
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Cyanob
acteria(1.00),c:Sericytochr omatia(1.00),o:Sericytochr omatia(1.00),f:Sericytochr omatia(1.00),g:Sericytochr omatia(1.00),s:uncultured
_bacterium(1.00)
	d:Bacteria,p:Cyanoba
cteria,c:Sericytochro matia,o:Sericytochro matia,f:Sericytochro matia,g:Sericytochro matia,s:uncultured_b
acterium

	Otu845
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Cyanob
acteria(1.00),c:Sericytochr omatia(1.00),o:Sericytochr omatia(1.00),f:Sericytochr omatia(1.00),g:Sericytochr omatia(1.00),s:uncultured
_bacterium(1.00)
	d:Bacteria,p:Cyanoba
cteria,c:Sericytochro matia,o:Sericytochro matia,f:Sericytochro matia,g:Sericytochro matia,s:uncultured_b
acterium





	Otu474
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Deinococcaceae(1.0
0),g:Deinococcus(1.00),s: Deinococcus_swuensis(0.
38)
	d:Bacteria,p:Deinoco

ccota,c:Deinococci,o: Deinococcales,f:Dein ococcaceae,g:Deinoc occus,s:Deinococcus
_swuensis

	Otu1105
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(0.40),c:Deinococci
(0.40),o:Deinococcales(0.
40),f:Trueperaceae(0.40), g:Truepera(0.40),s:uncultu
red_bacterium(0.71)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu1114
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(0.93),c:Deinococci
(0.93),o:Deinococcales(0.
93),f:Trueperaceae(0.93), g:Truepera(0.93),s:uncultu
red_bacterium(0.94)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu1148
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(0.94),c:Deinococci
(0.94),o:Deinococcales(0.
94),f:Trueperaceae(0.94), g:Truepera(0.94),s:uncultu
red_bacterium(0.96)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu498
	0,00%
	0,12%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Trueperaceae(1.00), g:Truepera(1.00),s:uncultu
red_bacterium(0.56)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m





	Otu740
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Trueperaceae(1.00), g:Truepera(1.00),s:uncultu
red_bacterium(0.75)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu254
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Trueperaceae(1.00), g:Truepera(1.00),s:uncultu
red_bacterium(0.84)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu725
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Trueperaceae(1.00), g:Truepera(1.00),s:uncultu
red_bacterium(1.00)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu294
	0,00%
	0,15%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Trueperaceae(1.00), g:Truepera(1.00),s:uncultu
red_bacterium(1.00)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m

	Otu126
	0,00%
	0,14%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Deinoc
occota(1.00),c:Deinococci
(1.00),o:Deinococcales(1.
00),f:Trueperaceae(1.00), g:Truepera(1.00),s:uncultu
red_bacterium(1.00)
	d:Bacteria,p:Deinoco
ccota,c:Deinococci,o: Deinococcales,f:True peraceae,g:Truepera, s:uncultured_bacteriu
m





	Otu1247
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Depend
entiae(1.00),c:Babeliae(1.
00),o:Babeliales(1.00),f:U BA12409(0.98),g:UBA124
09(0.98),s:uncultured_bac
terium(1.00)
	d:Bacteria,p:Depend

entiae,c:Babeliae,o:B

abeliales,f:UBA12409
,g:UBA12409,s:uncul tured_bacterium

	Otu1200
	0,00%
	0,00%
	0,01%
	0,01%
	0,00%
	0,00%
	0,07%
	0,02%
	d:Bacteria(1.00),p:Desulfo bacterota(1.00),c:Desulfo bulbia(1.00),o:Desulfobulb ales(1.00),f:Desulfocapsa ceae(1.00),g:[Desulfobact erium]_catecholicum_grou p(1.00),s:uncultured_bact
erium(1.00)
	d:Bacteria,p:Desulfob
acterota,c:Desulfobul bia,o:Desulfobulbales
,f:Desulfocapsaceae, g:[Desulfobacterium]
_catecholicum_group
,s:uncultured_bacteri um

	Otu426
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Desulfo
bacterota(1.00),c:Desulfo bulbia(1.00),o:Desulfobulb ales(1.00),f:Desulfocapsa ceae(1.00),g:uncultured(0.
73),s:uncultured_bacteriu
m(0.59)
	d:Bacteria,p:Desulfob

acterota,c:Desulfobul bia,o:Desulfobulbales
,f:Desulfocapsaceae, g:uncultured,s:uncult
ured_bacterium

	Otu1005
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Desulfo
bacterota(0.92),c:Desulfur omonadia(0.92),o:PB19(0.
92),f:PB19(0.92),g:PB19(
0.92),s:metagenome(0.85)
	d:Bacteria,p:Desulfob
acterota,c:Desulfuro monadia,o:PB19,f:PB
19,g:PB19,s:metagen
ome

	Otu425
	0,40%
	0,00%
	0,00%
	0,20%
	0,02%
	0,08%
	0,31%
	0,04%
	d:Bacteria(1.00),p:Desulfo
bacterota(0.61),c:Desulfur omonadia(0.53),o:PB19(0.
51),f:PB19(0.51),g:PB19(
0.51),s:uncultured_bacteri um(0.46)
	d:Bacteria,p:Desulfob

acterota,c:Desulfuro monadia,o:PB19,f:PB
19,g:PB19,s:uncultur

ed_bacterium





	Otu137
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Desulfo
bacterota(0.79),c:Syntrop hobacteria(0.79),o:Syntro phobacterales(0.79),f:Synt rophobacteraceae(0.79),g: Desulforhabdus(0.54),s:u nidentified_sulfate-
reducing(0.37)
	d:Bacteria,p:Desulfob
acterota,c:Syntropho bacteria,o:Syntropho bacterales,f:Syntroph obacteraceae,g:Desu lforhabdus,s:unidentif
ied_sulfate-reducing

	Otu748
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:A choleplasmatales(1.00),f: Acholeplasmataceae(1.00
),g:Acholeplasma(1.00),s: Acholeplasma_granularu
m(0.24)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Acholep lasmatales,f:Acholepl asmataceae,g:Achole plasma,s:Acholeplas
ma_granularum

	Otu843
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:A choleplasmatales(1.00),f: Acholeplasmataceae(1.00
),g:Acholeplasma(1.00),s: Acholeplasma_granularu
m(1.00)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Acholep lasmatales,f:Acholepl asmataceae,g:Achole plasma,s:Acholeplas
ma_granularum

	Otu968
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut

es(1.00),c:Bacilli(1.00),o:A choleplasmatales(1.00),f: Acholeplasmataceae(1.00
),g:Acholeplasma(1.00),s:

Acholeplasma_oculi(0.98)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Acholep lasmatales,f:Acholepl asmataceae,g:Achole plasma,s:Acholeplas
ma_oculi





	Otu598
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Bacillacea e(0.98),g:Bacillus(0.98),s: Bacillus_infernus(0.85)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci llus,s:Bacillus_infern us

	Otu647
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Bacillacea e(1.00),g:Bacillus(0.99),s: Bacillus_kokeshiiformis(0.
31)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci llus,s:Bacillus_kokes
hiiformis

	Otu1273
	0,01%
	0,00%
	0,03%
	0,04%
	0,03%
	0,01%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Bacillacea e(1.00),g:Bacillus(1.00),s: Bacillus_pseudomycoides
(0.24)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci llus,s:Bacillus_pseud
omycoides

	Otu218
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(0.52),c:Bacilli(0.50),o:B acillales(0.43),f:Bacillacea e(0.42),g:Bacillus(0.27),s:
Bacillus_sp.(0.10)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci
llus,s:Bacillus_sp.

	Otu385
	0,00%
	0,23%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(0.99),f:Bacillacea e(0.96),g:Bacillus(0.93),s:
Bacillus_sp.(0.66)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci
llus,s:Bacillus_sp.





	Otu248
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Bacillacea e(1.00),g:Bacillus(0.96),s: Bacillus_timonensis(0.63)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci llus,s:Bacillus_timone nsis

	Otu852
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Bacillacea e(0.95),g:Bacillus(0.91),s: uncultured_bacterium(0.2
4)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Baci llus,s:uncultured_bac
terium

	Otu857
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(0.79),c:Bacilli(0.75),o:B acillales(0.49),f:Bacillacea e(0.49),g:Oceanobacillus(
0.41),s:Oceanobacillus_s
p.(0.32)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Oce anobacillus,s:Oceano
bacillus_sp.

	Otu225
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Bacillacea e(1.00),g:Oceanobacillus(
0.95),s:Oceanobacillus_s
p.(0.84)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Oce anobacillus,s:Oceano
bacillus_sp.

	Otu259
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(0.98),f:Bacillacea e(0.98),g:Oceanobacillus(
0.97),s:Virgibacillus_sp.(0.
69)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Bacillaceae,g:Oce anobacillus,s:Virgiba
cillus_sp.





	Otu1257
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Planococc aceae(0.99),g:Lysinibacill us(0.90),s:Lysinibacillus_s
p.(0.39)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Planococcaceae,g
:Lysinibacillus,s:Lysin

ibacillus_sp.

	Otu1222
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Planococc aceae(1.00),g:Lysinibacill us(1.00),s:uncultured_pro
karyote(0.31)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Planococcaceae,g
:Lysinibacillus,s:uncu

ltured_prokaryote

	Otu536
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(1.00),f:Planococc aceae(1.00),g:Paenisporo sarcina(0.88),s:Paenispor
osarcina_sp.(0.87)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Bacillale s,f:Planococcaceae,g
:Paenisporosarcina,s: Paenisporosarcina_s
p.

	Otu612
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:B acillales(0.99),f:Planococc aceae(0.99),g:Planococcu s(0.66),s:Planococcus_sp.
(0.45)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Bacillale s,f:Planococcaceae,g
:Planococcus,s:Plano

coccus_sp.

	Otu384
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o: Caldalkalibacillales(1.00),f
:Caldalkalibacillaceae(1.0
0),g:Caldalkalibacillus(1.0
0),s:uncultured_bacterium
(1.00)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Caldalk alibacillales,f:Caldalk alibacillaceae,g:Cald alkalibacillus,s:uncult
ured_bacterium





	Otu1096
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:P aenibacillales(0.86),f:Pae nibacillaceae(0.86),g:Am moniibacillus(0.05),s:Amm oniibacillus_agariperforan
s(0.04)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Ammoniibacill us,s:Ammoniibacillus
_agariperforans

	Otu758
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(0.94),c:Bacilli(0.94),o:P aenibacillales(0.82),f:Pae nibacillaceae(0.82),g:Am moniphilus(0.81),s:Ammo
niphilus_oxalaticus(0.08)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Ammoniphilus
,s:Ammoniphilus_oxa
laticus

	Otu1334
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:P aenibacillales(1.00),f:Pae nibacillaceae(1.00),g:Am moniphilus(1.00),s:uncultu
red_bacterium(0.43)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Ammoniphilus
,s:uncultured_bacteri
um

	Otu1166
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut

es(0.92),c:Bacilli(0.91),o:P aenibacillales(0.89),f:Pae nibacillaceae(0.89),g:Pae nibacillus(0.84),s:Paeniba
cillus_barcinonensis(0.02)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Paenibacillus, s:Paenibacillus_barci
nonensis

	Otu255
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(0.89),c:Bacilli(0.87),o:P aenibacillales(0.87),f:Pae nibacillaceae(0.87),g:Pae nibacillus(0.87),s:Paeniba
cillus_castaneae(0.60)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Paenibacillus, s:Paenibacillus_cast
aneae





	Otu1253
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:P aenibacillales(1.00),f:Pae nibacillaceae(1.00),g:Pae nibacillus(1.00),s:Paeniba
cillus_sp.(0.92)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Paenibacillus,
s:Paenibacillus_sp.

	Otu1252
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:P aenibacillales(1.00),f:Pae nibacillaceae(1.00),g:Pae nibacillus(1.00),s:uncultur
ed_bacterium(0.83)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Paeniba cillales,f:Paenibacilla ceae,g:Paenibacillus, s:uncultured_bacteriu
m

	Otu1194
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut es(1.00),c:Bacilli(1.00),o:T hermoactinomycetales(1.0
0),f:Thermoactinomycetac eae(1.00),g:Melghirimyces (0.99),s:Melghirimyces_th
ermohalophilus(0.98)
	d:Bacteria,p:Firmicut
es,c:Bacilli,o:Thermo actinomycetales,f:Th ermoactinomycetace ae,g:Melghirimyces,s
:Melghirimyces_ther
mohalophilus

	Otu1060
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:T
hermoactinomycetales(1.0
0),f:Thermoactinomycetac eae(1.00),g:Planifilum(1.0
0),s:uncultured_compost(
0.56)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Thermo actinomycetales,f:Th ermoactinomycetace ae,g:Planifilum,s:unc
ultured_compost





	Otu226
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Bacilli(1.00),o:T
hermoactinomycetales(1.0
0),f:Thermoactinomycetac eae(1.00),g:uncultured(1.0
0),s:uncultured_compost(
1.00)
	d:Bacteria,p:Firmicut

es,c:Bacilli,o:Thermo actinomycetales,f:Th ermoactinomycetace ae,g:uncultured,s:unc
ultured_compost

	Otu346
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(0.84),c:Clostridia(0.84)
,o:Clostridiales(0.75),f:Clo stridiaceae(0.75),g:Clostri dium_sensu_stricto_13(0.
60),s:uncultured_bacteriu
m(0.63)
	d:Bacteria,p:Firmicut

es,c:Clostridia,o:Clos tridiales,f:Clostridiace ae,g:Clostridium_sen su_stricto_13,s:uncul
tured_bacterium

	Otu561
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Clostridia(1.00)
,o:Clostridiales(1.00),f:Clo stridiaceae(1.00),g:Clostri dium_sensu_stricto_13(1.
00),s:uncultured_bacteriu
m(0.98)
	d:Bacteria,p:Firmicut

es,c:Clostridia,o:Clos tridiales,f:Clostridiace ae,g:Clostridium_sen su_stricto_13,s:uncul
tured_bacterium

	Otu361
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(1.00),c:Clostridia(1.00)
,o:Oscillospirales(1.00),f:H
ungateiclostridiaceae(1.00
),g:UCG-
012(1.00),s:uncultured_pr okaryote(0.99)
	d:Bacteria,p:Firmicut

es,c:Clostridia,o:Oscil lospirales,f:Hungateic lostridiaceae,g:UCG-
012,s:uncultured_pro

karyote





	Otu1151
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut
es(0.04),c:Clostridia(0.04)
,o:Peptostreptococcales- Tissierellales(0.03),f:Famil y_XI(0.01),g:Tissierella(0.
01),s:uncultured_Clostridi
ales(0.01)
	d:Bacteria,p:Firmicut

es,c:Clostridia,o:Pept ostreptococcales- Tissierellales,f:Family
_XI,g:Tissierella,s:un

cultured_Clostridiales

	Otu357
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Firmicut es(0.22),c:Desulfotomacul ia(0.04),o:Carboxydother males(0.02),f:Carboxydoth ermaceae(0.02),g:Carbox ydothermus(0.02),s:Carbo xydothermus_pertinax(0.0
1)
	d:Bacteria,p:Firmicut
es,c:Desulfotomaculi a,o:Carboxydotherma les,f:Carboxydotherm aceae,g:Carboxydoth ermus,s:Carboxydoth
ermus_pertinax

	Otu1335
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(0.71),c:BD2-
11_terrestrial_group(0.71)
,o:BD2-
11_terrestrial_group(0.71)
,f:BD2-
11_terrestrial_group(0.71)
,g:BD2-
11_terrestrial_group(0.71)
,s:uncultured_bacterium(0
.66)
	d:Bacteria,p:Gemmati
monadota,c:BD2-
11_terrestrial_group, o:BD2-
11_terrestrial_group,f
:BD2-
11_terrestrial_group, g:BD2-
11_terrestrial_group, s:uncultured_bacteriu
m





	Otu1226
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:BD2-
11_terrestrial_group(1.00)
,o:BD2-
11_terrestrial_group(1.00)
,f:BD2-
11_terrestrial_group(1.00)
,g:BD2-
11_terrestrial_group(1.00)
,s:uncultured_bacterium(0
.81)
	d:Bacteria,p:Gemmati
monadota,c:BD2-
11_terrestrial_group, o:BD2-
11_terrestrial_group,f
:BD2-
11_terrestrial_group, g:BD2-
11_terrestrial_group, s:uncultured_bacteriu
m

	Otu267
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:BD2-
11_terrestrial_group(1.00)
,o:BD2-
11_terrestrial_group(1.00)
,f:BD2-
11_terrestrial_group(1.00)
,g:BD2-
11_terrestrial_group(1.00)
,s:uncultured_bacterium(0
.99)
	d:Bacteria,p:Gemmati
monadota,c:BD2-
11_terrestrial_group, o:BD2-
11_terrestrial_group,f
:BD2-
11_terrestrial_group, g:BD2-
11_terrestrial_group, s:uncultured_bacteriu
m

	Otu1290
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma timonadota(0.63),c:Gemm atimonadetes(0.63),o:Ge mmatimonadales(0.63),f: Gemmatimonadaceae(0.6
3),g:Gemmatimonas(0.13)
,s:uncultured_bacterium(0
.55)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:Ge mmatimonas,s:uncult
ured_bacterium





	Otu503
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:Gemm atimonadetes(1.00),o:Ge mmatimonadales(1.00),f: Gemmatimonadaceae(1.0
0),g:Gemmatimonas(0.97)
,s:uncultured_bacterium(0
.83)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:Ge mmatimonas,s:uncult
ured_bacterium

	Otu944
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma timonadota(0.03),c:Gemm atimonadetes(0.03),o:Ge mmatimonadales(0.03),f: Gemmatimonadaceae(0.0
3),g:Gemmatimonas(0.01)
,s:uncultured_Gemmatimo nas(0.01)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:Ge mmatimonas,s:uncult
ured_Gemmatimonas

	Otu607
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma timonadota(0.65),c:Gemm atimonadetes(0.65),o:Ge mmatimonadales(0.65),f: Gemmatimonadaceae(0.6
5),g:uncultured(0.75),s:un
cultured_bacterium(0.82)
	d:Bacteria,p:Gemmati monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium

	Otu837
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(0.70),c:Gemm atimonadetes(0.70),o:Ge mmatimonadales(0.70),f: Gemmatimonadaceae(0.7
0),g:uncultured(0.61),s:un
cultured_bacterium(0.90)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium





	Otu892
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(0.76),c:Gemm atimonadetes(0.76),o:Ge mmatimonadales(0.76),f: Gemmatimonadaceae(0.7
6),g:uncultured(0.79),s:un
cultured_bacterium(0.81)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium

	Otu746
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma timonadota(0.77),c:Gemm atimonadetes(0.77),o:Ge mmatimonadales(0.77),f: Gemmatimonadaceae(0.7
7),g:uncultured(0.82),s:un
cultured_bacterium(0.80)
	d:Bacteria,p:Gemmati monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium

	Otu489
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma timonadota(0.93),c:Gemm atimonadetes(0.93),o:Ge mmatimonadales(0.93),f: Gemmatimonadaceae(0.9
3),g:uncultured(0.93),s:un
cultured_bacterium(0.92)
	d:Bacteria,p:Gemmati monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium

	Otu91
	0,00%
	0,78%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:Gemm atimonadetes(1.00),o:Ge mmatimonadales(1.00),f: Gemmatimonadaceae(1.0
0),g:uncultured(1.00),s:un
cultured_bacterium(0.79)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium





	Otu360
	0,00%
	0,24%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:Gemm atimonadetes(1.00),o:Ge mmatimonadales(1.00),f: Gemmatimonadaceae(1.0
0),g:uncultured(1.00),s:un
cultured_bacterium(1.00)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
bacterium

	Otu1259
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:Gemm atimonadetes(1.00),o:Ge mmatimonadales(1.00),f: Gemmatimonadaceae(1.0
0),g:uncultured(1.00),s:un
cultured_soil(0.97)
	d:Bacteria,p:Gemmati
monadota,c:Gemmati monadetes,o:Gemma timonadales,f:Gemm atimonadaceae,g:unc ultured,s:uncultured_
soil

	Otu786
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:Longi microbia(1.00),o:Longimic robiales(1.00),f:Longimicr obiaceae(1.00),g:Longimi crobiaceae(1.00),s:uncult
ured_bacterium(1.00)
	d:Bacteria,p:Gemmati
monadota,c:Longimic robia,o:Longimicrobia les,f:Longimicrobiace ae,g:Longimicrobiace ae,s:uncultured_bact
erium

	Otu1279
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Gemma
timonadota(1.00),c:S0134
_terrestrial_group(1.00),o: S0134_terrestrial_group(1
.00),f:S0134_terrestrial_gr oup(1.00),g:S0134_terrest rial_group(1.00),s:uncultur
ed_bacterium(0.98)
	d:Bacteria,p:Gemmati monadota,c:S0134_t errestrial_group,o:S0
134_terrestrial_group
,f:S0134_terrestrial_g roup,g:S0134_terrest rial_group,s:unculture
d_bacterium





	Otu1317
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Hydrog
enedentes(1.00),c:Hydrog enedentia(1.00),o:Hydrog enedentiales(1.00),f:Hydr ogenedensaceae(1.00),g: Hydrogenedensaceae(1.0
0),s:metagenome(0.50)
	d:Bacteria,p:Hydroge
nedentes,c:Hydrogen edentia,o:Hydrogene dentiales,f:Hydrogen edensaceae,g:Hydro genedensaceae,s:me
tagenome

	Otu1159
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Hydrog enedentes(1.00),c:Hydrog enedentia(1.00),o:Hydrog enedentiales(1.00),f:Hydr ogenedensaceae(1.00),g: Hydrogenedensaceae(1.0
0),s:uncultured_bacterium
(0.89)
	d:Bacteria,p:Hydroge
nedentes,c:Hydrogen edentia,o:Hydrogene dentiales,f:Hydrogen edensaceae,g:Hydro genedensaceae,s:un
cultured_bacterium

	Otu422
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Hydrog enedentes(1.00),c:Hydrog enedentia(1.00),o:Hydrog enedentiales(1.00),f:Hydr ogenedensaceae(1.00),g: Hydrogenedensaceae(1.0
0),s:uncultured_bacterium
(0.98)
	d:Bacteria,p:Hydroge
nedentes,c:Hydrogen edentia,o:Hydrogene dentiales,f:Hydrogen edensaceae,g:Hydro genedensaceae,s:un
cultured_bacterium

	Otu81
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Hydrog
enedentes(0.08),c:Hydrog enedentia(0.08),o:Hydrog enedentiales(0.08),f:Hydr ogenedensaceae(0.08),g: YC-ZSS- LKJ63(0.01),s:uncultured_
Fusobacteria(0.01)
	d:Bacteria,p:Hydroge
nedentes,c:Hydrogen edentia,o:Hydrogene dentiales,f:Hydrogen edensaceae,g:YC- ZSS- LKJ63,s:uncultured_
Fusobacteria





	Otu799
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Myxococcia(
1.00),o:Myxococcales(1.0
0),f:Anaeromyxobacterace ae(1.00),g:Anaeromyxoba cter(1.00),s:uncultured_ba
cterium(1.00)
	d:Bacteria,p:Myxococ
cota,c:Myxococcia,o: Myxococcales,f:Anae romyxobacteraceae,g
:Anaeromyxobacter,s
:uncultured_bacteriu m

	Otu713
	0,01%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Myxococcia(
1.00),o:Myxococcales(1.0
0),f:Myxococcaceae(1.00)
,g:P3OB-
42(1.00),s:uncultured_bac terium(0.66)
	d:Bacteria,p:Myxococ

cota,c:Myxococcia,o: Myxococcales,f:Myxo coccaceae,g:P3OB-
42,s:uncultured_bact

erium

	Otu430
	0,07%
	0,00%
	0,10%
	0,06%
	0,02%
	0,00%
	0,09%
	0,07%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Myxococcia(
1.00),o:Myxococcales(1.0
0),f:Myxococcaceae(1.00)
,g:P3OB-
42(0.98),s:uncultured_soil
(0.89)
	d:Bacteria,p:Myxococ

cota,c:Myxococcia,o: Myxococcales,f:Myxo coccaceae,g:P3OB-
42,s:uncultured_soil

	Otu408
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.78),c:Myxococcia(
0.78),o:Myxococcales(0.7
8),f:Myxococcaceae(0.78)
,g:uncultured(0.29),s:meta genome(0.01)
	d:Bacteria,p:Myxococ

cota,c:Myxococcia,o: Myxococcales,f:Myxo coccaceae,g:uncultur
ed,s:metagenome

	Otu1267
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.93),c:Polyangia(0.
92),o:Blfdi19(0.90),f:Blfdi1
9(0.90),g:Blfdi19(0.90),s:u ncultured_bacterium(0.95)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:Blf di19,f:Blfdi19,g:Blfdi1
9,s:uncultured_bacter
ium





	Otu1323
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.41),c:Polyangia(0.
41),o:Haliangiales(0.41),f: Haliangiaceae(0.41),g:Hal iangium(0.41),s:unculture
d_bacterium(0.47)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:H aliangiales,f:Haliangi aceae,g:Haliangium,s
:uncultured_bacteriu
m

	Otu127
	0,00%
	0,27%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.99),c:Polyangia(0.
99),o:Haliangiales(0.99),f: Haliangiaceae(0.99),g:Hal iangium(0.99),s:unculture
d_bacterium(0.82)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:H aliangiales,f:Haliangi aceae,g:Haliangium,s
:uncultured_bacteriu
m

	Otu722
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Haliangiales(1.00),f: Haliangiaceae(1.00),g:Hal iangium(1.00),s:unculture
d_bacterium(0.79)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:H aliangiales,f:Haliangi aceae,g:Haliangium,s
:uncultured_bacteriu
m

	Otu736
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Haliangiales(1.00),f: Haliangiaceae(1.00),g:Hal iangium(1.00),s:unculture
d_bacterium(0.84)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:H aliangiales,f:Haliangi aceae,g:Haliangium,s
:uncultured_bacteriu
m

	Otu481
	0,22%
	0,05%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Haliangiales(1.00),f: Haliangiaceae(1.00),g:Hal iangium(1.00),s:unculture
d_bacterium(0.85)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:H aliangiales,f:Haliangi aceae,g:Haliangium,s
:uncultured_bacteriu
m





	Otu108
	0,00%
	0,26%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: BIrii41(0.24),g:BIrii41(0.24
),s:uncultured_bacterium(
0.95)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P

olyangiales,f:BIrii41,g

:BIrii41,s:uncultured_

bacterium

	Otu320
	0,10%
	0,00%
	0,00%
	0,11%
	0,03%
	0,20%
	1,52%
	0,89%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: BIrii41(1.00),g:BIrii41(1.00
),s:uncultured_bacterium(
1.00)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P

olyangiales,f:BIrii41,g

:BIrii41,s:uncultured_

bacterium

	Otu660
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: BIrii41(1.00),g:BIrii41(1.00
),s:uncultured_bacterium(
1.00)
	d:Bacteria,p:Myxococ cota,c:Polyangia,o:P olyangiales,f:BIrii41,g
:BIrii41,s:uncultured_

bacterium

	Otu1001
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.99),c:Polyangia(0.
99),o:Polyangiales(0.99),f: BIrii41(0.95),g:BIrii41(0.95
),s:uncultured_Sorangiine
ae(0.02)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P

olyangiales,f:BIrii41,g
:BIrii41,s:uncultured_ Sorangiineae

	Otu870
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.98),c:Polyangia(0.
98),o:Polyangiales(0.98),f: Phaselicystidaceae(0.87), g:Phaselicystis(0.87),s:un
cultured_delta(0.18)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:P olyangiales,f:Phaseli cystidaceae,g:Phasel icystis,s:uncultured_d
elta





	Otu896
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: Phaselicystidaceae(0.88), g:Phaselicystis(0.88),s:un
cultured_delta(0.18)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:P olyangiales,f:Phaseli cystidaceae,g:Phasel icystis,s:uncultured_d
elta

	Otu1313
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco

ccota(1.00),c:Polyangia(1.

00),o:Polyangiales(1.00),f: Polyangiaceae(0.85),g:Paj aroellobacter(0.82),s:uncu
ltured_bacterium(0.93)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Polyang iaceae,g:Pajaroelloba cter,s:uncultured_bac
terium

	Otu1127
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco

ccota(1.00),c:Polyangia(1.

00),o:Polyangiales(1.00),f: Polyangiaceae(1.00),g:Paj aroellobacter(1.00),s:uncu
ltured_bacterium(0.24)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Polyang iaceae,g:Pajaroelloba cter,s:uncultured_bac
terium

	Otu632
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: Polyangiaceae(0.86),g:Paj aroellobacter(0.85),s:uncu
ltured_delta(0.01)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:P olyangiales,f:Polyang iaceae,g:Pajaroelloba cter,s:uncultured_delt
a





	Otu1329
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.72),c:Polyangia(0.
70),o:Polyangiales(0.68),f: Sandaracinaceae(0.68),g: Sandaracinus(0.66),s:San daracinus_amylolyticus(0.
02)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Sandara cinaceae,g:Sandaraci nus,s:Sandaracinus_
amylolyticus

	Otu290
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(0.77),c:Polyangia(0.
77),o:Polyangiales(0.76),f: Sandaracinaceae(0.75),g: Sandaracinus(0.72),s:Sor angiineae_bacterium(0.16
)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Sandara cinaceae,g:Sandaraci nus,s:Sorangiineae_
bacterium

	Otu169
	0,18%
	0,18%
	0,04%
	0,16%
	0,05%
	0,02%
	0,41%
	0,03%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: Sandaracinaceae(1.00),g: Sandaracinus(0.99),s:Sor angiineae_bacterium(0.14
)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Sandara cinaceae,g:Sandaraci nus,s:Sorangiineae_
bacterium

	Otu1067
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Myxoco

ccota(0.60),c:Polyangia(0.

60),o:Polyangiales(0.60),f: Sandaracinaceae(0.60),g: Sandaracinus(0.56),s:unc
ultured_bacterium(0.72)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Sandara cinaceae,g:Sandaraci nus,s:uncultured_bac
terium





	Otu396
	0,07%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Myxoco

ccota(1.00),c:Polyangia(1.

00),o:Polyangiales(1.00),f: Sandaracinaceae(1.00),g: Sandaracinus(0.87),s:unc
ultured_bacterium(0.65)
	d:Bacteria,p:Myxococ

cota,c:Polyangia,o:P olyangiales,f:Sandara cinaceae,g:Sandaraci nus,s:uncultured_bac
terium

	Otu553
	0,04%
	0,00%
	0,00%
	0,01%
	0,02%
	0,00%
	0,09%
	0,00%
	d:Bacteria(1.00),p:Myxoco
ccota(1.00),c:Polyangia(1.
00),o:Polyangiales(1.00),f: Sandaracinaceae(1.00),g: uncultured(1.00),s:uncultu
red_bacterium(1.00)
	d:Bacteria,p:Myxococ
cota,c:Polyangia,o:P olyangiales,f:Sandara cinaceae,g:unculture d,s:uncultured_bacter
ium

	Otu484
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Microgen omatia(1.00),o:Microgeno matia(1.00),f:Microgenom atia(1.00),g:Microgenomat ia(1.00),s:uncultured_can
didate(1.00)
	d:Bacteria,p:Patescib

acteria,c:Microgenom atia,o:Microgenomati a,f:Microgenomatia,g: Microgenomatia,s:un
cultured_candidate

	Otu200
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Parcubact eria(1.00),o:Candidatus_C ampbellbacteria(1.00),f:C andidatus_Campbellbacte ria(1.00),g:Candidatus_Ca mpbellbacteria(1.00),s:un
cultured_bacterium(1.00)
	d:Bacteria,p:Patescib
acteria,c:Parcubacter ia,o:Candidatus_Cam pbellbacteria,f:Candi datus_Campbellbact eria,g:Candidatus_C ampbellbacteria,s:un
cultured_bacterium





	Otu583
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(0.84),c:Parcubact eria(0.84),o:Candidatus_K aiserbacteria(0.84),f:Cand idatus_Kaiserbacteria(0.8
4),g:Candidatus_Kaiserba cteria(0.84),s:uncultured_
bacterium(0.61)
	d:Bacteria,p:Patescib
acteria,c:Parcubacter ia,o:Candidatus_Kais erbacteria,f:Candidat us_Kaiserbacteria,g: Candidatus_Kaiserba cteria,s:uncultured_b
acterium

	Otu714
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Parcubact eria(1.00),o:Candidatus_K aiserbacteria(1.00),f:Cand idatus_Kaiserbacteria(1.0
0),g:Candidatus_Kaiserba cteria(1.00),s:uncultured_
bacterium(0.94)
	d:Bacteria,p:Patescib
acteria,c:Parcubacter ia,o:Candidatus_Kais erbacteria,f:Candidat us_Kaiserbacteria,g: Candidatus_Kaiserba cteria,s:uncultured_b
acterium

	Otu10
	0,00%
	1,38%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Parcubact eria(1.00),o:Candidatus_K aiserbacteria(1.00),f:Cand idatus_Kaiserbacteria(1.0
0),g:Candidatus_Kaiserba cteria(1.00),s:uncultured_
bacterium(0.97)
	d:Bacteria,p:Patescib
acteria,c:Parcubacter ia,o:Candidatus_Kais erbacteria,f:Candidat us_Kaiserbacteria,g: Candidatus_Kaiserba cteria,s:uncultured_b
acterium





	Otu877
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Parcubact eria(1.00),o:Parcubacteria (1.00),f:Parcubacteria(1.0
0),g:Parcubacteria(1.00),s
:uncultured_bacterium(1.0
0)
	d:Bacteria,p:Patescib

acteria,c:Parcubacter ia,o:Parcubacteria,f:P arcubacteria,g:Parcu bacteria,s:uncultured
_bacterium

	Otu486
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Parcubact eria(1.00),o:Parcubacteria (1.00),f:Parcubacteria(1.0
0),g:Parcubacteria(1.00),s
:uncultured_bacterium(1.0
0)
	d:Bacteria,p:Patescib

acteria,c:Parcubacter ia,o:Parcubacteria,f:P arcubacteria,g:Parcu bacteria,s:uncultured
_bacterium

	Otu672
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Sacchari monadia(1.00),o:Sacchari monadales(1.00),f:LWQ8(
0.98),g:LWQ8(0.98),s:unc
ultured_bacterium(0.81)
	d:Bacteria,p:Patescib
acteria,c:Saccharimo nadia,o:Saccharimon adales,f:LWQ8,g:LW Q8,s:uncultured_bact
erium

	Otu882
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci bacteria(1.00),c:Sacchari monadia(1.00),o:Sacchari monadales(1.00),f:Saccha rimonadales(0.60),g:Sacc harimonadales(0.60),s:un
cultured_bacterium(0.95)
	d:Bacteria,p:Patescib acteria,c:Saccharimo nadia,o:Saccharimon adales,f:Saccharimon adales,g:Saccharimo nadales,s:uncultured
_bacterium





	Otu106
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Sacchari monadia(1.00),o:Sacchari monadales(1.00),f:Saccha rimonadales(0.61),g:Sacc harimonadales(0.61),s:un
cultured_bacterium(0.93)
	d:Bacteria,p:Patescib
acteria,c:Saccharimo nadia,o:Saccharimon adales,f:Saccharimon adales,g:Saccharimo nadales,s:uncultured
_bacterium

	Otu525
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci bacteria(1.00),c:Sacchari monadia(1.00),o:Sacchari monadales(1.00),f:Saccha rimonadales(0.77),g:Sacc harimonadales(0.77),s:un
cultured_bacterium(0.94)
	d:Bacteria,p:Patescib acteria,c:Saccharimo nadia,o:Saccharimon adales,f:Saccharimon adales,g:Saccharimo nadales,s:uncultured
_bacterium

	Otu1248
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci bacteria(1.00),c:Sacchari monadia(1.00),o:Sacchari monadales(1.00),f:Saccha rimonadales(0.91),g:Sacc harimonadales(0.91),s:un
cultured_bacterium(1.00)
	d:Bacteria,p:Patescib acteria,c:Saccharimo nadia,o:Saccharimon adales,f:Saccharimon adales,g:Saccharimo nadales,s:uncultured
_bacterium

	Otu109
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Patesci
bacteria(1.00),c:Sacchari monadia(1.00),o:Sacchari monadales(1.00),f:Saccha rimonadales(0.99),g:Sacc harimonadales(0.99),s:un cultured_Candidatus(0.13
)
	d:Bacteria,p:Patescib
acteria,c:Saccharimo nadia,o:Saccharimon adales,f:Saccharimon adales,g:Saccharimo nadales,s:uncultured
_Candidatus





	Otu118
	0,02%
	0,23%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:BD7-
11(1.00),o:BD7-
11(1.00),f:BD7-
11(1.00),g:BD7-
11(1.00),s:uncultured_bac terium(1.00)
	d:Bacteria,p:Plancto
mycetota,c:BD7-
11,o:BD7-11,f:BD7-
11,g:BD7-
11,s:uncultured_bact erium

	Otu585
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:BD7-
11(1.00),o:BD7-
11(1.00),f:BD7-
11(1.00),g:BD7-
11(1.00),s:uncultured_bac terium(1.00)
	d:Bacteria,p:Plancto
mycetota,c:BD7-
11,o:BD7-11,f:BD7-
11,g:BD7-
11,s:uncultured_bact erium

	Otu549
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(0.81),c:Brocadia e(0.81),o:Brocadiales(0.8
1),f:Brocadiaceae(0.81),g: Candidatus_Brocadia(0.8
0),s:Candidatus_Brocadia
(0.48)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:Candi
datus_Brocadia

	Otu551
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(0.83),c:Brocadia e(0.82),o:Brocadiales(0.8
2),f:Brocadiaceae(0.81),g:
Candidatus_Brocadia(0.8
0),s:Candidatus_Brocadia
(0.47)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:Candi
datus_Brocadia





	Otu67 Бр
	2,75%
	0,00%
	1,68%
	5,03%
	0,85%
	1,71%
	0,57%
	5,50%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Brocadia e(1.00),o:Brocadiales(1.0
0),f:Brocadiaceae(1.00),g: Candidatus_Brocadia(1.0
0),s:Candidatus_Brocadia
(0.93)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:Candi
datus_Brocadia

	Otu538
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(0.39),c:Brocadia e(0.39),o:Brocadiales(0.3
9),f:Brocadiaceae(0.37),g: Candidatus_Brocadia(0.3
5),s:uncultured_Candidatu
s(0.30)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:uncult
ured_Candidatus

	Otu567
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(0.99),c:Brocadia e(0.99),o:Brocadiales(0.9
9),f:Brocadiaceae(0.99),g: Candidatus_Brocadia(0.9
9),s:uncultured_Candidatu
s(0.92)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:uncult
ured_Candidatus

	Otu470
	0,02%
	0,00%
	0,03%
	0,05%
	0,05%
	0,00%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Brocadia e(1.00),o:Brocadiales(1.0
0),f:Brocadiaceae(1.00),g: Candidatus_Brocadia(1.0
0),s:uncultured_Candidatu
s(0.56)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:uncult
ured_Candidatus





	Otu48 Br
	5,05%
	0,00%
	6,77%
	3,93%
	2,07%
	1,11%
	1,26%
	1,11%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Brocadia e(1.00),o:Brocadiales(1.0
0),f:Brocadiaceae(1.00),g: Candidatus_Brocadia(1.0
0),s:uncultured_Candidatu
s(0.84)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Brocadia,s:uncult
ured_Candidatus

	Otu371 J
	0,37%
	0,00%
	0,74%
	0,31%
	0,08%
	0,14%
	0,11%
	0,07%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Brocadia e(1.00),o:Brocadiales(1.0
0),f:Brocadiaceae(1.00),g: Candidatus_Jettenia(1.00)
,s:uncultured_bacterium(0
.77)
	d:Bacteria,p:Plancto

mycetota,c:Brocadiae

,o:Brocadiales,f:Broc adiaceae,g:Candidat us_Jettenia,s:uncultu
red_bacterium

	Otu967
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto mycetota(0.58),c:Phycisph aerae(0.22),o:Phycisphaer ales(0.16),f:AKAU3564_s ediment_group(0.15),g:AK AU3564_sediment_group(
0.15),s:uncultured_bacteri
um(0.37)
	d:Bacteria,p:Plancto mycetota,c:Phycisph aerae,o:Phycisphaer ales,f:AKAU3564_se diment_group,g:AKA U3564_sediment_gro up,s:uncultured_bact
erium

	Otu996
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Phycisph aerae(1.00),o:Phycisphaer ales(1.00),f:Phycisphaera ceae(1.00),g:SM1A02(1.0
0),s:uncultured_bacterium
(0.81)
	d:Bacteria,p:Plancto

mycetota,c:Phycisph aerae,o:Phycisphaer ales,f:Phycisphaerac eae,g:SM1A02,s:unc
ultured_bacterium





	Otu50
	1,07%
	0,00%
	3,03%
	2,51%
	0,70%
	0,64%
	0,57%
	0,53%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Phycisph aerae(1.00),o:Phycisphaer ales(1.00),f:Phycisphaera ceae(1.00),g:SM1A02(1.0
0),s:uncultured_bacterium
(1.00)
	d:Bacteria,p:Plancto

mycetota,c:Phycisph aerae,o:Phycisphaer ales,f:Phycisphaerac eae,g:SM1A02,s:unc
ultured_bacterium

	Otu47
	0,00%
	0,60%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Phycisph aerae(1.00),o:Phycisphaer ales(1.00),f:Phycisphaera ceae(1.00),g:SM1A02(1.0
0),s:uncultured_bacterium
(1.00)
	d:Bacteria,p:Plancto

mycetota,c:Phycisph aerae,o:Phycisphaer ales,f:Phycisphaerac eae,g:SM1A02,s:unc
ultured_bacterium

	Otu1356
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(0.71),c:Phycisph aerae(0.71),o:Phycisphaer ales(0.71),f:Phycisphaera ceae(0.71),g:SM1A02(0.7
1),s:uncultured_marine(0.
44)
	d:Bacteria,p:Plancto

mycetota,c:Phycisph aerae,o:Phycisphaer ales,f:Phycisphaerac eae,g:SM1A02,s:unc
ultured_marine

	Otu911
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(0.99),c:Phycisph aerae(0.99),o:Phycisphaer ales(0.99),f:Phycisphaera ceae(0.99),g:SM1A02(0.8
8),s:uncultured_planctomy
cete(0.17)
	d:Bacteria,p:Plancto
mycetota,c:Phycisph aerae,o:Phycisphaer ales,f:Phycisphaerac eae,g:SM1A02,s:unc ultured_planctomycet
e





	Otu1205
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Gemmat ales(0.97),f:Gemmatacea e(0.97),g:uncultured(0.97)
,s:uncultured_bacterium(0
.84)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Gemmatales
,f:Gemmataceae,g:un cultured,s:uncultured
_bacterium

	Otu1129
	0,02%
	0,00%
	0,01%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Gemmat ales(1.00),f:Gemmatacea e(1.00),g:uncultured(0.99)
,s:uncultured_bacterium(0
.97)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Gemmatales
,f:Gemmataceae,g:un cultured,s:uncultured
_bacterium

	Otu194
	0,53%
	0,00%
	0,54%
	0,51%
	0,22%
	0,23%
	0,11%
	0,14%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Gemmat ales(1.00),f:Gemmatacea e(1.00),g:uncultured(1.00)
,s:uncultured_bacterium(0
.98)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Gemmatales
,f:Gemmataceae,g:un cultured,s:uncultured
_bacterium

	Otu1195
	0,02%
	0,00%
	0,01%
	0,01%
	0,02%
	0,02%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Candidatus_Anamm oximicrobium(1.00),s:uncu ltured_planctomycete(0.73
)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Cand idatus_Anammoximic robium,s:uncultured_
planctomycete





	Otu1304
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pir4_lineage(1.00),s
:Planctomycetaceae_bact erium(0.79)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pir4_
lineage,s:Planctomyc etaceae_bacterium

	Otu1204
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pir4_lineage(0.99),s
:uncultured_bacterium(0.8
8)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pir4_

lineage,s:uncultured_

bacterium

	Otu1168
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pir4_lineage(1.00),s
:uncultured_bacterium(0.6
7)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pir4_

lineage,s:uncultured_

bacterium

	Otu616
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pirellula(1.00),s:unc
ultured_bacterium(0.81)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pirell ula,s:uncultured_bact
erium





	Otu703
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pirellula(1.00),s:unc
ultured_bacterium(0.94)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pirell ula,s:uncultured_bact
erium

	Otu1322
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pirellula(1.00),s:unc
ultured_bacterium(1.00)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pirell ula,s:uncultured_bact
erium

	Otu1310
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pirellula(0.99),s:unc
ultured_Pirellula(0.50)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pirell ula,s:uncultured_Pirel
lula

	Otu1302
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Pirellula(1.00),s:unc
ultured_Pirellula(0.51)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Pirell ula,s:uncultured_Pirel
lula

	Otu678
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:Rhodopirellula(0.97)
,s:uncultured_bacterium(0
.95)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:Rhod opirellula,s:unculture
d_bacterium





	Otu444
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto

mycetota(0.61),c:Plancto mycetes(0.61),o:Pirellulal es(0.61),f:Pirellulaceae(0.
61),g:uncultured(0.87),s:u

ncultured_bacterium(0.84)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:uncul tured,s:uncultured_b
acterium

	Otu1233
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto

mycetota(0.71),c:Plancto mycetes(0.71),o:Pirellulal es(0.71),f:Pirellulaceae(0.
71),g:uncultured(0.62),s:u

ncultured_bacterium(0.81)
	d:Bacteria,p:Plancto mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:uncul tured,s:uncultured_b
acterium

	Otu464
	0,03%
	0,00%
	0,01%
	0,01%
	0,02%
	0,00%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Plancto

mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:uncultured(1.00),s:u

ncultured_bacterium(0.96)
	d:Bacteria,p:Plancto mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:uncul tured,s:uncultured_b
acterium

	Otu816
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Pirellulal es(1.00),f:Pirellulaceae(1.
00),g:uncultured(1.00),s:u
ncultured_soil(0.97)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Pirellulales,f
:Pirellulaceae,g:uncul tured,s:uncultured_so
il





	Otu791
	0,00%
	0,07%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Planctom ycetales(1.00),f:Rubinisph aeraceae(0.99),g:SH- PL14(0.99),s:uncultured_
bacterium(0.96)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Planctomyc etales,f:Rubinisphaer aceae,g:SH- PL14,s:uncultured_b
acterium

	Otu1116
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Planctom ycetales(1.00),f:Rubinisph aeraceae(1.00),g:SH- PL14(0.99),s:uncultured_ bacterium(0.99)
	d:Bacteria,p:Plancto
mycetota,c:Planctom ycetes,o:Planctomyc etales,f:Rubinisphaer aceae,g:SH- PL14,s:uncultured_b acterium

	Otu886
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Planctom ycetales(1.00),f:unculture d(0.99),g:uncultured(0.99)
,s:uncultured_bacterium(0
.77)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Planctomyc etales,f:uncultured,g: uncultured,s:uncultur
ed_bacterium

	Otu329
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:Plancto mycetes(1.00),o:Planctom ycetales(1.00),f:unculture d(1.00),g:uncultured(1.00)
,s:uncultured_bacterium(1
.00)
	d:Bacteria,p:Plancto

mycetota,c:Planctom ycetes,o:Planctomyc etales,f:uncultured,g: uncultured,s:uncultur
ed_bacterium





	Otu554
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,19%
	0,00%
	0,07%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:vadinHA
49(1.00),o:vadinHA49(1.0
0),f:vadinHA49(1.00),g:va dinHA49(1.00),s:unculture
d_bacterium(0.99)
	d:Bacteria,p:Plancto
mycetota,c:vadinHA4
9,o:vadinHA49,f:vadi nHA49,g:vadinHA49, s:uncultured_bacteriu
m

	Otu1232
	0,06%
	0,00%
	0,01%
	0,02%
	0,00%
	0,97%
	0,00%
	0,30%
	d:Bacteria(1.00),p:Plancto
mycetota(1.00),c:vadinHA
49(1.00),o:vadinHA49(1.0
0),f:vadinHA49(1.00),g:va dinHA49(1.00),s:unculture
d_bacterium(1.00)
	d:Bacteria,p:Plancto
mycetota,c:vadinHA4
9,o:vadinHA49,f:vadi nHA49,g:vadinHA49, s:uncultured_bacteriu
m

	Otu534
	0,18%
	0,00%
	0,18%
	0,02%
	0,10%
	0,03%
	0,07%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Acetoba cterales(1.00),f:Elioraeace ae(1.00),g:Elioraea(1.00), s:Elioraea_tepidiphila(0.6
7)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Acetobact erales,f:Elioraeaceae
,g:Elioraea,s:Elioraea

_tepidiphila

	Otu905
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Azospiril lales(1.00),f:Azospirillales
_Incertae_Sedis(1.00),g:S
tella(1.00),s:Stella_vacuol ata(0.82)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Azospirillal es,f:Azospirillales_In certae_Sedis,g:Stella
,s:Stella_vacuolata





	Otu1098
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Azospiril lales(1.00),f:Inquilinaceae(
1.00),g:Inquilinus(1.00),s:
uncultured_bacterium(1.0
0)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Azospirillal es,f:Inquilinaceae,g:I nquilinus,s:unculture
d_bacterium

	Otu695
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(0.99),f:Caulobact eraceae(0.99),g:Brevundi monas(0.99),s:Brevundim onas_alba(0.21)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:Brevundimonas_ alba

	Otu820
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Brevundi monas(1.00),s:Brevundim
onas_basaltis(0.70)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:Brevundimonas_
basaltis

	Otu1024
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Brevundi monas(0.99),s:Brevundim
onas_bullata(0.26)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:Brevundimonas_
bullata





	Otu636
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(0.79),f:Caulobact eraceae(0.79),g:Brevundi monas(0.79),s:Brevundim
onas_sp.(0.04)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:Brevundimonas_
sp.

	Otu1241
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(0.99),f:Caulobact eraceae(0.99),g:Brevundi monas(0.97),s:uncultured
_bacterium(0.79)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:uncultured_bact erium

	Otu280
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Brevundi monas(0.99),s:uncultured
_bacterium(0.72)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:uncultured_bact
erium

	Otu591
	0,00%
	0,03%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Brevundi monas(1.00),s:uncultured
_bacterium(0.79)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:uncultured_bact
erium





	Otu166
	0,00%
	0,06%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Brevundi monas(1.00),s:uncultured
_bacterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Brevundimon as,s:uncultured_bact
erium

	Otu830
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Caulobac ter(0.93),s:Caulobacter_s p.(0.24)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Caulobacter,s
:Caulobacter_sp.

	Otu224
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Alphaprote obacteria(0.92),o:Cauloba cterales(0.63),f:Caulobact eraceae(0.63),g:Caulobac ter(0.43),s:uncultured_bac
terium(0.60)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Caulobacter,s
:uncultured_bacteriu
m

	Otu85
	0,00%
	0,23%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(0.99),f:Caulobact eraceae(0.99),g:Caulobac ter(0.06),s:uncultured_bac
terium(0.44)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Caulobacter,s
:uncultured_bacteriu
m





	Otu709
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Caulobac ter(0.97),s:uncultured_bac
terium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Caulobacter,s
:uncultured_bacteriu
m

	Otu684
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Phenylob acterium(1.00),s:unculture d_bacterium(0.67)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Phenylobacte rium,s:uncultured_ba cterium

	Otu215
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Caulobact eraceae(1.00),g:Phenylob acterium(1.00),s:unculture
d_bacterium(0.93)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Caulobactera ceae,g:Phenylobacte rium,s:uncultured_ba
cterium

	Otu1013
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Hyphomon adaceae(1.00),g:Hirschia(
1.00),s:metagenome(1.00)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Hyphomonad aceae,g:Hirschia,s:m
etagenome





	Otu1063
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Hyphomon adaceae(1.00),g:Hyphom onas(0.95),s:uncultured_b
acterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Hyphomonad aceae,g:Hyphomona s,s:uncultured_bacter
ium

	Otu1103
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Hyphomon adaceae(1.00),g:SWB02(
1.00),s:uncultured_Alphap
roteobacteria(0.30)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Hyphomonad aceae,g:SWB02,s:un cultured_Alphaproteo
bacteria

	Otu674
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Hyphomon adaceae(1.00),g:SWB02(
1.00),s:uncultured_bacteri
um(0.77)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Hyphomonad aceae,g:SWB02,s:un
cultured_bacterium

	Otu216
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Hyphomon adaceae(1.00),g:SWB02(
1.00),s:uncultured_bacteri
um(0.93)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Hyphomonad aceae,g:SWB02,s:un
cultured_bacterium





	Otu1369
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Cauloba cterales(1.00),f:Hyphomon adaceae(1.00),g:SWB02(
1.00),s:uncultured_bacteri
um(0.97)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Caulobact erales,f:Hyphomonad aceae,g:SWB02,s:un
cultured_bacterium

	Otu871
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Defluviic occales(1.00),f:Defluviicoc caceae(1.00),g:Defluviico ccus(1.00),s:uncultured_A
lphaproteobacteria(0.55)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Defluviicoc cales,f:Defluviicoccac eae,g:Defluviicoccus, s:uncultured_Alphapr
oteobacteria

	Otu520
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Defluviic occales(0.89),f:Defluviicoc caceae(0.86),g:Defluviico ccus(0.86),s:uncultured_b
acterium(0.96)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Defluviicoc cales,f:Defluviicoccac eae,g:Defluviicoccus, s:uncultured_bacteriu
m

	Otu241
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.99),o:Defluviic occales(0.28),f:uncultured (0.34),g:uncultured(0.99),s
:uncultured_proteobacteri
um(0.10)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Defluviicoc cales,f:uncultured,g:u ncultured,s:unculture
d_proteobacterium





	Otu825
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Kiloniell ales(0.95),f:Fodinicurvata ceae(0.91),g:uncultured(0.
98),s:metagenome(0.68)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Kiloniellale s,f:Fodinicurvataceae
,g:uncultured,s:metag
enome

	Otu381
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Kiloniell ales(0.98),f:Fodinicurvata ceae(0.97),g:uncultured(0.
99),s:uncultured_Rhodosp
irillaceae(0.96)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Kiloniellale s,f:Fodinicurvataceae
,g:uncultured,s:uncult ured_Rhodospirillace
ae

	Otu582
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Kiloniell ales(0.97),f:Kiloniellaceae (0.97),g:Tistlia(0.97),s:Tist
lia_consotensis(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Kiloniellale s,f:Kiloniellaceae,g:Ti stlia,s:Tistlia_consote
nsis

	Otu810
	0,00%
	0,03%
	0,00%
	0,12%
	0,00%
	0,41%
	0,00%
	0,11%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
1.00),g:uncultured(1.00),s:
bacterium_enrichment(0.3
6)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:bacterium
_enrichment

	Otu115
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.75),c:Alphaprote obacteria(0.75),o:Micavibri onales(0.75),f:uncultured(
0.74),g:uncultured(0.75),s:
metagenome(0.52)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me





	Otu518
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.87),c:Alphaprote obacteria(0.80),o:Micavibri onales(0.78),f:uncultured(
0.76),g:uncultured(0.78),s:
metagenome(0.57)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu1021
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.65),o:Micavibri onales(0.55),f:uncultured(
0.48),g:uncultured(0.57),s:
metagenome(0.23)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu1000
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.96),o:Micavibri onales(0.84),f:uncultured(
0.81),g:uncultured(0.86),s:
metagenome(0.67)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu765
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.53),o:Micavibri onales(0.43),f:uncultured(
0.41),g:uncultured(0.47),s:
metagenome(0.33)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu728
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.87),o:Micavibri onales(0.87),f:uncultured(
0.85),g:uncultured(0.87),s:
metagenome(0.61)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me





	Otu205
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.96),o:Micavibri onales(0.93),f:uncultured(
0.90),g:uncultured(0.93),s:
metagenome(0.58)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu1028
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.64),f:uncultured(
0.63),g:uncultured(0.71),s:
metagenome(0.48)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu1262
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.94),f:uncultured(
0.94),g:uncultured(0.95),s:
metagenome(0.64)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu1338
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.99),f:uncultured(
0.98),g:uncultured(0.99),s:
metagenome(0.61)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me

	Otu5
	0,00%
	4,72%
	0,00%
	0,15%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
1.00),g:uncultured(1.00),s:
metagenome(0.67)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:metageno
me





	Otu1239
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.69),c:Alphaprote obacteria(0.67),o:Micavibri onales(0.67),f:uncultured(
0.67),g:uncultured(0.81),s:
uncultured_bacterium(0.8
3)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu769
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.78),c:Alphaprote obacteria(0.71),o:Micavibri onales(0.71),f:uncultured(
0.71),g:uncultured(0.75),s:
uncultured_bacterium(0.3
9)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1097
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.47),o:Micavibri onales(0.47),f:uncultured(
0.47),g:uncultured(0.50),s:
uncultured_bacterium(0.7
5)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu502
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.82),o:Micavibri onales(0.64),f:uncultured(
0.68),g:uncultured(0.70),s:
uncultured_bacterium(0.8
0)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium





	Otu699
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.90),o:Micavibri onales(0.89),f:uncultured(
0.87),g:uncultured(0.90),s:
uncultured_bacterium(0.3
7)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1366
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.76),o:Micavibri onales(0.76),f:uncultured(
0.78),g:uncultured(0.79),s:
uncultured_bacterium(0.7
6)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu767
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.77),o:Micavibri onales(0.76),f:uncultured(
0.76),g:uncultured(0.83),s:
uncultured_bacterium(0.9
1)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1086
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.96),o:Micavibri onales(0.75),f:uncultured(
0.74),g:uncultured(0.77),s:
uncultured_bacterium(0.3
7)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium





	Otu1207
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.97),o:Micavibri onales(0.64),f:uncultured(
0.64),g:uncultured(0.68),s:
uncultured_bacterium(0.7
7)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1170
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.98),o:Micavibri onales(0.98),f:uncultured(
0.98),g:uncultured(0.98),s:
uncultured_bacterium(0.9
6)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu717
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.69),f:uncultured(
0.68),g:uncultured(0.74),s:
uncultured_bacterium(0.7
2)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu641
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.78),f:uncultured(
0.78),g:uncultured(0.80),s:
uncultured_bacterium(0.3
0)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium





	Otu1347
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.95),f:uncultured(
0.92),g:uncultured(0.97),s:
uncultured_bacterium(0.4
0)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1344
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.96),f:uncultured(
0.96),g:uncultured(0.99),s:
uncultured_bacterium(0.9
5)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1244
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(0.99),f:uncultured(
0.99),g:uncultured(0.99),s:
uncultured_bacterium(0.3
4)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1231
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
0.98),g:uncultured(1.00),s:
uncultured_bacterium(0.3
6)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium





	Otu51
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
1.00),g:uncultured(1.00),s:
uncultured_bacterium(0.9
6)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu11
	0,00%
	4,26%
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
1.00),g:uncultured(1.00),s:
uncultured_bacterium(0.9
7)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu661
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
1.00),g:uncultured(1.00),s:
uncultured_bacterium(0.9
8)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu136
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micavibri onales(1.00),f:uncultured(
1.00),g:uncultured(1.00),s:
uncultured_bacterium(1.0
0)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micavibrio nales,f:uncultured,g:u ncultured,s:unculture
d_bacterium





	Otu1346
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Micrope psales(1.00),f:Micropepsa ceae(1.00),g:uncultured(1.
00),s:uncultured_bacteriu
m(1.00)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Micropeps ales,f:Micropepsacea e,g:uncultured,s:uncu
ltured_bacterium

	Otu1258
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(0.95),o:Paracae dibacterales(0.02),f:Parac aedibacteraceae(0.02),g: Candidatus_Paracaedibac ter(0.02),s:uncultured_bac
terium(0.61)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Paracaedi bacterales,f:Paracae dibacteraceae,g:Can didatus_Paracaediba cter,s:uncultured_bac
terium

	Otu1288
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Alphaprote obacteria(0.92),o:Parvibac ulales(0.86),f:Parvibacula ceae(0.86),g:Parvibaculu m(0.86),s:bacterium_enric
hment(0.44)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Parvibacul ales,f:Parvibaculacea e,g:Parvibaculum,s:b
acterium_enrichment

	Otu155
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Parvibac ulales(1.00),f:Parvibacula ceae(1.00),g:Parvibaculu m(1.00),s:uncultured_Alph
aproteobacteria(0.31)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Parvibacul ales,f:Parvibaculacea e,g:Parvibaculum,s:u ncultured_Alphaprote
obacteria





	Otu991
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Alphaprote obacteria(0.80),o:Parvibac ulales(0.67),f:Parvibacula ceae(0.67),g:Parvibaculu m(0.64),s:uncultured_Parv
ibaculum(0.21)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Parvibacul ales,f:Parvibaculacea e,g:Parvibaculum,s:u ncultured_Parvibacul
um

	Otu105
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Parvibac ulales(1.00),f:Parvibacula ceae(1.00),g:Parvibaculu m(1.00),s:uncultured_Parv ibaculum(0.96)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Parvibacul ales,f:Parvibaculacea e,g:Parvibaculum,s:u ncultured_Parvibacul um

	Otu868
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(0.99),o:Puniceis pirillales(0.70),f:Puniceispi rillales_Incertae_Sedis(0.
68),g:Constrictibacter(0.6
8),s:uncultured_bacterium
(0.89)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Puniceispir illales,f:Puniceispirilla les_Incertae_Sedis,g: Constrictibacter,s:unc
ultured_bacterium

	Otu931
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Puniceis pirillales(0.37),f:Puniceispi rillales_Incertae_Sedis(0.
30),g:Constrictibacter(0.3
0),s:uncultured_bacterium
(0.73)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Puniceispir illales,f:Puniceispirilla les_Incertae_Sedis,g: Constrictibacter,s:unc
ultured_bacterium





	Otu577
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Puniceis pirillales(0.84),f:Puniceispi rillales_Incertae_Sedis(0.
83),g:Constrictibacter(0.8
3),s:uncultured_bacterium
(0.95)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Puniceispir illales,f:Puniceispirilla les_Incertae_Sedis,g: Constrictibacter,s:unc
ultured_bacterium

	Otu209
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Puniceis pirillales(1.00),f:Puniceispi rillales_Incertae_Sedis(1.
00),g:Constrictibacter(1.0
0),s:uncultured_bacterium
(0.92)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Puniceispir illales,f:Puniceispirilla les_Incertae_Sedis,g: Constrictibacter,s:unc
ultured_bacterium

	Otu965
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Puniceis pirillales(1.00),f:Puniceispi rillales_Incertae_Sedis(1.
00),g:Constrictibacter(1.0
0),s:uncultured_bacterium
(1.00)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Puniceispir illales,f:Puniceispirilla les_Incertae_Sedis,g: Constrictibacter,s:unc
ultured_bacterium

	Otu1077
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.99),o:Puniceis pirillales(0.57),f:uncultured (0.37),g:uncultured(0.42),s
:uncultured_bacterium(0.6
3)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Puniceispir illales,f:uncultured,g: uncultured,s:uncultur
ed_bacterium





	Otu1016
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.93),o:Reyrane llales(0.81),f:Reyranellace ae(0.81),g:uncultured(0.89
),s:uncultured_bacterium(
0.24)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Reyranella les,f:Reyranellaceae, g:uncultured,s:uncult
ured_bacterium

	Otu227
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.98),o:Reyrane llales(0.59),f:Reyranellace ae(0.59),g:uncultured(0.86
),s:uncultured_bacterium(
0.73)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Reyranella les,f:Reyranellaceae, g:uncultured,s:uncult
ured_bacterium

	Otu493
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Reyrane llales(0.84),f:Reyranellace ae(0.84),g:uncultured(0.90
),s:uncultured_soil(0.39)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Reyranella les,f:Reyranellaceae, g:uncultured,s:uncult
ured_soil

	Otu130
	0,00%
	0,15%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Reyrane llales(0.99),f:Reyranellace ae(0.99),g:uncultured(1.00
),s:uncultured_soil(0.57)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Reyranella les,f:Reyranellaceae, g:uncultured,s:uncult
ured_soil





	Otu860
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Amb-16S-
1323(0.46),g:Amb-16S-
1323(0.46),s:uncultured_b acterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Amb-16S-
1323,g:Amb-16S-
1323,s:uncultured_ba cterium

	Otu1147
	0,00%
	0,06%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Amb-16S-
1323(0.90),g:Amb-16S-
1323(0.90),s:uncultured_b acterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Amb-16S-
1323,g:Amb-16S-
1323,s:uncultured_ba cterium

	Otu1069
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Alphaprote obacteria(0.97),o:Rhizobia les(0.95),f:Beijerinckiacea e(0.26),g:alphaI_cluster(0.
04),s:uncultured_Beijerinc
kiaceae(0.04)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Beijerinckiaceae,g
:alphaI_cluster,s:unc ultured_Beijerinckiac
eae

	Otu266
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Beijerinckiacea e(0.99),g:Methylocystis(0.
10),s:uncultured_bacteriu
m(0.84)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Beijerinckiaceae,g
:Methylocystis,s:uncu

ltured_bacterium





	Otu761
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Beijerinckiacea e(1.00),g:Microvirga(0.98),
s:Microvirga_sp.(0.28)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Beijerinckiaceae,g
:Microvirga,s:Microvir

ga_sp.

	Otu1136
	0,02%
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Alphaprote obacteria(0.98),o:Rhizobia les(0.96),f:Beijerinckiacea e(0.88),g:Salinarimonas(0.
29),s:alpha_proteobacteri
um(0.12)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Beijerinckiaceae,g
:Salinarimonas,s:alph

a_proteobacterium

	Otu1066
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Beijerinckiacea e(0.70),g:uncultured(0.48)
,s:uncultured_bacterium(0
.90)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Beijerinckiaceae,g
:uncultured,s:uncultur

ed_bacterium

	Otu651
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.74),o:Rhizobia les(0.68),f:D05-
2(0.61),g:D05-
2(0.61),s:uncultured_bact erium(0.79)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:D05-2,g:D05-
2,s:uncultured_bacter
ium





	Otu501
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(0.
99),g:Devosia(0.96),s:Dev

osia_chinhatensis(0.01)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:Devosia_chin
hatensis

	Otu933
	0,00%
	0,07%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(0.
98),g:Devosia(0.25),s:Dev
osia_terrae(0.01)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:Devosia_terra
e

	Otu272
	0,00%
	0,20%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(0.
99),g:Devosia(0.98),s:Dev
osia_terrae(0.58)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:Devosia_terra
e

	Otu812
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(0.96),o:Rhizobia les(0.96),f:Devosiaceae(0.
85),g:Devosia(0.68),s:unc

ultured_bacterium(0.59)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:uncultured_b
acterium





	Otu915
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(0.
96),g:Devosia(0.89),s:unc

ultured_bacterium(0.80)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:uncultured_b
acterium

	Otu1230
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(1.
00),g:Devosia(0.96),s:unc

ultured_bacterium(0.78)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:uncultured_b
acterium

	Otu283
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(1.
00),g:Devosia(0.97),s:unc

ultured_bacterium(0.94)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:uncultured_b
acterium

	Otu600
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(0.
90),g:Devosia(0.63),s:unc
ultured_Devosia(0.08)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:De vosia,s:uncultured_D
evosia





	Otu629
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.96),f:Devosiaceae(0.
84),g:Paradevosia(0.01),s:
Paradevosia_shaoguanen sis(0.01)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:Pa radevosia,s:Paradev
osia_shaoguanensis

	Otu345
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(0.
99),g:Pelagibacterium(0.9
0),s:uncultured_Alphaprot eobacteria(0.80)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:Pe lagibacterium,s:uncul tured_Alphaproteoba cteria

	Otu637
	0,00%
	0,12%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(1.
00),g:Pelagibacterium(0.9
8),s:uncultured_Alphaprot eobacteria(0.10)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:Pe lagibacterium,s:uncul tured_Alphaproteoba
cteria

	Otu188
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.97),f:Devosiaceae(0.
80),g:Pelagibacterium(0.7
1),s:uncultured_bacterium
(0.50)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:Pe lagibacterium,s:uncul
tured_bacterium





	Otu150
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(1.
00),g:Pelagibacterium(0.9
9),s:uncultured_bacterium
(0.99)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:Pe lagibacterium,s:uncul
tured_bacterium

	Otu706
	0,00%
	0,15%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Devosiaceae(1.
00),g:uncultured(0.69),s:u ncultured_Alphaproteobac
teria(0.70)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Devosiaceae,g:un cultured,s:uncultured
_Alphaproteobacteria

	Otu332
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Filomicrobiu m(0.99),s:Candidatus_Filo
microbium(0.37)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Filomicrobium,s: Candidatus_Filomicr
obium

	Otu814
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.45),f:Hyphomicrobia ceae(0.37),g:Filomicrobiu m(0.23),s:uncultured_Hyp
homicrobiaceae(0.09)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Filomicrobium,s:u ncultured_Hyphomicr
obiaceae





	Otu1238
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(0.98),s:Hyphomicrobi
um_denitrificans(0.59)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:Hyphomicrobium_d
enitrificans

	Otu640
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(0.90),g:Hyphomicrob ium(0.73),s:Hyphomicrobi
um_nitrativorans(0.10)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:Hyphomicrobium_ni
trativorans

	Otu149
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(0.97),s:Hyphomicrobi
um_sp.(0.21)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:Hyphomicrobium_s
p.

	Otu363
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Alphaprote obacteria(0.97),o:Rhizobia les(0.92),f:Hyphomicrobia ceae(0.86),g:Hyphomicrob ium(0.75),s:metagenome(
0.14)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium,
s:metagenome





	Otu685
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.52),o:Rhizobia les(0.41),f:Hyphomicrobia ceae(0.18),g:Hyphomicrob ium(0.15),s:uncultured_ba
cterium(0.65)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m

	Otu270
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.95),f:Hyphomicrobia ceae(0.80),g:Hyphomicrob ium(0.65),s:uncultured_ba cterium(0.81)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu m

	Otu646
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(0.85),g:Hyphomicrob ium(0.72),s:uncultured_ba
cterium(0.78)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m

	Otu1270
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(0.99),g:Hyphomicrob ium(0.76),s:uncultured_ba
cterium(0.68)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m





	Otu1256
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(0.99),g:Hyphomicrob ium(0.96),s:uncultured_ba
cterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m

	Otu234
	0,01%
	0,47%
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(0.93),s:uncultured_ba cterium(0.83)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu m

	Otu107
	0,02%
	0,47%
	0,04%
	0,01%
	0,05%
	0,01%
	0,06%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(0.97),s:uncultured_ba
cterium(0.19)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m

	Otu716
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(0.99),s:uncultured_ba
cterium(0.68)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m





	Otu693
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(0.99),s:uncultured_ba
cterium(0.96)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_bacteriu
m

	Otu1030
	0,01%
	0,02%
	0,01%
	0,01%
	0,00%
	0,00%
	0,06%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(0.88),g:Hyphomicrob ium(0.76),s:uncultured_Hy phomicrobium(0.21)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_Hypho microbium

	Otu372
	0,18%
	0,03%
	0,11%
	0,11%
	0,08%
	0,02%
	0,18%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Hyphomicrob ium(1.00),s:uncultured_Hy
phomicrobium(0.66)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Hyphomicrobium, s:uncultured_Hypho
microbium

	Otu1035
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.98),o:Rhizobia les(0.98),f:Hyphomicrobia ceae(0.97),g:Pedomicrobi um(0.90),s:uncultured_ba
cterium(0.68)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Pedomicrobium,s
:uncultured_bacteriu
m





	Otu727
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Hyphomicrobia ceae(0.98),g:Pedomicrobi um(0.78),s:uncultured_ba
cterium(0.90)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Pedomicrobium,s
:uncultured_bacteriu
m

	Otu449
	0,02%
	0,06%
	0,05%
	0,04%
	0,05%
	0,02%
	0,06%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Pedomicrobi um(0.94),s:uncultured_ba cterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Pedomicrobium,s
:uncultured_bacteriu
m

	Otu626
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Alphaprote obacteria(0.46),o:Rhizobia les(0.21),f:Hyphomicrobia ceae(0.21),g:Pedomicrobi um(0.21),s:uncultured_Hy
phomicrobiaceae(0.21)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Pedomicrobium,s
:uncultured_Hyphomi
crobiaceae

	Otu247
	0,00%
	0,10%
	0,01%
	0,01%
	0,03%
	0,01%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Pedomicrobi um(0.99),s:uncultured_Pe
domicrobium(0.43)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Pedomicrobium,s
:uncultured_Pedomic
robium





	Otu1315
	0,02%
	0,11%
	0,00%
	0,01%
	0,00%
	0,02%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:Pedomicrobi um(0.92),s:uncultured_soi
l(0.01)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:Pedomicrobium,s
:uncultured_soil

	Otu593
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Hyphomicrobia ceae(1.00),g:uncultured(0.
90),s:uncultured_bacteriu
m(1.00)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Hyphomicrobiacea e,g:uncultured,s:uncu
ltured_bacterium

	Otu1090
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.95),o:Rhizobia les(0.89),f:Methyloligellac eae(0.81),g:uncultured(0.7
0),s:uncultured_bacterium
(0.90)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Methyloligellaceae
,g:uncultured,s:uncult

ured_bacterium

	Otu562
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.91),o:Rhizobia les(0.89),f:Rhizobiaceae(0
.82),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.24),s:Agroba
cterium_sp.(0.02)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:Agrobac
terium_sp.





	Otu286
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.81),c:Alphaprote obacteria(0.78),o:Rhizobia les(0.26),f:Rhizobiaceae(0
.23),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.18),s:Rhizobi
um_sp.(0.06)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:Rhizobi
um_sp.

	Otu63
	0,02%
	0,60%
	0,00%
	0,01%
	0,00%
	0,04%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.38),s:Rhizobi
um_sp.(0.34)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:Rhizobi
um_sp.

	Otu920
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.61),o:Rhizobia les(0.60),f:Rhizobiaceae(0
.58),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.25),s:uncultu
red_bacterium(0.55)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_bacterium





	Otu939
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.95),o:Rhizobia les(0.95),f:Rhizobiaceae(0
.95),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.92),s:uncultu
red_bacterium(0.42)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_bacterium

	Otu570
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Rhizobiaceae(0
.99),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.68),s:uncultu
red_bacterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_bacterium

	Otu240
	0,00%
	0,07%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Rhizobiaceae(0
.99),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.96),s:uncultu
red_bacterium(0.76)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_bacterium





	Otu1308
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.92),s:uncultu
red_bacterium(0.46)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_bacterium

	Otu364
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(0.94),s:uncultu
red_bacterium(0.53)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_bacterium

	Otu84
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Allorhizobium- Neorhizobium- Pararhizobium- Rhizobium(1.00),s:uncultu
red_feedlot(0.06)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:All orhizobium- Neorhizobium- Pararhizobium- Rhizobium,s:uncultur
ed_feedlot





	Otu609
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.94),f:Rhizobiaceae(0
.83),g:Aminobacter(0.53), s:uncultured_Alphaproteo
bacteria(0.43)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:A minobacter,s:uncultur ed_Alphaproteobacte
ria

	Otu743
	0,00%
	0,16%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.94),f:Rhizobiaceae(0
.94),g:Aminobacter(0.31), s:uncultured_bacterium(0.
70)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:A minobacter,s:uncultur
ed_bacterium

	Otu1171
	0,00%
	0,23%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(0
.99),g:Aquamicrobium(0.8
2),s:Aquamicrobium_aest uarii(0.78)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:A quamicrobium,s:Aqu
amicrobium_aestuarii

	Otu631
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.94),f:Rhizobiaceae(0
.91),g:Aquamicrobium(0.1
3),s:Aquamicrobium_deflu vii(0.01)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:A quamicrobium,s:Aqu
amicrobium_defluvii





	Otu37
	0,09%
	0,14%
	0,03%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.96),f:Rhizobiaceae(0
.95),g:Aquamicrobium(0.4
4),s:uncultured_Phyllobac terium(0.14)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:A quamicrobium,s:uncu ltured_Phyllobacteriu
m

	Otu1174
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.28),f:Rhizobiaceae(0
.19),g:Cohaesibacter(0.02
),s:uncultured_bacterium(
0.47)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:C ohaesibacter,s:uncult
ured_bacterium

	Otu1015
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.98),o:Rhizobia les(0.97),f:Rhizobiaceae(0
.80),g:Ensifer(0.10),s:Sino
rhizobium_sp.(0.05)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:E nsifer,s:Sinorhizobiu
m_sp.

	Otu963
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.73),f:Rhizobiaceae(0
.64),g:Ensifer(0.50),s:Sino
rhizobium_sp.(0.40)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:E nsifer,s:Sinorhizobiu
m_sp.





	Otu875
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Hoeflea(0.76),s:unc ultured_Alphaproteobacte
ria(0.67)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:H oeflea,s:uncultured_
Alphaproteobacteria

	Otu138
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Alphaprote obacteria(0.97),o:Rhizobia les(0.95),f:Rhizobiaceae(0
.91),g:Mesorhizobium(0.5
4),s:Mesorhizobium_sp.(0.
03)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:Meso
rhizobium_sp.

	Otu394
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Rhizobiaceae(0
.92),g:Mesorhizobium(0.2
9),s:Mesorhizobium_sp.(0.
10)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:Meso
rhizobium_sp.

	Otu1014
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.97),f:Rhizobiaceae(0
.96),g:Mesorhizobium(0.1
0),s:metagenome(0.01)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:meta
genome





	Otu1381
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(0
.99),g:Mesorhizobium(0.7
6),s:metagenome(0.09)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:meta
genome

	Otu198
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Mesorhizobium(0.0
5),s:metagenome(0.03)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:meta
genome

	Otu945
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.98),f:Rhizobiaceae(0
.92),g:Mesorhizobium(0.6

4),s:Rhizobium_sp.(0.11)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:Rhizo
bium_sp.

	Otu1130
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Mesorhizobium(0.1

1),s:Rhizobium_sp.(0.02)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:Rhizo
bium_sp.





	Otu89
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Mesorhizobium(0.7

0),s:Rhizobium_sp.(0.26)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:Rhizo
bium_sp.

	Otu399
	0,17%
	0,34%
	0,29%
	0,33%
	0,25%
	0,14%
	0,37%
	0,12%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Mesorhizobium(0.7

7),s:Rhizobium_sp.(0.23)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:Rhizo
bium_sp.

	Otu1192
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.95),c:Alphaprote obacteria(0.87),o:Rhizobia les(0.86),f:Rhizobiaceae(0
.82),g:Mesorhizobium(0.2
8),s:uncultured_bacterium
(0.35)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:uncul
tured_bacterium

	Otu1221
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.97),o:Rhizobia les(0.89),f:Rhizobiaceae(0
.88),g:Mesorhizobium(0.1
1),s:uncultured_bacterium
(0.53)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:uncul
tured_bacterium





	Otu730
	0,04%
	0,09%
	0,03%
	0,04%
	0,03%
	0,04%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.99),o:Rhizobia les(0.98),f:Rhizobiaceae(0
.98),g:Mesorhizobium(0.6
3),s:uncultured_bacterium
(0.39)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:uncul
tured_bacterium

	Otu1367
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.98),f:Rhizobiaceae(0
.97),g:Mesorhizobium(0.4
3),s:uncultured_bacterium
(0.61)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:uncul
tured_bacterium

	Otu510
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Mesorhizobium(0.7
4),s:uncultured_Mesorhizo bium(0.36)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:M esorhizobium,s:uncul
tured_Mesorhizobium

	Otu1042
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.81),f:Rhizobiaceae(0
.81),g:Nitratireductor(0.71)
,s:Mesorhizobium_sp.(0.1
5)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:Ni tratireductor,s:Mesor
hizobium_sp.





	Otu1283
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.99),o:Rhizobia les(0.85),f:Rhizobiaceae(0
.83),g:Nitratireductor(0.64)
,s:Nitratireductor_indicus(
0.23)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:Ni tratireductor,s:Nitratir
eductor_indicus

	Otu594
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.81),f:Rhizobiaceae(0
.76),g:Nitratireductor(0.06)
,s:Phyllobacteriaceae_bac terium(0.02)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:Ni tratireductor,s:Phyllo bacteriaceae_bacteri um

	Otu681
	0,00%
	0,08%
	0,14%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(0
.99),g:Nitratireductor(0.38)
,s:Phyllobacteriaceae_bac terium(0.07)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:Ni tratireductor,s:Phyllo bacteriaceae_bacteri
um

	Otu204
	0,00%
	0,03%
	0,03%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Ochrobactrum(0.94)
,s:Ochrobactrum_haemat ophilum(0.81)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:O chrobactrum,s:Ochro bactrum_haematophil
um





	Otu1046
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.42),c:Alphaprote obacteria(0.32),o:Rhizobia les(0.29),f:Rhizobiaceae(0
.27),g:Ochrobactrum(0.01)
,s:uncultured_bacterium(0
.37)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:O chrobactrum,s:uncult
ured_bacterium

	Otu774
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.23),o:Rhizobia les(0.06),f:Rhizobiaceae(0
.03),g:Ochrobactrum(0.01)
,s:uncultured_Photorhabd us(0.01)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:O chrobactrum,s:uncult
ured_Photorhabdus

	Otu79
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.23),o:Rhizobia les(0.20),f:Rhizobiaceae(0
.20),g:Ochrobactrum(0.20)
,s:uncultured_Photorhabd us(0.20)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:O chrobactrum,s:uncult
ured_Photorhabdus

	Otu563
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.88),o:Rhizobia les(0.86),f:Rhizobiaceae(0
.82),g:Pseudaminobacter(
0.10),s:Mesorhizobium_sp
.(0.13)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:P seudaminobacter,s:M
esorhizobium_sp.





	Otu621
	0,00%
	0,22%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Pseudaminobacter(
0.50),s:Pseudaminobacter
_manganicus(0.04)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:P seudaminobacter,s:P seudaminobacter_ma
nganicus

	Otu53
	0,12%
	0,02%
	0,04%
	0,04%
	0,00%
	0,02%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.88),f:Rhizobiaceae(0
.86),g:Pseudaminobacter(
0.31),s:uncultured_bacteri um(0.86)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:P seudaminobacter,s:u
ncultured_bacterium

	Otu213
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.94),f:Rhizobiaceae(0
.84),g:Pseudaminobacter(
0.57),s:uncultured_bacteri um(0.75)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:P seudaminobacter,s:u
ncultured_bacterium

	Otu776
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Rhizobiaceae(0
.85),g:Pseudaminobacter(
0.58),s:uncultured_bacteri um(0.80)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:P seudaminobacter,s:u
ncultured_bacterium





	Otu1350
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.42),o:Rhizobia les(0.40),f:Rhizobiaceae(0
.26),g:Rhizobiaceae(0.01), s:uncultured_bacterium(0.
72)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:R hizobiaceae,s:uncultu
red_bacterium

	Otu27
	0,63%
	0,01%
	2,45%
	1,51%
	2,44%
	0,70%
	1,92%
	0,72%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(1
.00),g:Shinella(0.82),s:Rhi
zobium_sp.(0.74)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:S hinella,s:Rhizobium_
sp.

	Otu515
	0,00%
	0,08%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(0
.99),g:Shinella(0.41),s:Shi

nella_daejeonensis(0.38)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:S hinella,s:Shinella_da
ejeonensis

	Otu677
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(0.90),c:Alphaprote obacteria(0.87),o:Rhizobia les(0.81),f:Rhizobiaceae(0
.81),g:Shinella(0.42),s:unc

ultured_bacterium(0.56)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:S hinella,s:uncultured_
bacterium





	Otu790
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.97),f:Rhizobiaceae(0
.24),g:uncultured(0.17),s:

Phyllobacterium_sp.(0.02)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:Phyllobact
erium_sp.

	Otu93
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.31),f:Rhizobiaceae(0
.18),g:uncultured(0.32),s:u

ncultured_bacterium(0.48)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:uncultured
_bacterium

	Otu785
	0,10%
	0,05%
	0,04%
	0,01%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.83),f:Rhizobiaceae(0
.80),g:uncultured(0.33),s:u

ncultured_bacterium(0.48)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:uncultured
_bacterium

	Otu1354
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.87),f:Rhizobiaceae(0
.86),g:uncultured(0.16),s:u

ncultured_bacterium(0.57)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:uncultured
_bacterium





	Otu924
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.96),f:Rhizobiaceae(0
.92),g:uncultured(0.05),s:u

ncultured_bacterium(0.73)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:uncultured
_bacterium

	Otu191
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Rhizobiaceae(0
.98),g:uncultured(0.25),s:u

ncultured_bacterium(0.39)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:uncultured
_bacterium

	Otu834
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiaceae(0
.99),g:uncultured(0.04),s:u

ncultured_bacterium(0.26)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiaceae,g:un cultured,s:uncultured
_bacterium

	Otu1085
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.95),f:Rhizobiales_In certae_Sedis(0.76),g:Baul dia(0.76),s:uncultured_ba
cterium(0.88)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiales_Incert ae_Sedis,g:Bauldia,s
:uncultured_bacteriu
m





	Otu161
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Rhizobiales_In certae_Sedis(0.98),g:Baul dia(0.98),s:uncultured_ba
cterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiales_Incert ae_Sedis,g:Bauldia,s
:uncultured_bacteriu
m

	Otu560
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.74),c:Alphaprote obacteria(0.73),o:Rhizobia les(0.59),f:Rhizobiales_In certae_Sedis(0.31),g:uncu ltured(0.27),s:uncultured_ bacterium(0.51)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiales_Incert ae_Sedis,g:unculture d,s:uncultured_bacter ium

	Otu797
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.80),f:Rhizobiales_In certae_Sedis(0.11),g:uncu ltured(0.18),s:uncultured_
bacterium(0.56)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Rhizobiales_Incert ae_Sedis,g:unculture d,s:uncultured_bacter
ium

	Otu380
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Thermopetroba cteraceae(0.84),g:Thermo petrobacter(0.84),s:uncult
ured_bacterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Thermopetrobacte raceae,g:Thermopetr obacter,s:uncultured_
bacterium





	Otu771
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:uncultured(1.00
),g:uncultured(1.00),s:unc ultured_Alphaproteobacte
ria(0.09)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:uncultured,g:uncul tured,s:uncultured_Al
phaproteobacteria

	Otu1112
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:uncultured(0.92
),g:uncultured(0.93),s:unc

ultured_bacterium(0.93)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:uncultured,g:uncul tured,s:uncultured_b
acterium

	Otu856
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.98),f:Xanthobacterac eae(0.98),g:Afipia(0.15),s:
Afipia_massiliensis(0.09)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Afipia,s:Afipia_m
assiliensis

	Otu9
	0,04%
	3,36%
	0,32%
	0,58%
	0,05%
	0,14%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(1.00),g:Bradyrhizobiu m(0.52),s:Bradyrhizobium
_elkanii(0.16)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s: Bradyrhizobium_elka
nii





	Otu323
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Xanthobacterac eae(0.94),g:Bradyrhizobiu m(0.62),s:Bradyrhizobium
_japonicum(0.10)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s: Bradyrhizobium_japo
nicum

	Otu1269
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.48),c:Alphaprote obacteria(0.48),o:Rhizobia les(0.48),f:Xanthobacterac eae(0.48),g:Bradyrhizobiu m(0.31),s:Bradyrhizobium
_sp.(0.23)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
Bradyrhizobium_sp.

	Otu258
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Xanthobacterac eae(0.93),g:Bradyrhizobiu m(0.47),s:Bradyrhizobium
_sp.(0.20)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
Bradyrhizobium_sp.

	Otu1245
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.90),c:Alphaprote obacteria(0.90),o:Rhizobia les(0.90),f:Xanthobacterac eae(0.87),g:Bradyrhizobiu m(0.75),s:uncultured_bact
erium(0.40)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
uncultured_bacterium





	Otu1139
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.95),o:Rhizobia les(0.95),f:Xanthobacterac eae(0.93),g:Bradyrhizobiu m(0.41),s:uncultured_bact
erium(0.47)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
uncultured_bacterium

	Otu1002
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.98),o:Rhizobia les(0.94),f:Xanthobacterac eae(0.89),g:Bradyrhizobiu m(0.57),s:uncultured_bact erium(0.52)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
uncultured_bacterium

	Otu1055
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.94),f:Xanthobacterac eae(0.93),g:Bradyrhizobiu m(0.45),s:uncultured_bact
erium(0.23)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
uncultured_bacterium

	Otu922
	0,09%
	0,23%
	0,11%
	0,05%
	0,05%
	0,01%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(0.98),g:Bradyrhizobiu m(0.36),s:uncultured_bact
erium(0.49)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s:
uncultured_bacterium





	Otu689
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.89),o:Rhizobia les(0.88),f:Xanthobacterac eae(0.86),g:Bradyrhizobiu m(0.61),s:uncultured_Bra
dyrhizobiaceae(0.15)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s: uncultured_Bradyrhiz
obiaceae

	Otu935
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(0.88),o:Rhizobia les(0.85),f:Xanthobacterac eae(0.78),g:Bradyrhizobiu m(0.09),s:uncultured_Bra
dyrhizobiaceae(0.03)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Bradyrhizobium,s: uncultured_Bradyrhiz
obiaceae

	Otu1353
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.95),o:Rhizobia les(0.92),f:Xanthobacterac eae(0.87),g:Nitrobacter(0.
09),s:Nitrobacter_alkalicu
s(0.03)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Nitrobacter,s:Nitr
obacter_alkalicus

	Otu1049
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Xanthobacterac eae(0.98),g:Nitrobacter(0.
41),s:Nitrobacter_alkalicu
s(0.11)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Nitrobacter,s:Nitr
obacter_alkalicus





	Otu894
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.94),f:Xanthobacterac eae(0.93),g:Nitrobacter(0.
44),s:uncultured_bacteriu
m(0.54)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Nitrobacter,s:unc
ultured_bacterium

	Otu1296
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Alphaprote obacteria(0.98),o:Rhizobia les(0.97),f:Xanthobacterac eae(0.95),g:Pseudolabrys(
0.52),s:uncultured_bacteri
um(0.62)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudolabrys,s:u
ncultured_bacterium

	Otu133
	0,00%
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(1.00),g:Pseudolabrys(
0.70),s:uncultured_bacteri
um(0.96)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudolabrys,s:u
ncultured_bacterium

	Otu1299
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(1.00),g:Pseudolabrys(
0.92),s:uncultured_bacteri
um(0.61)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudolabrys,s:u
ncultured_bacterium





	Otu1155
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Alphaprote obacteria(0.92),o:Rhizobia les(0.92),f:Xanthobacterac eae(0.92),g:Pseudorhodo planes(0.05),s:uncultured
_bacterium(0.74)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudorhodoplan es,s:uncultured_bact
erium

	Otu373
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.90),o:Rhizobia les(0.90),f:Xanthobacterac eae(0.86),g:Pseudorhodo planes(0.36),s:uncultured
_bacterium(0.68)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudorhodoplan es,s:uncultured_bact erium

	Otu901
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.77),f:Xanthobacterac eae(0.75),g:Pseudorhodo planes(0.02),s:uncultured
_bacterium(0.43)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudorhodoplan es,s:uncultured_bact
erium

	Otu393
	0,07%
	0,02%
	0,01%
	0,04%
	0,00%
	0,04%
	0,04%
	0,03%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(0.99),g:Pseudorhodo planes(0.96),s:uncultured
_bacterium(0.71)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Pseudorhodoplan es,s:uncultured_bact
erium





	Otu174
	0,01%
	0,38%
	0,05%
	0,04%
	0,02%
	0,01%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(0.87),g:Rhodopseudo monas(0.05),s:Rhodopseu
domonas_palustris(0.01)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Rhodopseudomo nas,s:Rhodopseudo
monas_palustris

	Otu117
	0,00%
	0,11%
	0,05%
	0,02%
	0,03%
	0,02%
	0,04%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(1.00),g:Rhodopseudo monas(0.51),s:Rhodopseu
domonas_palustris(0.11)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Rhodopseudomo nas,s:Rhodopseudo
monas_palustris

	Otu479
	0,07%
	0,00%
	0,09%
	0,04%
	0,07%
	0,02%
	0,48%
	0,11%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(1.00),g:Rhodopseudo monas(0.99),s:Rhodopseu
domonas_palustris(0.95)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:Rhodopseudomo nas,s:Rhodopseudo
monas_palustris

	Otu904
	0,03%
	0,00%
	0,05%
	0,01%
	0,02%
	0,01%
	0,02%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.97),f:Xanthobacterac eae(0.71),g:uncultured(0.4
9),s:Rhodoplanes_sp.(0.0
3)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:uncultured,s:Rho
doplanes_sp.





	Otu566
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.89),c:Alphaprote obacteria(0.88),o:Rhizobia les(0.81),f:Xanthobacterac eae(0.55),g:uncultured(0.4
4),s:uncultured_Alphaprot
eobacteria(0.18)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:uncultured,s:uncu ltured_Alphaproteoba
cteria

	Otu909
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(0.99),f:Xanthobacterac eae(0.92),g:uncultured(0.8
6),s:uncultured_Alphaprot
eobacteria(0.39)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:uncultured,s:uncu ltured_Alphaproteoba cteria

	Otu955
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(0.97),g:uncultured(0.9
9),s:uncultured_bacterium
(0.85)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:uncultured,s:uncu
ltured_bacterium

	Otu451
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(0.99),g:uncultured(0.9
6),s:uncultured_bacterium
(0.84)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:uncultured,s:uncu
ltured_bacterium





	Otu1006
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhizobia les(1.00),f:Xanthobacterac eae(1.00),g:uncultured(0.8
4),s:uncultured_bacterium
(0.44)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhizobiale s,f:Xanthobacteracea e,g:uncultured,s:uncu
ltured_bacterium

	Otu1198
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Alphaprote obacteria(0.85),o:Rhodob acterales(0.20),f:Rhodoba cteraceae(0.20),g:Actibact erium(0.01),s:uncultured_
Alphaproteobacteria(0.04)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Actibacteriu m,s:uncultured_Alph
aproteobacteria

	Otu497
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.78),c:Alphaprote obacteria(0.78),o:Rhodob acterales(0.66),f:Rhodoba cteraceae(0.66),g:Actibact erium(0.05),s:uncultured_
bacterium(0.66)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Actibacteriu m,s:uncultured_bacte
rium

	Otu68
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.41),f:Rhodoba cteraceae(0.41),g:Albirho dobacter(0.04),s:unculture
d_Rhodobacter(0.03)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Albirhodoba cter,s:uncultured_Rh
odobacter





	Otu246
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.82),c:Alphaprote obacteria(0.69),o:Rhodob acterales(0.45),f:Rhodoba cteraceae(0.45),g:Amarico ccus(0.14),s:uncultured_b
acterium(0.52)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Amaricoccus
,s:uncultured_bacteri
um

	Otu1326
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.94),o:Rhodob acterales(0.79),f:Rhodoba cteraceae(0.79),g:Amarico ccus(0.12),s:uncultured_b acterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Amaricoccus
,s:uncultured_bacteri
um

	Otu984
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Defluvii monas(0.84),s:Defluviimo
nas_aquaemixtae(0.11)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Defluviimona s,s:Defluviimonas_aq
uaemixtae

	Otu745
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.96),o:Rhodob acterales(0.73),f:Rhodoba cteraceae(0.73),g:Defluvii monas(0.02),s:uncultured
_bacterium(0.44)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Defluviimona s,s:uncultured_bacter
ium





	Otu947
	0,00%
	0,07%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Defluvii monas(0.11),s:uncultured
_bacterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Defluviimona s,s:uncultured_bacter
ium

	Otu1093
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.57),f:Rhodoba cteraceae(0.57),g:Falsirho dobacter(0.01),s:unculture d_soil(0.01)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Falsirhodoba
cter,s:uncultured_soil

	Otu1050
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.88),o:Rhodob acterales(0.57),f:Rhodoba cteraceae(0.57),g:Marinov um(0.02),s:uncultured_ba
cterium(0.53)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Marinovum,s
:uncultured_bacteriu
m

	Otu1059
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.90),c:Alphaprote obacteria(0.89),o:Rhodob acterales(0.79),f:Rhodoba cteraceae(0.79),g:Paenirh odobacter(0.05),s:uncultur
ed_bacterium(0.65)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paenirhodob acter,s:uncultured_ba
cterium





	Otu251
	0,00%
	0,24%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paenirh odobacter(0.26),s:uncultur
ed_bacterium(0.81)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paenirhodob acter,s:uncultured_ba
cterium

	Otu30
	0,00%
	1,14%
	0,00%
	0,02%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(0.21),s:bacterium_e nrichment(0.48)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:bacterium_enrichm ent

	Otu731
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.72),f:Rhodoba cteraceae(0.72),g:Paraco ccus(0.52),s:Paracoccus_
alcaliphilus(0.01)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:Paracoccus_alcalip
hilus

	Otu1048
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.97),o:Rhodob acterales(0.27),f:Rhodoba cteraceae(0.27),g:Paraco ccus(0.21),s:Paracoccus_
alkenifer(0.19)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:Paracoccus_alkenif
er





	Otu841
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.75),f:Rhodoba cteraceae(0.75),g:Paraco ccus(0.34),s:Paracoccus_
alkenifer(0.16)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:Paracoccus_alkenif
er

	Otu1080
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(0.71),s:Paracoccus_ alkenifer(0.52)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:Paracoccus_alkenif er

	Otu42
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.63),c:Alphaprote obacteria(0.63),o:Rhodob acterales(0.23),f:Rhodoba cteraceae(0.23),g:Paraco ccus(0.16),s:Paracoccus_
aminophilus(0.02)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:Paracoccus_amino
philus

	Otu638
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(0.21),s:Paracoccus_
hibiscisoli(0.02)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:Paracoccus_hibisci
soli





	Otu143
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.77),c:Alphaprote obacteria(0.77),o:Rhodob acterales(0.69),f:Rhodoba cteraceae(0.69),g:Paraco ccus(0.61),s:Paracoccus_
sp.(0.13)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus,
s:Paracoccus_sp.

	Otu176
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.89),c:Alphaprote obacteria(0.89),o:Rhodob acterales(0.85),f:Rhodoba cteraceae(0.85),g:Paraco ccus(0.17),s:Paracoccus_ sp.(0.06)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus,
s:Paracoccus_sp.

	Otu1289
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.98),f:Rhodoba cteraceae(0.98),g:Paraco ccus(0.77),s:Paracoccus_
sp.(0.06)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus,
s:Paracoccus_sp.

	Otu20
	0,00%
	0,83%
	0,00%
	0,04%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(1.00),s:Paracoccus_
sp.(0.07)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus,
s:Paracoccus_sp.





	Otu1282
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.52),c:Alphaprote obacteria(0.52),o:Rhodob acterales(0.35),f:Rhodoba cteraceae(0.35),g:Paraco ccus(0.12),s:uncultured_b
acterium(0.67)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu
m

	Otu926
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.80),c:Alphaprote obacteria(0.80),o:Rhodob acterales(0.73),f:Rhodoba cteraceae(0.73),g:Paraco ccus(0.22),s:uncultured_b acterium(0.60)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu m

	Otu1374
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.72),o:Rhodob acterales(0.45),f:Rhodoba cteraceae(0.45),g:Paraco ccus(0.07),s:uncultured_b
acterium(0.51)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu
m

	Otu953
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.47),f:Rhodoba cteraceae(0.47),g:Paraco ccus(0.22),s:uncultured_b
acterium(0.55)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu
m





	Otu964
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.49),f:Rhodoba cteraceae(0.49),g:Paraco ccus(0.43),s:uncultured_b
acterium(0.66)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu
m

	Otu801
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(0.82),s:uncultured_b acterium(0.61)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu m

	Otu1330
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(0.87),s:uncultured_b
acterium(0.62)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu
m

	Otu387
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Paraco ccus(1.00),s:uncultured_b
acterium(0.95)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_bacteriu
m





	Otu1064
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.99),o:Rhodob acterales(0.99),f:Rhodoba cteraceae(0.99),g:Paraco ccus(0.97),s:uncultured_P
aracoccus(0.07)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_Paraco
ccus

	Otu1286
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.85),o:Rhodob acterales(0.75),f:Rhodoba cteraceae(0.75),g:Paraco ccus(0.30),s:uncultured_P aracoccus(0.07)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Paracoccus, s:uncultured_Paraco ccus

	Otu238
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Pseudo oceanicola(0.01),s:uncultu
red_Oceanicola(0.01)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Pseudoocea nicola,s:uncultured_
Oceanicola

	Otu57
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.99),o:Rhodob acterales(0.60),f:Rhodoba cteraceae(0.60),g:Rhodob acter(0.19),s:uncultured_b
acterium(0.67)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rhodobacter
,s:uncultured_bacteri
um





	Otu16
	0,02%
	0,96%
	0,01%
	0,07%
	0,00%
	0,12%
	0,00%
	0,05%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Rhodob acter(0.90),s:uncultured_b
acterium(0.88)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rhodobacter
,s:uncultured_bacteri
um

	Otu986
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.63),f:Rhodoba cteraceae(0.63),g:Rhodob aculum(0.19),s:uncultured
_bacterium(0.59)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rhodobacul um,s:uncultured_bact erium

	Otu932
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.95),c:Alphaprote obacteria(0.94),o:Rhodob acterales(0.90),f:Rhodoba cteraceae(0.90),g:Rubelli microbium(0.64),s:uncultu red_Alphaproteobacteria(
0.56)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rubellimicro bium,s:uncultured_Al
phaproteobacteria

	Otu159
	0,00%
	0,26%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Rubelli microbium(0.88),s:uncultu red_Alphaproteobacteria(
0.84)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rubellimicro bium,s:uncultured_Al
phaproteobacteria





	Otu708
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.98),f:Rhodoba cteraceae(0.98),g:Rubelli microbium(0.60),s:uncultu
red_bacterium(0.23)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rubellimicro bium,s:uncultured_ba
cterium

	Otu1337
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Rubelli microbium(0.99),s:uncultu red_bacterium(0.94)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Rubellimicro bium,s:uncultured_ba cterium

	Otu742
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.68),c:Alphaprote obacteria(0.68),o:Rhodob acterales(0.62),f:Rhodoba cteraceae(0.62),g:Ruegeri a(0.15),s:Ruegeria_lacusc
aerulensis(0.04)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Ruegeria,s: Ruegeria_lacuscaeru
lensis

	Otu1294
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:Sulfitob acter(0.04),s:uncultured_b
acterium(0.47)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Sulfitobacter
,s:uncultured_bacteri
um





	Otu1268
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.77),f:Rhodoba cteraceae(0.77),g:Thiocla va(0.06),s:Thioclava_sp.(0
.05)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:Thioclava,s:
Thioclava_sp.

	Otu568
	0,09%
	0,00%
	0,03%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.74),f:Rhodoba cteraceae(0.74),g:uncultur ed(0.48),s:uncultured_bac terium(0.66)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s:
uncultured_bacterium

	Otu705
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.94),f:Rhodoba cteraceae(0.94),g:uncultur ed(0.39),s:uncultured_bac
terium(0.84)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s:
uncultured_bacterium

	Otu177
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:uncultur ed(0.05),s:uncultured_bac
terium(0.46)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s:
uncultured_bacterium





	Otu509
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:uncultur ed(0.09),s:uncultured_bac
terium(0.13)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s:
uncultured_bacterium

	Otu589
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:uncultur ed(0.96),s:uncultured_bac terium(1.00)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s:
uncultured_bacterium

	Otu483
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:uncultur ed(0.94),s:uncultured_co
mpost(0.85)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s:
uncultured_compost

	Otu788
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(0.98),f:Rhodoba cteraceae(0.98),g:uncultur ed(0.19),s:uncultured_Rh
odobacteraceae(0.06)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s: uncultured_Rhodoba
cteraceae





	Otu1107
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodob acterales(1.00),f:Rhodoba cteraceae(1.00),g:uncultur ed(0.85),s:uncultured_Rh
odobacteraceae(0.82)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodobact erales,f:Rhodobacter aceae,g:uncultured,s: uncultured_Rhodoba
cteraceae

	Otu1345
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Alphaprote obacteria(0.82),o:Rhodos pirillales(0.23),f:Magnetos piraceae(0.23),g:unculture d(0.66),s:uncultured_Alph
aproteobacteria(0.16)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Rhodospiri llales,f:Magnetospira ceae,g:uncultured,s:u ncultured_Alphaprote
obacteria

	Otu880
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodos pirillales(0.89),f:Magnetos piraceae(0.89),g:unculture d(1.00),s:uncultured_bact
erium(0.94)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodospiri llales,f:Magnetospira ceae,g:uncultured,s:u
ncultured_bacterium

	Otu1378
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodos pirillales(1.00),f:Magnetos pirillaceae(1.00),g:uncultu red(1.00),s:uncultured_ba
cterium(0.42)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodospiri llales,f:Magnetospirill aceae,g:uncultured,s:
uncultured_bacterium





	Otu75
	0,00%
	0,65%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.89),c:Alphaprote obacteria(0.86),o:Rhodos pirillales(0.65),f:uncultured (0.70),g:uncultured(0.79),s
:metagenome(0.19)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Rhodospiri llales,f:uncultured,g:u ncultured,s:metageno
me

	Otu839
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Rhodos pirillales(1.00),f:uncultured (1.00),g:uncultured(1.00),s
:uncultured_bacterium(0.9
9)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Rhodospiri llales,f:uncultured,g:u ncultured,s:unculture
d_bacterium

	Otu1079
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sneathi ellales(0.95),f:Sneathiellac eae(0.95),g:Sneathiella(0.
95),s:Sneathiella_chinensi
s(0.21)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Sneathiella les,f:Sneathiellaceae, g:Sneathiella,s:Sneat
hiella_chinensis

	Otu1169
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.99),o:Sneathi ellales(0.57),f:Sneathiellac eae(0.57),g:Sneathiella(0.
57),s:uncultured_bacteriu
m(0.75)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Sneathiella les,f:Sneathiellaceae, g:Sneathiella,s:uncult
ured_bacterium





	Otu77
	0,00%
	0,78%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sneathi ellales(0.99),f:Sneathiellac eae(0.99),g:Sneathiella(0.
99),s:uncultured_bacteriu
m(0.89)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Sneathiella les,f:Sneathiellaceae, g:Sneathiella,s:uncult
ured_bacterium

	Otu374
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(0.66),f:Sphing omonadaceae(0.66),g:Alte rerythrobacter(0.29),s:unc
ultured_bacterium(0.51)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Alterery throbacter,s:uncultur
ed_bacterium

	Otu867
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(0.97),f:Sphing omonadaceae(0.97),g:Alte rerythrobacter(0.88),s:unc
ultured_bacterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Alterery throbacter,s:uncultur
ed_bacterium

	Otu587
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Alte rerythrobacter(0.54),s:unc
ultured_bacterium(0.47)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Alterery throbacter,s:uncultur
ed_bacterium





	Otu1327
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Alte rerythrobacter(0.96),s:unc
ultured_bacterium(0.64)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Alterery throbacter,s:uncultur
ed_bacterium

	Otu1128
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.97),c:Alphaprote obacteria(0.97),o:Sphingo monadales(0.78),f:Sphing omonadaceae(0.78),g:Elli n6055(0.13),s:uncultured_
Sphingosinicella(0.01)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Ellin605
5,s:uncultured_Sphin
gosinicella

	Otu1058
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:No vosphingobium(0.93),s:me
tagenome(0.31)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Novosp hingobium,s:metagen
ome

	Otu1368
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:No vosphingobium(0.11),s:un
cultured_bacterium(0.65)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Novosp hingobium,s:uncultur
ed_bacterium





	Otu832
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Sp hingomonas(0.93),s:meta
genome(0.38)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing omonas,s:metageno
me

	Otu351
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.98),c:Alphaprote obacteria(0.97),o:Sphingo monadales(0.95),f:Sphing omonadaceae(0.95),g:Sp hingomonas(0.89),s:uncul
tured_bacterium(0.70)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing omonas,s:uncultured
_bacterium

	Otu1183
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(0.98),f:Sphing omonadaceae(0.98),g:Sp hingomonas(0.59),s:uncul
tured_bacterium(0.63)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing omonas,s:uncultured
_bacterium

	Otu900
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Alphaprote obacteria(0.97),o:Sphingo monadales(0.97),f:Sphing omonadaceae(0.97),g:Sp hingopyxis(0.92),s:metage
nome(0.05)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:metagenom
e





	Otu38
	0,00%
	0,42%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Sp hingopyxis(0.84),s:Sphing
omonas_sp.(0.26)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:Sphingomon
as_sp.

	Otu522
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Sp hingopyxis(0.56),s:Sphing opyxis_sp.(0.13)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:Sphingopyxi s_sp.

	Otu383
	0,01%
	0,08%
	0,22%
	0,00%
	0,05%
	0,00%
	0,04%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Sp hingopyxis(0.93),s:Sphing
opyxis_sp.(0.87)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:Sphingopyxi
s_sp.

	Otu1156
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.95),c:Alphaprote obacteria(0.95),o:Sphingo monadales(0.95),f:Sphing omonadaceae(0.95),g:Sp hingopyxis(0.80),s:triclosa n- degrading_bacterium(0.12
)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Sphingom
onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:triclosan-
degrading_bacterium





	Otu884
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(0.99),f:Sphing omonadaceae(0.99),g:Sp hingopyxis(0.85),s:uncultu
red_bacterium(0.24)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:uncultured_
bacterium

	Otu208
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Sp hingopyxis(0.95),s:uncultu red_bacterium(0.22)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing opyxis,s:uncultured_ bacterium

	Otu1017
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(0.99),f:Sphing omonadaceae(0.99),g:Sp hingorhabdus(0.94),s:unc
ultured_bacterium(0.93)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing orhabdus,s:unculture
d_bacterium

	Otu295
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(1.00),f:Sphing omonadaceae(1.00),g:Sp hingosinicella(0.92),s:unc
ultured_bacterium(0.62)
	d:Bacteria,p:Proteob acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:Sphing osinicella,s:unculture
d_bacterium





	Otu1216
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Sphingo monadales(0.99),f:Sphing omonadaceae(0.99),g:unc ultured(0.56),s:uncultured
_soil(0.08)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Sphingom onadales,f:Sphingom onadaceae,g:uncultur
ed,s:uncultured_soil

	Otu1235
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Thalass obaculales(0.05),f:uncultu red(0.25),g:uncultured(0.5
3),s:uncultured_bacterium
(0.59)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Thalassob aculales,f:uncultured, g:uncultured,s:uncult
ured_bacterium

	Otu1163
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:Tistrellal es(1.00),f:Geminicoccace ae(1.00),g:Geminicoccus(
0.98),s:uncultured_bacteri
um(0.85)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Tistrellales
,f:Geminicoccaceae,g
:Geminicoccus,s:unc ultured_bacterium

	Otu565
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.32),c:Alphaprote obacteria(0.04),o:uncultur ed(0.34),f:uncultured(0.35
),g:uncultured(0.44),s:unc
ultured_bacterium(0.77)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium





	Otu365
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.94),c:Alphaprote obacteria(0.81),o:uncultur ed(0.59),f:uncultured(0.61
),g:uncultured(0.71),s:unc
ultured_bacterium(0.88)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu876
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Alphaprote obacteria(0.90),o:uncultur ed(0.59),f:uncultured(0.61
),g:uncultured(0.67),s:unc
ultured_bacterium(0.67)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu938
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(0.97),o:uncultur ed(0.96),f:uncultured(0.96
),g:uncultured(0.96),s:unc
ultured_bacterium(0.98)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu140
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.60),f:uncultured(0.60
),g:uncultured(0.68),s:unc
ultured_bacterium(0.86)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu475
	0,06%
	0,00%
	0,03%
	0,15%
	0,05%
	0,13%
	0,13%
	0,15%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.95),f:uncultured(0.96
),g:uncultured(0.97),s:unc
ultured_bacterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium





	Otu1293
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.95),f:uncultured(0.96
),g:uncultured(0.98),s:unc
ultured_bacterium(0.70)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu431
	0,05%
	0,00%
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.95),f:uncultured(0.99
),g:uncultured(1.00),s:unc
ultured_bacterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu1054
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.97),f:uncultured(0.98
),g:uncultured(0.98),s:unc
ultured_bacterium(0.78)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu219
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.98),f:uncultured(0.99
),g:uncultured(0.99),s:unc
ultured_bacterium(0.72)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu192
	0,00%
	0,01%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(1.00),f:uncultured(1.00
),g:uncultured(1.00),s:unc
ultured_bacterium(0.55)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium





	Otu985
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(1.00),f:uncultured(1.00
),g:uncultured(1.00),s:unc
ultured_bacterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_bact
erium

	Otu1172
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:uncultur ed(0.89),f:uncultured(0.89
),g:uncultured(0.89),s:unc

ultured_Rhizobiales(0.04)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:uncultured, f:uncultured,g:uncultu red,s:uncultured_Rhi
zobiales

	Otu1047
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob

acteria(1.00),c:Alphaprote obacteria(1.00),o:Zavarzin iales(1.00),f:uncultured(1.
00),g:uncultured(1.00),s:u

ncultured_bacterium(0.99)
	d:Bacteria,p:Proteob

acteria,c:Alphaproteo bacteria,o:Zavarzinial es,f:uncultured,g:unc ultured,s:uncultured_
bacterium

	Otu119
	0,00%
	0,18%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Acidith iobacillales(0.91),f:Acidithi obacillaceae(0.91),g:TX1
A-
55(0.88),s:uncultured_bac terium(0.92)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Acidithio bacillales,f:Acidithiob acillaceae,g:TX1A-
55,s:uncultured_bact
erium





	Otu775
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(0.73),g:Achromob acter(0.19),s:Achromobact
er_sp.(0.03)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Achromobacter
,s:Achromobacter_sp
.

	Otu733
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.83),f:Alcalige naceae(0.62),g:Achromob acter(0.10),s:beta_proteob acterium(0.05)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Achromobacter
,s:beta_proteobacteri
um

	Otu842
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.54),c:Gammapro teobacteria(0.53),o:Burkh olderiales(0.51),f:Alcalige naceae(0.03),g:Achromob acter(0.02),s:uncultured_b
acterium(0.52)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Achromobacter
,s:uncultured_bacteri
um

	Otu692
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Advenella(
0.99),s:Advenella_alkanex
edens(0.57)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Advenella,s:Ad venella_alkanexeden
s





	Otu710
	0,00%
	0,20%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Alcaligena ceae(0.01),s:uncultured_b
acterium(0.84)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Alcaligenaceae
,s:uncultured_bacteri
um

	Otu80
	0,00%
	0,82%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Bordetella (0.90),s:Bordetella_petrii(
0.19)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Bordetella,s:Bo
rdetella_petrii

	Otu670
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Bordetella (0.60),s:uncultured_bacter
ium(0.37)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Bordetella,s:un
cultured_bacterium

	Otu958
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(0.23),g:Bordetella (0.09),s:uncultured_Borde
tella(0.07)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Bordetella,s:un
cultured_Bordetella





	Otu485
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.96),o:Burkh olderiales(0.70),f:Alcalige naceae(0.49),g:Castellani ella(0.37),s:Alcaligenacea
e_bacterium(0.29)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:Alcaligenaceae_bact
erium

	Otu278
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.81),c:Gammapro teobacteria(0.80),o:Burkh olderiales(0.72),f:Alcalige naceae(0.61),g:Castellani ella(0.45),s:Alcaligenes_s p.(0.07)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:Alcaligenes_sp.

	Otu1181
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(0.34),g:Castellani ella(0.18),s:Alcaligenes_s
p.(0.02)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:Alcaligenes_sp.

	Otu128
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.91),f:Alcalige naceae(0.49),g:Castellani ella(0.23),s:Castellaniella_
defragrans(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:Castellaniella_defrag
rans





	Otu66
	0,01%
	0,26%
	0,08%
	0,00%
	0,03%
	0,07%
	0,02%
	0,09%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Castellani ella(0.98),s:Castellaniella_
ginsengisoli(0.69)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:Castellaniella_ginse
ngisoli

	Otu959
	0,00%
	0,13%
	0,00%
	0,00%
	0,02%
	0,05%
	0,00%
	0,12%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.94),f:Alcalige naceae(0.90),g:Castellani ella(0.88),s:Castellaniella_ hirudinis(0.28)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:Castellaniella_hirudi
nis

	Otu1094
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Alcalige naceae(0.32),g:Castellani ella(0.25),s:uncultured_ba
cterium(0.53)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:uncultured_bacteriu
m

	Otu552
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.98),f:Alcalige naceae(0.95),g:Castellani ella(0.93),s:uncultured_ba
cterium(0.16)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:uncultured_bacteriu
m





	Otu850
	0,00%
	0,22%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Alcalige naceae(0.99),g:Castellani ella(0.87),s:uncultured_ba
cterium(0.88)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:uncultured_bacteriu
m

	Otu288
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Castellani ella(0.91),s:uncultured_ba cterium(0.69)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Castellaniella,s
:uncultured_bacteriu
m

	Otu32
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Eoetvoesi a(0.96),s:uncultured_bact
erium(0.98)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Eoetvoesia,s:u
ncultured_bacterium

	Otu1316
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.93),f:Alcalige naceae(0.93),g:Kerstersia (0.05),s:uncultured_bacter
ium(0.27)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Kerstersia,s:un
cultured_bacterium





	Otu452
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Paenalcali genes(1.00),s:Alcaligenes
_faecalis(0.85)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Paenalcaligene s,s:Alcaligenes_faec
alis

	Otu508
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Parapusilli monas(0.86),s:Caenimicro
bium_hargitense(0.78)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Parapusillimon as,s:Caenimicrobium
_hargitense

	Otu1101
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Parapusilli monas(1.00),s:Paracandid
imonas_soli(0.73)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Parapusillimon as,s:Paracandidimon
as_soli

	Otu821
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(0.94),g:Parapusilli monas(0.16),s:uncultured
_Alcaligenaceae(0.02)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Parapusillimon as,s:uncultured_Alcal
igenaceae





	Otu807
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Alcalige naceae(0.56),g:Parapusilli monas(0.10),s:uncultured
_bacterium(0.53)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Parapusillimon as,s:uncultured_bact
erium

	Otu815
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Alcalige naceae(0.78),g:Parapusilli monas(0.22),s:uncultured
_bacterium(0.67)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Parapusillimon as,s:uncultured_bact erium

	Otu262
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Alcalige naceae(0.98),g:Parapusilli monas(0.09),s:uncultured
_bacterium(0.78)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Parapusillimon as,s:uncultured_bact
erium

	Otu114
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(0.96),g:Pigmentip haga(0.84),s:uncultured_b
acterium(0.87)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pigmentiphaga
,s:uncultured_bacteri
um





	Otu719
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.95),c:Gammapro teobacteria(0.95),o:Burkh olderiales(0.95),f:Alcalige naceae(0.85),g:Pusillimon as(0.67),s:Pusillimonas_c
aeni(0.41)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
Pusillimonas_caeni

	Otu1364
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.80),s:Pusillimonas_gi nsengisoli(0.49)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s: Pusillimonas_ginsen gisoli

	Otu617
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Alcalige naceae(0.61),g:Pusillimon as(0.37),s:Pusillimonas_s
oli(0.25)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
Pusillimonas_soli

	Otu847
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.88),s:Pusillimonas_s
oli(0.73)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
Pusillimonas_soli





	Otu1003
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.04),s:uncultured_bac
terium(0.66)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
uncultured_bacterium

	Otu338
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.50),s:uncultured_bac terium(0.55)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
uncultured_bacterium

	Otu823
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.96),s:uncultured_bac
terium(0.96)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
uncultured_bacterium

	Otu652
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(1.00),s:uncultured_co
mpost(0.81)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s:
uncultured_compost





	Otu1087
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.15),s:uncultured_Pus
illimonas(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s: uncultured_Pusillimo
nas

	Otu336
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Pusillimon as(0.87),s:uncultured_The rmobacillus(0.25)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Pusillimonas,s: uncultured_Thermob acillus

	Otu1061
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.97),f:Alcalige naceae(0.41),g:Verticiella(
0.33),s:uncultured_bacteri
um(0.64)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Verticiella,s:un
cultured_bacterium

	Otu277
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(0.99),g:Verticiella(
0.63),s:uncultured_bacteri
um(0.50)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Verticiella,s:un
cultured_bacterium





	Otu1295
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Alcalige naceae(1.00),g:Verticiella(
1.00),s:uncultured_bacteri
um(1.00)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Alcaligenac eae,g:Verticiella,s:un
cultured_bacterium

	Otu1081
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.41),o:Burkh olderiales(0.37),f:B1-
7BS(0.02),g:B1-
7BS(0.02),s:uncultured_b acterium(0.86)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:B1-
7BS,g:B1-
7BS,s:uncultured_ba cterium

	Otu973
	0,03%
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,04%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:B1-
7BS(1.00),g:B1-
7BS(1.00),s:uncultured_b acterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:B1-
7BS,g:B1-
7BS,s:uncultured_ba cterium

	Otu754
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.57),o:Burkh olderiales(0.55),f:B1-
7BS(0.01),g:B1-
7BS(0.01),s:uncultured_b eta(0.08)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:B1-
7BS,g:B1-
7BS,s:uncultured_bet a





	Otu873
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Burkhold eriaceae(0.41),g:Burkhold eria-Caballeronia- Paraburkholderia(0.26),s: Burkholderia_cenocepaci
a(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Burkholderia- Caballeronia- Paraburkholderia,s:B urkholderia_cenocep
acia

	Otu330
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.76),c:Gammapro teobacteria(0.76),o:Burkh olderiales(0.76),f:Burkhold eriaceae(0.70),g:Lautropia (0.63),s:uncultured_bacter
ium(0.76)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Lautropia,s:u
ncultured_bacterium

	Otu854
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Burkhold eriaceae(1.00),g:Lautropia (0.99),s:uncultured_bacter
ium(0.94)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Lautropia,s:u
ncultured_bacterium

	Otu813
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Burkhold eriaceae(0.99),g:Lautropia (0.98),s:uncultured_beta(0
.22)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Lautropia,s:u
ncultured_beta





	Otu940
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.85),o:Burkh olderiales(0.83),f:Burkhold eriaceae(0.50),g:Limnoba cter(0.43),s:uncultured_ba
cterium(0.84)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_bacteriu
m

	Otu1285
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.49),f:Burkhold eriaceae(0.12),g:Limnoba cter(0.02),s:uncultured_ba cterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_bacteriu m

	Otu1213
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.52),o:Burkh olderiales(0.46),f:Burkhold eriaceae(0.25),g:Limnoba cter(0.25),s:uncultured_ba
cterium(0.56)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_bacteriu
m

	Otu1034
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Burkhold eriaceae(0.96),g:Limnoba cter(0.95),s:uncultured_ba
cterium(0.96)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_bacteriu
m





	Otu378
	0,08%
	0,00%
	0,08%
	0,02%
	0,02%
	0,03%
	0,04%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Burkhold eriaceae(1.00),g:Limnoba cter(1.00),s:uncultured_ba
cterium(0.81)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_bacteriu
m

	Otu124
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Burkhold eriaceae(1.00),g:Limnoba cter(1.00),s:uncultured_ba cterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_bacteriu m

	Otu1011
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.94),c:Gammapro teobacteria(0.93),o:Burkh olderiales(0.92),f:Burkhold eriaceae(0.67),g:Limnoba cter(0.66),s:uncultured_be
ta(0.05)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter,
s:uncultured_beta

	Otu1158
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.97),f:Burkhold eriaceae(0.40),g:Limnoba cter(0.37),s:uncultured_be
ta(0.14)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter,
s:uncultured_beta





	Otu1363
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Burkhold eriaceae(0.99),g:Limnoba cter(0.99),s:uncultured_or
ganism(0.98)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Limnobacter, s:uncultured_organis
m

	Otu643
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.64),o:Burkh olderiales(0.61),f:Burkhold eriaceae(0.28),g:Polynucl eobacter(0.02),s:Polynucl eobacter_cosmopolitanus(
0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Burkholderi aceae,g:Polynucleob acter,s:Polynucleoba
cter_cosmopolitanus

	Otu665
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.87),g:Acidovo rax(0.08),s:Acidovorax_an
thurii(0.02)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Acidovorax,
s:Acidovorax_anthurii

	Otu476
	0,12%
	0,00%
	0,06%
	0,02%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Acidovo rax(0.89),s:uncultured_ba
cterium(0.22)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Acidovorax, s:uncultured_bacteriu
m





	Otu1135
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.72),c:Gammapro teobacteria(0.72),o:Burkh olderiales(0.71),f:Comamo nadaceae(0.36),g:Acidovo rax(0.04),s:uncultured_bet
a(0.08)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Acidovorax,
s:uncultured_beta

	Otu410
	0,08%
	0,00%
	0,08%
	0,04%
	0,17%
	0,06%
	0,63%
	0,21%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Alicyclip hilus(0.28),s:uncultured_b eta(0.26)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Alicycliphilu
s,s:uncultured_beta

	Otu406
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.87),c:Gammapro teobacteria(0.87),o:Burkh olderiales(0.87),f:Comamo nadaceae(0.85),g:Azohydr omonas(0.10),s:Azohydro
monas_australica(0.09)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Azohydrom onas,s:Azohydromon
as_australica

	Otu808
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Azohydr omonas(0.05),s:unculture
d_bacterium(0.72)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Azohydrom onas,s:uncultured_ba
cterium





	Otu528
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.97),f:Comamo nadaceae(0.91),g:Comam onas(0.07),s:uncultured_A
quincola(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Comamona s,s:uncultured_Aquin
cola

	Otu428
	0,00%
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.63),g:Comam onas(0.16),s:uncultured_b acterium(0.58)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Comamona s,s:uncultured_bacter ium

	Otu28
	1,48%
	0,00%
	1,08%
	0,40%
	1,32%
	0,14%
	2,53%
	0,19%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Comam onas(0.47),s:uncultured_b
acterium(0.94)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Comamona s,s:uncultured_bacter
ium

	Otu1373
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Comam onas(1.00),s:uncultured_b
acterium(0.98)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Comamona s,s:uncultured_bacter
ium





	Otu891
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.65),c:Gammapro teobacteria(0.65),o:Burkh olderiales(0.64),f:Comamo nadaceae(0.48),g:Comam onas(0.39),s:uncultured_
Comamonas(0.37)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Comamona s,s:uncultured_Coma
monas

	Otu1157
	0,03%
	0,00%
	0,11%
	0,02%
	0,20%
	0,00%
	0,07%
	0,01%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Comam onas(0.98),s:uncultured_
Comamonas(0.98)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Comamona s,s:uncultured_Coma
monas

	Otu1209
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Curviba cter(0.99),s:uncultured_ba
cterium(0.77)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Curvibacter
,s:uncultured_bacteri
um

	Otu1018
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.41),g:Hydrog enophaga(0.18),s:Hydrog
enophaga_sp.(0.08)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hydrogeno phaga,s:Hydrogenop
haga_sp.





	Otu737
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.58),g:Hydrog enophaga(0.38),s:uncultur
ed_bacterium(0.47)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hydrogeno phaga,s:uncultured_b
acterium

	Otu653
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.61),g:Hydrog enophaga(0.49),s:uncultur
ed_bacterium(0.37)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hydrogeno phaga,s:uncultured_b
acterium

	Otu1234
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.89),g:Hydrog enophaga(0.73),s:uncultur
ed_bacterium(0.83)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hydrogeno phaga,s:uncultured_b
acterium

	Otu43
	0,00%
	0,48%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Hydrog enophaga(0.59),s:uncultur
ed_bacterium(0.18)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hydrogeno phaga,s:uncultured_b
acterium





	Otu712
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Hydrog enophaga(0.91),s:uncultur
ed_bacterium(0.71)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hydrogeno phaga,s:uncultured_b
acterium

	Otu1362
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.80),c:Gammapro teobacteria(0.80),o:Burkh olderiales(0.79),f:Comamo nadaceae(0.72),g:Hylemo nella(0.09),s:uncultured_b
acterium(0.67)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hylemonell a,s:uncultured_bacter
ium

	Otu60
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.86),c:Gammapro teobacteria(0.86),o:Burkh olderiales(0.86),f:Comamo nadaceae(0.79),g:Hylemo nella(0.06),s:uncultured_b
acterium(0.74)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Hylemonell a,s:uncultured_bacter
ium

	Otu222
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.90),f:Comamo nadaceae(0.45),g:Leptothr ix(0.03),s:Leptothrix_sp.(0
.03)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Leptothrix,s
:Leptothrix_sp.





	Otu58
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.95),g:Methyli bium(0.20),s:uncultured_b
acterium(0.75)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Methylibiu m,s:uncultured_bacte
rium

	Otu700
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.94),c:Gammapro teobacteria(0.91),o:Burkh olderiales(0.86),f:Comamo nadaceae(0.69),g:Ottowia (0.25),s:uncultured_bacter ium(0.61)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Ottowia,s:u
ncultured_bacterium

	Otu688
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Ottowia (0.45),s:uncultured_bacter
ium(0.82)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Ottowia,s:u
ncultured_bacterium

	Otu220
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.84),f:Comamo nadaceae(0.73),g:Ottowia (0.42),s:uncultured_beta(0
.40)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Ottowia,s:u
ncultured_beta





	Otu977
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Ottowia (0.93),s:uncultured_beta(0
.93)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Ottowia,s:u
ncultured_beta

	Otu546
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:Polaro monas(0.96),s:uncultured
_bacterium(0.87)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Polaromon as,s:uncultured_bact erium

	Otu569
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.96),f:Comamo nadaceae(0.95),g:Ramliba cter(0.02),s:uncultured_ba
cterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Ramlibacte r,s:uncultured_bacteri
um

	Otu691
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.59),o:Burkh olderiales(0.56),f:Comamo nadaceae(0.54),g:Simplici spira(0.13),s:uncultured_b
acterium(0.57)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Simplicispir a,s:uncultured_bacter
ium





	Otu1228
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.98),o:Burkh olderiales(0.98),f:Comamo nadaceae(0.95),g:Simplici spira(0.46),s:uncultured_b
acterium(0.73)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Simplicispir a,s:uncultured_bacter
ium

	Otu1261
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.68),f:Comamo nadaceae(0.02),g:Simplici spira(0.01),s:uncultured_b acterium(0.44)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:Simplicispir a,s:uncultured_bacter ium

	Otu478
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.86),c:Gammapro teobacteria(0.86),o:Burkh olderiales(0.86),f:Comamo nadaceae(0.16),g:uncultur ed(0.18),s:uncultured_Aq
uincola(0.06)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:uncultured, s:uncultured_Aquinco
la

	Otu158
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.92),f:Comamo nadaceae(0.84),g:uncultur ed(0.39),s:uncultured_bac
terium(0.66)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:uncultured, s:uncultured_bacteriu
m





	Otu131
	0,05%
	0,00%
	0,03%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.53),g:uncultur ed(0.24),s:uncultured_bac
terium(0.64)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:uncultured, s:uncultured_bacteriu
m

	Otu1254
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.71),g:uncultur ed(0.49),s:uncultured_bac terium(0.79)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:uncultured, s:uncultured_bacteriu m

	Otu1187
	0,04%
	0,00%
	0,01%
	0,01%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(0.77),g:uncultur ed(0.40),s:uncultured_bac
terium(0.71)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:uncultured, s:uncultured_bacteriu
m

	Otu979
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Comamo nadaceae(1.00),g:uncultur ed(0.36),s:uncultured_bac
terium(0.45)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Comamona daceae,g:uncultured, s:uncultured_bacteriu
m





	Otu76
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Gallionel laceae(0.04),g:Sideroxyda ns(0.03),s:uncultured_bet
a(0.04)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Gallionellac eae,g:Sideroxydans,s
:uncultured_beta

	Otu668
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.89),c:Gammapro teobacteria(0.88),o:Burkh olderiales(0.86),f:Hydroge nophilaceae(0.02),g:Thiob acillus(0.01),s:uncultured_ bacterium(0.53)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Hydrogeno philaceae,g:Thiobacill us,s:uncultured_bact erium

	Otu207
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.41),f:Hydroge nophilaceae(0.01),g:Thiob acillus(0.01),s:uncultured_
bacterium(0.45)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Hydrogeno philaceae,g:Thiobacill us,s:uncultured_bact
erium

	Otu1314
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Hydroge nophilaceae(0.07),g:uncul tured(0.12),s:uncultured_b
eta(0.04)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Hydrogeno philaceae,g:unculture
d,s:uncultured_beta





	Otu1118
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Hydroge nophilaceae(1.00),g:uncul tured(1.00),s:uncultured_
Burkholderiales(0.47)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Hydrogeno philaceae,g:unculture d,s:uncultured_Burkh
olderiales

	Otu193
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.95),o:Burkh olderiales(0.92),f:Methylo philaceae(0.03),g:Methylo bacillus(0.03),s:Methyloba
cillus_arboreus(0.02)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Methylophil aceae,g:Methylobacill us,s:Methylobacillus_
arboreus

	Otu819
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.95),f:Methylo philaceae(0.10),g:Methylo philus(0.01),s:Methylophil
us_glucosoxydans(0.01)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Methylophil aceae,g:Methylophilu s,s:Methylophilus_glu
cosoxydans

	Otu1146
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.82),c:Gammapro teobacteria(0.82),o:Burkh olderiales(0.77),f:Methylo philaceae(0.01),g:OM43_c lade(0.01),s:uncultured_M
ethylobacillus(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Methylophil aceae,g:OM43_clade
,s:uncultured_Methyl
obacillus





	Otu723
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.78),f:Methylo philaceae(0.04),g:OM43_c lade(0.04),s:uncultured_M
ethylobacillus(0.04)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Methylophil aceae,g:OM43_clade
,s:uncultured_Methyl
obacillus

	Otu1149
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Ellin60
67(1.00),s:uncultured_bac
terium(0.93)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Ellin6067, s:uncultured_bacteriu
m

	Otu1196
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.36),c:Gammapro teobacteria(0.36),o:Burkh olderiales(0.06),f:Nitrosom onadaceae(0.02),g:Ellin60
67(0.02),s:uncultured_soil
(0.04)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Ellin6067,
s:uncultured_soil

	Otu835
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.82),g:GOUT A6(0.03),s:uncultured_bac
terium(0.30)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:GOUTA6, s:uncultured_bacteriu
m





	Otu473
	0,03%
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,06%
	0,10%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.98),g:mle1-
7(0.95),s:uncultured_bact
erium(0.85)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:mle1-
7,s:uncultured_bacter
ium

	Otu446
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.99),g:MND1 (0.99),s:uncultured_bacter ium(0.53)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:MND1,s:u
ncultured_bacterium

	Otu649
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.64),c:Gammapro teobacteria(0.64),o:Burkh olderiales(0.62),f:Nitrosom onadaceae(0.61),g:Nitros omonas(0.61),s:Nitrosomo
nas_communis(0.59)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
communis

	Otu1199
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.97),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.91),f:Nitrosom onadaceae(0.84),g:Nitros omonas(0.84),s:Nitrosomo
nas_communis(0.63)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
communis





	Otu264
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.99),g:Nitros omonas(0.99),s:Nitrosomo
nas_communis(0.76)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
communis

	Otu853
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.98),g:Nitros omonas(0.98),s:Nitrosomo
nas_communis(0.83)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
communis

	Otu720
	0,00%
	0,20%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:Nitrosomo
nas_communis(0.95)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
communis

	Otu309
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.90),c:Gammapro teobacteria(0.88),o:Burkh olderiales(0.87),f:Nitrosom onadaceae(0.84),g:Nitros omonas(0.83),s:Nitrosomo
nas_europaea(0.64)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
europaea





	Otu903
	0,01%
	0,00%
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.97),f:Nitrosom onadaceae(0.92),g:Nitros omonas(0.91),s:Nitrosomo
nas_europaea(0.22)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
europaea

	Otu535
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.98),c:Gammapro teobacteria(0.98),o:Burkh olderiales(0.90),f:Nitrosom onadaceae(0.85),g:Nitros omonas(0.85),s:Nitrosomo
nas_europaea(0.31)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
europaea

	Otu337
	0,00%
	1,30%
	0,00%
	0,02%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.98),g:Nitros omonas(0.97),s:Nitrosomo
nas_europaea(0.43)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
europaea

	Otu52
	0,00%
	0,37%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.98),g:Nitros omonas(0.98),s:Nitrosomo
nas_europaea(0.30)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
europaea





	Otu427
	0,09%
	0,00%
	0,13%
	0,12%
	0,00%
	0,18%
	0,00%
	0,05%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.99),g:Nitros omonas(0.99),s:Nitrosomo
nas_europaea(0.16)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
europaea

	Otu804
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.90),c:Gammapro teobacteria(0.61),o:Burkh olderiales(0.55),f:Nitrosom onadaceae(0.46),g:Nitros omonas(0.41),s:Nitrosomo
nas_eutropha(0.07)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha

	Otu195
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.87),o:Burkh olderiales(0.77),f:Nitrosom onadaceae(0.76),g:Nitros omonas(0.75),s:Nitrosomo
nas_eutropha(0.34)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha

	Otu445
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.95),f:Nitrosom onadaceae(0.90),g:Nitros omonas(0.43),s:Nitrosomo
nas_eutropha(0.13)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha





	Otu794
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.61),f:Nitrosom onadaceae(0.54),g:Nitros omonas(0.22),s:Nitrosomo
nas_eutropha(0.11)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha

	Otu898
	0,01%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.96),g:Nitros omonas(0.96),s:Nitrosomo
nas_eutropha(0.13)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha

	Otu1197
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:Nitrosomo
nas_eutropha(0.25)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha

	Otu206
	0,00%
	0,20%
	0,00%
	0,01%
	0,00%
	0,02%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:Nitrosomo
nas_eutropha(0.97)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
eutropha





	Otu654
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.74),c:Gammapro teobacteria(0.73),o:Burkh olderiales(0.73),f:Nitrosom onadaceae(0.43),g:Nitros omonas(0.08),s:Nitrosomo
nas_mobilis(0.02)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
mobilis

	Otu751
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.89),f:Nitrosom onadaceae(0.80),g:Nitros omonas(0.80),s:Nitrosomo nas_nitrosa(0.63)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_ nitrosa

	Otu276
	0,00%
	0,04%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:Nitrosomo
nas_nitrosa(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:Nitrosomonas_
nitrosa

	Otu1133
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.72),c:Gammapro teobacteria(0.72),o:Burkh olderiales(0.72),f:Nitrosom onadaceae(0.68),g:Nitros omonas(0.66),s:unculture d_ammonia-
oxidizing(0.04)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_am
monia-oxidizing





	Otu1242
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.33),o:Burkh olderiales(0.33),f:Nitrosom onadaceae(0.32),g:Nitros omonas(0.32),s:unculture d_ammonia-
oxidizing(0.16)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_am
monia-oxidizing

	Otu1052
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.98),o:Burkh olderiales(0.98),f:Nitrosom onadaceae(0.93),g:Nitros omonas(0.93),s:unculture d_ammonia-
oxidizing(0.13)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_am
monia-oxidizing

	Otu721
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.36),g:Nitros omonas(0.06),s:unculture d_ammonia-
oxidizing(0.05)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_am
monia-oxidizing

	Otu160
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.83),f:Nitrosom onadaceae(0.80),g:Nitros omonas(0.80),s:unculture d_ammonia-
oxidizing(0.05)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_am
monia-oxidizing





	Otu1301
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.89),f:Nitrosom onadaceae(0.84),g:Nitros omonas(0.84),s:unculture d_ammonia-
oxidizing(0.28)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_am
monia-oxidizing

	Otu293
	0,07%
	0,00%
	0,06%
	0,02%
	0,02%
	0,05%
	0,04%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(0.72),c:Gammapro teobacteria(0.72),o:Burkh olderiales(0.72),f:Nitrosom onadaceae(0.72),g:Nitros omonas(0.71),s:unculture
d_bacterium(0.74)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu547
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.87),c:Gammapro teobacteria(0.87),o:Burkh olderiales(0.87),f:Nitrosom onadaceae(0.84),g:Nitros omonas(0.84),s:unculture
d_bacterium(0.26)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu573
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.90),f:Nitrosom onadaceae(0.47),g:Nitros omonas(0.47),s:unculture
d_bacterium(0.54)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium





	Otu358
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.92),f:Nitrosom onadaceae(0.91),g:Nitros omonas(0.91),s:unculture
d_bacterium(0.59)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu575
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.88),f:Nitrosom onadaceae(0.74),g:Nitros omonas(0.70),s:unculture d_bacterium(0.55)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac terium

	Otu1176
	0,00%
	0,27%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.99),g:Nitros omonas(0.99),s:unculture
d_bacterium(0.76)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu952
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.75),f:Nitrosom onadaceae(0.38),g:Nitros omonas(0.29),s:unculture
d_bacterium(0.61)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium





	Otu829
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.79),f:Nitrosom onadaceae(0.77),g:Nitros omonas(0.72),s:unculture
d_bacterium(0.79)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu236
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.90),g:Nitros omonas(0.57),s:unculture d_bacterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac terium

	Otu1076
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.96),g:Nitros omonas(0.96),s:unculture
d_bacterium(0.86)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu1309
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.98),g:Nitros omonas(0.98),s:unculture
d_bacterium(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium





	Otu318
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(0.99),s:unculture
d_bacterium(0.57)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu606
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(0.99),s:unculture d_bacterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac terium

	Otu511
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:unculture
d_bacterium(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu8 Nitr
	5,92%
	0,06%
	5,22%
	2,59%
	4,01%
	2,28%
	3,75%
	1,47%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:unculture
d_bacterium(0.45)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium





	Otu31 Ни
	0,00%
	1,60%
	0,00%
	0,01%
	0,00%
	0,01%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:unculture
d_bacterium(0.81)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu878
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:unculture d_bacterium(0.89)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac terium

	Otu25 Nit
	0,82%
	0,00%
	1,21%
	1,95%
	0,23%
	6,10%
	0,00%
	6,42%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros omonas(1.00),s:unculture
d_bacterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bac
terium

	Otu961
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.78),c:Gammapro teobacteria(0.36),o:Burkh olderiales(0.26),f:Nitrosom onadaceae(0.02),g:Nitros omonas(0.01),s:unculture
d_beta(0.04)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_bet
a





	Otu756
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Gammapro teobacteria(0.92),o:Burkh olderiales(0.90),f:Nitrosom onadaceae(0.50),g:Nitros omonas(0.22),s:unculture
d_Nitrosomonas(0.02)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_Nitr
osomonas

	Otu1089
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.98),o:Burkh olderiales(0.98),f:Nitrosom onadaceae(0.90),g:Nitros omonas(0.90),s:unculture
d_Nitrosomonas(0.13)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_Nitr
osomonas

	Otu595
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.98),g:Nitros omonas(0.88),s:unculture
d_Nitrosomonas(0.01)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_Nitr
osomonas

	Otu359
	0,20%
	0,00%
	0,36%
	0,28%
	0,40%
	1,25%
	1,04%
	1,99%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.99),g:Nitros omonas(0.99),s:unculture
d_Nitrosomonas(0.25)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_Nitr
osomonas





	Otu1287
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.99),g:Nitros omonas(0.99),s:unculture
d_Nitrosomonas(0.32)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosomo nas,s:uncultured_Nitr
osomonas

	Otu123
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.89),c:Gammapro teobacteria(0.89),o:Burkh olderiales(0.86),f:Nitrosom onadaceae(0.79),g:Nitros ospira(0.74),s:Nitrosospira
_multiformis(0.16)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_mul
tiformis

	Otu1008
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.82),c:Gammapro teobacteria(0.77),o:Burkh olderiales(0.74),f:Nitrosom onadaceae(0.47),g:Nitros ospira(0.42),s:Nitrosospira
_sp.(0.27)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.

	Otu883
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.96),c:Gammapro teobacteria(0.96),o:Burkh olderiales(0.96),f:Nitrosom onadaceae(0.78),g:Nitros ospira(0.70),s:Nitrosospira
_sp.(0.53)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.





	Otu1062
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.96),c:Gammapro teobacteria(0.96),o:Burkh olderiales(0.96),f:Nitrosom onadaceae(0.94),g:Nitros ospira(0.94),s:Nitrosospira
_sp.(0.18)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.

	Otu783
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.73),f:Nitrosom onadaceae(0.37),g:Nitros ospira(0.20),s:Nitrosospira
_sp.(0.08)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.

	Otu970
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.98),f:Nitrosom onadaceae(0.70),g:Nitros ospira(0.63),s:Nitrosospira
_sp.(0.33)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.

	Otu1123
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.87),f:Nitrosom onadaceae(0.53),g:Nitros ospira(0.51),s:Nitrosospira
_sp.(0.24)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.





	Otu1074
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.76),g:Nitros ospira(0.57),s:Nitrosospira
_sp.(0.11)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.

	Otu340
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.91),g:Nitros ospira(0.73),s:Nitrosospira
_sp.(0.29)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosospira_sp.

	Otu1212
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.75),g:Nitros ospira(0.57),s:Nitrosospira
_tenuis(0.30)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_ten
uis

	Otu1211
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.96),f:Nitrosom onadaceae(0.78),g:Nitros ospira(0.48),s:Nitrosospira
_tenuis(0.04)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_ten
uis





	Otu895
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.37),g:Nitros ospira(0.37),s:Nitrosospira
_tenuis(0.07)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_ten
uis

	Otu962
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.64),g:Nitros ospira(0.57),s:Nitrosospira
_tenuis(0.22)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_ten uis

	Otu780
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.87),g:Nitros ospira(0.72),s:Nitrosospira
_tenuis(0.42)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_ten
uis

	Otu1311
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.91),g:Nitros ospira(0.68),s:Nitrosospira
_tenuis(0.13)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosospira_ten
uis





	Otu1020
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.95),c:Gammapro teobacteria(0.95),o:Burkh olderiales(0.94),f:Nitrosom onadaceae(0.52),g:Nitros ospira(0.46),s:Nitrosovibri
o_sp.(0.15)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosovibrio_sp.

	Otu1092
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.85),f:Nitrosom onadaceae(0.55),g:Nitros ospira(0.43),s:Nitrosovibri o_sp.(0.05)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi
ra,s:Nitrosovibrio_sp.

	Otu1263
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.90),g:Nitros ospira(0.86),s:Nitrosovibri
o_tenuis(0.06)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosovibrio_ten
uis

	Otu2
	0,00%
	15,42%
	0,00%
	0,16%
	0,00%
	0,24%
	0,00%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(1.00),g:Nitros ospira(0.99),s:Nitrosovibri
o_tenuis(0.12)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:Nitrosovibrio_ten
uis





	Otu639
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.42),c:Gammapro teobacteria(0.42),o:Burkh olderiales(0.38),f:Nitrosom onadaceae(0.33),g:Nitros ospira(0.26),s:uncultured_
bacterium(0.48)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium

	Otu435
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.96),c:Gammapro teobacteria(0.81),o:Burkh olderiales(0.68),f:Nitrosom onadaceae(0.63),g:Nitros ospira(0.61),s:uncultured_ bacterium(0.45)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte rium

	Otu642
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.96),f:Nitrosom onadaceae(0.76),g:Nitros ospira(0.71),s:uncultured_
bacterium(0.62)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium

	Otu694
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.96),f:Nitrosom onadaceae(0.83),g:Nitros ospira(0.35),s:uncultured_
bacterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium





	Otu1056
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.83),g:Nitros ospira(0.64),s:uncultured_
bacterium(0.51)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium

	Otu434
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.98),f:Nitrosom onadaceae(0.93),g:Nitros ospira(0.88),s:uncultured_ bacterium(0.41)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte rium

	Otu36
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.92),f:Nitrosom onadaceae(0.50),g:Nitros ospira(0.30),s:uncultured_
bacterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium

	Otu726
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.98),f:Nitrosom onadaceae(0.56),g:Nitros ospira(0.49),s:uncultured_
bacterium(0.58)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium





	Otu545
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.54),g:Nitros ospira(0.38),s:uncultured_
bacterium(0.48)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium

	Otu1189
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Nitrosom onadaceae(0.89),g:Nitros ospira(0.85),s:uncultured_ bacterium(0.54)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte rium

	Otu683
	0,00%
	0,13%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Nitrosom onadaceae(0.78),g:Nitros ospira(0.34),s:uncultured_
bacterium(0.32)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:Nitrosospi ra,s:uncultured_bacte
rium

	Otu1210
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.94),o:Burkh olderiales(0.91),f:Nitrosom onadaceae(0.83),g:uncult ured(0.01),s:uncultured_b
acterium(0.49)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Nitrosomon adaceae,g:uncultured
,s:uncultured_bacteri
um





	Otu407
	0,21%
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(1.00),g:Dugane lla(0.68),s:beta_proteobac
terium(0.15)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Duganella,s
:beta_proteobacteriu
m

	Otu291
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.64),c:Gammapro teobacteria(0.64),o:Burkh olderiales(0.60),f:Oxaloba cteraceae(0.49),g:Dugane lla(0.12),s:Duganella_zoo gloeoides(0.10)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Duganella,s
:Duganella_zoogloeoi
des

	Otu457
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(0.98),g:Dugane lla(0.69),s:Duganella_zoo
gloeoides(0.55)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Duganella,s
:Duganella_zoogloeoi
des

	Otu146
	0,31%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(1.00),g:Dugane lla(0.85),s:Duganella_zoo
gloeoides(0.72)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Duganella,s
:Duganella_zoogloeoi
des





	Otu1134
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(1.00),g:Dugane lla(0.83),s:Oxalobacterace
ae_bacterium(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Duganella,s
:Oxalobacteraceae_b
acterium

	Otu1057
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(1.00),g:Herminii monas(0.85),s:Herminiimo
nas_arsenitoxidans(0.21)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Herminiimo nas,s:Herminiimonas
_arsenitoxidans

	Otu1255
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Oxaloba cteraceae(0.94),g:Massilia (0.15),s:uncultured_bacter
ium(0.55)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Massilia,s:u
ncultured_bacterium

	Otu1179
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.70),f:Oxaloba cteraceae(0.04),g:Noviher baspirillum(0.01),s:uncultu
red_bacterium(0.36)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Noviherbas pirillum,s:uncultured_
bacterium





	Otu1040
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(0.90),g:Noviher baspirillum(0.47),s:uncultu
red_bacterium(0.75)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:Noviherbas pirillum,s:uncultured_
bacterium

	Otu596
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Oxaloba cteraceae(1.00),g:uncultur ed(0.65),s:bacterium_10R
O2(0.37)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Oxalobacte raceae,g:uncultured,s
:bacterium_10RO2

	Otu199
	0,00%
	0,21%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Azoarcus(
1.00),s:Azoarcus_sp.(0.93
)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Azoarcus,s:A
zoarcus_sp.

	Otu1084
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.99),f:Rhodocy claceae(0.42),g:Azoarcus(
0.30),s:Rhodocyclaceae_
bacterium(0.09)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Azoarcus,s:R hodocyclaceae_bact
erium





	Otu1236
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.95),f:Rhodocy claceae(0.14),g:Azoarcus(
0.01),s:uncultured_bacteri
um(0.80)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Azoarcus,s:un
cultured_bacterium

	Otu800
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(0.36),g:Azoarcus(
0.21),s:uncultured_bacteri
um(0.52)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Azoarcus,s:un
cultured_bacterium

	Otu34
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Azoarcus(
0.85),s:uncultured_bacteri
um(0.85)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Azoarcus,s:un
cultured_bacterium

	Otu1145
	0,04%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Dechlorob acter(0.99),s:uncultured_b
acterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Dechlorobact er,s:uncultured_bacte
rium





	Otu1185
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.96),f:Rhodocy claceae(0.56),g:Denitratis oma(0.50),s:uncultured_b
acterium(0.62)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Denitratisoma
,s:uncultured_bacteri
um

	Otu571
	0,03%
	0,00%
	0,14%
	0,02%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.97),f:Rhodocy claceae(0.89),g:Denitratis oma(0.70),s:uncultured_b acterium(0.90)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Denitratisoma
,s:uncultured_bacteri
um

	Otu103
	0,79%
	0,00%
	0,90%
	0,42%
	0,67%
	0,75%
	0,39%
	0,68%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Denitratis oma(0.93),s:uncultured_b
acterium(0.86)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Denitratisoma
,s:uncultured_bacteri
um

	Otu1318
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.82),o:Burkh olderiales(0.82),f:Rhodocy claceae(0.35),g:Denitromo nas(0.06),s:Denitromonas
_sp.(0.01)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Denitromonas
,s:Denitromonas_sp.





	Otu937
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.71),c:Gammapro teobacteria(0.71),o:Burkh olderiales(0.71),f:Rhodocy claceae(0.65),g:Thauera(0
.40),s:bacterium_CYCU-
0260(0.01)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:ba
cterium_CYCU-0260

	Otu1033
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(0.33),g:Thauera(0
.01),s:Thauera_chloroben
zoica(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:Th auera_chlorobenzoic a

	Otu622
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.98),f:Rhodocy claceae(0.97),g:Thauera(0
.91),s:Thauera_linaloolent
is(0.45)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:Th
auera_linaloolentis

	Otu1291
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.99),f:Rhodocy claceae(0.61),g:Thauera(0
.55),s:Thauera_linaloolent
is(0.17)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:Th
auera_linaloolentis





	Otu382
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.73),c:Gammapro teobacteria(0.73),o:Burkh olderiales(0.71),f:Rhodocy claceae(0.54),g:Thauera(0
.39),s:uncultured_bacteriu
m(0.70)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_bacterium

	Otu154
	0,03%
	0,00%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.53),f:Rhodocy claceae(0.48),g:Thauera(0
.47),s:uncultured_bacteriu
m(0.73)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_bacterium

	Otu1382
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.97),f:Rhodocy claceae(0.93),g:Thauera(0
.45),s:uncultured_bacteriu
m(0.62)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_bacterium

	Otu375
	0,05%
	0,00%
	0,04%
	0,02%
	0,00%
	0,01%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(0.68),g:Thauera(0
.50),s:uncultured_bacteriu
m(0.40)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_bacterium





	Otu144
	0,01%
	0,00%
	0,01%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(0.91),g:Thauera(0
.85),s:uncultured_bacteriu
m(0.70)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_bacterium

	Otu370
	0,02%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(0.98),g:Thauera(0
.87),s:uncultured_bacteriu
m(0.69)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_bacterium

	Otu253
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.93),f:Rhodocy claceae(0.06),g:Thauera(0
.04),s:uncultured_Rhodoc
yclaceae(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un cultured_Rhodocycla
ceae

	Otu26
	3,53%
	0,00%
	2,41%
	5,92%
	1,75%
	1,41%
	2,53%
	2,14%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Thauera(1
.00),s:uncultured_Thauera
(0.14)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_Thauera





	Otu711
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Thauera(1
.00),s:uncultured_Thauera
(0.89)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Thauera,s:un
cultured_Thauera

	Otu368
	0,01%
	0,00%
	0,00%
	0,00%
	0,02%
	0,02%
	0,00%
	0,01%
	d:Bacteria(1.00),p:Proteob acteria(0.69),c:Gammapro teobacteria(0.69),o:Burkh olderiales(0.69),f:Rhodocy claceae(0.58),g:unculture d(0.27),s:uncultured_Rho
docyclaceae(0.03)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:uncultured,s:u ncultured_Rhodocycl
aceae

	Otu906
	0,01%
	0,00%
	0,01%
	0,00%
	0,00%
	0,01%
	0,06%
	0,11%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(0.99),g:Zoogloea(
0.98),s:uncultured_bacteri
um(0.89)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Zoogloea,s:un
cultured_bacterium

	Otu1119
	0,04%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	0,02%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Zoogloea(
1.00),s:uncultured_bacteri
um(0.99)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Zoogloea,s:un
cultured_bacterium





	Otu415
	0,23%
	0,00%
	0,09%
	0,07%
	0,87%
	0,15%
	2,48%
	1,10%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:Rhodocy claceae(1.00),g:Zoogloea(
1.00),s:uncultured_Rhodo
cyclaceae(0.36)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Rhodocycla ceae,g:Zoogloea,s:un cultured_Rhodocycla
ceae

	Otu614
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.41),c:Gammapro teobacteria(0.39),o:Burkh olderiales(0.39),f:Sulfurice llaceae(0.09),g:Ferritrophi cum(0.04),s:uncultured_b acterium(0.79)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Ferritrophicu m,s:uncultured_bacte rium

	Otu602
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.83),f:Sulfurice llaceae(0.02),g:Ferritrophi cum(0.01),s:uncultured_b
eta(0.04)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Ferritrophicu
m,s:uncultured_beta

	Otu1250
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.87),c:Gammapro teobacteria(0.87),o:Burkh olderiales(0.87),f:Sulfurice llaceae(0.16),g:Sulfuricell a(0.03),s:uncultured_bact
erium(0.55)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Sulfuricella,s:
uncultured_bacterium





	Otu1088
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.88),o:Burkh olderiales(0.86),f:Sulfurice llaceae(0.07),g:Sulfuricell a(0.06),s:uncultured_bact
erium(0.40)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Sulfuricella,s:
uncultured_bacterium

	Otu675
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.98),o:Burkh olderiales(0.98),f:Sulfurice llaceae(0.07),g:Sulfuricell a(0.04),s:uncultured_bact erium(0.51)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Sulfuricella,s:
uncultured_bacterium

	Otu753
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.98),f:Sulfurice llaceae(0.09),g:Sulfuriferul a(0.02),s:Thiobacillus_sp.(
0.01)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Sulfuriferula,s
:Thiobacillus_sp.

	Otu739
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Burkh olderiales(0.66),f:Sulfurice llaceae(0.02),g:Sulfuriferul a(0.02),s:uncultured_beta(
0.06)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:Sulfuricella ceae,g:Sulfuriferula,s
:uncultured_beta





	Otu908
	0,03%
	0,00%
	0,03%
	0,04%
	0,02%
	0,00%
	0,04%
	0,02%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:TRA3-
20(1.00),g:TRA3-
20(1.00),s:bacterium_enri chment(0.74)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:TRA3-
20,g:TRA3-
20,s:bacterium_enric hment

	Otu1164
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.91),f:TRA3-
20(0.07),g:TRA3-
20(0.07),s:metagenome(0.
03)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:TRA3-
20,g:TRA3-

20,s:metagenome

	Otu759
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.84),o:Burkh olderiales(0.58),f:TRA3-
20(0.07),g:TRA3-
20(0.07),s:uncultured_bac terium(0.62)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:TRA3-
20,g:TRA3-
20,s:uncultured_bact erium

	Otu1102
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(0.88),f:TRA3-
20(0.84),g:TRA3-
20(0.84),s:uncultured_bac terium(0.55)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:TRA3-
20,g:TRA3-
20,s:uncultured_bact erium





	Otu803
	0,00%
	0,30%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:TRA3-
20(0.02),g:TRA3-
20(0.02),s:uncultured_bac terium(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:TRA3-
20,g:TRA3-
20,s:uncultured_bact erium

	Otu1361
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:TRA3-
20(0.07),g:TRA3-
20(0.07),s:uncultured_bac terium(0.36)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:TRA3-
20,g:TRA3-
20,s:uncultured_bact erium

	Otu604
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.97),o:Burkh olderiales(0.96),f:uncultur ed(0.73),g:uncultured(0.74
),s:uncultured_bacterium(
0.95)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:uncultured, g:uncultured,s:uncult
ured_bacterium

	Otu611
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Burkh olderiales(1.00),f:uncultur ed(0.74),g:uncultured(0.74
),s:uncultured_bacterium(
0.99)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Burkhol deriales,f:uncultured, g:uncultured,s:uncult
ured_bacterium





	Otu1142
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.97),o:CCD2
4(0.76),f:CCD24(0.76),g:C CD24(0.76),s:metagenom
e(0.11)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:CCD24,f
:CCD24,g:CCD24,s:

metagenome

	Otu1144
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.56),c:Gammapro teobacteria(0.55),o:Chrom atiales(0.06),f:Chromatiac eae(0.04),g:Thiohalocaps a(0.02),s:uncultured_orga nism(0.03)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Chromat iales,f:Chromatiacea e,g:Thiohalocapsa,s:
uncultured_organism

	Otu281
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.51),c:Gammapro teobacteria(0.51),o:Chrom atiales(0.05),f:Chromatiac eae(0.05),g:uncultured(0.4
6),s:uncultured_gamma(0.
05)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Chromat iales,f:Chromatiacea e,g:uncultured,s:uncu
ltured_gamma

	Otu183
	1,06%
	0,00%
	0,17%
	0,43%
	0,22%
	0,37%
	0,11%
	0,19%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Comp etibacterales(1.00),f:Com petibacteraceae(1.00),g:C andidatus_Competibacter(
0.99),s:uncultured_soil(0.
52)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Competi bacterales,f:Competi bacteraceae,g:Candi datus_Competibacter
,s:uncultured_soil





	Otu902
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,03%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Comp etibacterales(1.00),f:Com petibacteraceae(1.00),g:Pl asticicumulans(1.00),s:un
cultured_bacterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Competi bacterales,f:Competi bacteraceae,g:Plastic icumulans,s:uncultur
ed_bacterium

	Otu1019
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.99),o:Ectothi orhodospirales(0.17),f:Thi oalkalispiraceae(0.17),g:u ncultured(0.51),s:uncultur
ed_Thiorhodospira(0.09)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Ectothio rhodospirales,f:Thioal kalispiraceae,g:uncult ured,s:uncultured_Th
iorhodospira

	Otu628
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Ectothi orhodospirales(0.76),f:Thi oalkalispiraceae(0.76),g:u ncultured(0.77),s:uncultur
ed_Thiorhodospira(0.69)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Ectothio rhodospirales,f:Thioal kalispiraceae,g:uncult ured,s:uncultured_Th
iorhodospira

	Otu331
	0,00%
	0,94%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Entero bacterales(1.00),f:Aeromo nadaceae(1.00),g:Aeromo nadaceae(0.76),s:Zobellel
la_sp.(0.82)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Aeromona daceae,g:Aeromonad aceae,s:Zobellella_s
p.





	Otu134
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.96),o:Entero bacterales(0.66),f:Aeromo nadaceae(0.62),g:Oceani monas(0.62),s:Marinomon
as_sp.(0.34)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Aeromona daceae,g:Oceanimon as,s:Marinomonas_s
p.

	Otu492
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Entero bacterales(1.00),f:Aeromo nadaceae(1.00),g:Oceani monas(1.00),s:Oceanimon as_sp.(0.53)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Aeromona daceae,g:Oceanimon as,s:Oceanimonas_s p.

	Otu388
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:Entero bacterales(0.80),f:Aeromo nadaceae(0.74),g:Zobellel la(0.47),s:Zobellella_sp.(0
.30)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Aeromona daceae,g:Zobellella,s
:Zobellella_sp.

	Otu488
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.53),c:Gammapro teobacteria(0.53),o:Entero bacterales(0.34),f:Alterom onadaceae(0.02),g:Alishe wanella(0.02),s:Alishewan
ella_aestuarii(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Alteromon adaceae,g:Alishewan ella,s:Alishewanella_
aestuarii





	Otu307
	0,08%
	0,00%
	0,23%
	0,00%
	0,25%
	0,03%
	0,54%
	0,05%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Entero bacterales(1.00),f:Enterob acteriaceae(0.94),g:Citrob acter(0.81),s:Citrobacter_
amalonaticus(0.68)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Enterobac teriaceae,g:Citrobact er,s:Citrobacter_amal
onaticus

	Otu1078
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.67),c:Gammapro teobacteria(0.67),o:Entero bacterales(0.13),f:Enterob acteriaceae(0.12),g:Esche richia- Shigella(0.12),s:unculture
d_bacterium(0.51)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Enterobac teriaceae,g:Escherich ia- Shigella,s:uncultured
_bacterium

	Otu1223
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Entero bacterales(1.00),f:Idiomari naceae(1.00),g:Idiomarina (0.99),s:Idiomarina_sp.(0.
73)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Idiomarina ceae,g:Idiomarina,s:I
diomarina_sp.

	Otu793
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Entero bacterales(1.00),f:Idiomari naceae(1.00),g:Idiomarina (1.00),s:Idiomarina_sp.(0.
99)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Idiomarina ceae,g:Idiomarina,s:I
diomarina_sp.





	Otu111
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.98),o:Entero bacterales(0.30),f:Morgan ellaceae(0.03),g:Morganel laceae(0.01),s:Sodalis-
like_secondary(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Enterob acterales,f:Morganell aceae,g:Morganellac eae,s:Sodalis-
like_secondary

	Otu1281
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Gammapro teobacteria(0.99),o:EPR3
968-O8a- Bc78(0.63),f:EPR3968- O8a- Bc78(0.63),g:EPR3968- O8a- Bc78(0.63),s:uncultured_b
acterium(0.83)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:EPR396
8-O8a- Bc78,f:EPR3968-O8a Bc78,g:EPR3968- O8a- Bc78,s:uncultured_b
acterium

	Otu1237
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:EPR3
968-O8a- Bc78(0.96),f:EPR3968- O8a- Bc78(0.96),g:EPR3968- O8a- Bc78(0.96),s:uncultured_b
acterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:EPR396
8-O8a- Bc78,f:EPR3968-O8a Bc78,g:EPR3968- O8a- Bc78,s:uncultured_b
acterium





	Otu934
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.87),c:Gammapro teobacteria(0.86),o:Ga007
7536(0.71),f:Ga0077536(0
.71),g:Ga0077536(0.71),s:
uncultured_bacterium(0.8
6)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Ga0077
536,f:Ga0077536,g:G
a0077536,s:unculture d_bacterium

	Otu327
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Gamm aproteobacteria_Incertae_ Sedis(1.00),f:Unknown_F amily(1.00),g:uncultured(1
.00),s:uncultured_bacteriu
m(0.97)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Gamma proteobacteria_Incert ae_Sedis,f:Unknown
_Family,g:uncultured, s:uncultured_bacteriu
m

	Otu471
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.85),c:Gammapro teobacteria(0.85),o:JG36- GS-52(0.71),f:JG36-GS-
52(0.71),g:JG36-GS-
52(0.71),s:uncultured_bac terium(0.86)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:JG36- GS-52,f:JG36-GS-
52,g:JG36-GS-
52,s:uncultured_bact erium

	Otu142
	0,01%
	0,00%
	0,00%
	0,02%
	0,02%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.95),c:Gammapro teobacteria(0.95),o:JG36- GS-52(0.90),f:JG36-GS-
52(0.90),g:JG36-GS-
52(0.90),s:uncultured_bac terium(0.92)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:JG36- GS-52,f:JG36-GS-
52,g:JG36-GS-
52,s:uncultured_bact erium





	Otu527
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.98),o:JG36- GS-52(0.61),f:JG36-GS-
52(0.61),g:JG36-GS-
52(0.61),s:uncultured_bac terium(0.88)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:JG36- GS-52,f:JG36-GS-
52,g:JG36-GS-
52,s:uncultured_bact erium

	Otu165
	1,15%
	0,00%
	0,33%
	0,67%
	0,17%
	0,46%
	0,48%
	0,77%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:JG36- GS-52(1.00),f:JG36-GS-
52(1.00),g:JG36-GS-
52(1.00),s:uncultured_bac terium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:JG36- GS-52,f:JG36-GS-
52,g:JG36-GS-
52,s:uncultured_bact erium

	Otu390
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:JG36- GS-52(1.00),f:JG36-GS-
52(1.00),g:JG36-GS-
52(1.00),s:uncultured_bac terium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:JG36- GS-52,f:JG36-GS-
52,g:JG36-GS-
52,s:uncultured_bact erium

	Otu1122
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Methyl ococcales(0.99),f:Methylo monadaceae(0.99),g:Meth ylobacter(0.69),s:uncultur
ed_bacterium(0.35)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Methylo coccales,f:Methylomo nadaceae,g:Methylob acter,s:uncultured_ba
cterium





	Otu328
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Nitroc occales(1.00),f:Nitrococca ceae(1.00),g:Nitrococcus(
1.00),s:uncultured_bacteri
um(1.00)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Nitrococ cales,f:Nitrococcacea e,g:Nitrococcus,s:unc
ultured_bacterium

	Otu252
	0,01%
	0,13%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:PLTA1
3(0.99),f:PLTA13(0.99),g: PLTA13(0.99),s:unculture
d_bacterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:PLTA13
,f:PLTA13,g:PLTA13, s:uncultured_bacteriu
m

	Otu956
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.81),c:Gammapro teobacteria(0.81),o:Pseud omonadales(0.80),f:Alcani voracaceae1(0.78),g:Alca nivorax(0.78),s:Alcanivora
x_dieselolei(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei

	Otu1095
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.72),f:Alcani voracaceae1(0.67),g:Alca nivorax(0.67),s:Alcanivora
x_dieselolei(0.27)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei





	Otu1272
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.92),f:Alcani voracaceae1(0.92),g:Alca nivorax(0.92),s:Alcanivora
x_dieselolei(0.73)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei

	Otu170
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.97),f:Alcani voracaceae1(0.95),g:Alca nivorax(0.95),s:Alcanivora x_dieselolei(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die selolei

	Otu512
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.97),g:Alca nivorax(0.97),s:Alcanivora
x_dieselolei(0.72)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei

	Otu1070
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.98),g:Alca nivorax(0.98),s:Alcanivora
x_dieselolei(0.73)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei





	Otu667
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.99),g:Alca nivorax(0.99),s:Alcanivora
x_dieselolei(0.70)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei

	Otu1375
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.99),g:Alca nivorax(0.99),s:Alcanivora x_dieselolei(0.83)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die selolei

	Otu12
	0,00%
	1,55%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Alcani voracaceae1(1.00),g:Alca nivorax(1.00),s:Alcanivora
x_dieselolei(0.96)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:Alcanivorax_die
selolei

	Otu1010
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.83),c:Gammapro teobacteria(0.83),o:Pseud omonadales(0.78),f:Alcani voracaceae1(0.75),g:Alca nivorax(0.75),s:Alcanivora
x_sp.(0.38)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo
rax,s:Alcanivorax_sp.





	Otu757
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.88),c:Gammapro teobacteria(0.88),o:Pseud omonadales(0.82),f:Alcani voracaceae1(0.78),g:Alca nivorax(0.78),s:Alcanivora
x_sp.(0.13)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo
rax,s:Alcanivorax_sp.

	Otu1082
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.72),o:Pseud omonadales(0.61),f:Alcani voracaceae1(0.54),g:Alca nivorax(0.54),s:Alcanivora x_sp.(0.17)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo
rax,s:Alcanivorax_sp.

	Otu1026
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.98),o:Pseud omonadales(0.91),f:Alcani voracaceae1(0.91),g:Alca nivorax(0.91),s:Alcanivora
x_sp.(0.25)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo
rax,s:Alcanivorax_sp.

	Otu1225
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.99),g:Alca nivorax(0.99),s:Alcanivora
x_sp.(0.37)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo
rax,s:Alcanivorax_sp.





	Otu447
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.67),c:Gammapro teobacteria(0.66),o:Pseud omonadales(0.60),f:Alcani voracaceae1(0.59),g:Alca nivorax(0.59),s:uncultured
_bacterium(0.86)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu889
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.80),c:Gammapro teobacteria(0.80),o:Pseud omonadales(0.74),f:Alcani voracaceae1(0.71),g:Alca nivorax(0.71),s:uncultured
_bacterium(0.92)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact erium

	Otu586
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.95),c:Gammapro teobacteria(0.95),o:Pseud omonadales(0.65),f:Alcani voracaceae1(0.22),g:Alca nivorax(0.22),s:uncultured
_bacterium(0.35)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu523
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Pseud omonadales(0.97),f:Alcani voracaceae1(0.96),g:Alca nivorax(0.96),s:uncultured
_bacterium(0.21)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium





	Otu1215
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.76),o:Pseud omonadales(0.71),f:Alcani voracaceae1(0.44),g:Alca nivorax(0.44),s:uncultured
_bacterium(0.78)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu1275
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.33),o:Pseud omonadales(0.18),f:Alcani voracaceae1(0.16),g:Alca nivorax(0.16),s:uncultured
_bacterium(0.77)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact erium

	Otu1154
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.62),f:Alcani voracaceae1(0.61),g:Alca nivorax(0.61),s:uncultured
_bacterium(0.78)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu352
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.63),f:Alcani voracaceae1(0.62),g:Alca nivorax(0.62),s:uncultured
_bacterium(0.31)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium





	Otu1091
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.91),f:Alcani voracaceae1(0.91),g:Alca nivorax(0.91),s:uncultured
_bacterium(0.08)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu738
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.75),g:Alca nivorax(0.75),s:uncultured
_bacterium(0.32)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact erium

	Otu657
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Alcani voracaceae1(0.99),g:Alca nivorax(0.99),s:uncultured
_bacterium(0.14)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu172
	0,00%
	0,15%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Alcani voracaceae1(1.00),g:Alca nivorax(1.00),s:uncultured
_bacterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium





	Otu13
	0,00%
	3,53%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Alcani voracaceae1(1.00),g:Alca nivorax(1.00),s:uncultured
_bacterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact
erium

	Otu957
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Alcani voracaceae1(1.00),g:Alca nivorax(1.00),s:uncultured
_bacterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_bact erium

	Otu838
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.94),f:Alcani voracaceae1(0.93),g:Alca nivorax(0.93),s:uncultured
_gamma(0.84)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_gam
ma

	Otu620
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.63),o:Pseud omonadales(0.61),f:Alcani voracaceae1(0.59),g:Alca nivorax(0.59),s:uncultured
_gamma(0.33)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_gam
ma





	Otu334
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.98),o:Pseud omonadales(0.86),f:Alcani voracaceae1(0.81),g:Alca nivorax(0.81),s:uncultured
_gamma(0.52)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_gam
ma

	Otu1167
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.98),f:Alcani voracaceae1(0.98),g:Alca nivorax(0.98),s:uncultured
_gamma(0.95)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_gam ma

	Otu99
	0,00%
	0,24%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Alcani voracaceae1(0.98),g:Alca nivorax(0.98),s:uncultured
_gamma(0.90)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_gam
ma

	Otu437
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Alcani voracaceae1(1.00),g:Alca nivorax(1.00),s:uncultured
_gamma(0.95)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Alcanivo racaceae1,g:Alcanivo rax,s:uncultured_gam
ma





	Otu1150
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.99),f:Cellvi brionaceae(0.89),g:Marini microbium(0.66),s:bacteri um_YC-ZSS-
LKJ156(0.02)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Cellvibri onaceae,g:Marinimicr obium,s:bacterium_Y
C-ZSS-LKJ156

	Otu989
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.95),f:Cellvi brionaceae(0.03),g:uncult ured(0.02),s:uncultured_d
eep-sea(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Cellvibri onaceae,g:uncultured
,s:uncultured_deep-
sea

	Otu504
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Haliea ceae(1.00),g:Haliea(0.94), s:uncultured_bacterium(0.
95)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Halieace ae,g:Haliea,s:uncultu
red_bacterium

	Otu1041
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.99),f:Halom onadaceae(0.99),g:Halom onas(0.99),s:Halomonas_
sp.(0.41)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Halomo nadaceae,g:Halomon
as,s:Halomonas_sp.





	Otu87
	0,00%
	0,16%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Marin obacteraceae(1.00),g:Mari nobacter(1.00),s:unculture
d_bacterium(0.44)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Marinob acteraceae,g:Marino bacter,s:uncultured_b
acterium

	Otu284
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Marin obacteraceae(1.00),g:Mari nobacter(1.00),s:unculture
d_bacterium(0.58)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Marinob acteraceae,g:Marino bacter,s:uncultured_b
acterium

	Otu54
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Morax ellaceae(1.00),g:Acinetob acter(1.00),s:Acinetobacte
r_venetianus(0.39)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Moraxell aceae,g:Acinetobacte r,s:Acinetobacter_ve
netianus

	Otu741
	0,00%
	0,56%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Morax ellaceae(1.00),g:Acinetob acter(1.00),s:Acinetobacte
r_venetianus(0.86)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Moraxell aceae,g:Acinetobacte r,s:Acinetobacter_ve
netianus





	Otu1227
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Morax ellaceae(1.00),g:Acinetob acter(1.00),s:uncultured_b
acterium(0.41)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Moraxell aceae,g:Acinetobacte r,s:uncultured_bacteri
um

	Otu707
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.37),c:Gammapro teobacteria(0.36),o:Pseud omonadales(0.28),f:Morax ellaceae(0.28),g:unculture d(0.37),s:uncultured_bact erium(0.71)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Moraxell aceae,g:uncultured,s:
uncultured_bacterium

	Otu655
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.95),c:Gammapro teobacteria(0.81),o:Pseud omonadales(0.19),f:Morax ellaceae(0.09),g:unculture d(0.21),s:uncultured_Pseu
domonadaceae(0.01)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Moraxell aceae,g:uncultured,s: uncultured_Pseudom
onadaceae

	Otu592
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.96),f:Nitrinc olaceae(0.25),g:Marinoba cterium(0.04),s:uncultured
_Marinobacterium(0.02)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Nitrincol aceae,g:Marinobacte rium,s:uncultured_Ma
rinobacterium





	Otu1274
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.38),f:Nitrinc olaceae(0.05),g:Motiliprot eus(0.01),s:Motiliproteus_
sediminis(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Nitrincol aceae,g:Motiliproteus
,s:Motiliproteus_sedi
minis

	Otu500
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Portic occaceae(0.90),g:C1- B045(0.74),s:uncultured_ bacterium(0.84)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Porticoc caceae,g:C1- B045,s:uncultured_b acterium

	Otu1202
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Portic occaceae(0.99),g:C1- B045(0.87),s:uncultured_
bacterium(0.85)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Porticoc caceae,g:C1- B045,s:uncultured_b
acterium

	Otu779
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Portic occaceae(1.00),g:C1- B045(0.98),s:uncultured_
bacterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Porticoc caceae,g:C1- B045,s:uncultured_b
acterium





	Otu784
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Portic occaceae(1.00),g:C1- B045(1.00),s:uncultured_
bacterium(0.99)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Porticoc caceae,g:C1- B045,s:uncultured_b
acterium

	Otu795
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.53),f:Pseud omonadaceae(0.53),g:Pse udomonas(0.53),s:Pseudo
monas_aeruginosa(0.18)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_aeruginosa

	Otu715
	0,00%
	0,27%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_formosensis(0.19)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_formosensis

	Otu822
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.98),o:Pseud omonadales(0.86),f:Pseud omonadaceae(0.84),g:Pse udomonas(0.83),s:Pseudo monas_plecoglossicida(0.
02)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_plecoglossicida





	Otu662
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.93),o:Pseud omonadales(0.93),f:Pseud omonadaceae(0.93),g:Pse udomonas(0.93),s:Pseudo
monas_sp.(0.29)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu1045
	0,00%
	0,07%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.78),f:Pseud omonadaceae(0.65),g:Pse udomonas(0.63),s:Pseudo
monas_sp.(0.14)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu1321
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.64),f:Pseud omonadaceae(0.41),g:Pse udomonas(0.41),s:Pseudo
monas_sp.(0.16)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu1218
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(0.96),g:Pse udomonas(0.96),s:Pseudo
monas_sp.(0.46)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.





	Otu1175
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(0.98),s:Pseudo
monas_sp.(0.77)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu145
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_sp.(0.24)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu22
	0,02%
	0,54%
	0,09%
	0,01%
	0,02%
	0,01%
	0,11%
	0,03%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_sp.(0.59)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu268
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_sp.(0.63)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.





	Otu94
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_sp.(0.87)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu197
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_sp.(0.98)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_sp.

	Otu19
	0,00%
	2,13%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:Pseudo
monas_stutzeri(0.57)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:Pseudom
onas_stutzeri

	Otu993
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.56),c:Gammapro teobacteria(0.55),o:Pseud omonadales(0.21),f:Pseud omonadaceae(0.13),g:Pse udomonas(0.13),s:uncultu
red_bacterium(0.73)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium





	Otu770
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.66),c:Gammapro teobacteria(0.53),o:Pseud omonadales(0.42),f:Pseud omonadaceae(0.41),g:Pse udomonas(0.41),s:uncultu
red_bacterium(0.66)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu1051
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.98),c:Gammapro teobacteria(0.74),o:Pseud omonadales(0.71),f:Pseud omonadaceae(0.59),g:Pse udomonas(0.58),s:uncultu
red_bacterium(0.38)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu887
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Gammapro teobacteria(0.99),o:Pseud omonadales(0.44),f:Pseud omonadaceae(0.44),g:Pse udomonas(0.44),s:uncultu
red_bacterium(0.63)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu749
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.86),o:Pseud omonadales(0.83),f:Pseud omonadaceae(0.71),g:Pse udomonas(0.68),s:uncultu
red_bacterium(0.61)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium





	Otu78
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.29),f:Pseud omonadaceae(0.01),g:Pse udomonas(0.01),s:uncultu
red_bacterium(0.68)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu990
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.46),f:Pseud omonadaceae(0.43),g:Pse udomonas(0.40),s:uncultu
red_bacterium(0.50)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu1160
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.64),f:Pseud omonadaceae(0.57),g:Pse udomonas(0.57),s:uncultu
red_bacterium(0.62)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu624
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.76),f:Pseud omonadaceae(0.54),g:Pse udomonas(0.53),s:uncultu
red_bacterium(0.37)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium





	Otu416
	0,12%
	0,12%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Pse udomonas(1.00),s:uncultu
red_bacterium(0.23)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_bacterium

	Otu864
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.74),c:Gammapro teobacteria(0.74),o:Pseud omonadales(0.72),f:Pseud omonadaceae(0.68),g:Pse udomonas(0.67),s:uncultu
red_Pseudomonas(0.07)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_Pseudomonas

	Otu687
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(0.97),f:Pseud omonadaceae(0.79),g:Pse udomonas(0.79),s:uncultu
red_Pseudomonas(0.02)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Pseu domonas,s:unculture
d_Pseudomonas

	Otu339
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Pseud omonadales(1.00),f:Pseud omonadaceae(1.00),g:Thi opseudomonas(0.99),s:Th iopseudomonas_denitrific
ans(0.92)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Pseudo monadaceae,g:Thiop seudomonas,s:Thiop seudomonas_denitrifi
cans





	Otu983
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.84),c:Gammapro teobacteria(0.83),o:Pseud omonadales(0.78),f:Sacch arospirillaceae(0.03),g:Th alassolituus(0.03),s:Thala
ssolituus_oleivorans(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Sacchar ospirillaceae,g:Thala ssolituus,s:Thalassoli
tuus_oleivorans

	Otu1100
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.76),c:Gammapro teobacteria(0.76),o:Pseud omonadales(0.72),f:Spon giibacteraceae(0.01),g:BD
1-
7_clade(0.01),s:unculture d_bacterium(0.42)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Pseudo monadales,f:Spongiib acteraceae,g:BD1-
7_clade,s:uncultured
_bacterium

	Otu524
	0,00%
	0,09%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Salinis phaerales(1.00),f:Solimon adaceae(1.00),g:Fontimon as(0.99),s:uncultured_bac
terium(0.51)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Fontimonas, s:uncultured_bacteriu
m

	Otu59
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.78),o:Salinis phaerales(0.77),f:Solimon adaceae(0.76),g:Panacag rimonas(0.67),s:unculture
d_bacterium(0.76)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Panacagrim onas,s:uncultured_ba
cterium





	Otu110
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Salinis phaerales(1.00),f:Solimon adaceae(1.00),g:Panacag rimonas(1.00),s:unculture
d_bacterium(0.71)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Panacagrim onas,s:uncultured_ba
cterium

	Otu974
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.60),c:Gammapro teobacteria(0.60),o:Salinis phaerales(0.59),f:Solimon adaceae(0.59),g:Solimona s(0.56),s:uncultured_gam ma(0.55)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu275
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.83),c:Gammapro teobacteria(0.83),o:Salinis phaerales(0.81),f:Solimon adaceae(0.81),g:Solimona s(0.61),s:uncultured_gam
ma(0.61)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu874
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.88),c:Gammapro teobacteria(0.88),o:Salinis phaerales(0.88),f:Solimon adaceae(0.88),g:Solimona s(0.76),s:uncultured_gam
ma(0.76)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma





	Otu1109
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.92),c:Gammapro teobacteria(0.91),o:Salinis phaerales(0.65),f:Solimon adaceae(0.65),g:Solimona s(0.56),s:uncultured_gam
ma(0.55)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu789
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.96),c:Gammapro teobacteria(0.89),o:Salinis phaerales(0.50),f:Solimon adaceae(0.50),g:Solimona s(0.33),s:uncultured_gam ma(0.38)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu260
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.99),o:Salinis phaerales(0.94),f:Solimon adaceae(0.94),g:Solimona s(0.84),s:uncultured_gam
ma(0.85)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu773
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Salinis phaerales(0.42),f:Solimon adaceae(0.42),g:Solimona s(0.35),s:uncultured_gam
ma(0.47)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma





	Otu603
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Salinis phaerales(0.87),f:Solimon adaceae(0.87),g:Solimona s(0.83),s:uncultured_gam
ma(0.84)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu1132
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Salinis phaerales(0.99),f:Solimon adaceae(0.99),g:Solimona s(0.79),s:uncultured_gam ma(0.71)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu21
	0,00%
	2,40%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Salinis phaerales(1.00),f:Solimon adaceae(1.00),g:Solimona s(0.91),s:uncultured_gam
ma(0.92)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Salinisp haerales,f:Solimonad aceae,g:Solimonas,s:
uncultured_gamma

	Otu279
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:SS1-B-
09-64(0.11),f:SS1-B-09-
64(0.11),g:SS1-B-09-
64(0.11),s:uncultured_bac terium(0.60)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:SS1-B-
09-64,f:SS1-B-09-
64,g:SS1-B-09-
64,s:uncultured_bact erium





	Otu1377
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.97),c:Gammapro teobacteria(0.97),o:Steroi dobacterales(0.52),f:Stero idobacteraceae(0.52),g:St eroidobacter(0.45),s:uncul
tured_bacterium(0.72)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium

	Otu1029
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.98),c:Gammapro teobacteria(0.88),o:Steroi dobacterales(0.28),f:Stero idobacteraceae(0.28),g:St eroidobacter(0.20),s:uncul
tured_bacterium(0.72)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium

	Otu1220
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(0.99),c:Gammapro teobacteria(0.99),o:Steroi dobacterales(0.18),f:Stero idobacteraceae(0.18),g:St eroidobacter(0.12),s:uncul
tured_bacterium(0.55)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium

	Otu581
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.85),o:Steroi dobacterales(0.79),f:Stero idobacteraceae(0.79),g:St eroidobacter(0.24),s:uncul
tured_bacterium(0.93)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium





	Otu1319
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Steroi dobacterales(0.35),f:Stero idobacteraceae(0.35),g:St eroidobacter(0.32),s:uncul
tured_bacterium(0.77)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium

	Otu1173
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Steroi dobacterales(0.73),f:Stero idobacteraceae(0.68),g:St eroidobacter(0.61),s:uncul
tured_bacterium(0.86)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium

	Otu858
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Steroi dobacterales(1.00),f:Stero idobacteraceae(1.00),g:St eroidobacter(0.92),s:uncul
tured_bacterium(0.96)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium

	Otu46
	0,00%
	0,90%
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Steroi dobacterales(1.00),f:Stero idobacteraceae(1.00),g:St eroidobacter(1.00),s:uncul
tured_bacterium(1.00)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:Steroi dobacter,s:uncultured
_bacterium





	Otu1108
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.49),c:Gammapro teobacteria(0.49),o:Steroi dobacterales(0.38),f:Stero idobacteraceae(0.37),g:un cultured(0.19),s:unculture
d_bacterium(0.82)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Steroido bacteraceae,g:uncult ured,s:uncultured_ba
cterium

	Otu1188
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Steroi dobacterales(0.99),f:Woe seiaceae(0.99),g:JTB255_ marine_benthic_group(0.9
8),s:uncultured_bacterium
(0.99)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Steroido bacterales,f:Woeseia ceae,g:JTB255_mari ne_benthic_group,s:u
ncultured_bacterium

	Otu729
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.99),o:SZB50 (0.01),f:SZB50(0.01),g:SZ B50(0.01),s:uncultured_g
amma(0.10)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:SZB50,f
:SZB50,g:SZB50,s:u

ncultured_gamma

	Otu529
	0,10%
	0,00%
	0,05%
	0,00%
	0,05%
	0,00%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Rhod anobacteraceae(0.99),g:D okdonella(0.97),s:uncultur
ed_bacterium(0.90)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:Dokd onella,s:uncultured_b
acterium





	Otu778
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Rhod anobacteraceae(0.20),g:D okdonella(0.12),s:uncultur
ed_Dokdonella(0.03)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:Dokd onella,s:uncultured_
Dokdonella

	Otu1379
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Rhod anobacteraceae(1.00),g:L uteibacter(0.52),s:uncultur
ed_bacterium(0.50)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:Lutei bacter,s:uncultured_b
acterium

	Otu635
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Rhod anobacteraceae(1.00),g:P seudofulvimonas(1.00),s:u
ncultured_bacterium(0.98)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:Pseu dofulvimonas,s:uncult
ured_bacterium

	Otu544
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.58),f:Rhod anobacteraceae(0.58),g:R hodanobacter(0.55),s:unc ultured_Rhodanobacter(0.
40)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:Rhod anobacter,s:unculture
d_Rhodanobacter





	Otu319
	0,09%
	0,00%
	0,00%
	0,07%
	0,00%
	0,05%
	0,00%
	0,03%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Rhod anobacteraceae(1.00),g:u ncultured(0.98),s:uncultur
ed_bacterium(0.59)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:uncul tured,s:uncultured_b
acterium

	Otu311
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.27),f:Rhod anobacteraceae(0.24),g:u ncultured(0.26),s:uncultur ed_gamma(0.03)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Rhodan obacteraceae,g:uncul tured,s:uncultured_g amma

	Otu491
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:uncult ured(0.02),g:uncultured(0.
07),s:uncultured_bacteriu
m(0.50)
	d:Bacteria,p:Proteob

acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:uncultur ed,g:uncultured,s:unc
ultured_bacterium

	Otu1208
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.49),f:Xanth omonadaceae(0.44),g:Are nimonas(0.43),s:bacteriu
m_CYCU-0215(0.17)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:bacterium_
CYCU-0215





	Otu671
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.95),f:Xanth omonadaceae(0.94),g:Are nimonas(0.90),s:bacteriu
m_CYCU-0215(0.25)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:bacterium_
CYCU-0215

	Otu65
	0,00%
	1,34%
	0,00%
	0,05%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Are nimonas(1.00),s:bacteriu
m_CYCU-0215(0.34)
	d:Bacteria,p:Proteob acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:bacterium_
CYCU-0215

	Otu975
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Are nimonas(0.89),s:Pseudox anthomonas_koreensis(0.
29)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:Pseudoxant
homonas_koreensis

	Otu343
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.71),c:Gammapro teobacteria(0.71),o:Xanth omonadales(0.71),f:Xanth omonadaceae(0.66),g:Are nimonas(0.64),s:unculture
d_bacterium(0.72)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:uncultured_
bacterium





	Otu1125
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.73),c:Gammapro teobacteria(0.73),o:Xanth omonadales(0.70),f:Xanth omonadaceae(0.65),g:Are nimonas(0.58),s:unculture
d_bacterium(0.57)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:uncultured_
bacterium

	Otu1106
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.87),c:Gammapro teobacteria(0.87),o:Xanth omonadales(0.69),f:Xanth omonadaceae(0.59),g:Are nimonas(0.56),s:unculture d_bacterium(0.69)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:uncultured_ bacterium

	Otu1351
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.99),c:Gammapro teobacteria(0.95),o:Xanth omonadales(0.53),f:Xanth omonadaceae(0.52),g:Are nimonas(0.32),s:unculture
d_bacterium(0.56)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:uncultured_
bacterium

	Otu296
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(0.97),o:Xanth omonadales(0.97),f:Xanth omonadaceae(0.92),g:Are nimonas(0.91),s:unculture
d_bacterium(0.78)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:uncultured_
bacterium





	Otu239
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Are nimonas(1.00),s:unculture
d_bacterium(0.88)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Areni monas,s:uncultured_
bacterium

	Otu453
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Lut eimonas(0.73),s:Luteimon as_aestuarii(0.09)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lutei monas,s:Luteimonas
_aestuarii

	Otu164
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(0.98),g:Lut eimonas(0.98),s:Luteimon
as_mephitis(0.52)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lutei monas,s:Luteimonas
_mephitis

	Otu859
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(0.98),g:Lut eimonas(0.92),s:unculture
d_bacterium(0.97)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lutei monas,s:uncultured_
bacterium





	Otu605
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(0.99),g:Lut eimonas(0.69),s:unculture
d_bacterium(0.72)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lutei monas,s:uncultured_
bacterium

	Otu744
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Lut eimonas(0.86),s:unculture d_bacterium(0.85)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lutei monas,s:uncultured_ bacterium

	Otu792
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Lut eimonas(0.98),s:unculture
d_bacterium(0.80)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lutei monas,s:uncultured_
bacterium

	Otu1182
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.77),c:Gammapro teobacteria(0.74),o:Xanth omonadales(0.10),f:Xanth omonadaceae(0.10),g:Lys obacter(0.10),s:uncultured
_bacterium(0.52)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_ba
cterium





	Otu826
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.98),c:Gammapro teobacteria(0.93),o:Xanth omonadales(0.89),f:Xanth omonadaceae(0.74),g:Lys obacter(0.12),s:uncultured
_bacterium(0.62)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_ba
cterium

	Otu1206
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.66),f:Xanth omonadaceae(0.66),g:Lys obacter(0.41),s:uncultured
_bacterium(0.75)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_ba cterium

	Otu1115
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(0.96),g:Lys obacter(0.30),s:uncultured
_bacterium(0.57)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_ba
cterium

	Otu517
	0,00%
	0,11%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Lys obacter(0.02),s:uncultured
_Lysobacter(0.01)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_Ly
sobacter





	Otu1025
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(0.94),c:Gammapro teobacteria(0.86),o:Xanth omonadales(0.84),f:Xanth omonadaceae(0.71),g:Lys obacter(0.20),s:uncultured
_Xanthomonadaceae(0.07
)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_X
anthomonadaceae

	Otu289
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.91),f:Xanth omonadaceae(0.90),g:Lys obacter(0.06),s:uncultured
_Xanthomonadaceae(0.42
)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Lysob acter,s:uncultured_X
anthomonadaceae

	Otu175
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(1.00),g:Ste notrophomonas(0.05),s:St enotrophomonas_sp.(0.03
)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Steno trophomonas,s:Steno
trophomonas_sp.

	Otu805
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(1.00),f:Xanth omonadaceae(0.92),g:The rmomonas(0.67),s:uncultu
red_bacterium(0.95)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:Ther momonas,s:unculture
d_bacterium





	Otu249
	0,00%
	0,19%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Proteob
acteria(1.00),c:Gammapro teobacteria(1.00),o:Xanth omonadales(0.58),f:Xanth omonadaceae(0.58),g:unc ultured(0.58),s:uncultured
_Luteimonas(0.57)
	d:Bacteria,p:Proteob
acteria,c:Gammaprot eobacteria,o:Xantho monadales,f:Xantho monadaceae,g:uncult ured,s:uncultured_Lu
teimonas

	Otu171
	0,27%
	0,00%
	0,00%
	0,87%
	1,77%
	2,50%
	1,46%
	1,16%
	d:Bacteria(1.00),p:Spiroch
aetota(1.00),c:Leptospirae
(1.00),o:Leptospirales(1.0
0),f:Leptospiraceae(1.00), g:Leptospira(0.99),s:meta
genome(0.43)
	d:Bacteria,p:Spirocha

etota,c:Leptospirae,o: Leptospirales,f:Lepto spiraceae,g:Leptospir
a,s:metagenome

	Otu921
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Spiroch
aetota(0.02),c:Leptospirae
(0.02),o:Leptospirales(0.0
2),f:Leptospiraceae(0.02), g:RBG-16-49-
21(0.02),s:uncultured_org
anism(0.04)
	d:Bacteria,p:Spirocha
etota,c:Leptospirae,o: Leptospirales,f:Lepto spiraceae,g:RBG-16-
49-
21,s:uncultured_orga nism

	Otu157
	0,90%
	0,00%
	0,18%
	0,40%
	1,32%
	1,61%
	0,79%
	1,42%
	d:Bacteria(1.00),p:Spiroch
aetota(1.00),c:Leptospirae
(1.00),o:Leptospirales(1.0
0),f:Leptospiraceae(1.00), g:Turneriella(1.00),s:meta
genome(0.29)
	d:Bacteria,p:Spirocha

etota,c:Leptospirae,o: Leptospirales,f:Lepto spiraceae,g:Turneriell
a,s:metagenome

	Otu888
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Sumerl
aeota(0.97),c:Sumerlaeia(
0.97),o:Sumerlaeales(0.97
),f:Sumerlaeaceae(0.97),g
:Sumerlaea(0.97),s:uncult ured_bacterium(0.93)
	d:Bacteria,p:Sumerla
eota,c:Sumerlaeia,o: Sumerlaeales,f:Sume rlaeaceae,g:Sumerla ea,s:uncultured_bact
erium





	Otu1306
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Sumerl
aeota(1.00),c:Sumerlaeia(
1.00),o:Sumerlaeales(1.00
),f:Sumerlaeaceae(1.00),g
:Sumerlaea(1.00),s:uncult ured_bacterium(0.63)
	d:Bacteria,p:Sumerla
eota,c:Sumerlaeia,o: Sumerlaeales,f:Sume rlaeaceae,g:Sumerla ea,s:uncultured_bact
erium

	Otu1068
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Sumerl
aeota(1.00),c:Sumerlaeia(
1.00),o:Sumerlaeales(1.00
),f:Sumerlaeaceae(1.00),g
:Sumerlaea(1.00),s:uncult ured_bacterium(1.00)
	d:Bacteria,p:Sumerla
eota,c:Sumerlaeia,o: Sumerlaeales,f:Sume rlaeaceae,g:Sumerla ea,s:uncultured_bact
erium

	Otu1307
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Sumerl
aeota(0.54),c:Sumerlaeia(
0.54),o:Sumerlaeales(0.54
),f:Sumerlaeaceae(0.54),g
:Sumerlaea(0.54),s:uncult ured_organism(0.43)
	d:Bacteria,p:Sumerla
eota,c:Sumerlaeia,o: Sumerlaeales,f:Sume rlaeaceae,g:Sumerla ea,s:uncultured_orga
nism

	Otu1065
	0,00%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Sumerl
aeota(0.87),c:Sumerlaeia(
0.87),o:Sumerlaeales(0.85
),f:Sumerlaeaceae(0.85),g
:Sumerlaea(0.85),s:uncult ured_organism(0.35)
	d:Bacteria,p:Sumerla
eota,c:Sumerlaeia,o: Sumerlaeales,f:Sume rlaeaceae,g:Sumerla ea,s:uncultured_orga
nism

	Otu559
	0,08%
	0,00%
	0,03%
	0,04%
	1,07%
	0,04%
	0,33%
	0,12%
	d:Bacteria(1.00),p:Sumerl
aeota(0.98),c:Sumerlaeia(
0.98),o:Sumerlaeales(0.98
),f:Sumerlaeaceae(0.98),g
:Sumerlaea(0.98),s:uncult ured_organism(0.61)
	d:Bacteria,p:Sumerla
eota,c:Sumerlaeia,o: Sumerlaeales,f:Sume rlaeaceae,g:Sumerla ea,s:uncultured_orga
nism





	Otu1190
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Sumerl
aeota(0.31),c:Sumerlaeia(
0.31),o:uncultured(0.31),f: uncultured(0.32),g:uncultu red(0.33),s:Omnitrophica_
bacterium(0.22)
	d:Bacteria,p:Sumerla

eota,c:Sumerlaeia,o: uncultured,f:unculture d,g:uncultured,s:Omn
itrophica_bacterium

	Otu180
	1,35%
	0,00%
	0,28%
	0,55%
	0,17%
	0,31%
	0,50%
	0,59%
	d:Bacteria(1.00),p:Sumerl
aeota(1.00),c:Sumerlaeia(
1.00),o:uncultured(1.00),f: uncultured(1.00),g:uncultu red(1.00),s:Omnitrophica_
bacterium(1.00)
	d:Bacteria,p:Sumerla

eota,c:Sumerlaeia,o: uncultured,f:unculture d,g:uncultured,s:Omn
itrophica_bacterium

	Otu913
	0,02%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,02%
	0,01%
	d:Bacteria(1.00),p:Synergi
stota(1.00),c:Synergistia(1
.00),o:Synergistales(1.00), f:Synergistaceae(1.00),g: Syner-
01(0.63),s:uncultured_bac
terium(0.58)
	d:Bacteria,p:Synergis

tota,c:Synergistia,o:S ynergistales,f:Synergi staceae,g:Syner-
01,s:uncultured_bact

erium

	Otu302
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(0.48),c:Verruco microbiae(0.48),o:Chthoni obacterales(0.42),f:Chtho niobacteraceae(0.05),g:C hthoniobacter(0.03),s:unc
ultured_bacterium(0.78)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Chthonio bacterales,f:Chthonio bacteraceae,g:Chtho niobacter,s:unculture
d_bacterium





	Otu1305
	0,01%
	0,00%
	0,05%
	0,04%
	0,10%
	0,09%
	0,06%
	0,12%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Chthoni obacterales(1.00),f:Chtho niobacteraceae(1.00),g:L D29(1.00),s:uncultured_b
acterium(0.29)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Chthonio bacterales,f:Chthonio bacteraceae,g:LD29, s:uncultured_bacteriu
m

	Otu348
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(0.84),c:Verruco microbiae(0.84),o:Chthoni obacterales(0.84),f:Terrimi crobiaceae(0.84),g:Terrimi crobium(0.84),s:unculture d_bacterium(0.84)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Chthonio bacterales,f:Terrimicr obiaceae,g:Terrimicr obium,s:uncultured_b acterium

	Otu472
	0,30%
	0,00%
	0,60%
	0,50%
	1,05%
	0,72%
	0,35%
	0,50%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Chthoni obacterales(1.00),f:Terrimi crobiaceae(1.00),g:Terrimi crobium(1.00),s:unculture
d_bacterium(1.00)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Chthonio bacterales,f:Terrimicr obiaceae,g:Terrimicr obium,s:uncultured_b
acterium

	Otu849
	0,01%
	0,00%
	0,00%
	0,00%
	0,02%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Chthoni obacterales(1.00),f:Terrimi crobiaceae(1.00),g:Terrimi crobium(1.00),s:unculture
d_bacterium(1.00)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Chthonio bacterales,f:Terrimicr obiaceae,g:Terrimicr obium,s:uncultured_b
acterium





	Otu317
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(0.87),c:Verruco microbiae(0.87),o:Opitutal es(0.87),f:Opitutaceae(0.8
7),g:Cephaloticoccus(0.57
),s:uncultured_bacterium(
0.74)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Ce phaloticoccus,s:uncul
tured_bacterium

	Otu186
	0,68%
	0,00%
	0,19%
	0,16%
	0,15%
	0,07%
	0,20%
	0,09%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:Cephaloticoccus(0.97
),s:uncultured_bacterium(
0.98)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Ce phaloticoccus,s:uncul
tured_bacterium

	Otu316
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:Cephaloticoccus(0.97
),s:uncultured_bacterium(
0.98)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Ce phaloticoccus,s:uncul
tured_bacterium

	Otu148
	0,57%
	0,00%
	0,14%
	0,14%
	0,17%
	0,12%
	0,07%
	0,18%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:Lacunisphaera(0.79),
s:metagenome(0.83)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Lac unisphaera,s:metage
nome





	Otu125
	0,01%
	0,04%
	0,01%
	0,00%
	0,00%
	0,13%
	0,00%
	0,14%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:Lacunisphaera(0.97),
s:uncultured_bacterium(0.
43)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Lac unisphaera,s:uncultur
ed_bacterium

	Otu732
	0,00%
	0,02%
	0,01%
	0,01%
	0,00%
	0,03%
	0,00%
	0,07%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:Lacunisphaera(1.00), s:uncultured_bacterium(0.
61)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Lac unisphaera,s:uncultur
ed_bacterium

	Otu610
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:Lacunisphaera(1.00), s:uncultured_bacterium(0.
92)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:Lac unisphaera,s:uncultur
ed_bacterium

	Otu462
	0,21%
	0,00%
	0,10%
	0,17%
	0,03%
	0,07%
	0,02%
	0,17%
	d:Bacteria(1.00),p:Verruco

microbiota(1.00),c:Verruco microbiae(1.00),o:Opitutal es(1.00),f:Opitutaceae(1.0
0),g:uncultured(0.11),s:un

cultured_bacterium(0.82)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Opitutale s,f:Opitutaceae,g:unc ultured,s:uncultured_
bacterium





	Otu1186
	0,12%
	0,00%
	0,06%
	0,05%
	0,00%
	0,05%
	0,13%
	0,12%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Oikople ura(1.00),s:uncultured_ba
cterium(0.89)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Oikopleura,s
:uncultured_bacteriu
m

	Otu122
	0,00%
	0,97%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(0.99),f:Pedosph aeraceae(0.99),g:Pedosp haeraceae(0.73),s:uncultu
red_bacterium(0.65)
	d:Bacteria,p:Verruco microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu250
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(0.89),s:uncultu
red_bacterium(0.63)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu972
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(0.93),s:uncultu
red_bacterium(0.42)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium





	Otu521
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(0.98),s:uncultu
red_bacterium(0.55)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu747
	0,00%
	0,03%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(0.99),s:uncultu
red_bacterium(0.30)
	d:Bacteria,p:Verruco microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu438
	0,00%
	0,08%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(1.00),s:uncultu
red_bacterium(0.49)
	d:Bacteria,p:Verruco microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu1022
	0,00%
	0,07%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(1.00),s:uncultu
red_bacterium(0.59)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium





	Otu514
	0,00%
	0,12%
	0,00%
	0,00%
	0,00%
	0,01%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(1.00),s:uncultu
red_bacterium(0.63)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu421
	0,10%
	0,00%
	0,14%
	0,30%
	0,05%
	0,22%
	0,15%
	0,22%
	d:Bacteria(1.00),p:Verruco microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(1.00),s:uncultu
red_bacterium(0.67)
	d:Bacteria,p:Verruco microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu487
	0,00%
	0,10%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(1.00),s:uncultu
red_bacterium(0.98)
	d:Bacteria,p:Verruco microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_b
acterium

	Otu301
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(0.88),s:uncultu red_Verrucomicrobia(0.29
)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_
Verrucomicrobia





	Otu353
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(0.99),s:uncultu red_Verrucomicrobia(0.25
)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_
Verrucomicrobia

	Otu817
	0,00%
	0,24%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:Pedosp haeraceae(1.00),s:uncultu red_Verrucomicrobia(0.05
)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:Pedosphaer aceae,s:uncultured_
Verrucomicrobia

	Otu1219
	0,00%
	0,01%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:uncultur ed(0.75),s:uncultured_bac
terium(0.88)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:uncultured,s:
uncultured_bacterium

	Otu1331
	0,00%
	0,06%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Pedosp haerales(1.00),f:Pedosph aeraceae(1.00),g:uncultur ed(1.00),s:uncultured_bac
terium(0.44)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:uncultured,s:
uncultured_bacterium





	Otu763
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(0.82),c:Verruco microbiae(0.82),o:Pedosp haerales(0.82),f:Pedosph aeraceae(0.82),g:uncultur ed(0.82),s:uncultured_soil
(0.41)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Pedosph aerales,f:Pedosphaer aceae,g:uncultured,s:
uncultured_soil

	Otu601
	0,00%
	0,05%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Verruco microbiales(1.00),f:DEV00
7(1.00),g:DEV007(1.00),s:
uncultured_bacterium(0.9
4)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Verruco microbiales,f:DEV007
,g:DEV007,s:uncultur

ed_bacterium

	Otu787
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Verruco microbiales(1.00),f:DEV00
7(1.00),g:DEV007(1.00),s:
uncultured_bacterium(0.9
6)
	d:Bacteria,p:Verruco

microbiota,c:Verruco microbiae,o:Verruco microbiales,f:DEV007
,g:DEV007,s:uncultur

ed_bacterium

	Otu135
	0,48%
	0,00%
	0,51%
	0,21%
	2,47%
	0,51%
	1,20%
	0,44%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Verruco microbiales(1.00),f:Verruc omicrobiaceae(1.00),g:Pro sthecobacter(0.97),s:uncu
ltured_bacterium(0.88)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Verruco microbiales,f:Verruco microbiaceae,g:Prost hecobacter,s:uncultur
ed_bacterium





	Otu243
	0,00%
	0,30%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:Verruco
microbiota(1.00),c:Verruco microbiae(1.00),o:Verruco microbiales(1.00),f:Verruc omicrobiaceae(1.00),g:Pro sthecobacter(1.00),s:uncu
ltured_bacterium(0.99)
	d:Bacteria,p:Verruco
microbiota,c:Verruco microbiae,o:Verruco microbiales,f:Verruco microbiaceae,g:Prost hecobacter,s:uncultur
ed_bacterium

	Otu1137
	0,02%
	0,04%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:WPS-
2(0.99),c:WPS-
2(0.99),o:WPS-
2(0.99),f:WPS-
2(0.99),g:WPS-
2(0.99),s:hydrothermal_ve nt(0.48)
	d:Bacteria,p:WPS-

2,c:WPS-2,o:WPS-

2,f:WPS-2,g:WPS-
2,s:hydrothermal_ven t

	Otu412
	0,29%
	0,00%
	0,00%
	0,95%
	0,92%
	0,22%
	0,76%
	0,14%
	d:Bacteria(1.00),p:WPS-
2(1.00),c:WPS-
2(1.00),o:WPS-
2(1.00),f:WPS-
2(1.00),g:WPS-
2(1.00),s:metagenome(0.6
4)
	d:Bacteria,p:WPS-

2,c:WPS-2,o:WPS-

2,f:WPS-2,g:WPS-

2,s:metagenome

	Otu988
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	0,00%
	d:Bacteria(1.00),p:WPS-
2(0.41),c:WPS-
2(0.41),o:WPS-
2(0.41),f:WPS-
2(0.41),g:WPS-
2(0.41),s:uncultured_bact erium(0.48)
	d:Bacteria,p:WPS-

2,c:WPS-2,o:WPS-

2,f:WPS-2,g:WPS-
2,s:uncultured_bacter ium

	Otu162
	0,33%
	0,00%
	0,13%
	0,42%
	0,43%
	0,88%
	2,18%
	1,24%
	d:Bacteria(1.00),p:WPS-
2(0.91),c:WPS-
2(0.91),o:WPS-
2(0.91),f:WPS-
2(0.91),g:WPS-
2(0.91),s:uncultured_bact erium(0.68)
	d:Bacteria,p:WPS-

2,c:WPS-2,o:WPS-

2,f:WPS-2,g:WPS-
2,s:uncultured_bacter ium




