
Supplemental Table 1: Relative abundances of taxa in condensate deposited on the assistant, 
environment, operator and patient. ASVs were assigned taxonomic identity using Naive Bayes classifiers 
(QIIME2 q2-feature-classifier) trained for each primer pair by extracting the corresponding hypervariable 
region from the SILVA database (as of November 12,2020).  
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Uncultured_Vulcanib
acterium 

0.88
613
444
5 

0.03
679
586

3 
Uncultured_Vulcanib
acterium 

0.91
567
28 

0.03
525
360

8 
Uncultured_Vulcaniba
cterium 

0.41
557
193
3 

0.02
640
600

8 
Uncultured_Vulcanib
acterium 

0.51
822
114
8 

0.03
163
234

4 

ASV_346 

0.01
835
883
2 

0.00
328
397

2 
Uncultured_Vulcaniba
cterium 

0.08
220
531
1 

0.00
780
293

5 

Uncultured_Vulcanib
acterium 

0.75
044
374
7 

0.02
865
749

2 
Uncultured_Vulcanib
acterium 

0.81
725
418
2 

0.03
676
075

5 
Uncultured_Vulcaniba
cterium 

0.38
201
711
7 

0.02
596
621 

Uncultured_Vulcanib
acterium 

0.45
526
015
8 

0.02
562
199

6 

ASV_305 

0.01
593
662
7 

0.00
292
826

2 
Uncultured_Vulcaniba
cterium 

0.07
973
372
2 

0.00
689
508

4 

Schlegelella_uncultur
ed_bacterium 

0.08
015
587
1 

0.00
846
083 

Schlegelella_uncultur
ed_bacterium 

0.06
120
397
2 

0.00
638
549

7 

Treponema_denticola 
0.04
047
585 

0.00
844
246

5 

Treponema_denticola 

0.02
969
573
3 

0.00
731
814

4 

Solobacterium_moorei 

0.01
011
037
6 

0.00
070
320

7 

C1-
B045_uncultured_ga
mma 

0.07
517
795
8 

0.00
976
508

1 

Rhodococcus_erythr
opolis 

0.01
102
579
5 

0.00
078
122 

Rhodococcus_erythr
opolis 

0.00
979
544 

0.00
071
727

3 

Schlegelella_unculture
d_bacterium 

0.02
951
901
2 

0.00
337
078

3 

ASV_256 

0.02
877
705
7 

0.00
669
402

2 

Rothia_aeria 

0.00
882
458
8 

0.00
075
925

5 

ASV_144 

0.06
569
833
9 

0.00
853
037 

Brevundimonas_dimi
nuta 

0.00
704
342
2 

0.00
060
204

3 

Acetobacteraceae_u
ncultured_alpha_prot
eobacterium 

0.00
814
652
8 

0.00
074
392

8 

Streptococcus_mutans 

0.01
628
022
3 

0.00
365
863

7 

ASV_292 

0.02
070
141
5 

0.00
433
679

9 

Treponema_denticola 

0.00
677
984
1 

0.00
088
406

8 

Denitratisoma_sp. 

0.05
914
566
3 

0.00
369
724

1 

Acetobacteraceae_u
ncultured_alpha_prot
eobacterium 

0.00
527
126
8 

0.00
048
991

4 

ASV_292 

0.00
778
991
5 

0.00
175
149

8 

Rhodococcus_erythro
polis 

0.01
244
818
9 

0.00
153
896

6 

Schlegelella_uncultur
ed_bacterium 

0.01
535
560
5 

0.00
149
017 

Filifactor_sp. 
0.00
622
36 

0.00
099
116 

ASV_164 

0.05
319
775
7 

0.00
745
406

5 

ASV_363 

0.00
517
377
4 

0.00
069
265

9 

ASV_256 

0.00
698
971
8 

0.00
165
613

2 

Actinomyces_israelii 

0.00
929
850
7 

0.00
141
301

6 

Rhodococcus_erythr
opolis 

0.01
483
586
7 

0.00
160
692 

Leptotrichia_wadei 

0.00
602
845
8 

0.00
084
124

8 

Desulfobacterota_unc
ultured_Desulfuromon
adales 

0.03
410
201
5 

0.00
431
96 

ASV_1208 

0.00
479
376
3 

0.00
049
957

6 

Brevundimonas_dimi
nuta 

0.00
645
233
3 

0.00
076
102

2 

Cryptobacterium_sp. 

0.00
834
462
4 

0.00
149
132

3 

Streptococcus_mutan
s 

0.01
421
767
1 

0.00
217
395

8 

Prevotella_micans 

0.00
543
332
4 

0.00
117
830

5 

ASV_211 

0.01
536
876
9 

0.00
175
818

2 

ASV_366 

0.00
453
827
9 

0.00
060
415

8 

Rothia_aeria 

0.00
609
062
3 

0.00
099
560

2 

Brevundimonas_dimin
uta 

0.00
795
679
9 

0.00
062
252

8 

Rothia_aeria 

0.01
201
343
6 

0.00
139
275

3 

Prevotella_nigrescens 

0.00
533
179
3 

0.00
061
338

1 

Thioclava_uncultured
_bacterium 

0.01
383
938
5 

0.00
309
248

3 

Lactobacillus_corynif
ormis 

0.00
445
536
9 

0.00
115
037

1 

ASV_366 

0.00
583
140
7 

0.00
143
051

8 

ASV_476 

0.00
687
488
1 

0.00
150
349

7 

Prevotella_nigrescen
s 

0.00
833
249
8 

0.00
148
259

5 

Streptococcus_mutans 

0.00
490
256
7 

0.00
096
210

1 

Obscuribacteraceae_
sp. 

0.01
006
318
3 

0.00
095
393

7 

ASV_720 

0.00
406
149
3 

0.00
032
097

8 

ASV_363 

0.00
581
366
4 

0.00
142
594

3 

Jonquetella_anthropi 
0.00
559
539 

0.00
105
324

3 

Acetobacteraceae_u
ncultured_alpha_prot
eobacterium 

0.00
726
515
8 

0.00
070
440

4 

Butyrivibrio_Eubacteriu
m_sp. 

0.00
453
547 

0.00
066
928

5 

ASV_800 
0.00
982
428 

0.00
142
323

6 

Corynebacterium_pro
pinquum 

0.00
346
036
4 

0.00
082
635 

Chloroplast_Cinnamo
mum_camphora 

0.00
568
761
8 

0.00
146
853

7 

ASV_256 

0.00
489
185
7 

0.00
072
013 

Brevundimonas_dimi
nuta 

0.00
722
882
3 

0.00
072
723

3 

ASV_256 

0.00
388
722
8 

0.00
044
607

4 

ASV_621 

0.00
857
196
6 

0.00
160
759

4 

ASV_709 

0.00
345
878
5 

0.00
039
141

4 

ASV_709 

0.00
562
565
1 

0.00
082
394 

ASV_305 
0.00
484
635 

0.00
093
133

7 

ASV_305 

0.00
563
395
1 

0.00
118
234

5 

Prevotella_baroniae 

0.00
377
044
1 

0.00
045
829

6 

ASV_897 

0.00
796
382
3 

0.00
091
940

8 

ASV_292 
0.00
319
165 

0.00
049
052

5 

ASV_3352 

0.00
507
464
2 

0.00
108
872

5 

ASV_292 

0.00
464
438
8 

0.00
071
15 

Treponema_maltophil
um 

0.00
463
495
1 

0.00
116
846

1 

ASV_292 

0.00
360
066
4 

0.00
042
303

4 

Singulisphaera_Isosp
haera_sp. 

0.00
645
66 

0.00
078
996

7 

Dehalococcoidia_RB
G-13-46-9_sp. 

0.00
311
603
1 

0.00
080
455

6 

ASV_720 
0.00
498
194 

0.00
055
928

4 

Rothia_aeria 

0.00
446
962
7 

0.00
030
223 

ASV_709 

0.00
459
996
8 

0.00
056
787

4 

Peptococcus_sp. 

0.00
338
196
6 

0.00
052
879

5 

Simkaniaceae_uncult
ured_Candidatus 

0.00
622
852
8 

0.00
084
428 

Methylopilaceae_sp. 

0.00
307
266
9 

0.00
079
336 

Corynebacterium_my
cetoides 

0.00
396
108
4 

0.00
102
274

7 

ASV_678 
0.00
403
631 

0.00
079
464

1 

ASV_346 

0.00
439
711
9 

0.00
071
226

3 

Clostridia_vadinBB60_g
roup_Clostridiales_bact
erium 

0.00
283
070
8 

0.00
045
694

3 

ASV_1021 

0.00
609
378
6 

0.00
068
984

7 

Lawsonella_unculture
d_bacterium 

0.00
293
403
7 

0.00
048
909

3 

Lactobacillales_sp. 

0.00
346
692
6 

0.00
089
515

6 

Acetobacteraceae_un
cultured_alpha_proteo
bacterium 

0.00
388
8 

0.00
041
649

4 

ASV_513 

0.00
432
170
3 

0.00
111
585

9 

Campylobacter_concisu
s 

0.00
279
349
3 

0.00
070
532

1 

Edaphobaculum_unc
ultured_Chitinophaga
ceae 

0.00
515
461 

0.00
049
446

9 

ASV_6154 

0.00
278
820
4 

0.00
071
991

1 

Oscillospiraceae_NK
4A214_group_metag
enome 

0.00
318
957
1 

0.00
082
354

4 

Lawsonella_unculture
d_bacterium 

0.00
365
284
6 

0.00
053
581

9 

Leptotrichia_wadei 

0.00
427
080
8 

0.00
075
083

3 

Eubacterium_minutum 

0.00
188
358
7 

0.00
045
197

4 

Legionellaceae_uncul
tured_Legionella_sp. 

0.00
513
260
2 

0.00
114
816

3 

ASV_8581 

0.00
276
540
2 

0.00
071
402

4 

ASV_6187 

0.00
315
757
4 

0.00
061
592

2 

ASV_709 
0.00
340
454 

0.00
029
383

1 

ASV_366 

0.00
402
609
6 

0.00
071
097

9 

Actinomycetaceae_F03
32unidentified 

0.00
182
097
9 

0.00
018
731

5 

ASV_413 

0.00
479
215
7 

0.00
102
221

5 

Isosphaera_sp. 

0.00
276
540
2 

0.00
071
402

4 

Cellvibrio_uncultured
_Cellvibrio 

0.00
306
119
9 

0.00
044
521

9 

ASV_346 

0.00
338
516
9 

0.00
056
757

5 

ASV_363 

0.00
396
754
5 

0.00
071
506

5 

ASV_1443 

0.00
178
647
7 

0.00
046
126

6 

Amb-16S-
1323_uncultured_bac
terium 

0.00
371
012
4 

0.00
045
913 

Chloroplast_Melosira
_varians 

0.00
275
94 

0.00
048
906

6 

Dermatophilaceae_u
ncultured__bacterium 

0.00
299
966
7 

0.00
077
451

1 

ASV_513 

0.00
335
055
1 

0.00
086
510

9 

Actinomyces_israelii 

0.00
394
667
1 

0.00
054
947

2 

Lachnospiraceae_uncult
ured_Eubacterium_sp. 

0.00
169
405
4 

0.00
043
740

3 

ASV_366 

0.00
270
028
8 

0.00
038
821

5 

alphaproteobacteria_
uncultured__bacteriu
m 

0.00
269
009
2 

0.00
067
321

3 

Lactobacillales_P5D1
-392_sp. 

0.00
288
138
3 

0.00
074
397 

Solobacterium_moorei 

0.00
290
553
5 

0.00
038
175

7 

Ruminococcaceae_u
ncultured__rumen 

0.00
371
939
2 

0.00
096
034

3 

Streptococcus_anginos
us 

0.00
161
816
6 

0.00
018
099

8 

Schlegelella_uncultur
ed_bacterium 

0.00
260
942
8 

0.00
031
195

1 

ASV_3442 

0.00
264
394
8 

0.00
068
266

4 

Alphaproteobacteria_
uncultured_Lacibacte
rium_aquatile 

0.00
261
615
7 

0.00
067
548

9 

Amb-16S-
1323_uncultured_bact
erium 

0.00
280
711
1 

0.00
072
479

3 

ASV_4644 

0.00
361
607
6 

0.00
093
366

7 

Pyramidobacter_piscole
ns 

0.00
149
671
5 

0.00
036
502

8 

ASV_363 

0.00
231
231
2 

0.00
034
795

8 

Steroidobacteraceae
_uncultured__metage
nome 

0.00
261
176
8 

0.00
067
435

6 

Sandaracinaceae_un
cultured_Myxococcal
es 

0.00
255
527
2 

0.00
065
976

8 

ASV_720 

0.00
272
044
4 

0.00
025
062

6 

Prevotella_baroniae 
0.00
361
135 

0.00
093
244

7 

Leptotrichia_hofstadii 

0.00
148
131
3 

0.00
028
068

3 

oc32_uncultured_bact
erium 

0.00
156
178
3 

0.00
029
279

7 



Citricoccus_sp. 

0.00
260
100
6 

0.00
067
157

7 

Leptolyngbyaceae_u
ncultured_cyanobact
erium 

0.00
249
618
6 

0.00
064
451

2 

Prevotella_nigrescens 

0.00
263
705
7 

0.00
033
473

8 

ASV_476 

0.00
352
023
7 

0.00
069
326

2 

Bacteroides_pyogenes 

0.00
143
499
8 

0.00
032
817

8 

Acetobacteraceae_un
cultured_alpha_prote
obacterium 

0.00
148
079
7 

0.00
034
384

3 

Tepidimonas_sp. 

0.00
248
031
4 

0.00
045
727

1 

Ramlibacter_sp. 

0.00
249
618
6 

0.00
064
451

2 

Aliterella_uncultured_b
acterium 

0.00
247
941
6 

0.00
064
018

2 

ASV_720 

0.00
337
084
6 

0.00
042
353

3 

Bulleidia_extructa 

0.00
141
995
4 

0.00
027
127

5 

Rhodococcus_erythro
polis 

0.00
135
163
4 

0.00
016
457

4 

Chloroplast_Chlorella
_heliozoae 

0.00
247
040
7 

0.00
063
785

6 

Paracaedibacteracea
e_sp. 

0.00
247
921
8 

0.00
064
013

1 

Leptotrichia_hofstadii 

0.00
238
426
4 

0.00
061
561

4 

Singulisphaerauncult
ured_eubacterium 

0.00
299
617
7 

0.00
077
361 

ASV_1665 

0.00
139
811
3 

0.00
036
099

1 

ASV_2649 

0.00
113
403
7 

0.00
014
839

6 

Bacteroidales_RF16_
groupuncultured_Por
phyromonadaceae 

0.00
245
813
5 

0.00
063
468

8 

Oligoflexales_uncultu
red__soil 

0.00
241
855
3 

0.00
027
937

9 

ASV_3099 

0.00
237
781
8 

0.00
061
395 

Oligoflexales_uncultu
red__soil 

0.00
294
806 

0.00
071
849

4 

Metamycoplasma_saliv
arium 

0.00
135
656
6 

0.00
025
228

9 

ASV_2622 

0.00
109
185
4 

0.00
026
488

9 

Segetibacter_sp. 

0.00
234
499
6 

0.00
060
547

5 

Hungateiclostridiacea
e_UCG-
012_uncultured_bact
erium 

0.00
240
686
5 

0.00
062
145 

ASV_363 

0.00
223
215
2 

0.00
027

1 

Rubinisphaeraceae_
SH-
PL14__uncultured_pl
anctomycete 

0.00
286
744
8 

0.00
052
003

9 

ASV_2779 

0.00
132
237
5 

0.00
034
143

6 

Obscuribacteraceae_
metagenome 

0.00
100
822
8 

0.00
021
055

3 

Prevotella_veroralis 

0.00
225
119
6 

0.00
058
125

6 

Perlucidibaca_uncult
ured_bacterium 

0.00
240
686
5 

0.00
062
145 

Treponema_parvum 

0.00
213
864
9 

0.00
055
219

7 

Actinomycetaceae_F
0332unidentified 

0.00
275
418
1 

0.00
033
174

8 

Stomatobaculum_uncult
ured_bacterium 

0.00
132
044 

0.00
034
093

6 

ASV_3132 

0.00
098
583
4 

0.00
018
111

5 

ASV_256 

0.00
212
255
3 

0.00
033
149 

Anaerococcus_hydro
genalis 

0.00
239
980
8 

0.00
061
962

8 

ASV_2080 
0.00
212
594 

0.00
037
093

1 

Phaselicystis_sp. 
0.00
269
919 

0.00
069
692

8 

Corynebacterium_duru
m 

0.00
129
674
1 

0.00
016
669

5 

Brevundimonas_dimi
nuta 

0.00
096
738
5 

0.00
019
938

4 

Cellvibrio_uncultured
_Cellvibrio 

0.00
208
886
6 

0.00
027
614

5 

DEV114_uncultured_
verrucomicrobium 

0.00
230
221
9 

0.00
059
443 

Corynebacterium_prop
inquum 

0.00
207
180
3 

0.00
039
007

3 

Georgenia_unculture
d_bacterium 

0.00
262
850
5 

0.00
067
867

7 

Candidatus_Saccharimo
nasTM7_phylum 

0.00
128
421
1 

0.00
023
683

5 

ASV_709 

0.00
091
560
6 

0.00
013
556

5 

ASV_7220 

0.00
205
640
4 

0.00
053
096

1 

Actinoplanes_sp. 

0.00
228
255
6 

0.00
058
935

3 

Tannerella_forsythia 

0.00
206
328
7 

0.00
037
725

2 

ASV_4892 

0.00
255
141
5 

0.00
065
877

3 

Eubacterium_nodatum 

0.00
125
958
7 

0.00
017
925

4 

ASV_720 

0.00
089
378
8 

0.00
014
409

8 

Methylomonadaceae
_uncultured__metage
nome 

0.00
205
640
4 

0.00
053
096

1 

Selenomonadaceae_
uncultured__rumen 

0.00
222
376
7 

0.00
057
417

4 

Anaerovoracaceae_Fa
mily_XIII_UCG-
006Peptostreptococca
ceae_bacterium 

0.00
202
199
6 

0.00
052
207

7 

ASV_6651 

0.00
247
959
5 

0.00
064
022

9 

Alloscardovia_omnicole
ns 

0.00
124
908
9 

0.00
027
602

2 

ASV_1862 

0.00
083
284
1 

9.38
732

E-
05 

KaistiaRhizobiales_(r
hizobacteria) 

0.00
199
723
5 

0.00
051
568

4 

Caenarcaniphilales_
microbial_mat 

0.00
219
757
2 

0.00
056
741

1 

Actinomycetaceae_F0
332unidentified 

0.00
193
13 

0.00
044
228

9 

Treponema_parvum 

0.00
247
574
9 

0.00
063
923

6 

ASV_476 

0.00
118
656
7 

0.00
023
731

1 

Gammaproteobacteri
a_PLTA13_sp. 

0.00
082
279
1 

0.00
021
244

4 

Parabacteroides_mer
dae 

0.00
199
723
5 

0.00
051
568

4 

Hydrogenedensacea
e_uncultured_bacteri
um 

0.00
219
757
2 

0.00
056
741

1 

Metamycoplasma_sali
varium 

0.00
173
192
5 

0.00
025
182

7 

Treponema_lecithinol
yticum 

0.00
243
589
1 

0.00
033
691

9 

Treponema_lecithinolyti
cum 

0.00
111
176
3 

0.00
015
821

6 

ASV_3215 

0.00
081
550
7 

0.00
014
162

8 

ASV_6633 
0.00
196
802 

0.00
050
814

1 

Planctomycetes_unc
ultured_Planctomycet
aceae 

0.00
219
757
2 

0.00
056
741

1 

Mogibacterium_timidu
m 

0.00
167
851
6 

0.00
043
339

1 

Symbiobacterium_sp. 

0.00
239
678
4 

0.00
061
884

7 

Porphyromonas_catonia
e 

0.00
111
172
6 

0.00
014
298

9 

ASV_1642 

0.00
081
311
4 

0.00
020
994

5 

Rikenella_uncultured
_bacterium 

0.00
196
802 

0.00
050
814

1 

Prevotellaceae_UCG
-
003_uncultured_Bact
eroidales 

0.00
219
757
2 

0.00
056
741

1 

Anaerolineaceae_bact
erium 

0.00
166
467 

0.00
035
591

9 

Bryobacter_unculture
d_bacterium 

0.00
216
964
6 

0.00
056
02 

Anaerovoracaceae_Fa
mily_XIII_UCG-
004Eubacterium_sp. 

0.00
105
521
2 

0.00
017
198

2 

ASV_2180 

0.00
074
991
1 

0.00
013
435

3 

Gallicola_Peptostrept
ococcaceae_bacteriu
m 

0.00
196
672
5 

0.00
050
780

6 

ASV_1837 

0.00
193
523
1 

0.00
043
143

8 

Cellvibrio_uncultured_
Cellvibrio 

0.00
164
020
9 

0.00
016
761 

Weeksellaceae_uncu
ltured_Wautersiella_s
p. 

0.00
209
937 

0.00
054
205

5 

Megasphaera_micronuc
iformis 

0.00
103
887
5 

0.00
026
823

6 

Saccharimonadalesu
ncultured_organism 

0.00
074
806
5 

0.00
019
315 

Periglandula_ipomoe
ae 

0.00
187
599
7 

0.00
048
438 

Acinetobacter_kyong
giensis 

0.00
192
215
3 

0.00
049
629

8 

Leptotrichia_wadei 

0.00
163
274
8 

0.00
030
285

3 

Anaerovoracaceae_F
amily_XIII_UCG-
006Peptostreptococc
aceae_bacterium 

0.00
209
932 

0.00
054
204

2 

Anaerovoracaceae_Fa
mily_XIII_UCG-
005Eubacterium_sp. 

0.00
095
722
7 

0.00
014
860

4 

ASV_10537 

0.00
071
994
2 

0.00
018
588

8 

ASV_3443 

0.00
184
457
1 

0.00
042
901

7 

Burkholderiales_sp. 

0.00
192
215
3 

0.00
049
629

8 

Candidatus_Aquirestis
_uncultured_bacterium 

0.00
161
352 

0.00
041
660

9 

ASV_678 

0.00
209
694
8 

0.00
037
688

4 

Parvimonas_Peptostrep
tococcaceae_bacterium 

0.00
090
065 

0.00
023
254

7 

Terrimicrobiaceae_Fu
kuN18_freshwater_gr
oup_sp. 

0.00
071
994
2 

0.00
018
588

8 

Sharpea_uncultured_
bacterium 

0.00
182
305
6 

0.00
047
071

1 

Phycisphaeraceae_u
ncultured__metageno
me 

0.00
192
215
3 

0.00
049
629

8 

Allobranchiibius_sp. 

0.00
157
105
9 

0.00
040
564

6 

Fretibacteriumuncultu
red_Fretibacterium 

0.00
200
521
2 

0.00
051
774

4 

ASV_678 

0.00
083
883
1 

0.00
014
231

2 

Rothia_aeria 

0.00
071
093
4 

6.91
453

E-
05 

Acinetobacter_towner
i 

0.00
175
410
6 

0.00
045
290

8 

Saprospiraceae_OLB
8_sp. 

0.00
192
215
3 

0.00
049
629

8 

ASV_4513 

0.00
152
859
8 

0.00
039
468

2 

Chloroflexia_sp. 
0.00
199
94 

0.00
051
624

3 

ASV_513 

0.00
073
990
5 

0.00
019
104

3 

Candidatus_Obscurib
acter_uncultured_bac
terium 

0.00
066
851
8 

0.00
017
261

1 

ASV_7457 

0.00
172
201
7 

0.00
044
462

3 

Gaiellales_sp. 

0.00
191
984
6 

0.00
049
570

2 

Roseomonas_lacus 
0.00
145
705 

0.00
037
620

9 

Pyramidobacter_pisc
olens 

0.00
198
593
9 

0.00
051
276

7 

Simonsiella_muelleri 

0.00
070
516
3 

0.00
018
207

2 

ASV_1760 

0.00
066
675
3 

0.00
017
215

5 

Saprospiraceae_OLB
8_metagenome 

0.00
171
581
8 

0.00
044
302

2 

Bdellovibrio_uncultur
ed_Bdellovibrionales 

0.00
188
867
9 

0.00
048
765

5 

Gammaproteobacteria
_EV818SWSAP88unc
ultured_gamma 

0.00
144
367
5 

0.00
037
275

5 

Plantibacter_sp. 

0.00
180
702
6 

0.00
032
167 

Neisseria_bacilliformis 

0.00
065
821
2 

0.00
016
995 

ASV_4280 

0.00
061
474
7 

0.00
015
872

7 

ASV_1837 

0.00
169
423
1 

0.00
029
940

5 

ASV_5944 

0.00
187
630
3 

0.00
048
445

9 

ASV_366 

0.00
143
676
5 

0.00
018
570

2 

Lawsonella_unculture
d_bacterium 

0.00
173
855
9 

0.00
023
355

9 

Actinomycetaceae_F03
32_uncultured_bacteriu
m 

0.00
062
841
6 

0.00
010
507

6 

Leptospirauncultured
_Spirochaetales 

0.00
057
959
5 

8.35
946

E-
05 

Phaeodactylibacter_
metagenome 

0.00
168
996
8 

0.00
043
634

8 

ASV_2889 

0.00
183
557
7 

0.00
047
394

4 

Rhizobiales_A0839_u
ncultured_sludge 

0.00
137
558 

0.00
025
070

7 

Eggerthellaceae_DN
F00809_uncultured_
bacterium 

0.00
173
012
9 

0.00
044
671

7 

Filifactor_alocis 

0.00
061
032
7 

0.00
015
758

6 

Paracaedibacteracea
e_uncultured_Acetob
acteraceae 

0.00
056
566
9 

0.00
014
605

5 

Lactobacillus_sanfran
ciscensis 

0.00
168
839
7 

0.00
043
594

2 

ASV_5749 

0.00
181
723
8 

0.00
046
920

9 

Butyrivibrio_Eubacteri
um_sp. 

0.00
136
668 

0.00
024
734

5 

SelenomonasSchwar
tzia_sp. 

0.00
171
565
1 

0.00
044
297

9 

Prevotellauncultured_Pr
evotella 

0.00
060
926
3 

0.00
015
731

1 

ASV_4670 

0.00
055
291
7 

0.00
014
276

3 

Chlamydiaceae_uncu
ltured_organism 

0.00
160
857
9 

0.00
041
533

3 

Hylemonella_sp. 

0.00
181
332
6 

0.00
043
123

8 

Shuttleworthia_satelle
s 

0.00
136
060
7 

0.00
025
849

6 

ASV_5494 

0.00
168
575
2 

0.00
043
525

9 

Leptotrichia_shahii 

0.00
060
025
8 

0.00
012
573

4 

Meiothermus_uncultu
red_Deinococci 

0.00
053
994
4 

6.96
706

E-
05 

ASV_6292 

0.00
159
875
4 

0.00
035
843

8 

Occallatibacter_sp. 
0.00
180
681 

0.00
046
651

6 

ASV_3100 

0.00
135
008
4 

0.00
034
859 

Mogibacterium_timid
um 

0.00
167
945
6 

0.00
043
363

4 

ASV_366 

0.00
058
038
1 

7.07
856

E-
05 

ASV_4800 

0.00
053
665
5 

0.00
013
856

4 

Oscillospirales_UCG-
010_metagenome 

0.00
159
377
4 

0.00
028
874

4 

ASV_9280 
0.00
177
758 

0.00
045
896

9 

Dehalococcoidia_RBG
-13-46-
9uncultured_sludge 

0.00
132
459
1 

0.00
034
200

8 

ASV_5701 

0.00
162
762
3 

0.00
042
025 

Prevotella_multiformis 

0.00
055
334
1 

0.00
014
287

2 

Chloroflexi_OLB14_u
ncultured_bacterium 

0.00
052
132
6 

8.03
58E
-05 

Lactobacillus_delbrue
ckii 

0.00
156
547
5 

0.00
040
420

4 

ASV_10043 

0.00
168
188
4 

0.00
043
426

1 

Oligoflexales_uncultur
ed__soil 

0.00
128
643
9 

0.00
013
682

4 

Selenomonadaceae_
uncultured__sp. 

0.00
162
362
8 

0.00
041
921

9 

Parvimonas_sp. 

0.00
052
053
7 

5.98
127

E-
05 

ASV_13441 

0.00
051
424
5 

0.00
013
277

7 

Bacillus_coagulans 

0.00
156
060
3 

0.00
040
294

6 

ASV_9484 

0.00
167
434
1 

0.00
043
231

3 

Defluviitaleaceae_UC
G-
011_uncultured_rume
n 

0.00
122
768
9 

0.00
031
698

8 

Fibrobacteraceae_un
cultured_microbial_m
at 

0.00
155
763
2 

0.00
040
217

9 

ASV_363 

0.00
049
858
4 

7.39
388

E-
05 

ASV_5985 
0.00
051
178 

0.00
010
348

9 

Rothia_aeria 

0.00
156
060
3 

0.00
040
294

6 

Mangroviflexus_sp. 

0.00
167
434
1 

0.00
043
231

3 

Fretibacteriumuncultur
ed_Fretibacterium 

0.00
121
190
1 

0.00
031
291

1 

ASV_3639 

0.00
152
879
9 

0.00
026
316

7 

Eggerthia_catenaformis 
0.00
047
084 

7.63
442

E-
05 

Candidatus_Bealeia_
uncultured_Alphaprot
eobacteria 

0.00
050
607
4 

9.09
926

E-
05 



Coraliomargarita_sp. 

0.00
155
801
6 

0.00
040
227

8 

Steroidobacter_sp. 

0.00
160
076
8 

0.00
041
331

7 

uncultured_Actinomyc
es 

0.00
120
731 

0.00
031
172

6 

bacterium_CS910 
0.00
149
955 

0.00
038
718

2 

Treponema_medium 

0.00
046
111
8 

0.00
011
906 

Streptococcus_mutan
s 

0.00
049
817
4 

9.44
211

E-
05 

Leptolyngbya_PCC-
6306_sp. 

0.00
154
486 

0.00
039
888

1 

Brochothrix_sp. 

0.00
159
914
7 

0.00
041
289

8 

ASV_1901 

0.00
118
917
6 

0.00
019
801

4 

Pantoea_sp. 
0.00
149
955 

0.00
038
718

2 

Cardiobacterium_sp. 

0.00
045
203
3 

5.03
825

E-
05 

Oligoflexus_unculture
d_delta 

0.00
047
325
3 

7.56
976

E-
05 

ASV_5700 

0.00
148
833
3 

0.00
038
428

6 

Caulobacter_metage
nome 

0.00
156
969
4 

0.00
040
529

3 

Spongiibacteraceae_s
p. 

0.00
116
953
6 

0.00
030
197

3 

Hephaestia_uncultur
ed_bacterium 

0.00
144
643 

0.00
037
346

7 

Alysiella_uncultured_ba
cterium 

0.00
043
222
2 

0.00
011
159

9 

ASV_2510 

0.00
046
931
2 

9.47
77E
-05 

ASV_4770 

0.00
147
601
5 

0.00
038
110

5 

ASV_7514 

0.00
156
174
9 

0.00
040
324

2 

Belnapia_sp. 

0.00
113
621
2 

0.00
029
336

9 

Acetitomaculum__un
cultured_bacterium 

0.00
139
510
6 

0.00
036
021

5 

Anaerovoracaceae_unc
ultured__bacterium 

0.00
041
347
9 

0.00
010
676 

ASV_4487 

0.00
046
847
8 

0.00
012
096 

Myroides_uncultured
_bacterium 

0.00
146
886 

0.00
037
925

8 

Terrabacter_sp. 

0.00
156
174
9 

0.00
040
324

2 

Hymenobacter_uncult
ured_Bacteroidetes 

0.00
113
621
2 

0.00
029
336

9 

Oscillospiraceae_UC
G-005_metagenome 

0.00
139
510
6 

0.00
036
021

5 

Anaerovoracaceae_Fa
mily_XIII_UCG-001_sp. 

0.00
040
607
6 

6.34
502

E-
05 

ASV_14376 
0.00
046
282 

0.00
011
95 

Cytophaga_aurantiac
a 

0.00
144
107
1 

0.00
037
208

3 

Acidobacteriae_Elev-
16S-
1166_uncultured_bac
terium 

0.00
155
987
5 

0.00
040
275

8 

Candidatus_Aquirestis
_sp. 

0.00
113
107
2 

0.00
015
866

1 

Arcticibacter_uncultur
ed_bacterium 

0.00
137
575
2 

0.00
035
521

8 

Actinomyces_israelii 

0.00
036
854
3 

6.74
058

E-
05 

Carnobacteriaceae_u
ncultured__bacterium 

0.00
046
282 

0.00
011
95 

Mitochondriauncultur
ed_Rickettsiales 

0.00
141
345
3 

0.00
036
495

2 

Haliangium_unculture
d_Kofleriaceae 

0.00
155
987
5 

0.00
040
275

8 

Treponema_maltophil
um 

0.00
109
524
8 

0.00
028
279

2 

ASV_3568 

0.00
135
281
7 

0.00
021
894

3 

Rhodospirillales_uncultu
red__sp. 

0.00
032
790
6 

8.46
65E
-05 

Marinoscillum_metag
enome 

0.00
046
282 

0.00
011
95 

Prevotella_nigrescen
s 

0.00
139
980
3 

0.00
022
139

6 

Lactobacillus_gasseri 

0.00
155
987
5 

0.00
040
275

8 

Geobacteraceae_sp. 

0.00
108
756
8 

0.00
028
080

9 

Tepidimonas_sp. 

0.00
126
557
6 

0.00
032
677 

Mobiluncus_uncultured_
bacterium 

0.00
030
493 

7.87
326

E-
05 

Gammaproteobacteri
a_R7C24uncultured_
gamma 

0.00
044
209
8 

0.00
011
414

9 

ASV_8991 

0.00
139
401
4 

0.00
035
993

3 

ASV_5741 

0.00
155
745
9 

0.00
040
213

4 

SelenomonasSchwart
zia_sp. 

0.00
106
284
4 

0.00
027
442

5 

Anaerovoracaceae_F
amily_XIII_UCG-
007Peptostreptococc
aceae_bacterium 

0.00
125
959
2 

0.00
032
522

5 

Mogibacterium_timidum 

0.00
029
250
4 

5.60
655

E-
05 

Solobacterium_moore
i 

0.00
043
989
7 

5.10
88E
-05 

Methyloversatilis_sp. 

0.00
139
401
4 

0.00
035
993

3 

Sphingomonas_pana
citerrae 

0.00
152
883
9 

0.00
039
474

5 

Aliterella_cyanobacteri
um_OU_20 

0.00
103
233
7 

0.00
026
654

8 

Solobacterium_moor
ei 

0.00
125
800
3 

0.00
019
820

4 

Howardella_sp. 

0.00
029
122
7 

5.04
405

E-
05 

Acinetobacter_bauma
nnii 

0.00
042
386
1 

0.00
010
944 

Corynebacterium_aur
imucosum 

0.00
138
720
3 

0.00
035
817

4 

Ammoniphilus_oxalat
icus 

0.00
152
544
7 

0.00
039
386

9 

Lechevalieria_sp. 

0.00
103
233
7 

0.00
026
654

8 

ASV_6298 

0.00
123
979
7 

0.00
032
011

4 

Prevotella_loescheii 

0.00
029
003
2 

5.54
034

E-
05 

Carnobacteriaceae_s
p. 

0.00
042
281
9 

0.00
010
917

1 

Psychroglaciecola_u
ncultured_bacterium 

0.00
138
270
1 

0.00
035
701

2 

ASV_1592 

0.00
152
402
9 

0.00
022
166

2 

Prevotella_histicola 

0.00
101
906
5 

0.00
026
312

1 

Burkholderiales_SC-
I-84_metagenome 

0.00
123
979
7 

0.00
032
011

4 

Capnocytophaga_gingiv
alis 

0.00
028
297
1 

7.30
628

E-
05 

Sphingobacteriaceae
_bacterium 

0.00
042
281
9 

0.00
010
917

1 

Hungateiclostridiacea
e_uncultured_bacteri
um 

0.00
138
202
3 

0.00
035
683

7 

PHOS-HE36_sp. 

0.00
149
726
2 

0.00
038
659

1 

Sandaracinobacter_un
cultured_bacterium 

0.00
100
254 

0.00
025
885

5 

ASV_3531 

0.00
121
984
3 

0.00
024
595

1 

Peptoanaerobacter_sto
matis 

0.00
028
206
5 

7.28
289

E-
05 

ASV_7533 

0.00
041
971
3 

7.92
243

E-
05 

Actinoplanes_garbadi
nensis 

0.00
137
093
6 

0.00
035
397

4 

Chitinophagaceae_u
ncultured__bacterium 

0.00
148
042
7 

0.00
027
833

5 

Anaerovoracaceae_Fa
mily_XIII_UCG-
007Peptostreptococca
ceae_bacterium 

0.00
099
803
6 

0.00
025
769

2 

Anaerolineaceae_bac
terium 

0.00
121
419
7 

0.00
026
470

9 

Jonquetella_anthropi 

0.00
024
172
6 

6.24
134

E-
05 

Alcaligenaceae_sp. 

0.00
041
139
6 

0.00
010
622

2 

Azorhizobium_sp. 

0.00
131
319
8 

0.00
033
906

6 

ASV_10583 

0.00
146
504
8 

0.00
037
827

4 

Candidatus_Limnolun
a_uncultured_bacteriu
m 

0.00
099
011
5 

0.00
013
879

1 

ASV_5801 

0.00
120
378
3 

0.00
031
081

5 

Haemophilus_parahaem
olyticus 

0.00
023
854
6 

6.15
923

E-
05 

Anaerolineae_A4b_w
astewater__metagen
ome 

0.00
041
139
6 

0.00
010
622

2 

ASV_2180 

0.00
130
472
6 

0.00
033
687

9 

Bacteroidales_M2PB
4-
65_termite_group_sp
. 

0.00
146
504
8 

0.00
037
827

4 

Gracilibacteria_marine
__metagenome 

0.00
098
241 

0.00
025
365

7 

Prevotella_fusca 

0.00
120
378
3 

0.00
031
081

5 

Parvimonas_micra 

0.00
023
716
8 

6.12
365

E-
05 

ASV_15366 

0.00
041
139
6 

0.00
010
622

2 

ASV_2386 

0.00
129
005
6 

0.00
022
670

7 

Caryophanon_sp. 

0.00
144
428
4 

0.00
037
291

3 

Eggerthia_catenaformi
s 

0.00
097
577
1 

0.00
025
194

3 

Candidatus_Nostocoi
da_uncultured_bacter
ium 

0.00
119
964 

0.00
030
974

6 

Gemella_asaccharolytic
a 

0.00
023
566 

6.08
472

E-
05 

ASV_15373 

0.00
041
139
6 

0.00
010
622

2 

BIyi10_sp. 

0.00
127
301
2 

0.00
032
869 

Lachnospiraceae_UC
G-008_metagenome 

0.00
144
428
4 

0.00
037
291

3 

Selenomonas_sputige
na 

0.00
096
028
5 

0.00
024
794

5 

Leptotrichia_hofstadii 
0.00
118
86 

0.00
030
689

5 

Johnsonella_ignava 

0.00
020
975
1 

3.31
628

E-
05 

Sphingomonas_uncul
tured_bacterium 

0.00
041
139
6 

0.00
010
622

2 

Candidatus_Sacchari
monas 

0.00
126
896
2 

0.00
027
583

7 

ASV_14404 

0.00
144
069
2 

0.00
037
198

5 

Nitrospirillum_sp. 

0.00
093
755
9 

0.00
024
207

7 

ASV_11492 

0.00
116
822
4 

0.00
030
163

4 

Veillonellaceae_sp. 

0.00
020
344
2 

5.25
285

E-
05 

Fusobacterium_necro
phorum 

0.00
041
041
8 

0.00
010
596

9 

ASV_2061 

0.00
124
441
7 

0.00
026
813

9 

Methyloligellaceae_s
p. 

0.00
144
069
2 

0.00
037
198

5 

Chitinophagales_37-
13_uncultured_Sphing
obacteriales 

0.00
092
721
4 

0.00
023
940

6 

Peptococcus_sp. 

0.00
112
864
2 

0.00
024
922 

ASV_17842 

0.00
019
228
6 

4.96
48E
-05 

Armatimonadalesunc
ultured_Armatimonad
etes 

0.00
040
155
3 

0.00
010
368

1 

SpirochaetaSpirocha
eta_sp. 

0.00
123
520
3 

0.00
031
892

8 

ASV_4520 

0.00
141
913
7 

0.00
033
804

4 

Oligoflexia_0319-
6G20_uncultured_Geo
bacter 

0.00
092
721
4 

0.00
023
940

6 

ASV_10035 
0.00
112
495 

0.00
029
046

1 

Prevotella_salivae 

0.00
019
083
7 

4.92
739

E-
05 

ASV_9089 

0.00
039
297
6 

0.00
010
146

6 

Hydrogenedensacea
e_sp. 

0.00
123
224
1 

0.00
031
816

3 

ASV_3021 
0.00
138
677 

0.00
035
806

2 

Gardnerella_vaginalis 

0.00
091
289
7 

0.00
023
570

9 

Aspergillus_nidulans 

0.00
111
851
7 

0.00
028
88 

Lachnoanaerobaculum_
uncultured_Lachnospira
ceae 

0.00
018
804
4 

4.85
528

E-
05 

ASV_9092 

0.00
039
297
6 

0.00
010
146

6 

Pedobacter_rivuli 

0.00
123
224
1 

0.00
031
816

3 

ASV_2080 

0.00
136
292
8 

0.00
035
190

6 

Sphingomonas_daech
ungensis 

0.00
089
168
2 

0.00
023
023

1 

Eubacterium_brachy
_group_Eubacterium
_sp. 

0.00
110
033
3 

0.00
028
410

5 

Lentimicrobium_unidenti
fied 

0.00
018
804
4 

4.85
528

E-
05 

Oligoflexales_uncultur
ed__soil 

0.00
038
124
2 

5.82
351

E-
05 

Streptococcus_mutan
s 

0.00
123
001
2 

0.00
031
758

8 

Candidatus_Paracae
dibacter_metagenom
e 

0.00
136
040
2 

0.00
035
125

4 

ASV_1161 

0.00
087
206
6 

0.00
016
920

6 

Anaerolineae_1-
20_sp. 

0.00
107
087
2 

0.00
027
649

8 

Prevotella_enoeca 

0.00
018
309
8 

4.72
757

E-
05 

Chitinophagaceae_un
cultured_Haliscomen
obacter 

0.00
037
924
4 

9.79
204

E-
05 

Mitochondria_Eukary
ota_sp. 

0.00
120
746
3 

0.00
013
106

5 

Kitasatospora_sp. 

0.00
133
318
5 

0.00
034
422

7 

ASV_4520 

0.00
086
886
8 

0.00
022
434

1 

Bacteroidetes_BD2-
2_uncultured_Cytoph
aga 

0.00
107
087
2 

0.00
027
649

8 

Xanthomonadaceae_Xa
nthomonas_sp. 

0.00
018
031
4 

4.14
876

E-
05 

Corynebacterium_am
ycolatum 

0.00
037
821
1 

6.96
921

E-
05 

Helcobacillus_massili
ensis 

0.00
118
468
4 

0.00
030
588

4 

ASV_2433 

0.00
132
614
6 

0.00
034
240

9 

Exiguobacterium_und
ae 

0.00
086
886
8 

0.00
022
434

1 

Desulfosporosinus_u
ncultured_bacterium 

0.00
107
087
2 

0.00
027
649

8 

Treponema_parvum 

0.00
017
691
6 

3.59
263

E-
05 

ASV_292 

0.00
037
762
5 

6.67
425

E-
05 

ASV_6194 

0.00
117
508
8 

0.00
030
340

6 

Chloroplast_uncultur
ed_Cyanobacterium 

0.00
132
036
1 

0.00
034
091

6 

Burkholderiaceae_sp. 

0.00
084
993
9 

0.00
021
945

3 

Megamonasunculture
d_organism 

0.00
104
773
8 

0.00
020
409

5 

Anaerovoracaceae_Fa
mily_XIII_UCG-
007Peptostreptococcac
eae_bacterium 

0.00
017
507
3 

3.68
751

E-
05 

Micavibrionales_uncul
tured__bacterium 

0.00
037
403
2 

9.65
746

E-
05 

ASV_1592 
0.00
116
933 

0.00
016
091

7 

Roseomonas_uncultu
red_bacterium 

0.00
131
989
4 

0.00
034
079

5 

Colidextribacter_sp. 

0.00
084
922
1 

0.00
021
926

8 

ASV_3026 

0.00
104
616
5 

0.00
016
281

5 

Prevotella_buccae 

0.00
016
505
5 

4.26
17E
-05 

Microlunatus_sp. 

0.00
037
403
2 

9.65
746

E-
05 

Candidatus_Curtissb
acteria_uncultured_M
icrogenomates 

0.00
115
975
6 

0.00
029
944

8 

ASV_6422 

0.00
131
252
7 

0.00
033
889

3 

Pedobacter_namyangj
uensis 

0.00
084
206
6 

0.00
021
742

1 

ASV_10606 

0.00
104
459
6 

0.00
026
971

4 

Johnsonella_Firmicutes
_oral 

0.00
014
651
6 

3.78
303

E-
05 

Meiothermus_uncultu
red_bacterium 

0.00
036
846 

7.71
14E
-05 

ASV_144 

0.00
114
801
1 

0.00
029
641

5 

Fimbriimonadaceae_
metagenome 

0.00
131
252
7 

0.00
033
889

3 

Candidatus_Latesciba
cter_uncultured_Lates
cibacteria 

0.00
082
505
2 

0.00
021
302

8 

BBMC-
4_uncultured_bacteri
um 

0.00
103
316
5 

0.00
026
676

2 

Leptotrichiaceae_uncult
ured_Leptotrichia-
like_sp. 

0.00
014
345
9 

3.70
41E
-05 

Acinetobacter_towner
i 

0.00
036
841
5 

9.51
243

E-
05 

ASV_1161 
0.00
113

0.00
013

Methylobacterium_is
biliense 

0.00
131

0.00
033

Ferruginibacter_uncult
ured_Chitinophaga 

0.00
080

0.00
020

Pseudopropionibacte
rium_sp. 

0.00
102

0.00
019

Catonella_sp. 
0.00
013

3.43
952

ASV_4143 
0.00
036

7.60
862



709
8 

200
4 

252
7 

889
3 

203
2 

708
4 

925
9 

892
7 

321
2 

E-
05 

395
5 

E-
05 

Rhodanobacteraceae
_uncultured_Lysobac
ter_sp. 

0.00
113
227 

0.00
029
235

1 

Moheibacter_uncultur
ed_bacterium 

0.00
129
802
7 

0.00
033
514

9 

ASV_2061 

0.00
079
941
9 

0.00
011
003

2 

Meiothermus_sp. 

0.00
100
510
3 

0.00
025
951

6 

Haemophilus_sp. 

0.00
012
568
5 

3.24
517

E-
05 

Peptostreptococcus_s
p. 

0.00
035
997
1 

9.29
441

E-
05 

ASV_2103 

0.00
112
886
1 

0.00
019
869

8 

ASV_3161 

0.00
124
809
3 

0.00
032
225

6 

Solirubrobacter_uncult
ured_Solirubrobacter 

0.00
079
528
4 

0.00
020
534

1 

Nosocomiicoccus_un
cultured_bacterium 

0.00
100
510
3 

0.00
025
951

6 

Oribacterium_sp. 

0.00
012
568
5 

3.24
517

E-
05 

Cellvibrio_uncultured
_Cellvibrio 

0.00
035
578
8 

8.61
825

E-
05 

Actinomycetaceae_F
0332unidentified 

0.00
112
559
8 

0.00
029
062

8 

ASV_4673 

0.00
122
066
3 

0.00
028
583

8 

Corynebacterium_krop
penstedtii 

0.00
079
475
5 

0.00
020
520

5 

Actinomycetaceae_u
ncultured__bacterium 

0.00
100
438
3 

0.00
025
933

1 

Centipeda_sp. 

0.00
012
296
5 

3.17
494

E-
05 

ASV_256 

0.00
034
885
5 

5.95
781

E-
05 

Fusobacterium_perio
donticum 

0.00
112
559
8 

0.00
029
062

8 

ASV_12731 

0.00
120
134
6 

0.00
031
018

6 

Sphingomonas_astaxa
nthinifaciens 

0.00
079
475
5 

0.00
020
520

5 

ASV_5066 

0.00
098
723
9 

0.00
021
447

7 

Anaeroglobus_geminatu
s 

0.00
012
127
3 

3.13
126

E-
05 

Butyrivibrio_Eubacteri
um_sp. 

0.00
034
682
9 

6.50
469

E-
05 

Gammaproteobacteri
a_uncultured__sp. 

0.00
111
624
9 

0.00
028
821

4 

ASV_3436 

0.00
120
134
6 

0.00
031
018

6 

Scardovia_wiggsiae 

0.00
079
006
5 

0.00
014
179

9 

Porphyromonas_cato
niae 

0.00
097
969
5 

0.00
015
881

6 

Anaerovoracaceae_Fa
mily_XIII_UCG-
006Peptostreptococcac
eae_bacterium 

0.00
012
110
7 

1.88
601

E-
05 

Armatimonadales_un
cultured_eubacterium 

0.00
034
385
4 

8.87
827

E-
05 

ASV_2850 

0.00
111
223
1 

0.00
020
530

9 

Lactobacillus_perolen
s 

0.00
116
669
1 

0.00
030
123

8 

ASV_4746 

0.00
077
737
4 

0.00
020
071

7 

ASV_3630 

0.00
097
869
9 

0.00
014
443

6 

Treponema_vincentii 

0.00
011
721
3 

3.02
643

E-
05 

ASV_1592 

0.00
034
113
6 

3.76
87E
-05 

Leptospira_sp. 

0.00
107
716
4 

0.00
027
812

3 

ASV_2103 

0.00
115
110
9 

0.00
029
721

5 

Planctomycetes_WD2
101_soil_group_uncult
ured_planctomycete 

0.00
076
429
9 

0.00
019
734

1 

ASV_13022 
0.00
097
352 

0.00
025
136

2 

Alloprevotella_rava 

0.00
011
132
1 

2.87
43E
-05 

ASV_5620 

0.00
032
327
3 

3.96
421

E-
05 

Tetrodontophora_biel
anensis 

0.00
107
716
4 

0.00
027
812

3 

CK-2C2-
2_uncultured_organis
m 

0.00
115
110
9 

0.00
029
721

5 

Howardella_sp. 

0.00
075
724
7 

0.00
011
121

7 

Cloacibacterium_sp. 
0.00
097
352 

0.00
025
136

2 

Prevotella_marshii 

0.00
010
787
6 

2.28
032

E-
05 

Myxococcaceae_P3O
B-42_metagenome 

0.00
031
929
3 

8.24
411

E-
05 

Pedosphaeraceae_u
ncultured_bacterium 

0.00
107
543
4 

0.00
027
767

6 

Silanimonas_uncultur
ed_bacterium 

0.00
111
188
3 

0.00
028
708

7 

Legionella_norrlandica 

0.00
075
550
1 

0.00
019
507 

ASV_2465 

0.00
096
488
5 

0.00
016
988

2 

Actinomycetaceae_uncu
ltured__bacterium 

0.00
010
595
9 

2.73
585

E-
05 

Sediminibacterium_m
etagenome 

0.00
031
742 

8.19
575

E-
05 

Woesearchaeales_ 
GW2011_GWC1_47
_15_sp. 

0.00
107
543
4 

0.00
027
767

6 

ASV_15347 

0.00
110
941
6 

0.00
028
645 

Eubacterium_sp. 

0.00
073
519
6 

0.00
018
982

7 

Anoxybacillus_sp. 

0.00
096
424
3 

0.00
024
896

6 

Solobacterium_uncultur
ed_organism 

0.00
010
065
4 

2.59
888

E-
05 

ASV_2692 

0.00
031
231
9 

8.06
404

E-
05 

ASV_13432 

0.00
107
238
6 

0.00
027
688

9 

Jeotgalibaca_uncultu
red_bacterium 

0.00
110
332
3 

0.00
028
487

7 

Macrococcus_sp. 

0.00
073
519
6 

0.00
018
982

7 

Fibrobacteraceae_un
cultured_Juncus_effu
sus 

0.00
096
424
3 

0.00
024
896

6 

uncultured_Capnocytop
haga 

9.52
353
E-
05 

2.45
896

E-
05 

Rhizobiales_sp. 

0.00
030
898
3 

7.97
791

E-
05 

Demequina_sp. 

0.00
106
601
1 

0.00
027
524

3 

Microcoleus_PCC-
7113_Microcoleus_s
p. 

0.00
110
332
3 

0.00
028
487

7 

Deinococcus_antarctic
us 

0.00
072
542
6 

0.00
018
730

4 

Paenibacillus_metag
enome 

0.00
096
424
3 

0.00
024
896

6 

ASV_2285 

0.00
009
426
4 

2.43
389

E-
05 

Bacteroides_uncultur
ed_bacterium 

0.00
030
854
7 

7.96
665

E-
05 

Gordonia_sp. 

0.00
104
040
2 

0.00
026
863

1 

Curtobacterium_sp. 

0.00
107
991
4 

0.00
027
883

3 

Desulfitobacteriales_T
C1uncultured_Firmicut
es 

0.00
072
402
2 

0.00
018
694

2 

Caenarcaniphilales_u
ncultured_Firmicutes 

0.00
095
109
8 

0.00
024
557

2 

Selenomonadaceae_un
cultured_Selenomonas_
sp. 

0.00
008
738
2 

2.25
619

E-
05 

Caulobacteraceae_P
MMR1Caulobacter_s
p. 

0.00
030
854
7 

7.96
665

E-
05 

PeredibacterPerediba
cter_starrii 

0.00
104
040
2 

0.00
026
863

1 

Eubacterium_coprost
anoligenes_group_gu
t__metagenome 

0.00
107
991
4 

0.00
027
883

3 

Propionivibrio_uncultur
ed_soil 

0.00
072
402
2 

0.00
018
694

2 

Gaiella_uncultured_a
ctinobacterium 

0.00
095
109
8 

0.00
024
557

2 

Slackia_exigua 

0.00
008
287
1 

1.23
839

E-
05 

Christensenellaceae_
R-
7_group_uncultured_r
umen 

0.00
030
854
7 

7.96
665

E-
05 

Solobacterium_moor
ei 

0.00
101
939
9 

0.00
015
176

8 

Bacillus_infernus 

0.00
106
947
3 

0.00
027
613

7 

ASV_2850 

0.00
071
496
5 

0.00
011
008

7 

Sumerlaea_metagen
ome 

0.00
093
332
3 

0.00
024
098

3 

Oribacterium_unculture
d_organism 

8.19
765
E-
05 

2.11
662

E-
05 

Polyangia_sp. 

0.00
030
854
7 

7.96
665

E-
05 

Anaerolineaceae_unc
ultured_toluene-
degrading_methanog
enic 

0.00
101
544
3 

0.00
026
218

6 

Phycisphaera_metag
enome 

0.00
106
947
3 

0.00
027
613

7 

ASV_8590 

0.00
069
508
7 

0.00
015
546

6 

Citrifermentans_uncu
ltured_delta 

0.00
093
007 

0.00
024
014

3 

Capnocytophaga_haem
olytica 

8.13
769
E-
05 

2.10
114

E-
05 

Uliginosibacterium_sp
. 

0.00
030
854
7 

7.96
665

E-
05 

ASV_8760 

0.00
101
010
1 

0.00
026
080

7 

ASV_8124 

0.00
105
684
7 

0.00
027
287

7 

Leptotrichia_shahii 

0.00
068
879
5 

0.00
015
306

1 

Leptotrichia_shahii 

0.00
092
525
6 

0.00
019
638

5 

Mycoplasma_spermatop
hilum 

8.13
769
E-
05 

2.10
114

E-
05 

Blastocatellaceae_JG
I_0001001-H03_sp. 

0.00
030
781
3 

7.94
77E
-05 

Anaerolineae_uncultu
red__bacterium 

0.00
100
994 

0.00
026
076

5 

ASV_5802 

0.00
104
813
9 

0.00
020
650

9 

Acidimicrobiia_uncultu
red_bacterium_YC-
ZSS-LKJ199 

0.00
066
836 

0.00
017
257 

ASV_3228 

0.00
091
058
1 

0.00
017
167

1 

ASV_2084 

8.05
837
E-
05 

2.08
066

E-
05 

SAR324_clade(Marin
e_group_B)_uncultur
ed_soil 

0.00
029
473
2 

7.60
995

E-
05 

CL500-
3_uncultured_bacteri
um 

0.00
100
994 

0.00
026
076

5 

ASV_13525 

0.00
104
646
3 

0.00
027
019

6 

ASV_13011 

0.00
066
229
6 

0.00
017
100

4 

ASV_1208 
0.00
089
973 

0.00
023
230

9 

Prevotellaunidentified 

7.95
153
E-
05 

2.05
308

E-
05 

ASV_4673 

0.00
029
272
1 

7.55
802

E-
05 

ASV_5948 

0.00
100
412
8 

0.00
025
926

5 

ASV_2061 

0.00
102
761
3 

0.00
019
545

7 

Empedobacter_sp. 
0.00
065
494 

0.00
016
910

5 

ASV_7512 

0.00
088
388
9 

0.00
022
821

9 

Actinomyces_dentalis 

7.94
691
E-
05 

2.05
188

E-
05 

Saccharomonospora_
sp. 

0.00
029
272
1 

7.55
802

E-
05 

Chloroplast_Mychona
stes_jurisii 

0.00
098
574 

0.00
017
611

5 

Acidimicrobiia_IMCC
26256_metagenome 

0.00
099
988
9 

0.00
025
817 

Eubacterium_brachy_
group__sp. 

0.00
062
958
4 

0.00
016
255

8 

ASV_13900 

0.00
087
616
8 

0.00
022
622

6 

Lawsonella_uncultured_
bacterium 

6.98
516
E-
05 

1.07
245

E-
05 

ASV_5322 

0.00
029
071
3 

7.50
618

E-
05 

ASV_12760 
0.00
097
924 

0.00
025
283

9 

Lactobacillus_iners 

0.00
097
289
8 

0.00
025
120

1 

Eubacterium_brachy_
group_Eubacterium_s
p. 

0.00
062
215
3 

0.00
016
063

9 

Jatrophihabitans_unc
ultured_actinobacteri
um 

0.00
087
616
8 

0.00
022
622

6 

Saccharimonadales_TM
7auncultured_Candidatu
s 

6.79
638
E-
05 

1.75
482

E-
05 

Pyrinomonadaceae_
RB41_metagenome 

0.00
029
071
3 

7.50
618

E-
05 

Chitinophagales_unc
ultured__bacterium 

0.00
097
924 

0.00
025
283

9 

ASV_16467 

0.00
097
073
9 

0.00
025
064

4 

ASV_5922 

0.00
061
732
6 

0.00
015
939

3 

Solirubrobacteraceae
_uncultured__metage
nome 

0.00
087
616
8 

0.00
022
622

6 

Gemella_sp. 

6.77
622
E-
05 

1.74
961

E-
05 

Tyzzerella_uncultured
_Firmicutes 

0.00
029
071
3 

7.50
618

E-
05 

Rhodoplanes_sp. 
0.00
097
924 

0.00
025
283

9 

Candidatus_Nomura
bacteria_Parcubacter
ia_bacterium 

0.00
097
073
9 

0.00
025
064

4 

Oscillospiraceae_UCG
-
007_uncultured_rume
n 

0.00
061
732
6 

0.00
015
939

3 

Roseburia_Lachnospi
raceae_bacterium 

0.00
087
592
3 

0.00
022
616

2 

Anaerolineaceae_bacter
ium 

6.62
243
E-
05 

1.70
99E
-05 

Luteococcus_sp. 
0.00
029
001 

7.48
803

E-
05 

Thermoleophilia_unc
ultured_Conexibacter 

0.00
097
924 

0.00
025
283

9 

Glutamicibacter_uncu
ltured_bacterium 

0.00
097
073
9 

0.00
025
064

4 

Gracilibacteria_Gracili
bacteria_bacterium 

0.00
061
192
4 

0.00
015
799

8 

Corynebacterium_am
ycolatum 

0.00
087
194
1 

0.00
022
513

4 

Treponema_refringens 

6.59
321
E-
05 

1.70
236

E-
05 

ASV_1777 

0.00
028
114
4 

4.40
594

E-
05 

Candidatus_Limnolun
a_uncultured_bacteri
um 

0.00
096
931
1 

0.00
021
954

4 

Roseimarinus_metag
enome 

0.00
096
107
6 

0.00
024
814

9 

Candidatus_Solibacter
_sp. 

0.00
060
152
4 

0.00
015
531

3 

Sphingobacteriales_
NS11-
12_marine_groupunc
ultured_Sphingobact
erium 

0.00
087
194
1 

0.00
022
513

4 

Prevotella_sp. 

6.36
122
E-
05 

1.64
246

E-
05 

Acidimicrobiia_IMCC2
6256uncultured_Acidi
terrimonas 

0.00
027
645
9 

7.13
814

E-
05 

Ferritrophicum_uncult
ured_Rhodocyclacea
e 

0.00
096
514
7 

0.00
024
92 

Candidatus_Flaviluna
_uncultured_actinoba
cterium 

0.00
096
046
1 

0.00
024
799 

Winkia_neuii 

0.00
060
152
4 

0.00
015
531

3 

Kiritimatiellae_WCHB
1-
41uncultured_prokary
ote 

0.00
087
184 

0.00
022
510

8 

Johnsonella_uncultured
_bacterium 

6.28
427
E-
05 

1.62
259

E-
05 

Cellvibrio_uncultured
_gamma 

0.00
027
645
9 

7.13
814

E-
05 

Roseiflexaceae_uncu
ltured__bacterium 

0.00
095
068
3 

0.00
024
546

5 

Candidatus_Hamilton
ella_sp. 

0.00
095
992
3 

0.00
024
785

1 

Treponema_lecithinoly
ticum 

0.00
059
622
9 

0.00
015
394

6 

ASV_12772 

0.00
085
984
5 

0.00
022
201

1 

ASV_1071 

6.10
327
E-
05 

1.57
586

E-
05 

ASV_11581 

0.00
026
770
2 

6.91
204

E-
05 

Corynebacterium_am
ycolatum 

0.00
094
913
7 

0.00
021
820

7 

Lenti-
02_metagenome 

0.00
095
992
3 

0.00
024
785

1 

ASV_13883 

0.00
059
606
6 

0.00
015
390

4 

Prevotellaceae_UCG
-003_sp. 

0.00
085
984
5 

0.00
022
201

1 

Porphyromonas_uenoni
s 

6.10
327
E-
05 

1.57
586

E-
05 

Peptococcus_sp. 

0.00
025
724
9 

5.28
396

E-
05 

Treponema_stenostr
eptum 

0.00
093

0.00
024
219 

Methylobacterium_hi
spanicum 

0.00
095

0.00
024

Stomatobaculum_sp. 
0.00
059

0.00
015

Actinomyces_dentalis 
0.00
085

0.00
017

Fusobacterium_sp. 
5.82
547

1.50
413

ASV_18970 
0.00
025

6.63
886



799
8 

992
3 

785
1 

538
6 

372
8 

161
4 

742
1 

E-
05 

E-
05 

712
2 

E-
05 

ASV_17824 

0.00
092
180
1 

0.00
023
800

8 

Pseudoxanthomonas
_metagenome 

0.00
095
992
3 

0.00
024
785

1 

Cytophagales_sp. 

0.00
059
446
2 

0.00
015
348

9 

Chloroplast_Melosira
_varians 

0.00
083
307 

0.00
014
964

1 

Lachnospiraceae_uncult
ured__sp. 

5.12
805
E-
05 

1.32
406

E-
05 

Bacteriovoracaceae_
uncultured_delta 

0.00
025
712
2 

6.63
886

E-
05 

ASV_17828 

0.00
092
180
1 

0.00
023
800

8 

Actinobacteria_PeM1
5uncultured_actinoba
cterium 

0.00
094
181
7 

0.00
024
317

6 

Lachnospiraceae_NK3
A20_group_uncultured
_Lachnospiraceae 

0.00
059
446
2 

0.00
015
348

9 

Alistipes_gut__metag
enome 

0.00
082
653
2 

0.00
021
341 

Leptotrichia_goodfellowi
i 

5.12
805
E-
05 

1.32
406

E-
05 

CCM19a_uncultured_
bacterium 

0.00
025
712
2 

6.63
886

E-
05 

Nitrosomonadaceae_
GOUTA6_uncultured
_bacterium 

0.00
092
180
1 

0.00
023
800

8 

Phycicoccus_sp. 

0.00
094
181
7 

0.00
024
317

6 

Gemmobacter_sp. 

0.00
059
445
5 

0.00
015
348

8 

Bdellovibrio__uncultu
red_soil 

0.00
082
653
2 

0.00
021
341 

Corynebacterium_amyc
olatum 

5.03
271
E-
05 

1.29
944

E-
05 

Luteibacter_sp. 

0.00
025
712
2 

6.63
886

E-
05 

Flavobacterium_unid
entified 

0.00
091
589
3 

0.00
016
916

3 

BSV13_uncultured_b
acterium 

0.00
093
411
7 

0.00
024
118

8 

Slackia_exigua 

0.00
057
594
5 

9.63
012

E-
05 

ASV_1592 

0.00
082
629
6 

0.00
012
333

3 

Streptococcus_sp. 

5.03
271
E-
05 

1.29
944

E-
05 

Olsenella_uncultured
_rumen 

0.00
025
712
2 

6.63
886

E-
05 

Ralstonia_sp. 

0.00
091
331
5 

0.00
019
920

2 

Eubacterium_coprost
anoligenes_group_hu
man_gut 

0.00
093
411
7 

0.00
024
118

8 

Azospirillaceae_sp. 

0.00
057
159
8 

0.00
014
758

6 

Bacteroidales_M2PB
4-
65_termite_group_m
etagenome 

0.00
081
381
2 

0.00
021
012

5 

Cardiobacterium_valvar
um 

4.85
456
E-
05 

1.25
344

E-
05 

Runella_slithyformis 

0.00
025
712
2 

6.63
886

E-
05 

ASV_164 

0.00
090
200
9 

0.00
023
289

8 

Sphingomonadaceae
_uncultured_alpha_pr
oteobacterium 

0.00
090
861
9 

0.00
023
460

4 

Kiloniella_sp. 

0.00
057
159
8 

0.00
014
758

6 

oligoflexales_uncultur
ed__uncultured_soil 

0.00
080
353
6 

0.00
020
747

2 

Firmicutes_sp. 

0.00
004
713
2 

1.21
694

E-
05 

ASV_12313 

0.00
024
539
3 

6.33
602

E-
05 

Hydrogenedensacea
e_metagenome 

0.00
090
200
9 

0.00
023
289

8 

Faecalibacterium_me
tagenome 

0.00
086
754
6 

0.00
021
437

8 

Sphingomonas_phyllo
sphaerae 

0.00
057
159
8 

0.00
014
758

6 

Absconditabacteriale
s_(SR1)_uncultured_
organism 

0.00
079
976 

0.00
020
649

7 

ASV_6 

4.59
079
E-
05 

8.18
652

E-
06 

ASV_4520 

0.00
024
539
3 

6.33
602

E-
05 

Rubrobacter_uncultur
ed_Rubrobacter 

0.00
090
200
9 

0.00
023
289

8 

Ketobacter_unculture
d_soil 

0.00
084
094
2 

0.00
021
713 

ASV_10003 

0.00
056
253
5 

0.00
014
524

6 

Flavihumibacter_unc
ultured_bacterium 

0.00
079
976 

0.00
020
649

7 

Blvii28_wastewater-
sludge_group_sp. 

4.39
548
E-
05 

1.13
491

E-
05 

ASV_4506 
0.00
024
422 

6.30
573

E-
05 

Coriobacteriia_OPB4
1_uncultured_soil 

0.00
088
913
6 

0.00
019
311

3 

Rhizobiales_Incertae
_Sedis_uncultured__
bacterium 

0.00
084
094
2 

0.00
021
713 

ASV_10004 

0.00
056
253
5 

0.00
014
524

6 

Campylobacter_conci
sus 

0.00
078
542
3 

0.00
014
268

1 

Tannerella_forsythia 

3.71
885
E-
05 

9.60
203

E-
06 

Nannocystis_exedens 

0.00
024
393
4 

6.29
835

E-
05 

Fimbriimonadaceae_
sp. 

0.00
088
131
6 

0.00
022
755

5 

Rickettsiales_SM2D1
2uncultured_Bradyrhi
zobium 

0.00
084
094
2 

0.00
021
713 

Elusimicrobiota_Linea
ge_IIa_metagenome 

0.00
056
142
3 

0.00
014
495

9 

ASV_14881 

0.00
077
881
6 

0.00
020
108

9 

Erysipelotrichaceae_UC
G-
006_uncultured_bacteri
um 

0.00
003
662
9 

9.45
757

E-
06 

ASV_2303 

0.00
024
261
3 

4.30
837

E-
05 

Bergeyella_unculture
d_bacterium 

0.00
086
700
2 

0.00
022
385

9 

ASV_15928 

0.00
083
993
3 

0.00
021
687 

ASV_7817 
0.00
055
802 

0.00
014
408 

Inquilinus_sp. 

0.00
077
881
6 

0.00
020
108

9 

Anaerovoracaceae_sp. 

3.18
061
E-
05 

8.21
23E
-06 

ASV_2862 

0.00
023
695
1 

5.30
332

E-
05 

Xanthobacteraceae_
uncultured__sp. 

0.00
086
700
2 

0.00
022
385

9 

Enterococcus_sp. 

0.00
083
993
3 

0.00
021
687 

Pseudoxanthomonas_
mexicana 

0.00
055
802 

0.00
014
408 

Oligoflexus_unculture
d_delta 

0.00
077
740
7 

0.00
014
170

4 

Prevotella_oris 

3.18
061
E-
05 

8.21
23E
-06 

Thiothrix_sp. 
0.00
022
589 

5.83
245

E-
05 

Larkinella_metageno
me 

0.00
086
334 

0.00
022
291

3 

Holophagaceae_unc
ultured_bacterium 

0.00
083
717 

0.00
021
615

6 

Rhodomicrobium_unc
ultured_bacterium 

0.00
054
873
4 

0.00
014
168

3 

Ignavibacteria_sp. 

0.00
077
386
1 

0.00
019
981 

Prevotellaceae_uncultur
ed_Prevotella 

3.18
061
E-
05 

8.21
23E
-06 

Prevotella_nigrescens 

0.00
022
564
8 

3.12
314

E-
05 

Oligoflexales_uncultu
red__soil 

0.00
086
170
3 

0.00
015
322

1 

Marmoricola_sp. 

0.00
083
206
2 

0.00
021
483

7 

ASV_1592 

0.00
054
757
2 

8.20
965

E-
05 

Johnsonella_sp. 

0.00
077
386
1 

0.00
019
981 

Fretibacteriumunculture
d_Fretibacterium 

3.05
547
E-
05 

5.38
078

E-
06 

ASV_3526 

0.00
022
308
5 

5.76
003

E-
05 

Nosocomiicoccus_a
mpullae 

0.00
085
536
8 

0.00
022
085

5 

Prevotellaceae_sp. 

0.00
083
206
2 

0.00
021
483

7 

ASV_8922 

0.00
053
514
7 

0.00
013
817

4 

Spirochaetaceae_unc
ultured__metagenom
e 

0.00
077
386
1 

0.00
019
981 

Anaerococcus_octavius 

2.92
539
E-
05 

7.55
332

E-
06 

Chloroplast_unculture
d_diatom 

0.00
022
231 

5.74
002

E-
05 

ASV_3100 

0.00
084
620
3 

0.00
021
848

9 

Paenibacillus_taihue
nsis 

0.00
080
038
4 

0.00
020
665

8 

ASV_14482 

0.00
053
468
8 

0.00
013
805

6 

bacteriap25_uncultur
ed_bacterium 

0.00
077
315
6 

0.00
019
962

8 

Prevotella_oulorum 

2.92
539
E-
05 

7.55
332

E-
06 

Mycoplasmataceae_g
enomosp. 

0.00
022
231 

5.74
002

E-
05 

Chryseobacterium_ta
klimakanense 

0.00
084
620
3 

0.00
021
848

9 

Candidatus_Xiphine
matobacter_unculture
d_Candidatus 

0.00
079
957
4 

0.00
020
644

9 

Bifidobacteriaceae_un
cultured__sp. 

0.00
053
468
8 

0.00
013
805

6 

Chamaesiphon_PCC
-7430_sp. 

0.00
077
315
6 

0.00
019
962

8 

Peptoniphilus_lacrimalis 

2.91
273
E-
05 

7.52
064

E-
06 

Elusimicrobia_MVP-
88_sp. 

0.00
022
219
4 

5.73
702

E-
05 

Oligoflexus_unculture
d_delta 

0.00
084
491
3 

0.00
014
872

2 

ASV_2510 

0.00
077
705
4 

0.00
014
446

1 

Magnetospirillaceaeun
cultured_proteobacteri
um 

0.00
053
468
8 

0.00
013
805

6 

ASV_3256 

0.00
075
258
4 

0.00
019
431

6 

Olsenella_genomosp. 

2.84
848
E-
05 

7.35
474

E-
06 

ASV_13612 

0.00
022
104
9 

5.70
746

E-
05 

Pseudoalteromonas_
sp. 

0.00
084
419
8 

0.00
021
797

1 

ASV_5779 

0.00
076
195
2 

0.00
017
864

2 

Pseudorhodoplanes_s
p. 

0.00
053
468
8 

0.00
013
805

6 

Cupriavidus_sp. 

0.00
072
321
5 

0.00
018
673

3 

Stomatobaculum_Eubac
terium_sp. 

2.64
897
E-
05 

6.83
961

E-
06 

Acidovorax_sp. 

0.00
021
161
3 

5.46
382

E-
05 

WOR-1_sp. 

0.00
082
346
9 

0.00
021
261

9 

Streptococcus_mutan
s 

0.00
074
626
9 

0.00
019
268

6 

Rhizobiales_A0839__
uncultured_bacterium 

0.00
053
468
8 

0.00
013
805

6 

Meiothermus_uncultu
red_bacterium 

0.00
072
318
2 

0.00
018
672

5 

Granulicatella_sp. 

2.04
941
E-
05 

5.29
155

E-
06 

ASV_5801 
0.00
021
141 

5.45
858

E-
05 

ASV_13403 

0.00
082
000
8 

0.00
021
172

5 

Saccharofermentans
_uncultured_microorg
anism 

0.00
073
252
4 

0.00
018
913

7 

Solirubrobacteraceae_
uncultured_Phytoplas
ma_sp. 

0.00
053
468
8 

0.00
013
805

6 

Aeromonas__metage
nome 

0.00
071
332
3 

0.00
018
417

9 

Porphyromonas_sp. 

1.94
182
E-
05 

5.01
376

E-
06 

ASV_20250 

0.00
020
569
8 

5.31
11E
-05 

ASV_13405 

0.00
082
000
8 

0.00
021
172

5 

Rhodospirillaceae_un
cultured__bacterium 

0.00
072
918
2 

0.00
018
827

4 

Aminobacter_sp. 

0.00
052
983
6 

0.00
013
680

3 

Legionellaceae_uncul
tured__bacterium 

0.00
069
979 

0.00
018
068

5 

ASV_9 

1.85
943
E-
05 

4.80
103

E-
06 

ASV_2249 

0.00
020
569
8 

5.31
11E
-05 

Elusimicrobiota_Line
age_IIauncultured_ac
tinobacterium 

0.00
082
000
8 

0.00
021
172

5 

ASV_2850 
0.00
072
643 

0.00
013
602

6 

Spirosoma_uncultured
_Bacteroidetes 

0.00
052
983
6 

0.00
013
680

3 

ASV_14382 
0.00
069
584 

0.00
017
966

5 

ASV_2888 

1.46
516
E-
05 

3.78
303

E-
06 

Azospirillaceae_uncul
tured__metagenome 

0.00
020
569
8 

5.31
11E
-05 

Planctopirus_uncultur
ed_planctomycete 

0.00
082
000
8 

0.00
021
172

5 

Anaerobiospirillum_s
ucciniciproducens 

0.00
072
080
7 

0.00
018
611

2 

ASV_5304 

0.00
052
587
1 

0.00
013
577

9 

Chloroflexi_KD4-
96uncultured_Chlorof
lexi 

0.00
068
787
6 

0.00
017
760

9 

Catonella_unidentified 

1.46
516
E-
05 

3.78
303

E-
06 

Chloroplast_Guillardia
_theta 

0.00
020
569
8 

5.31
11E
-05 

Stenotrophomonas_n
itritireducens 

0.00
082
000
8 

0.00
021
172

5 

ASV_10613 

0.00
072
080
7 

0.00
018
611

2 

ASV_3349 

0.00
052
503
3 

0.00
013
556

3 

Edaphobaculum_unc
ultured_Chitinophaga 

0.00
068
787
6 

0.00
017
760

9 

Eubacterium_brachy_gr
oup_Eubacterium_sp. 

1.46
516
E-
05 

3.78
303

E-
06 

Cyclobacteriaceae_sp
. 

0.00
020
569
8 

5.31
11E
-05 

Herpetosiphon_sp. 

0.00
079
831
6 

0.00
020
612

4 

Enterococcus_cecoru
m 

0.00
071
994
2 

0.00
018
588

8 

Roseomonas_metage
nome 

0.00
052
503
3 

0.00
013
556

3 

Flavobacterium_lacic
ola 

0.00
068
787
6 

0.00
017
760

9 

Saccharimonadales_TM
7a_uncultured_bacteriu
m 

1.46
516
E-
05 

3.78
303

E-
06 

Elusimicrobiota_Linea
ge_IIc_uncultured_ba
cterium 

0.00
020
569
8 

5.31
11E
-05 

PRD18C08_uncultur
ed_bacterium 

0.00
079
831
6 

0.00
020
612

4 

ASV_8228 

0.00
071
432
5 

0.00
018
443

8 

Eubacterium_brachy_
group__uncultured_ba
cterium 

0.00
051
459
6 

0.00
013
286

8 

Metamycoplasma_sal
ivarium 

0.00
068
324
6 

9.28
502

E-
05 

Anaerococcusunculture
d_organism 

1.46
269
E-
05 

3.77
665

E-
06 

Blastocatella_uncultur
ed_bacterium 

0.00
020
520
9 

5.29
847

E-
05 

Candidatus_Limnolun
a_sp. 

0.00
079
733
3 

0.00
020
587 

Microtrichales_uncult
ured_Iamiaceae 

0.00
071
391
5 

0.00
018
433

2 

Flavobacterium_rivuli 

0.00
051
459
6 

0.00
013
286

8 

ASV_15912 

0.00
068
146
4 

0.00
017
595

3 

009E01-B-SD-
P15__uncultured_bacter
ium 

0 

0 

Gaiellales_uncultured
_Rubrobacteria 

0.00
020
520
9 

5.29
847

E-
05 

Chloroplast_Taxus_
mairei 

0.00
079
732
1 

0.00
020
586

7 

Rikenellaceae_uncult
ured__sp. 

0.00
071
391
5 

0.00
018
433

2 

Paracaedibacteraceae
_uncultured__metage
nome 

0.00
051
459
6 

0.00
013
286

8 

Eubacterium_brachy
_group_uncultured_F
irmicutes 

0.00
068
146
4 

0.00
017
595

3 

1013-28-
CG33__uncultured_soil 

0 

0 

ASV_8157 

0.00
020
103
3 

5.19
065

E-
05 

Anaerovorax_sp. 

0.00
078
339
2 

0.00
020
227

1 

Saprospiraceae_unc
ultured_Devosia 

0.00
071
391
5 

0.00
018
433

2 

Saccharimonadales_T
M7aTM7_phylum 

0.00
051
459
6 

0.00
013
286

8 

Bilophila_sp. 

0.00
067
199
3 

0.00
017
350

8 

Abditibacterium_sp. 0 

0 

Polymorphobacter_un
cultured_Sphingomon
as 

0.00
020
103
3 

5.19
065

E-
05 



Chloroplast_uncultur
ed_Cryptomonadace
ae 

0.00
078
339
2 

0.00
020
227

1 

Flaviaesturariibacter_
sp. 

0.00
069
492
7 

0.00
017
942

9 

ASV_2386 

0.00
051
419
5 

0.00
010
635

2 

Chelativoransuncultur
ed_Alphaproteobacte
ria 

0.00
064
282
8 

0.00
016
597

7 

Absconditabacteriales_(
SR1)__metagenome 

0 

0 

Babeliales_UBA1241
1_uncultured_bacteri
um 

0.00
020
077
6 

5.18
401

E-
05 

Myroides_sp. 

0.00
078
339
2 

0.00
020
227

1 

Cloacibacterium_sp. 

0.00
069
338
5 

0.00
017
903

1 

Cutibacterium_granulo
sum 

0.00
051
155
1 

7.49
032

E-
05 

Advenella_sp. 

0.00
063
942
3 

0.00
016
509

8 

Absconditabacteriales_(
SR1)__uncultured_bact
erium 

0 

0 

Clostridia_UCG-
014unidentified_rume
n 

0.00
020
077
6 

5.18
401

E-
05 

Rhizobacter_sp. 

0.00
078
339
2 

0.00
020
227

1 

Desulfobulbus_uncult
ured_Desulfobulbus 

0.00
069
338
5 

0.00
017
903

1 

Methylacidiphilaceae_
uncultured_candidate_
division 

0.00
050
953
3 

0.00
013
156

1 

Filifactor_alocis 

0.00
063
942
3 

0.00
016
509

8 

Absconditabacteriales_(
SR1)_candidate_divisio
n 

0 

0 

Corynebacterium_glut
amicum 

0.00
020
077
6 

5.18
401

E-
05 

Leeia_uncultured_ba
cterium 

0.00
077
184
4 

0.00
012
280

7 

Anaeromusa-
Anaeroarcus_sp. 

0.00
066
659
3 

0.00
017
211

4 

ASV_2160 

0.00
050
855
3 

6.22
522

E-
05 

ASV_8997 
0.00
063
466 

0.00
016
386

9 

Absconditabacteriales_(
SR1)_sp. 

0 

0 

Steroidobacteraceae_
uncultured_Hypsibius
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ultured_Gaiella_sp. 

0.00
064
901
3 

0.00
016
757

4 

ASV_4353 
0.00
048
753 

0.00
012
588 

LD29_uncultured_Ve
rrucomicrobia 

0.00
060
189
2 

0.00
015
540

8 

Absconditabacteriales_(
SR1)_uncultured_prokar
yote 

0 

0 

Paludibaculum_ferme
ntans 

0.00
017
888
5 

4.61
879

E-
05 

ASV_1901 

0.00
075
542
3 

0.00
019
504

9 

ASV_2249 
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cterium 
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hila_sp. 

0.00
059
995
2 

0.00
015
490

7 

Acinetobacter__metag
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970
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RS25G_metagenome 
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ncultured__bacterium 
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014
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Opitutus_metagenom
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0.00
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acteria 
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Agathobacter_sp. 0 

0 

DEV007_uncultured_
Verrucomicrobiales 

8.06
751
E-
05 

2.08
302

E-
05 

Blfdi19_sp. 

0.00
043
544
5 

0.00
011
243

1 

Oscillospiraceae_UC
G-
005_uncultured_Rum
inococcaceae 

0.00
036
040
4 

9.30
559

E-
05 

Hyphomonadaceae_S
WB02_metagenome 

0.00
026
734
4 

6.90
279

E-
05 

Lacunisphaerauncult
ured_Opitutus 

0.00
031
703
3 

8.18
576

E-
05 

Aggregatibacter_actino
mycetemcomitans 

0 

0 

Legionella_geestiana 

7.56
363
E-
05 

1.95
292

E-
05 

Fastidiosipila_uncultu
red_bacterium 

0.00
043
544
5 

0.00
011
243

1 

Paludibacteraceae_u
ncultured_Paludibact
er 

0.00
036
040
4 

9.30
559

E-
05 

Kiritimatiellae_WCHB1
-
41_uncultured_bacteri
um 

0.00
026
734
4 

6.90
279

E-
05 

Rhizorhapis_sp. 

0.00
031
703
3 

8.18
576

E-
05 

Aggregatibacter_sp. 0 

0 

Rhodopirellula_planct
omycete_str. 

7.40
647
E-
05 

1.91
234

E-
05 

ASV_11696 
0.00
043
167 

0.00
011
145

7 

Runellauncultured_R
unella 

0.00
036
040
4 

9.30
559

E-
05 

Lachnospiraceae_unc
ultured_Roseburia 

0.00
026
734
4 

6.90
279

E-
05 

Prevotellaunidentified 

0.00
031
377
3 

7.52
162

E-
05 

Agitococcus_lubricus_gr
oup__uncultured_bacter
ium 

0 

0 

Spirosoma_escalantu
s 

7.40
647
E-
05 

1.91
234

E-
05 

ASV_6965 

0.00
043
078
1 

0.00
011
122

7 

Chitinophagales_37-
13_uncultured_Sapro
spiraceae 

0.00
035
997
1 

9.29
441

E-
05 

Meiothermus_uncultur
ed_bacterium 

0.00
026
734
4 

6.90
279

E-
05 

Mucilaginibacter_galii 

0.00
031
204
7 

8.05
702

E-
05 

Agitococcus_lubricus_gr
oup_sp. 

0 

0 

Acidibacter_sp. 

7.37
282
E-
05 

1.90
365

E-
05 

ASV_20235 

0.00
042
895
4 

0.00
011
075

5 

Elusimicrobiota_Line
age_IIb_uncultured_b
acterium 

0.00
035
997
1 

9.29
441

E-
05 

Pseudarcobacter_unc
ultured_Arcobacter 

0.00
026
734
4 

6.90
279

E-
05 

ASV_21444 

0.00
030
994
9 

8.00
285

E-
05 

Agrococcus_sp. 0 

0 

Actinomycetaceae_un
cultured__metageno
me 

7.37
282
E-
05 

1.90
365

E-
05 

Bacteroides_uncultur
ed_Bacteroides 

0.00
042
895
4 

0.00
011
075

5 

Eggerthellaceae_DM
ER64_bacterium_enri
chment 

0.00
034
223
1 

8.83
637

E-
05 

ASV_19606 

0.00
026
491
8 

6.84
015

E-
05 

ASV_2160 

0.00
030
994
9 

8.00
285

E-
05 

Agromyces_sp. 0 

0 

ASV_10605 

7.37
282
E-
05 

1.90
365

E-
05 

Raineya_orbicola 

0.00
042
895
4 

0.00
011
075

5 

Pseudomonadaceae
_sp. 

0.00
034
223
1 

8.83
637

E-
05 

Chitinophagales_37-
13__uncultured_bacte
rium 

0.00
026
491
8 

6.84
015

E-
05 

ASV_7664 

0.00
030
994
9 

8.00
285

E-
05 

Ahniella_affigens 0 

0 

Candidatus_Alysiosp
haera_uncultured_ba
cterium 

7.37
282
E-
05 

1.90
365

E-
05 

Rhodocyclaceae_sp. 

0.00
042
895
4 

0.00
011
075

5 

ASV_2285 

0.00
033
710
1 

8.70
391

E-
05 

Erysipelotrichaceae_s
p. 

0.00
026
491
8 

6.84
015

E-
05 

Mycobacterium_sp. 

0.00
030
994
9 

8.00
285

E-
05 

Ahniella_metagenome 0 

0 

Legionella_metageno
me 

7.37
282
E-
05 

1.90
365

E-
05 

Solirubrobacterales_
67-
14_uncultured_Rubro
bacteraceae 

0.00
042
895
4 

0.00
011
075

5 

Bacillus_sp. 

0.00
033
374
1 

8.61
716

E-
05 

Isosphaeraceae_uncul
tured__metagenome 

0.00
026
491
8 

6.84
015

E-
05 

Rhodoluna_sp. 

0.00
030
994
9 

8.00
285

E-
05 

Ahniella_uncultured_ba
cterium 

0 

0 

Treponema_denticola 

7.37
282
E-
05 

1.90
365

E-
05 

Sporichthya_uncultur
ed_bacterium 

0.00
042
895
4 

0.00
011
075

5 

Sphaerochaeta_glob
osa 

0.00
033
374
1 

8.61
716

E-
05 

Methyloligellaceae_un
cultured_bacterium 

0.00
026
491
8 

6.84
015

E-
05 

Selenomonas_lacticif
ex 

0.00
030
994
9 

8.00
285

E-
05 

Akkermansia_sp. 0 

0 

ASV_20495 

7.36
829
E-
05 

1.90
248

E-
05 

Sporomusaceae_unc
ultured__sp. 

0.00
042
895
4 

0.00
011
075

5 

Methanosaeta_sp. 

0.00
032
968
8 

8.51
251

E-
05 

Burkholderia-
Caballeronia-
Paraburkholderia_sp. 

0.00
026
251
6 

6.77
813

E-
05 

Chlamydiae_sp. 

0.00
030
926
2 

7.98
511

E-
05 

Akkermansia_unculture
d_bacterium 

0 

0 

ASV_16300 

7.19
048
E-
05 

1.85
657

E-
05 

Dehalococcoidia_S08
5_sp. 

0.00
042
523
8 

0.00
010
979

6 

Microscillaceae_OLB
12_uncultured_bacter
ium 

0.00
032
968
8 

8.51
251

E-
05 

Methanoregula_sp. 

0.00
026
251
6 

6.77
813

E-
05 

Thermincolaunculture
d_Clostridiales 

0.00
030
926
2 

7.98
511

E-
05 

Alcaligenaceae_sp. 0 

0 

Acidimicrobiia_IMCC2
6256_uncultured_soil 

0.00
006
840
3 

1.76
616

E-
05 

Sulfurospirillum_uncu
ltured_soil 

0.00
042
523
8 

0.00
010
979

6 

Ruminococcaceae_u
ncultured__sp. 

0.00
032
968
8 

8.51
251

E-
05 

Eggerthellaceae_DNF
00809_uncultured_bac
terium 

0.00
025
923 

6.69
329

E-
05 

ASV_15330 

0.00
029
866
3 

7.71
145

E-
05 

Alcaligenes_sp. 0 

0 

ASV_19866 

0.00
006
840
3 

1.76
616

E-
05 

Flavobacterium_linda
nitolerans 

0.00
042
401
9 

8.12
347

E-
05 

Turicella_uncultured_
bacterium 

0.00
032
968
8 

8.51
251

E-
05 

Caulobacter_metagen
ome 

0.00
025
489
7 

3.87
407

E-
05 

Firmicutes_D8A-
2_uncultured_bacteri
um 

0.00
029
674
9 

7.66
203

E-
05 

Algibacter_sp. 0 

0 

ASV_19872 

0.00
006
840
3 

1.76
616

E-
05 

Candidatus_Dichloro
methanomonas_uncu
ltured_bacterium 

0.00
042
310
1 

0.00
010
924

4 

ASV_18786 

0.00
032
450
7 

8.37
873

E-
05 

ASV_17511 

0.00
025
476
6 

6.57
803

E-
05 

Actinomadura_sp. 

0.00
029
205
6 

7.54
085

E-
05 

Algoriphagus_sp. 0 

0 

Myxococcota_sp. 

0.00
006
840
3 

1.76
616

E-
05 

Actinobacteriota_MB-
A2-108_sp. 

0.00
041
592
4 

0.00
010
739

1 

Candidatus_Megaira
_sp. 

0.00
032
450
7 

8.37
873

E-
05 

ASV_17516 

0.00
025
476
6 

6.57
803

E-
05 

ASV_8275 

0.00
029
205
6 

7.54
085

E-
05 

Algoriphagus_unculture
d_Bacteroidetes 

0 

0 

Roseomonas_sp. 

0.00
006
840
3 

1.76
616

E-
05 

Alishewanella_uncult
ured_bacterium 

0.00
041
592
4 

0.00
010
739

1 

Chloroplast_Tetrades
mus_obliquus 

0.00
032
450
7 

8.37
873

E-
05 

Chloroplast_Guillardia
_theta 

0.00
025
476
6 

6.57
803

E-
05 

Candidatus_Planktop
hila_sp. 

0.00
029
205
6 

7.54
085

E-
05 

Algoriphagus_unculture
d_Hongiella 

0 

0 

ASV_2061 

6.69
254
E-
05 

1.72
801

E-
05 

Ilumatobacteraceae_
uncultured__sp. 

0.00
041
592
4 

0.00
010
739

1 

Janthinobacterium_s
p. 

0.00
032
450
7 

8.37
873

E-
05 

Halieaceae_OM60(NO
R5)_clade_metageno
me 

0.00
025
476
6 

6.57
803

E-
05 

Firmicutes_unculture
d__bacterium 

0.00
029
205
6 

7.54
085

E-
05 

Aliidiomarina_unculture
d_bacterium 

0 

0 

ASV_20943 

6.69
254
E-
05 

1.72
801

E-
05 

ASV_3349 
0.00
041
581 

7.50
13E
-05 

Salinispira_metageno
me 

0.00
032
450
7 

8.37
873

E-
05 

Ruminococcaceae_un
cultured_anaerobic_di
gester 

0.00
025
476
6 

6.57
803

E-
05 

Gracilibacteria_JGI_0
000069-
P22Candidatus_Grac
ilibacteria 

0.00
029
205
6 

7.54
085

E-
05 

Aliidongia_dinghuensis 0 

0 

Polynucleobacter_sp. 

6.69
254
E-
05 

1.72
801

E-
05 

ASV_2160 

0.00
041
272
8 

8.41
585

E-
05 

Candidatus_Vogelba
cteria_uncultured_ba
cterium 

0.00
032
015
4 

8.26
634

E-
05 

ASV_4167 

0.00
025
274
9 

6.52
595

E-
05 

Myxococcaceae_P3
OB-42_sp. 

0.00
029
205
6 

7.54
085

E-
05 

Aliivibrio_sp. 0 

0 

Acidiphilium_sp. 

6.50
491
E-
05 

1.67
956

E-
05 

ASV_5218 

0.00
041
173
4 

0.00
010
630

9 

Haliangium_metagen
ome 

0.00
032
015
4 

8.26
634

E-
05 

LaribacterLaribacter_h
ongkongensis 

0.00
025
183
4 

6.50
233

E-
05 

Prevotellaunidentified
_eubacterium 

0.00
029
205
6 

7.54
085

E-
05 

Alishewanella_sp. 0 

0 

Anaerolineae_A4b__
metagenome 

6.50
491
E-
05 

1.67
956

E-
05 

CCM19a_uncultured
_gamma 

0.00
041
173
4 

0.00
010
630

9 

Micrarchaeales_CG1
-02-32-
21_uncultured_archa
eon 

0.00
032
015
4 

8.26
634

E-
05 

ASV_12420 

0.00
025
150
3 

6.49
378

E-
05 

Syntrophobacteruncu
ltured_Syntrophobact
er 

0.00
029
205
6 

7.54
085

E-
05 

Alishewanella_unculture
d_bacterium 

0 

0 

Clostridia_UCG-
014_uncultured_Firmi
cutes 

6.50
491
E-
05 

1.67
956

E-
05 

Diplorickettsiaceae_u
ncultured_Coxiellace
ae 

0.00
041
173
4 

0.00
010
630

9 

Rubrobacter_sp. 

0.00
032
015
4 

8.26
634

E-
05 

Filifactor_sp. 

0.00
025
150
3 

6.49
378

E-
05 

Vicinamibacteraceae
_sp. 

0.00
029
205
6 

7.54
085

E-
05 

Alistipes_gut__metagen
ome 

0 

0 

Coprococcus_sp. 

6.50
491
E-
05 

1.67
956

E-
05 

Isosphaeraceae_unc
ultured_Planctomycet
aceae 

0.00
041
173
4 

0.00
010
630

9 

Akkermansia_sp. 

0.00
031
393
9 

8.10
587

E-
05 

Johnsonella_ignava 

0.00
025
150
3 

6.49
378

E-
05 

Algoriphagus_sp. 

0.00
029
064
7 

7.50
447

E-
05 

Alistipes_sp. 0 

0 

Desulfobacterium_cat
echolicum_group_unc
ultured_bacterium 

6.50
491
E-
05 

1.67
956

E-
05 

Rubinisphaeraceae_
uncultured__metagen
ome 

0.00
041
173
4 

0.00
010
630

9 

ASV_9544 

0.00
031
393
9 

8.10
587

E-
05 

Nevskia_uncultured_N
evskia 

0.00
025
110
9 

6.48
361

E-
05 

Desulfosporosinus_s
p. 

0.00
029
064
7 

7.50
447

E-
05 

Alistipes_uncultured_Ali
stipes 

0 

0 

Flavobacterium_linda
nitolerans 

6.50
491
E-
05 

1.67
956

E-
05 

Thermoactinomyceta
ceae_uncultured__ba
cterium 

0.00
041
12 

0.00
010
617

1 

Candidatus_Collierba
cteria_uncultured_soi
l 

0.00
031
393
9 

8.10
587

E-
05 

Xanthomonadaceae_X
anthomonas_sp. 

0.00
025
110
9 

6.48
361

E-
05 

Dyadobacter_sp. 

0.00
029
064
7 

7.50
447

E-
05 

Alistipes_uncultured_ba
cterium 

0 

0 

Methanospirillum_unc
ultured_archaeon 

6.50
491
E-
05 

1.67
956

E-
05 

Candidatus_Methylop
umilus_sp. 

0.00
041
000
4 

0.00
010
586

3 

Cytophaga_metagen
ome 

0.00
031
393
9 

8.10
587

E-
05 

ASV_2510 

0.00
024
461
1 

4.95
203

E-
05 

Eggerthia_catenafor
mis 

0.00
029
064
7 

7.50
447

E-
05 

Alistipes_uncultured_Ba
cteroidetes 

0 

0 

Nitrospira_sp. 

6.50
491
E-
05 

1.67
956

E-
05 

Chitinophaga_sp. 

0.00
041
000
4 

0.00
010
586

3 

Fibrella_sp. 

0.00
031
393
9 

8.10
587

E-
05 

Saprospiraceae_uncul
tured_Cytophaga 

0.00
024
430
9 

6.30
803

E-
05 

Flavisolibacter_sp. 

0.00
029
064
7 

7.50
447

E-
05 

Aliterella_cyanobacteriu
m_OU_20 

0 

0 

Pedosphaeraceae_un
cultured__bacterium 

6.50
491
E-
05 

1.67
956

E-
05 

Cloacibacterium_sp. 

0.00
041
000
4 

0.00
010
586

3 

Nitrosomonadaceae_
GOUTA6_uncultured
_beta 

0.00
031
393
9 

8.10
587

E-
05 

Campylobacter_curvu
s 

0.00
024
330
1 

6.28
2E-
05 

Clavibacter_sp. 

0.00
027
533
5 

7.10
912

E-
05 

Aliterella_sp. 0 

0 

Proteocatella_uncultu
red_bacterium 

6.50
491
E-
05 

1.67
956

E-
05 



Dongia_sp. 

0.00
041
000
4 

0.00
010
586

3 

Planctopirus_uncultur
ed_bacterium 

0.00
031
393
9 

8.10
587

E-
05 

Candidatus_Sacchari
monas_sp. 

0.00
023
390
7 

6.03
945

E-
05 

Prevotella_marshii 

0.00
027
388
1 

7.07
158

E-
05 

Aliterella_uncultured_ba
cterium 

0 

0 

Elusimicrobiota_Linea
ge_IV_uncultured_Te
rmite 

6.47
103
E-
05 

1.67
081

E-
05 

Methylotenerauncultu
red_Methylotenera 

0.00
040
908
9 

0.00
010
562

6 

ASV_6176 

0.00
030
531
7 

5.84
896

E-
05 

CL500-
29_marine_group_sp. 

0.00
023
390
7 

6.03
945

E-
05 

Burkholderiales_sp. 

0.00
026
391
1 

5.03
606

E-
05 

Alkalibacter_uncultured
_bacterium 

0 

0 

Parachlamydiaceae_
uncultured__metagen
ome 

6.45
401
E-
05 

1.66
642

E-
05 

Sphingobacteriales_e
nv.OPS_17_uncultur
ed_Sphingobacteriia 

0.00
039
866
6 

0.00
010
293

5 

ASV_16374 

0.00
029
945
2 

7.73
182

E-
05 

Parabacteroides_sp. 

0.00
023
390
7 

6.03
945

E-
05 

Lachnospiraceae_un
cultured_Lachnospira
ceae_bacterium 

0.00
026
259
8 

6.78
025

E-
05 

Alkalibacterium_uncultur
ed_bacterium 

0 

0 

Desulfatiglans_sp. 

0.00
006
348
4 

1.63
915

E-
05 

Daphnia_magna 

0.00
039
569
8 

0.00
010
216

9 

Aquicella_metageno
me 

0.00
027
811
8 

7.18
098

E-
05 

Ruminiclostridium_met
agenome 

0.00
023
390
7 

6.03
945

E-
05 

ASV_10385 

0.00
026
133
1 

6.74
754

E-
05 

Alkanibacter_metageno
me 

0 

0 

Microscillaceae_uncul
tured__metagenome 

0.00
006
348
4 

1.63
915

E-
05 

Kineococcus_sp. 

0.00
039
569
8 

0.00
010
216

9 

Facklamia_sp. 

0.00
027
811
8 

7.18
098

E-
05 

Tychonema_CCAP_1
459-11B_sp. 

0.00
023
390
7 

6.03
945

E-
05 

Soortia_sp. 

0.00
026
133
1 

6.74
754

E-
05 

Alkanindiges_sp. 0 

0 

ASV_18695 

6.30
302
E-
05 

1.62
743

E-
05 

Asticcacaulis_sp. 

0.00
039
169
6 

0.00
010
113

5 

ASV_20042 

0.00
027
797
1 

7.17
718

E-
05 

Elstera_uncultured_ba
cterium 

0.00
022
993
8 

5.93
697

E-
05 

Altererythrobacter_al
pha_proteobacterium 

0.00
025
795
4 

6.66
034

E-
05 

Alkanindiges_uncultured
_bacterium 

0 

0 

Solirubrobacteraceae
_sp. 

6.30
302
E-
05 

1.62
743

E-
05 

ASV_19207 

0.00
039
169
6 

0.00
010
113

5 

Leeia_uncultured_ba
cterium 

0.00
027
797
1 

7.17
718

E-
05 

Bacteroides_pyogenes 

0.00
022
863
9 

5.90
343

E-
05 

Candidatus_Alysiosp
haera_metagenome 

0.00
025
795
4 

6.66
034

E-
05 

Alkanindiges_uncultured
_gamma 

0 

0 

ASV_346 

6.14
402
E-
05 

1.58
638

E-
05 

ASV_19219 

0.00
039
169
6 

0.00
010
113

5 

T34_uncultured_Burk
holderiales 

0.00
027
797
1 

7.17
718

E-
05 

Flavobacterium_weav
erense 

0.00
022
863
9 

5.90
343

E-
05 

Endomicrobium_uncu
ltured_bacterium 

0.00
025
795
4 

6.66
034

E-
05 

Allobranchiibius_sp. 0 

0 

Shimazuella_uncultur
ed_bacterium 

6.14
402
E-
05 

1.58
638

E-
05 

Candidatus_Roizman
bacteria_uncultured_
bacterium 

0.00
039
169
6 

0.00
010
113

5 

Comamonadaceae_s
p. 

0.00
027
735
4 

7.16
125

E-
05 

Planktothrix_NIVA-
CYA_15_sp. 

0.00
022
863
9 

5.90
343

E-
05 

Flavobacterium_Bact
eroidetes_bacterium 

0.00
025
795
4 

6.66
034

E-
05 

Alloiococcus_uncultured
_bacterium 

0 

0 

Agrococcus_sp. 

6.10
352
E-
05 

1.57
592

E-
05 

Chlamydiaceae_uncu
ltured__bacterium 

0.00
039
169
6 

0.00
010
113

5 

Solirubrobacterales_
67-
14_uncultured_actino
bacterium 

0.00
027
735
4 

7.16
125

E-
05 

Oribacterium_uncultur
ed_organism 

0.00
022
823 

5.89
287

E-
05 

Patescibacteria_WW
E3bacterium_enrich
ment 

0.00
025
795
4 

6.66
034

E-
05 

Alloprevotella_sp. 0 

0 

ASV_18923 

6.10
352
E-
05 

1.57
592

E-
05 

Clavibacter_sp. 

0.00
039
169
6 

0.00
010
113

5 

Pedosphaeraceae_S
H3-11_metagenome 

0.00
027
474 

7.09
376

E-
05 

Leeia_uncultured_bact
erium 

0.00
022
501
4 

5.80
984

E-
05 

Sphingobacterium_sp
. 

0.00
025
795
4 

6.66
034

E-
05 

Alloprevotella_tannerae 0 

0 

ASV_18928 

6.10
352
E-
05 

1.57
592

E-
05 

Gaiellales_uncultured
_prokaryote 

0.00
039
169
6 

0.00
010
113

5 

Chlamydiales_sp. 

0.00
027
426
7 

7.08
154

E-
05 

Proteiniclasticum_sp. 

0.00
022
501
4 

5.80
984

E-
05 

Verrucomicrobiaceae
_uncultured_uncultur
ed_verrucomicrobium 

0.00
025
795
4 

6.66
034

E-
05 

Alloprevotella_unculture
d_Bacteroidales 

0 

0 

Fermentimonas_sp. 

6.10
352
E-
05 

1.57
592

E-
05 

Haliangium_unculture
d_Myxococcales 

0.00
039
169
6 

0.00
010
113

5 

Oligoflexus_unculture
d_delta 

0.00
027
116
2 

4.85
848

E-
05 

Acanthopleuribacter__
uncultured_bacterium 

0.00
022
035
4 

5.68
952

E-
05 

Aneurinibacillus_unc
ultured_bacterium 

0.00
025
698 

6.63
52E
-05 

Allorhizobium-
Neorhizobium-
Pararhizobium-
Rhizobium_sp. 

0 

0 

Metamycoplasma_sal
ivarium 

6.10
352
E-
05 

1.57
592

E-
05 

Ilumatobacteraceae_
uncultured__metagen
ome 

0.00
039
169
6 

0.00
010
113

5 

ASV_5961 

0.00
026
652
5 

6.88
165

E-
05 

ASV_16250 

0.00
022
035
4 

5.68
952

E-
05 

ASV_10098 
0.00
025
698 

6.63
52E
-05 

allotenuales_AKIW781_
uncultured_bacterium 

0 

0 

Micrococcus_sp. 

6.10
352
E-
05 

1.57
592

E-
05 

Isosphaeraceae_unc
ultured__uncultured_
soil 

0.00
039
169
6 

0.00
010
113

5 

Gammaproteobacteri
a_CHAB-XI-
31_uncultured_bacter
ium 

0.00
025
960
5 

6.70
297

E-
05 

Bacteroides_coprophil
us 

0.00
022
035
4 

5.68
952

E-
05 

Macromonas_sp. 
0.00
025
698 

6.63
52E
-05 

alpha_proteobacterium 0 

0 

Planctomycetes_Pla4
_lineage_sp. 

6.10
352
E-
05 

1.57
592

E-
05 

Pseudonocardia_sp. 

0.00
039
169
6 

0.00
010
113

5 

Gemmatimonadacea
e_uncultured__uncult
ured_soil 

0.00
025
960
5 

6.70
297

E-
05 

Zoogloea_sp. 

0.00
022
035
4 

5.68
952

E-
05 

Candidatus_Campbel
lbacteria_sp. 

0.00
025
401
8 

6.55
872

E-
05 

Alphaproteobacteria_ba
cterium 

0 

0 

ASV_305 

5.80
254
E-
05 

1.06
312

E-
05 

Sphingobacteriales_
AKYH767_uncultured
_bacterium 

0.00
039
169
6 

0.00
010
113

5 

Pedosphaeraceae_S
H3-
11uncultured_Verruc
omicrobia 

0.00
025
960
5 

6.70
297

E-
05 

Treponema_genomos
p. 

0.00
022
034
6 

5.68
931

E-
05 

Dehalococcoidia_RB
G-13-46-
9_uncultured_bacteri
um 

0.00
025
109
6 

6.48
327

E-
05 

Alphaproteobacteria_sp. 0 

0 

Pedosphaeraceae_S
H3-11_sp. 

5.64
726
E-
05 

1.45
812

E-
05 

Spirochaetota_MVP-
15_uncultured_bacter
ium 

0.00
039
169
6 

0.00
010
113

5 

Dechloromonas_sp. 

0.00
025
667
4 

6.62
729

E-
05 

ASV_2862 

0.00
021
787
6 

3.60
111

E-
05 

Elusimicrobia_MVP-
88_uncultured_bacter
ium 

0.00
025
109
6 

6.48
327

E-
05 

alphaproteobacteria_un
cultured__bacterium 

0 

0 

ASV_1208 

5.29
033
E-
05 

1.36
596

E-
05 

Sumerlaea_metagen
ome 

0.00
039
169
6 

0.00
010
113

5 

Schlesneria_sp. 

0.00
025
667
4 

6.62
729

E-
05 

ASV_6194 
0.00
021
5 

5.55
128

E-
05 

Streptomycetaceae_s
p. 

0.00
025
109
6 

6.48
327

E-
05 

Alphaproteobacteria_un
cultured__bacterium 

0 

0 

ASV_2850 

5.29
033
E-
05 

1.36
596

E-
05 

Arsenicicoccus_bolid
ensis 

0.00
037
519
9 

9.68
76E
-05 

Campylobacter_conci
sus 

0.00
024
839 

6.41
34E
-05 

Lautropia_sp. 

0.00
021
230
5 

5.48
169

E-
05 

ASV_20431 

0.00
024
106
1 

6.22
417

E-
05 

Alphaproteobacteria_un
cultured__metagenome 

0 

0 

Lactobacillales_P5D1
-
392_uncultured_bact
erium 

5.28
044
E-
05 

1.36
34E
-05 

ASV_19823 

0.00
037
519
9 

9.68
76E
-05 

Chryseobacterium_u
ncultured_Bacteroide
tes 

0.00
024
839 

6.41
34E
-05 

Xanthomonadaceae_u
ncultured__bacterium 

0.00
021
053
4 

5.43
596

E-
05 

Christensenellaceae_
R-
7_group_uncultured_
compost 

0.00
024
106
1 

6.22
417

E-
05 

Alphaproteobacteria_un
cultured__sp. 

0 

0 

Candidatus_Colwellb
acteria 

5.13
022
E-
05 

1.32
462

E-
05 

Candidatus_Competi
bacter_sp. 

0.00
037
519
9 

9.68
76E
-05 

Anaerovoracaceae_F
amily_XIII_AD3011_g
roup_sp. 

0.00
024
026
9 

6.20
372

E-
05 

Clostridium_vincentii 

0.00
020
119
6 

5.19
486

E-
05 

Corynebacterium_pro
pinquum 

0.00
024
106
1 

6.22
417

E-
05 

Alphaproteobacteria_un
cultured_Alphaproteoba
cteria 

0 

0 

Candidatus_Giovann
onibacteria_sp. 

5.13
022
E-
05 

1.32
462

E-
05 

Candidatus_Planktop
hila_uncultured_bact
erium 

0.00
037
519
9 

9.68
76E
-05 

Corynebacterium_am
ycolatum 

0.00
024
026
9 

6.20
372

E-
05 

Opitutus_uncultured_b
acterium 

0.00
020
119
6 

5.19
486

E-
05 

Simkaniaceae_sp. 

0.00
024
106
1 

6.22
417

E-
05 

Alphaproteobacteria_un
cultured_bacterium_enri
chment 

0 

0 

Gastranaerophilales_
uncultured_bacterium 

5.13
022
E-
05 

1.32
462

E-
05 

Chloroplast_Cinnamo
mum_camphora 

0.00
037
519
9 

9.68
76E
-05 

Lachnospiraceae_un
cultured_Clostridiace
ae_bacterium 

0.00
024
026
9 

6.20
372

E-
05 

ASV_3630 

0.00
020
066
8 

3.99
862

E-
05 

Ralstonia_sp. 

0.00
023
777
4 

6.13
93E
-05 

Alphaproteobacteria_un
cultured_eubacterium 

0 

0 

Gemmatimonas_sp. 

5.13
022
E-
05 

1.32
462

E-
05 

Pajaroellobacter_sp. 

0.00
037
519
9 

9.68
76E
-05 

Alphaproteobacteria_
uncultured__sp. 

0.00
023
998
1 

6.19
628

E-
05 

Anaerolineaceae_unc
ultured_delta 

0.00
020
050
8 

5.17
709

E-
05 

ASV_10316 

0.00
023
708
3 

6.12
146

E-
05 

Alphaproteobacteria_un
cultured_gut__metagen
ome 

0 

0 

Porphyromonas_uncu
ltured_bacterium 

5.13
022
E-
05 

1.32
462

E-
05 

Aerococcus_sp. 

0.00
037
208
3 

9.60
714

E-
05 

ASV_5084 

0.00
023
998
1 

6.19
628

E-
05 

Bdellovibrionaceae_O
M27_clade_sp. 

0.00
020
050
8 

5.17
709

E-
05 

Alphaproteobacteria_
bacterium 

0.00
023
251
8 

6.00
359

E-
05 

Alphaproteobacteria_un
cultured_Lacibacterium_
aquatile 

0 

0 

Sphingobacteriales_N
S11-
12_marine_groupunc
ultured_Cytophagales 

5.13
022
E-
05 

1.32
462

E-
05 

Pseudomonas_grami
nis 

0.00
037
208
3 

9.60
714

E-
05 

Chloroplast_Oscillato
riales_cyanobacteriu
m 

0.00
023
998
1 

6.19
628

E-
05 

Filimonas_lacunae 

0.00
020
050
8 

5.17
709

E-
05 

ASV_4527 

0.00
023
251
8 

6.00
359

E-
05 

Alphaproteobacteria_un
cultured_Novosphingobi
um 

0 

0 

Caulobacter_metagen
ome 

5.04
242
E-
05 

1.30
195

E-
05 

Neisseriaceae_uncult
ured_organism 

0.00
037
203
8 

9.60
598

E-
05 

Margulisbacteria_sp. 

0.00
023
998
1 

6.19
628

E-
05 

Isosphaeraceae_sp. 

0.00
020
050
8 

5.17
709

E-
05 

Sandaracinaceae_un
cultured_Oryza_longi
staminata 

0.00
023
194
7 

5.98
885

E-
05 

Alphaproteobacteria_un
cultured_Rhodospirillac
eae_bacterium 

0 

0 

Corynebacterium_auri
mucosum 

5.04
242
E-
05 

1.30
195

E-
05 

ASV_2433 

0.00
037
189
9 

9.60
239

E-
05 

Burkholderiales_SC-
I-84_sp. 

0.00
021
979
2 

5.67
501

E-
05 

Jatrophihabitans_sp. 

0.00
020
050
8 

5.17
709

E-
05 

TaibaiellaTaibaiella_s
p. 

0.00
023
194
7 

5.98
885

E-
05 

Altererythrobacter_alph
a_proteobacterium 

0 

0 

Corynebacterium_pro
pinquum 

5.04
242
E-
05 

1.30
195

E-
05 

Ignatzschineria_swin
e_effluent 

0.00
036
287
1 

9.36
929

E-
05 

Oscillospiraceae_UC
G-005_sp. 

0.00
021
979
2 

5.67
501

E-
05 

Kocuria_marina 

0.00
020
050
8 

5.17
709

E-
05 

Clostridia_vadinBB60
_group_Clostridiales_
bacterium 

0.00
022
988
1 

4.58
29E
-05 

Altererythrobacter_sp. 0 

0 

Phaselicystis_uncultu
red_Polyangiaceae 

5.04
242
E-
05 

1.30
195

E-
05 



Diplorickettsiaceae_u
ncultured_bacterium_
enrichment 

0.00
036
242
4 

9.35
775

E-
05 

Acholeplasma_laidla
wii 

0.00
021
389
5 

5.52
275

E-
05 

Parcubacteria_wastew
ater__metagenome 

0.00
020
050
8 

5.17
709

E-
05 

Amb-16S-
1323_uncultured_bac
terium 

0.00
022
826
9 

5.89
388

E-
05 

Alysiella_sp. 0 

0 

ASV_19144 

4.91
521
E-
05 

1.26
91E
-05 

Woeseia_sp. 

0.00
036
242
4 

9.35
775

E-
05 

ASV_18835 

0.00
021
389
5 

5.52
275

E-
05 

Phascolarctobacterium
uncultured_Veillonella
ceae 

0.00
020
050
8 

5.17
709

E-
05 

Eubacterium_minutu
m 

0.00
022
625 

5.84
175

E-
05 

Amaricoccus_sp. 0 

0 

Chloroflexi_KD4-
96_metagenome 

4.91
521
E-
05 

1.26
91E
-05 

Dysgonomonadacea
e_uncultured_Petrim
onas 

0.00
035
972
5 

9.28
806

E-
05 

Beggiatoa_metageno
me 

0.00
021
389
5 

5.52
275

E-
05 

Sediminibacterium_sp. 

0.00
020
050
8 

5.17
709

E-
05 

Prevotella_disiens 
0.00
022
625 

5.84
175

E-
05 

Amaricoccus_tamworth
ensis 

0 

0 

Luedemannella_sp. 

4.91
521
E-
05 

1.26
91E
-05 

Bacteriovorax_uncult
ured_delta 

0.00
035
650
6 

9.20
495

E-
05 

Lachnospirales_uncul
tured__bacterium 

0.00
021
389
5 

5.52
275

E-
05 

Silvanigrellaceae_unc
ultured__bacterium 

0.00
020
050
8 

5.17
709

E-
05 

SediminispirochaetaS
pirochaeta_sp. 

0.00
022
441 

5.79
424

E-
05 

Amb-16S-
1323_uncultured_bacter
ium 

0 

0 

Mitochondria_Eukary
ota_sp. 

4.91
521
E-
05 

1.26
91E
-05 

Nocardioides_gangh
wensis 

0.00
035
650
6 

9.20
495

E-
05 

Kocuria_marina 
0.00
021
322 

5.50
532

E-
05 

Sphingobacterium_the
rmophilum 

0.00
020
050
8 

5.17
709

E-
05 

Pseudolabrys_sp. 

0.00
022
399
8 

5.78
36E
-05 

Aminobacter_sp. 0 

0 

Nitrosomonadaceae_
uncultured__metagen
ome 

4.91
521
E-
05 

1.26
91E
-05 

Neisseriaceae_uncult
ured_Neisseriaceae_
bacterium 

0.00
034
680
1 

8.95
436

E-
05 

Novosphingobium_sp
. 

0.00
021
322 

5.50
532

E-
05 

Turneriella_metageno
me 

0.00
020
050
8 

5.17
709

E-
05 

Candidatus_Limnolun
a_uncultured_bacteri
um 

0.00
022
089 

4.76
85E
-05 

Ammoniibacillus_agarip
erforans 

0 

0 

ASV_21506 

4.91
219
E-
05 

1.26
832

E-
05 

Catenisphaera_uncul
tured_rumen 

0.00
033
848
1 

8.73
954

E-
05 

Thermoflexibacter_sp
. 

0.00
021
322 

5.50
532

E-
05 

Vicinamibacteria_uncu
ltured__bacterium 

0.00
020
050
8 

5.17
709

E-
05 

Legionella_sp. 

0.00
020
663
3 

5.33
524

E-
05 

Ammoniphilus_oxalaticu
s 

0 

0 

ASV_6442 

4.91
219
E-
05 

1.26
832

E-
05 

Anaeromyxobacter_d
ehalogenans 

0.00
033
470
9 

8.64
215

E-
05 

Berkelbacteriauncultu
red_organism 

0.00
021
290
6 

5.49
721

E-
05 

Bacteroidetes_BD2-
2_sp. 

0.00
019
868
9 

5.13
013

E-
05 

Spirochaeta_aurantia 

0.00
020
663
3 

5.33
524

E-
05 

Amnibacterium_sp. 0 

0 

Burkholderiales_sp. 

4.91
219
E-
05 

1.26
832

E-
05 

Croceicoccus_sp. 

0.00
033
470
9 

8.64
215

E-
05 

Candidatus_Microthri
x_sp. 

0.00
020
929
3 

5.40
392

E-
05 

Blautia_sp. 

0.00
019
868
9 

5.13
013

E-
05 

Solirubrobacterales_
67-
14_uncultured_organi
sm 

0.00
020
544
2 

5.30
449

E-
05 

Amnipila_sp. 0 

0 

Emticicia_sp. 

4.91
219
E-
05 

1.26
832

E-
05 

Desulfovibrio_gut__m
etagenome 

0.00
033
470
9 

8.64
215

E-
05 

Anaerolineaceae_unc
ultured__metagenom
e 

0.00
020
847
8 

5.38
288

E-
05 

Candidatus_Jorgense
nbacteria__Parcubact
eria_group 

0.00
019
868
9 

5.13
013

E-
05 

Truepera_uncultured
_bacterium 

0.00
020
544
2 

5.30
449

E-
05 

Amycolatopsis_sp. 0 

0 

Vicinamibacteria_unc
ultured__sp. 

4.91
219
E-
05 

1.26
832

E-
05 

Flavobacterium_ardle
yense 

0.00
033
470
9 

8.64
215

E-
05 

ASV_4909 

0.00
020
847
8 

5.38
288

E-
05 

Saccharimonadales_L
WQ8_metagenome 

0.00
019
868
9 

5.13
013

E-
05 

Cryptobacterium_sp. 

0.00
020
321
4 

5.24
696

E-
05 

Anaerobacterium_uncult
ured_bacterium 

0 

0 

Blfdi19_uncultured_b
acterium 

4.88
281
E-
05 

1.26
074

E-
05 

ASV_4527 

0.00
033
001
4 

7.57
604

E-
05 

ASV_7512 

0.00
020
847
8 

5.38
288

E-
05 

Cloacibacterium_sp. 

0.00
019
846
2 

5.12
427

E-
05 

C1-
B045_gamma_proteo
bacterium 

0.00
019
994 

5.16
243

E-
05 

Anaerobiospirillum_succ
iniciproducens 

0 

0 

Candidatus_Woeseba
cteria_uncultured_eu
bacterium 

4.88
281
E-
05 

1.26
074

E-
05 

Candidatus_Finniella
_uncultured_bacteriu
m 

0.00
032
800
3 

8.46
9E-
05 

Chloroplast_Melosira
_varians 

0.00
020
847
8 

5.38
288

E-
05 

Anaerovoracaceae_Fa
mily_XIII_UCG-
004Eubacterium_sp. 

0.00
019
530
7 

5.04
281

E-
05 

Fluviicola_sp. 
0.00
019
994 

5.16
243

E-
05 

Anaerococcus_hydroge
nalis 

0 

0 

Capnocytophaga_gra
nulosa 

4.88
281
E-
05 

1.26
074

E-
05 

Chloroplast_Chlorom
onas_radiata 

0.00
032
800
3 

8.46
9E-
05 

Cytophaga_hutchinso
nii 

0.00
020
57 

5.31
115

E-
05 

Propionibacteriaceae_
sp. 

0.00
019
530
7 

5.04
281

E-
05 

Hungateiclostridiacea
e_sp. 

0.00
019
994 

5.16
243

E-
05 

Anaerococcus_prevotii 0 

0 

Acetitomaculum_sp. 

4.87
868
E-
05 

1.25
967

E-
05 

Erysipelotrichaceae_
UCG-003_sp. 

0.00
032
800
3 

8.46
9E-
05 

ASV_12032 

0.00
019
516
3 

5.03
909

E-
05 

Alphaproteobacteria_u
ncultured_Novosphing
obium 

0.00
018
887
5 

4.87
673

E-
05 

ASV_21656 

0.00
019
470
4 

5.02
724

E-
05 

Anaerococcus_sp. 0 

0 

Apibacter_sp. 

4.85
327
E-
05 

1.25
311

E-
05 

Paracaedibacteracea
e_uncultured__metag
enome 

0.00
032
800
3 

8.46
9E-
05 

ASV_21156 

0.00
019
470
4 

5.02
724

E-
05 

ASV_17446 

0.00
018
887
5 

4.87
673

E-
05 

ASV_21657 

0.00
019
470
4 

5.02
724

E-
05 

Anaerococcus_uncultur
ed_bacterium 

0 

0 

Candidatus_Magasan
ikbacteria__Parcubac
teria_group 

4.84
051
E-
05 

1.24
981

E-
05 

Pseudokineococcus_
sp. 

0.00
032
800
3 

8.46
9E-
05 

Aureimonas_sp. 

0.00
019
470
4 

5.02
724

E-
05 

Patescibacteria_CPR2
_uncultured_Firmicute
s 

0.00
018
887
5 

4.87
673

E-
05 

Pedosphaeraceae_S
H3-
11_uncultured_bacter
ium 

0.00
019
470
4 

5.02
724

E-
05 

Anaerocolumna_uncultu
red_bacterium 

0 

0 

Aquicella_uncultured_
bacterium 

0.00
004
461
7 

1.15
201

E-
05 

Coriobacteriia_OPB4
1uncultured_Corioba
cteriia 

0.00
032
375
3 

8.35
927

E-
05 

Christensenellaceae_
R-
7_groupunidentified_r
umen 

0.00
019
470
4 

5.02
724

E-
05 

Aeromonas_sp. 

0.00
018
751
2 

4.84
154

E-
05 

Anaerolineaceae_unc
ultured__sp. 

0.00
018
666
5 

4.81
967

E-
05 

Anaerofilumuncultured_
Anaerofilum 

0 

0 

Arenimonas_oryziterr
ae 

0.00
004
461
7 

1.15
201

E-
05 

GKS98_freshwater_g
roup_sp. 

0.00
032
375
3 

8.35
927

E-
05 

Isosphaeraceae_unc
ultured__sp. 

0.00
019
470
4 

5.02
724

E-
05 

ASV_19081 

0.00
018
751
2 

4.84
154

E-
05 

Candidatus_Anammo
ximicrobium_sp. 

0.00
018
666
5 

4.81
967

E-
05 

Anaerofustis_uncultured
_bacterium 

0 

0 

Candidatus_Amesbac
teria 

0.00
004
461
7 

1.15
201

E-
05 

ASV_21307 

0.00
032
171
6 

8.30
667

E-
05 

Oligoflexia_unculture
d__metagenome 

0.00
019
470
4 

5.02
724

E-
05 

Beijerinckiaceae_1174
-901-12_sp. 

0.00
018
751
2 

4.84
154

E-
05 

CL500-
29_marine_group_m
etagenome 

0.00
018
666
5 

4.81
967

E-
05 

Anaeroglobus_unculture
d_organism 

0 

0 

MBNT15_uncultured_
bacterium 

0.00
004
461
7 

1.15
201

E-
05 

Candidatus_Falkowb
acteria_sp. 

0.00
032
171
6 

8.30
667

E-
05 

Paenibacillus_glucan
olyticus 

0.00
018
284
5 

4.72
104

E-
05 

DEV114_metagenome 

0.00
018
751
2 

4.84
154

E-
05 

Mesorhizobium_sp. 

0.00
018
666
5 

4.81
967

E-
05 

Anaerolineaceae_sp. 0 

0 

Nitrosomonadaceae_
Ellin6067_uncultured
_beta 

0.00
004
461
7 

1.15
201

E-
05 

Gammaproteobacteri
a_uncultured_organis
m 

0.00
032
171
6 

8.30
667

E-
05 

Luteolibacter_uncultu
red_Verrucomicrobia
ceae 

0.00
017
742
1 

4.58
099

E-
05 

Fimbriiglobusunculture
d_Planctomycetales 

0.00
018
751
2 

4.84
154

E-
05 

Pseudarcobacter_sp. 

0.00
018
666
5 

4.81
967

E-
05 

Anaerolineaceae_UCG-
001_uncultured_bacteri
um 

0 

0 

Patescibacteria_sp. 

0.00
004
461
7 

1.15
201

E-
05 

Paludibacter_sp. 

0.00
032
171
6 

8.30
667

E-
05 

Aestuariicella__uncul
tured_bacterium 

0.00
017
111
6 

4.41
82E
-05 

Babeliales_UBA12409
_sp. 

0.00
018
712
6 

4.83
157

E-
05 

Thermoleophilia_unc
ultured__bacterium 

0.00
018
666
5 

4.81
967

E-
05 

Anaerolineaceae_uncult
ured__bacterium 

0 

0 

Microscillaceae_uncul
tured_Flexibacter 

4.43
636
E-
05 

1.14
546

E-
05 

Parcubacteriawastew
ater__metagenome 

0.00
032
171
6 

8.30
667

E-
05 

Halieaceae_sp. 

0.00
017
111
6 

4.41
82E
-05 

Saprospiraceae_sp. 

0.00
018
712
6 

4.83
157

E-
05 

Alloiococcus_uncultur
ed_bacterium 

0.00
018
355
7 

4.73
942

E-
05 

Anaerolineaceae_uncult
ured__metagenome 

0 

0 

Deep_Sea_Euryarcha
eotic_Group(DSEG)_
uncultured_archaeon 

4.23
227
E-
05 

1.09
277

E-
05 

Prosthecobacter_unc
ultured_bacterium 

0.00
032
171
6 

8.30
667

E-
05 

Sporomusaceae_unc
ultured_uncultured_V
eillonellaceae 

0.00
017
111
6 

4.41
82E
-05 

Shinella_sp. 

0.00
018
712
6 

4.83
157

E-
05 

Rs-
M59_termite_group_
uncultured_bacterium 

0.00
018
097
6 

4.67
278

E-
05 

Anaerolineaceae_uncult
ured__sp. 

0 

0 

Microscillaceae_uncul
tured_Cytophagales_
bacterium 

4.22
436
E-
05 

1.09
073

E-
05 

Ruminococcus_sp. 

0.00
032
171
6 

8.30
667

E-
05 

TaibaiellaBacteroidet
es_bacterium 

0.00
017
111
6 

4.41
82E
-05 

ASV_3544 

0.00
018
682
5 

4.82
38E
-05 

uncultured_Capnocyt
ophaga 

0.00
017
916
3 

3.47
825

E-
05 

Anaerolineaceae_uncult
ured__uncultured_soil 

0 

0 

Moraxellaceae_uncult
ured__metagenome 

4.22
436
E-
05 

1.09
073

E-
05 

Thermoanaerobacteri
um_sp. 

0.00
032
171
6 

8.30
667

E-
05 

Altererythrobacter_sp
. 

0.00
016
687
1 

4.30
859

E-
05 

Frankiales_sp. 

0.00
018
682
5 

4.82
38E
-05 

Candidatus_Finniella
_sp. 

0.00
017
438
8 

4.50
268

E-
05 

Anaerolineaceae_uncult
ured_Bellilinea 

0 

0 

ASV_20029 

4.10
884
E-
05 

1.06
09E
-05 

ASV_17320 

0.00
031
892
8 

8.23
469

E-
05 

CCM19a_sp. 

0.00
016
687
1 

4.30
859

E-
05 

Pedosphaeraceae_Elli
n517_uncultured_bact
erium 

0.00
018
291
1 

4.72
274

E-
05 

Candidatus_Kerfeldb
acteria_metagenome 

0.00
017
438
8 

4.50
268

E-
05 

Anaerolineaceae_uncult
ured_delta 

0 

0 

Caldilineaceae_uncult
ured__sp. 

4.10
884
E-
05 

1.06
09E
-05 

Blautia_metagenome 

0.00
031
892
8 

8.23
469

E-
05 

Saccharimonadales_
metagenome 

0.00
016
687
1 

4.30
859

E-
05 

Pyramidobacter_piscol
ens 

0.00
018
291
1 

4.72
274

E-
05 

Chloroplast_Pseudop
ediastrum_boryanum 

0.00
017
438
8 

4.50
268

E-
05 

Anaerolineaceae_uncult
ured_eubacterium 

0 

0 

Edaphobaculum_unc
ultured_bacterium 

4.10
884
E-
05 

1.06
09E
-05 

Candidatus_Pacebac
teria_sp. 

0.00
031
892
8 

8.23
469

E-
05 

ASV_4563 

0.00
016
484
4 

4.25
625

E-
05 

Oligoflexia_uncultured
_marine 

0.00
018
192
3 

4.69
723

E-
05 

Gracilibacteria_uncult
ured_bacterium 

0.00
017
438
8 

4.50
268

E-
05 

Anaerolineaceae_uncult
ured_Longilinea 

0 

0 

Sphingobacteriales_A
KYH767uncultured_B
acteroidetes 

4.10
884
E-
05 

1.06
09E
-05 

Erysipelotrichaceae_
UCG-

0.00
031

8.23
469

Saprospiraceae_unc
ultured__bacterium 

0.00
016

4.25
625

ShimazuellaShimazuel
la_sp. 

0.00
018

4.69
723

Turicella_uncultured_
bacterium 

0.00
017

4.50
268

Anaerolineaceae_uncult
ured_sludge 

0 
0 

ASV_18768 
4.03
375

1.04
151



009_uncultured_rum
en 

892
8 

E-
05 

484
4 

E-
05 

192
3 

E-
05 

438
8 

E-
05 

E-
05 

E-
05 

Leucobacter_sp. 

0.00
031
892
8 

8.23
469

E-
05 

Thermoleophilia_sp. 

0.00
016
484
4 

4.25
625

E-
05 

ASV_11832 

0.00
017
245
3 

4.45
272

E-
05 

Babeliales_unculture
d_bacterium 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineaceae_uncult
ured_toluene-
degrading_methanogeni
c 

0 

0 

ASV_18771 

4.03
375
E-
05 

1.04
151

E-
05 

Atopostipes_uncultur
ed_bacterium 

0.00
030
880
1 

7.97
321

E-
05 

ASV_6710 

0.00
015
991
5 

4.12
899

E-
05 

Thermoplasmata_unc
ultured__sp. 

0.00
017
245
3 

4.45
272

E-
05 

Beijerinckiaceae_sp. 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineae_1-20_sp. 0 

0 

ASV_18778 

4.03
375
E-
05 

1.04
151

E-
05 

Bacteroides_stercoris 

0.00
030
880
1 

7.97
321

E-
05 

Ferruginibacter_sp. 

0.00
015
991
5 

4.12
899

E-
05 

Candidatus_Sacchari
monas 

0.00
016
840
2 

3.19
398

E-
05 

Candidatus_Sacchari
monasTM7_phylum 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineae_1-
20uncultured_Chloroflex
ia 

0 

0 

ASV_3544 

4.03
375
E-
05 

1.04
151

E-
05 

Cytophaga_unculture
d_bacterium 

0.00
030
880
1 

7.97
321

E-
05 

Gemmatimonadacea
e_uncultured__sp. 

0.00
015
991
5 

4.12
899

E-
05 

Bulleidia_extructa 

0.00
016
761
5 

3.18
675

E-
05 

Clostridia_vadinBB60
_group_uncultured_b
acterium 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineae_A4b__me
tagenome 

0 

0 

Sandaracinaceae_sp. 

4.03
375
E-
05 

1.04
151

E-
05 

Lactobacillus_sp. 

0.00
030
880
1 

7.97
321

E-
05 

Lachnospiraceae_un
cultured__metageno
me 

0.00
015
991
5 

4.12
899

E-
05 

Alloscardovia_omnicol
ens 

0.00
016
740
6 

4.32
24E
-05 

Gemmata_sp. 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineae_A4b__un
cultured_bacterium 

0 

0 

Stenotrophomonas_s
p. 

4.03
375
E-
05 

1.04
151

E-
05 

Saccharimonadalesu
ncultured_Epsilonprot
eobacteria 

0.00
030
880
1 

7.97
321

E-
05 

Methanospirillum_sp. 

0.00
015
967
9 

4.12
289

E-
05 

Clostridium_sensu_stri
cto_9_uncultured_bact
erium 

0.00
016
740
6 

4.32
24E
-05 

Methylomonadaceae
_pLW-
20_uncultured_bacter
ium 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineae_A4b__un
cultured_soil 

0 

0 

Leeia_uncultured_bac
terium 

3.87
414
E-
05 

5.47
024

E-
06 

Turicella_uncultured_
bacterium 

0.00
030
880
1 

7.97
321

E-
05 

Microtrichaceae_unc
ultured__metagenom
e 

0.00
015
967
9 

4.12
289

E-
05 

Gallionella_sp. 

0.00
016
538
5 

4.27
022

E-
05 

Microtrichales_uncult
ured_wastewater__m
etagenome 

0.00
017
196
9 

4.44
022

E-
05 

Anaerolineae_A4b_sp. 0 

0 

Actinomyces_sp. 

3.78
181
E-
05 

9.76
459

E-
06 

ASV_10605 

0.00
030
726
7 

7.93
36E
-05 

Prolixibacteraceae_
WCHB1-
32_uncultured_bacter
ium 

0.00
015
967
9 

4.12
289

E-
05 

MidBa8_uncultured_d
elta 

0.00
016
538
5 

4.27
022

E-
05 

Beijerinckiaceae_unc
ultured__bacterium 

0.00
016
520
1 

4.26
547

E-
05 

Anaerolineae_A4b_wast
ewater__metagenome 

0 

0 

ASV_21095 

3.78
181
E-
05 

9.76
459

E-
06 

Saccharimonadalesm
etal-
contaminated_soil 

0.00
030
726
7 

7.93
36E
-05 

Fimbriimonadaceae_
sp. 

0.00
014
583
6 

3.76
547

E-
05 

SAR324_clade(Marine
_group_B)bacterium_e
nrichment 

0.00
016
538
5 

4.27
022

E-
05 

Sandaracinus_uncult
ured_bacterium 

0.00
016
520
1 

4.26
547

E-
05 

Anaerolineae_sp. 0 

0 

Desulfobacterium_cat
echolicum_group_sp. 

3.78
181
E-
05 

9.76
459

E-
06 

Cytophagaceae_unc
ultured_bacterium 

0.00
029
751
9 

7.68
191

E-
05 

Facklamia_unculture
d_bacterium 

0.00
014
193
7 

3.66
48E
-05 

Aggregatibacter_sp. 

0.00
016
166
3 

4.17
412

E-
05 

ASV_2510 

0.00
016
137
1 

3.05
544

E-
05 

Anaerolineae_unculture
d__bacterium 

0 

0 

Pirellulauncultured_or
ganism 

3.78
181
E-
05 

9.76
459

E-
06 

Lentimicrobiaceae_u
ncultured_Cytophaga
les 

0.00
029
751
9 

7.68
191

E-
05 

Uruburuella_sp. 

0.00
014
193
7 

3.66
48E
-05 

Beutenbergiaceae_sp. 

0.00
016
004
8 

4.13
242

E-
05 

Candidatus_Nomura
bacteria 

0.00
016
070
7 

4.14
944

E-
05 

Anaeromusa-
Anaeroarcus_sp. 

0 

0 

Acholeplasmauncultur
ed_Acholeplasmatace
ae 

3.68
641
E-
05 

9.51
827

E-
06 

Ruminococcus_lactar
is 

0.00
029
751
9 

7.68
191

E-
05 

Bacteroides_sp. 

0.00
013
898
5 

3.58
858

E-
05 

C2U_uncultured_bact
erium 

0.00
016
004
8 

4.13
242

E-
05 

Pirellula_uncultured_
bacterium 

0.00
016
070
7 

4.14
944

E-
05 

Anaeromyxobacter_deh
alogenans 

0 

0 

Candidatus_Woykeba
cteria_uncultured_bac
terium 

3.68
641
E-
05 

9.51
827

E-
06 

Ahniella_metagenom
e 

0.00
029
708
9 

7.67
08E
-05 

Candidatus_Peribact
eria_uncultured_bact
erium 

0.00
013
898
5 

3.58
858

E-
05 

Parcubacteria_GWA2-
38-
13b_uncultured_bacte
rium 

0.00
016
004
8 

4.13
242

E-
05 

Spirochaetaceae_unc
ultured__sp. 

0.00
015
978
8 

4.12
571

E-
05 

Anaeromyxobacter_unc
ultured_bacterium 

0 

0 

Iamia_sp. 

3.68
641
E-
05 

9.51
827

E-
06 

Rhodospirillales_unc
ultured__uncultured_
soil 

0.00
029
708
9 

7.67
08E
-05 

Dyella_sp. 

0.00
013
898
5 

3.58
858

E-
05 

Taibaiellauncultured_S
phingobacteriia 

0.00
016
004
8 

4.13
242

E-
05 

Candidatus_Lloydbac
teria 

0.00
015
463
1 

3.99
256

E-
05 

Anaerorhabdus_furcosa
_group__uncultured_ba
cterium 

0 

0 

Novosphingobium_un
cultured_eubacterium 

3.68
641
E-
05 

9.51
827

E-
06 

Saccharimonadaless
oil_bacterium 

0.00
029
708
9 

7.67
08E
-05 

Eggerthellaceae_unc
ultured__bacterium 

0.00
013
898
5 

3.58
858

E-
05 

ASV_14332 
0.00
015
79 

4.07
696

E-
05 

Desulfobacterota_un
cultured_Desulfurom
onadales 

0.00
015
463
1 

3.99
256

E-
05 

Anaerosinus_uncultured
_bacterium 

0 

0 

Steroidobacteraceae_
uncultured__sp. 

3.68
641
E-
05 

9.51
827

E-
06 

Vicinamibacteria_unc
ultured__metagenom
e 

0.00
029
708
9 

7.67
08E
-05 

Ilumatobacteraceae_
sp. 

0.00
013
898
5 

3.58
858

E-
05 

PHOS-
HE36_metagenome 

0.00
015
79 

4.07
696

E-
05 

Mucinivorans_hirudini
s 

0.00
015
463
1 

3.99
256

E-
05 

Anaerostipes_sp. 0 

0 

Thermicanus_uncultu
red_bacterium 

3.68
641
E-
05 

9.51
827

E-
06 

ASV_16316 

0.00
029
617
1 

7.64
71E
-05 

Pedosphaeraceae_A
Durb.Bin063-
1__uncultured_bacter
ium 

0.00
013
713
3 

3.54
076

E-
05 

Actinobacteriota_MB-
A2-
108_uncultured_bacte
rium 

0.00
015
739
6 

4.06
395

E-
05 

Oligoflexia_0319-
6G20_sp. 

0.00
015
463
1 

3.99
256

E-
05 

Anaerotignum_lactatifer
mentans 

0 

0 

ASV_2390 

3.66
211
E-
05 

9.45
553

E-
06 

Lysinibacillus_sp. 

0.00
029
617
1 

7.64
71E
-05 

Thiothrix_uncultured_
bacterium 

0.00
013
713
3 

3.54
076

E-
05 

ASV_18676 

0.00
015
739
6 

4.06
395

E-
05 

Parcubacteria_uncult
ured_Parcubacteria 

0.00
015
463
1 

3.99
256

E-
05 

Anaerovibrio_sp. 0 

0 

Candidatus_Ovatusb
acter_uncultured_bac
terium 

3.66
211
E-
05 

9.45
553

E-
06 

ASV_3639 

0.00
029
377
2 

7.58
516

E-
05 

ASV_21883 

0.00
012
980
3 

3.35
15E
-05 

Candidatus_Brennerb
acteria__Parcubacteri
a_group 

0.00
015
739
6 

4.06
395

E-
05 

Dehalococcoidia_sp. 

0.00
015
241
1 

3.93
524

E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou
p_sp. 

0 

0 

Leptotrichiaceae_unc
ultured__bacterium 

3.66
211
E-
05 

9.45
553

E-
06 

Candidatus_Protochl
amydia_sp. 

0.00
029
377
2 

7.58
516

E-
05 

Absconditabacteriale
s_(SR1)__metageno
me 

0.00
012
833
7 

3.31
365

E-
05 

Gastranaerophilales_s
p. 

0.00
015
739
6 

4.06
395

E-
05 

Saccharimonadalesu
ncultured_Chloroflexi 

0.00
015
241
1 

3.93
524

E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou
p_uncultured_bacterium 

0 

0 

Methylotenera_uncult
ured_bacterium 

3.66
211
E-
05 

9.45
553

E-
06 

Devosia_sp. 

0.00
029
377
2 

7.58
516

E-
05 

Atopobium__uncultur
ed_rumen 

0.00
012
833
7 

3.31
365

E-
05 

Gottschalkia_acidurici 

0.00
015
739
6 

4.06
395

E-
05 

Abditibacterium_sp. 

0.00
014
933
2 

3.85
574

E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou
p_uncultured_rumen 

0 

0 

Selenomonadaceae_
sp. 

3.66
211
E-
05 

9.45
553

E-
06 

Elioraea_sp. 

0.00
029
377
2 

7.58
516

E-
05 

Fibrobacter_sp. 

0.00
012
833
7 

3.31
365

E-
05 

Ilumatobacteraceae_u
ncultured__bacterium 

0.00
015
739
6 

4.06
395

E-
05 

Alcaligenes_sp. 

0.00
014
933
2 

3.85
574

E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou
puncultured_Clostridiale
s 

0 

0 

Aquihabitans_daechu
ngensis 

3.42
015
E-
05 

8.83
079

E-
06 

Holosporaceae_uncul
tured__bacterium 

0.00
029
377
2 

7.58
516

E-
05 

Saccharimonadaceae
_sp. 

0.00
012
833
7 

3.31
365

E-
05 

Rubinisphaeraceae_S
H-
PL14__uncultured_pla
nctomycete 

0.00
015
739
6 

4.06
395

E-
05 

Aquaspirillum_putridi
conchylium 

0.00
014
933
2 

3.85
574

E-
05 

Anaerovoracaceae_Fa
mily_XIII_UCG-002_sp. 

0 

0 

Oligoflexia_unculture
d__bacterium 

3.42
015
E-
05 

8.83
079

E-
06 

Methylacidiphilaceae
_uncultured__bacteri
um 

0.00
029
377
2 

7.58
516

E-
05 

Sphingomonadaceae
_uncultured__sp. 

0.00
012
833
7 

3.31
365

E-
05 

ASV_2303 

0.00
015
220
7 

2.68
938

E-
05 

Bauldia_uncultured_b
acterium 

0.00
014
933
2 

3.85
574

E-
05 

Anaerovoracaceae_Fa
mily_XIII_UCG-003_sp. 

0 

0 

Methylophaga_sp. 

3.39
195
E-
05 

8.75
798

E-
06 

Micropepsaceae_unc
ultured__sp. 

0.00
029
377
2 

7.58
516

E-
05 

Anaerostipes_sp. 

0.00
012
419
5 

3.20
67E
-05 

ASV_20352 

0.00
015
000
9 

3.87
322

E-
05 

Weeksella_sp. 

0.00
013
820
9 

3.56
854

E-
05 

Anaerovorax_sp. 0 

0 

Porphyromonas_past
eri 

3.39
195
E-
05 

8.75
798

E-
06 

Nocardioides_dilutus 

0.00
029
377
2 

7.58
516

E-
05 

Candidatus_Kaiserba
cteriauncultured_prok
aryote 

0.00
012
419
5 

3.20
67E
-05 

Flavobacterium_hauen
se 

0.00
015
000
9 

3.87
322

E-
05 

ASV_17593 

0.00
013
696
1 

3.53
632

E-
05 

Anaerovorax_uncultured
_bacterium 

0 

0 

ASV_2910 

3.25
246
E-
05 

8.39
782

E-
06 

Planctomycetota_BD
7-
11_uncultured_Planct
omycetia 

0.00
029
377
2 

7.58
516

E-
05 

Sandarakinorhabdus
_sp. 

0.00
012
419
5 

3.20
67E
-05 

Hirschia_uncultured_b
acterium 

0.00
015
000
9 

3.87
322

E-
05 

Thermoactinomyces_
sp. 

0.00
013
696
1 

3.53
632

E-
05 

Anaerovoraxuncultured_
prokaryote 

0 

0 

ASV_5218 

3.25
246
E-
05 

8.39
782

E-
06 

Pseudarcicella_hirudi
nis 

0.00
029
377
2 

7.58
516

E-
05 

Pedosphaeraceae_u
ncultured__bacterium 

0.00
012
013
5 

3.10
187

E-
05 

Lachnospiraceae_NK3
A20_group_sp. 

0.00
015
000
9 

3.87
322

E-
05 

Micavibrionales_uncu
ltured_sludge 

0.00
013
547
6 

3.49
798

E-
05 

Ancalomicrobium_sp. 0 

0 

Chitinophagaceae_un
cultured__metageno
me 

3.23
551
E-
05 

8.35
405

E-
06 

Butyrivibrio_sp. 

0.00
029
371
5 

7.58
369

E-
05 

Singulisphaera_rosea 

0.00
011
427
8 

2.95
065

E-
05 

Paeniclostridium_sp. 

0.00
015
000
9 

3.87
322

E-
05 

ASV_14196 

0.00
012
438
8 

3.21
168

E-
05 

Aneurinibacillus_uncultu
red_bacterium 

0 

0 

Crinalium_SAG_22.8
9_sp. 

3.23
551
E-
05 

8.35
405

E-
06 

Blastocatellia_11-
24_uncultured_Acido
bacteriales 

0.00
029
029
7 

7.49
544

E-
05 

Candidatus_Jorgens
enbacteria 

0.00
011
124
7 

2.87
239

E-
05 

Patescibacteria_WWE
3candidate_division 

0.00
015
000
9 

3.87
322

E-
05 

S0134_terrestrial_gro
up_sp. 

0.00
012
438
8 

3.21
168

E-
05 

Angustibacter_unculture
d_bacterium 

0 

0 

Noviherbaspirillum_sp
. 

3.23
551
E-
05 

8.35
405

E-
06 



Saprospiraceae_unc
ultured__uncultured_
soil 

0.00
029
029
7 

7.49
544

E-
05 

Rheinheimera_sp. 

0.00
011
124
7 

2.87
239

E-
05 

Clostridia_vadinBB60_
group_Clostridiales_b
acterium 

0.00
014
905
7 

3.84
864

E-
05 

Prevotella_shahii 

0.00
012
306
4 

3.17
75E
-05 

Anoxybacillus_sp. 0 

0 

Rothia_sp. 

3.23
551
E-
05 

8.35
405

E-
06 

SB-5_metagenome 

0.00
029
029
7 

7.49
544

E-
05 

Facklamia_tabacinas
alis 

0.00
010
989
6 

2.83
75E
-05 

Aurantimicrobium_unc
ultured_bacterium 

0.00
014
884
6 

3.84
319

E-
05 

BIrii41_sp. 

0.00
011
854
2 

3.06
074

E-
05 

Antarctic_bacterium 0 

0 

Saccharimonadalesu
ncultured_prokaryote 

3.23
551
E-
05 

8.35
405

E-
06 

Acholeplasma__uncu
ltured_bacterium 

0.00
028
993
9 

7.48
619

E-
05 

Alloprevotella_sp. 
0.00
010
661 

2.75
266

E-
05 

Williamwhitmaniaceae
_uncultured__sp. 

0.00
014
884
6 

3.84
319

E-
05 

Diplorickettsiaceae_u
ncultured_agricultural
_soil 

0.00
011
854
2 

3.06
074

E-
05 

Antricoccus_suffuscus 0 

0 

ASV_21176 

0.00
003
174
2 

8.19
575

E-
06 

Anaerolineaceae_unc
ultured__uncultured_
soil 

0.00
028
778 

7.43
045

E-
05 

ASV_164 
0.00
010
661 

2.75
266

E-
05 

Corynebacterium_xero
sis 

0.00
014
371
1 

3.71
06E
-05 

Gemmatimonas_phot
otrophica 

0.00
011
854
2 

3.06
074

E-
05 

Apibacter_sp. 0 

0 

Candidatus_Adlerbact
eria 

0.00
003
174
2 

8.19
575

E-
06 

Roseburia_sp. 
0.00
028
778 

7.43
045

E-
05 

Candidatus_Falkowb
acteria__uncultured_
Parcubacteria 

0.00
010
661 

2.75
266

E-
05 

Acidimicrobiia_uncultu
red__bacterium 

0.00
014
034
4 

3.62
367

E-
05 

ASV_1837 

0.00
011
625
9 

3.00
179

E-
05 

Aquabacterium_sp. 0 

0 

Friedmanniella_sp. 

0.00
003
174
2 

8.19
575

E-
06 

ASV_20940 

0.00
028
139
9 

7.26
569

E-
05 

Parcubacteria_uncult
ured_soil 

0.00
010
661 

2.75
266

E-
05 

ASV_20460 

0.00
014
034
4 

3.62
367

E-
05 

Clostridium_sensu_st
ricto_8_iron-
reducing_bacterium 

0.00
011
413
4 

2.94
693

E-
05 

Aquaspirillum_putridicon
chylium 

0 

0 

Parcubacteria_bacteri
um 

0.00
003
174
2 

8.19
575

E-
06 

Gammaproteobacteri
a_211ds20_sp. 

0.00
027
413
4 

7.07
811

E-
05 

Alphaproteobacteria_
uncultured_Alphaprot
eobacteria 

0.00
010
645
3 

2.74
86E
-05 

Blfdi19_metagenome 

0.00
014
034
4 

3.62
367

E-
05 

Rhodospirillales_unc
ultured__bacterium 

0.00
011
413
4 

2.94
693

E-
05 

Aquaspirillum_sp. 0 

0 

Alloprevotella_uncultu
red_Bacteroidales 

3.16
827
E-
05 

8.18
044

E-
06 

Chloroplast_Guillardi
a_theta 

0.00
027
138
9 

6.48
518

E-
05 

ASV_16822 

0.00
010
645
3 

2.74
86E
-05 

Izemoplasmatales_un
cultured_bacterium 

0.00
014
034
4 

3.62
367

E-
05 

SHA-
41_uncultured_bacter
ium 

0.00
011
413
4 

2.94
693

E-
05 

Aquicella_metagenome 0 

0 

Hypsibius_dujardini 

3.16
827
E-
05 

8.18
044

E-
06 

Desulfocapsaceae_u
ncultured__sp. 

0.00
026
577
4 

6.86
226

E-
05 

BergeyellaBergeyella
_sp. 

0.00
010
645
3 

2.74
86E
-05 

Rickettsiella_unculture
d_bacterium 

0.00
014
034
4 

3.62
367

E-
05 

ASV_2820 

0.00
011
199
9 

2.89
18E
-05 

Aquicella_sp. 0 

0 

Planctomycetes_uncu
ltured__sp. 

3.16
827
E-
05 

8.18
044

E-
06 

Lachnospiraceae_NK
3A20_group_uncultur
ed_rumen 

0.00
026
577
4 

6.86
226

E-
05 

Gammaproteobacteri
a_R7C24_uncultured
_soil 

0.00
010
645
3 

2.74
86E
-05 

Saccharimonadales_
WWH38_uncultured_b
acterium 

0.00
014
034
4 

3.62
367

E-
05 

ASV_3443 

0.00
011
199
9 

2.89
18E
-05 

Aquicella_uncultured_b
acterium 

0 

0 

ASV_21123 

3.08
163
E-
05 

7.95
673

E-
06 

Microvirga_sp. 

0.00
026
577
4 

6.86
226

E-
05 

Mitochondria_Eukary
ota_sp. 

0.00
010
645
3 

2.74
86E
-05 

Sutterellaceae_AAP99
__uncultured_bacteriu
m 

0.00
014
034
4 

3.62
367

E-
05 

BIrii41_uncultured_d
elta 

0.00
011
199
9 

2.89
18E
-05 

Aquicella_unidentified 0 

0 

Eggerthellaceae_sp. 

3.08
163
E-
05 

7.95
673

E-
06 

Sphingobacteriaceae
_sp. 

0.00
026
033 

6.72
169

E-
05 

NB1-
j_uncultured_bacteriu
m 

0.00
010
645
3 

2.74
86E
-05 

Anaerovoracaceae_Fa
mily_XIII_UCG-
005Eubacterium_sp. 

0.00
013
950
5 

3.60
2E-
05 

Margulisbacteria_mic
robial_mat 

0.00
011
199
9 

2.89
18E
-05 

Aquihabitans_daechung
ensis 

0 

0 

Simkaniaceae_uncult
ured__metagenome 

3.08
163
E-
05 

7.95
673

E-
06 

ASV_8275 

0.00
025
455
3 

6.57
253

E-
05 

Lacihabitans_sp. 

9.14
223
E-
05 

2.36
051

E-
05 

Clostridium_sensu_stri
cto_10_uncultured_ba
cterium 

0.00
013
950
5 

3.60
2E-
05 

Margulisbacteria_unc
ultured_bacterium 

0.00
011
199
9 

2.89
18E
-05 

Aquisphaera_sp. 0 

0 

Flavobacterium_ 

2.71
356
E-
05 

7.00
638

E-
06 

Deinococcus_antarcti
cus 

0.00
025
455
3 

6.57
253

E-
05 

Catenulispora_sp. 

8.87
107
E-
05 

2.29
05E
-05 

Gastranaerophilales_u
ncultured_prokaryote 

0.00
013
509
2 

3.48
806

E-
05 

Synechocystis_PCC-
6803_uncultured_bac
terium 

0.00
011
199
9 

2.89
18E
-05 

Aquisphaera_uncultured
_bacterium 

0 

0 

Williamwhitmania_sp. 

2.71
356
E-
05 

7.00
638

E-
06 

Pedomicrobium_uncu
ltured_Hyphomicrobi
um 

0.00
025
455
3 

6.57
253

E-
05 

Methylocystis_sp. 

8.87
107
E-
05 

2.29
05E
-05 

ASV_21460 

0.00
013
367
2 

3.45
14E
-05 

ASV_15165 

0.00
011
056
7 

2.85
483

E-
05 

Arachis_hypogaea 0 

0 

ASV_21838 

2.52
121
E-
05 

6.50
974

E-
06 

Rhizorhapis_uncultur
ed_Alphaproteobacte
ria 

0.00
025
455
3 

6.57
253

E-
05 

Rivicola_sp. 

8.87
107
E-
05 

2.29
05E
-05 

ASV_21461 

0.00
013
367
2 

3.45
14E
-05 

Cellvibrio_uncultured
_Cellvibrio 

0.00
011
013
4 

2.84
365

E-
05 

Arboricoccus_pini 0 

0 

Bacilli_RF39_sp. 

2.52
121
E-
05 

6.50
974

E-
06 

Amaricoccus_sp. 

0.00
025
386
1 

6.55
466

E-
05 

Alphaproteobacteria_
uncultured__bacteriu
m 

8.55
578
E-
05 

2.20
909

E-
05 

ASV_21463 

0.00
013
367
2 

3.45
14E
-05 

Gammaproteobacteri
a_R7C24_metageno
me 

0.00
011
013
4 

2.84
365

E-
05 

Arcicella_rigui 0 

0 

Bdellovibrio_unculture
d_proteobacterium 

2.52
121
E-
05 

6.50
974

E-
06 

Clostridia_UCG-
014_uncultured_orga
nism 

0.00
025
369
7 

6.55
043

E-
05 

Microtrichaceae_IMC
C26207_metagenom
e 

8.55
578
E-
05 

2.20
909

E-
05 

Corynebacterium_glut
amicum 

0.00
013
367
2 

3.45
14E
-05 

Magnetospirillum_sp. 

0.00
011
013
4 

2.84
365

E-
05 

Arcicella_sp. 0 

0 

Candidatus_Falkowb
acteria_metagenome 

2.52
121
E-
05 

6.50
974

E-
06 

Rhodoferax_sp. 

0.00
025
369
7 

6.55
043

E-
05 

ASV_19339 

7.09
685
E-
05 

1.83
24E
-05 

Elusimicrobiota_Linea
ge_IV_uncultured_bac
terium 

0.00
013
367
2 

3.45
14E
-05 

Porphyrobacter_sp. 

0.00
011
013
4 

2.84
365

E-
05 

Arcicella_uncultured_ba
cterium 

0 

0 

Diplorickettsiaceae_u
ncultured__metageno
me 

2.52
121
E-
05 

6.50
974

E-
06 

ASV_7514 

0.00
025
180
8 

6.50
165

E-
05 

Fluviicola_metageno
me 

7.09
685
E-
05 

1.83
24E
-05 

Hydrogenophilus_sp. 

0.00
013
367
2 

3.45
14E
-05 

Rhodocyclaceae_unc
ultured__sp. 

0.00
011
013
4 

2.84
365

E-
05 

Arcobacter_cryaerophilu
s 

0 

0 

Emticicia_paludis 

2.52
121
E-
05 

6.50
974

E-
06 

Exiguobacterium_und
ae 

0.00
025
180
8 

6.50
165

E-
05 

Novispirillum_sp. 

7.09
685
E-
05 

1.83
24E
-05 

Ilumatobacteraceae_u
ncultured_Actinomycet
ales 

0.00
013
367
2 

3.45
14E
-05 

Serratia_sp. 

0.00
010
717
1 

2.76
714

E-
05 

Arcobacter_sp. 0 

0 

Microgenomatia_sp. 

2.52
121
E-
05 

6.50
974

E-
06 

Peptostreptococcace
ae_sp. 

0.00
025
180
8 

6.50
165

E-
05 

Aquicella_sp. 

6.85
667
E-
05 

1.77
038

E-
05 

Tundrisphaera_uncult
ured_bacterium 

0.00
013
367
2 

3.45
14E
-05 

Patescibacteria_WW
E3_uncultured_bacte
rium 

0.00
010
160
7 

2.62
348

E-
05 

Arcobacteraceae_sp. 0 

0 

Patescibacteria_WW
E3uncultured_candid
ate 

2.52
121
E-
05 

6.50
974

E-
06 

Blastocatellaceae_JG
I_0001001-
H03uncultured_Acido
bacterium 

0.00
024
600
2 

6.35
174

E-
05 

Cryptosporangium_s
p. 

6.85
667
E-
05 

1.77
038

E-
05 

ASV_1071 

0.00
013
245
9 

3.42
008

E-
05 

Leptolinea_unculture
d_soil 

9.67
466
E-
05 

2.49
799

E-
05 

Arcobacteraceae_uncult
ured__sp. 

0 

0 

Planctomycetes_uncu
ltured__planctomycet
e 

2.52
121
E-
05 

6.50
974

E-
06 

Candidatus_Bealeia_
uncultured_bacterium 

0.00
024
600
2 

6.35
174

E-
05 

Cyclobacteriaceae_u
ncultured_Aquiflexum
_sp. 

6.85
667
E-
05 

1.77
038

E-
05 

Bacteroides_ovatus 

0.00
013
245
9 

3.42
008

E-
05 

Malikia_sp. 

9.67
466
E-
05 

2.49
799

E-
05 

Arcticibacter_sp. 0 

0 

SAR324_clade(Marin
e_group_B)_metagen
ome 

2.52
121
E-
05 

6.50
974

E-
06 

Candidatus_Zambrys
kibacteria 

0.00
024
600
2 

6.35
174

E-
05 

Kapabacterialesuncul
tured_Bacteroidetes/
Chlorobi 

6.85
667
E-
05 

1.77
038

E-
05 

Candidatus_Curtissba
cteria_sp. 

0.00
013
245
9 

3.42
008

E-
05 

Alloscardovia_omnic
olens 

0.00
009
526
3 

2.45
968

E-
05 

Arcticibacter_uncultured
_bacterium 

0 

0 

ASV_4527 

2.45
761
E-
05 

6.34
552

E-
06 

Thermodesulfovibrion
ia_uncultured_Nitros
piraceae 

0.00
024
600
2 

6.35
174

E-
05 

Prolixibacteraceae_
WCHB1-32_sp. 

6.85
667
E-
05 

1.77
038

E-
05 

Candidatus_Magasani
kbacteria_uncultured_
bacterium 

0.00
013
245
9 

3.42
008

E-
05 

ASV_1161 

9.17
785
E-
05 

2.36
971

E-
05 

Arenicellaceae_uncultur
ed_prokaryote 

0 

0 

Eubacterium_siraeum 

2.45
761
E-
05 

6.34
552

E-
06 

ASV_19610 

0.00
023
767
1 

6.13
664

E-
05 

ASV_7664 

5.33
049
E-
05 

1.37
633

E-
05 

Clostridium_magnum 

0.00
013
245
9 

3.42
008

E-
05 

ASV_13680 

9.17
785
E-
05 

2.36
971

E-
05 

Arenimonas_oryziterrae 0 

0 

Thymallus_thymallus 

2.45
761
E-
05 

6.34
552

E-
06 

Butyricicoccus_sp. 

0.00
023
767
1 

6.13
664

E-
05 

Antricoccus_suffuscu
s 

5.32
264
E-
05 

1.37
43E
-05 

Weeksellaceae_sp. 

0.00
013
245
9 

3.42
008

E-
05 

ASV_3580 

9.17
785
E-
05 

2.36
971

E-
05 

Arenimonas_sp. 0 

0 

ASV_8590 

0.00
002
456
1 

6.34
162

E-
06 

Haliangium_unculture
d_proteobacterium 

0.00
023
767
1 

6.13
664

E-
05 

ASV_20551 

5.32
264
E-
05 

1.37
43E
-05 

Acidiphilium__uncultur
ed_bacterium 

0.00
013
230
8 

3.41
618

E-
05 

Aurantisolimonas_un
cultured_bacterium 

9.17
785
E-
05 

2.36
971

E-
05 

Aridibacter_sp. 0 

0 

Absconditabacteriales
_(SR1)_uncultured_c
andidate 

2.44
141
E-
05 

6.30
369

E-
06 

Kapabacterialesuncul
tured_Chlorobi 

0.00
023
767
1 

6.13
664

E-
05 

ASV_20552 

5.32
264
E-
05 

1.37
43E
-05 

ASV_14583 

0.00
013
230
8 

3.41
618

E-
05 

Cellulomonas_sp. 

9.17
785
E-
05 

2.36
971

E-
05 

Armatimonadales_meta
genome 

0 

0 

ASV_21925 

2.44
141
E-
05 

6.30
369

E-
06 



Leptotrichiaceae_unc
ultured__metagenom
e 

0.00
023
767
1 

6.13
664

E-
05 

Brevibacterium_sp. 

5.32
264
E-
05 

1.37
43E
-05 

Dinghuibacter_sp. 

0.00
013
230
8 

3.41
618

E-
05 

Herminiimonas_sp. 

9.17
785
E-
05 

2.36
971

E-
05 

Armatimonadales_uncul
tured_bacterium 

0 

0 

ASV_3639 

2.44
141
E-
05 

6.30
369

E-
06 

Lysinibacillus_uncultu
red_prokaryote 

0.00
023
767
1 

6.13
664

E-
05 

Candidatus_Liptonba
cteria__Parcubacteri
a_group 

5.32
264
E-
05 

1.37
43E
-05 

Endobacter_unculture
d_bacterium 

0.00
013
230
8 

3.41
618

E-
05 

Elusimicrobiota_Line
age_IIa_sp. 

9.13
075
E-
05 

2.35
755

E-
05 

Armatimonadales_uncul
tured_Chloroflexi 

0 

0 

ASV_5871 

2.42
025
E-
05 

6.24
906

E-
06 

Spirosoma_lituiforme 

0.00
023
767
1 

6.13
664

E-
05 

Christensenellaceae_
R-
7_group_bacterium_
AC2043 

5.32
264
E-
05 

1.37
43E
-05 

Prevotella_loescheii 

0.00
013
230
8 

3.41
618

E-
05 

Flavobacterium_nonc
entrifugens 

9.13
075
E-
05 

2.35
755

E-
05 

Armatimonadales_uncul
tured_eubacterium 

0 

0 

Blastocatellia_11-
24__uncultured_bact
erium 

2.42
025
E-
05 

6.24
906

E-
06 

ASV_11306 

0.00
023
497
2 

6.06
695

E-
05 

Fibrobacterales_sp. 

5.32
264
E-
05 

1.37
43E
-05 

Candidatus_Magasani
kbacteria__uncultured
_soil 

0.00
012
934 

3.33
954

E-
05 

Rubellimicrobium_un
cultured_bacterium 

9.13
075
E-
05 

2.35
755

E-
05 

Armatimonadalesuncult
ured_Armatimonadetes 

0 

0 

Candidatus_Staskawi
czbacteria_uncultured
_bacterium 

2.42
025
E-
05 

6.24
906

E-
06 

Nitrospinota_P9X2b3
D02_sp. 

0.00
023
497
2 

6.06
695

E-
05 

Lentimicrobiaceae_u
ncultured_Sphingoba
cteriales 

5.32
264
E-
05 

1.37
43E
-05 

Granulicella_tundricola 
0.00
012
934 

3.33
954

E-
05 

Antricoccus_suffuscu
s 

8.59
845
E-
05 

2.22
011

E-
05 

Armatimonadia_sp. 0 

0 

Hyphomonadaceae_u
ncultured__bacterium 

2.42
025
E-
05 

6.24
906

E-
06 

Rhizorhapis_uncultur
ed_bacterium 

0.00
023
497
2 

6.06
695

E-
05 

Segetibacter_uncultu
red_Bacteroidetes 

5.32
264
E-
05 

1.37
43E
-05 

Rhizobiales_A0839_s
p. 

0.00
012
738
3 

3.28
901

E-
05 

Candidatus_Berkiella
_uncultured_bacteriu
m 

8.46
726
E-
05 

2.18
624

E-
05 

Armatimonadota_uncult
ured__bacterium 

0 

0 

Rickettsiales_SM2D1
2uncultured_Hyphomi
crobiaceae 

2.42
025
E-
05 

6.24
906

E-
06 

ASV_17573 
0.00
022
314 

5.76
145

E-
05 

Sphingobacteriales_e
nv.OPS_17_uncultur
ed_Bacteroidetes 

5.32
264
E-
05 

1.37
43E
-05 

Blastocatella_sp. 

0.00
012
591
7 

3.25
116

E-
05 

Ruminococcus_bicirc
ulans 

8.46
726
E-
05 

2.18
624

E-
05 

Armatimonadota_uncult
ured__metagenome 

0 

0 

Aurantisolimonas_me
tagenome 

2.11
613
E-
05 

5.46
382

E-
06 

Actinobacteria_PeM1
5_uncultured_soil 

0.00
021
772
3 

5.62
158

E-
05 

Candidatus_Metachla
mydia 

4.57
112
E-
05 

1.18
026

E-
05 

Fusibacter_sp. 

0.00
012
591
7 

3.25
116

E-
05 

Prevotella_micans 

8.33
552
E-
05 

2.15
222

E-
05 

Armatimonadota_uncult
ured__sp. 

0 

0 

Candidatus_Limnolun
a_uncultured_bacteri
um 

2.11
613
E-
05 

5.46
382

E-
06 

Woesearchaeales_ 
GW2011_GWC1_47
_15_Candidatus_Pac
earchaeota 

0.00
021
772
3 

5.62
158

E-
05 

Clostridioides_sp. 

4.57
112
E-
05 

1.18
026

E-
05 

Porphyrobacter_mercu
rialis 

0.00
012
591
7 

3.25
116

E-
05 

ASV_17471 

8.29
256
E-
05 

2.14
113

E-
05 

Armatimonadota_uncult
ured__uncultured_soil 

0 

0 

Pseudomonas_sp. 

2.11
613
E-
05 

5.46
382

E-
06 

Methylophilaceae_M
M1_uncultured_bacte
rium 

0.00
021
745
4 

5.61
464

E-
05 

Candidatus_Abawac
abacteria 

4.27
789
E-
05 

1.10
455

E-
05 

ASV_3026 

0.00
012
566
4 

2.25
821

E-
05 

Burkholderiales_TRA
3-20uncultured_beta 

8.29
256
E-
05 

2.14
113

E-
05 

Armatimonas_sp. 0 

0 

Rubinisphaeraceae_S
H-
PL14__uncultured_pl
anctomycete 

2.11
613
E-
05 

5.46
382

E-
06 

Rickettsiaceae_uncul
tured__metagenome 

0.00
021
583
5 

5.57
284

E-
05 

alphaproteobacteria_
uncultured__bacteriu
m 

3.54
843
E-
05 

9.16
201

E-
06 

Deinococcus_aquatilis 

0.00
012
362
5 

3.19
198

E-
05 

Curvibacter_sp. 

8.29
256
E-
05 

2.14
113

E-
05 

Armatimonas_unculture
d_bacterium 

0 

0 

Candidatus_Woeseba
cteria_uncultured_bac
terium 

2.11
218
E-
05 

5.45
363

E-
06 

Spirochaetota_MVP-
15_sp. 

0.00
021
583
5 

5.57
284

E-
05 

Anoxybacillus_sp. 

3.54
843
E-
05 

9.16
201

E-
06 

Propionivibrio_sp. 

0.00
012
281
1 

3.17
097

E-
05 

Pedomicrobium_met
agenome 

8.29
256
E-
05 

2.14
113

E-
05 

Arsenicicoccus_boliden
sis 

0 

0 

Chitinophagales_unc
ultured_uncultured_S
phingobacteriia 

2.05
442
E-
05 

5.30
449

E-
06 

Leptolinea_sp. 

0.00
021
539
1 

5.56
137

E-
05 

Candidatus_Kaiserba
cteria_uncultured_ba
cterium 

3.54
843
E-
05 

9.16
201

E-
06 

DesulfovibrioDesulfovi
brio_putealis 

0.00
011
576
9 

2.98
914

E-
05 

Propionibacter_sp. 

7.96
294
E-
05 

2.05
602

E-
05 

Arthrobacter_sp. 0 

0 

Clostridium_sp. 

2.05
442
E-
05 

5.30
449

E-
06 

Candidatus_Pacearc
haeota 

0.00
021
447
7 

5.53
777

E-
05 

Coprococcus_metag
enome 

3.54
843
E-
05 

9.16
201

E-
06 

Marvinbryantia_sp. 

0.00
011
576
9 

2.98
914

E-
05 

Chitinophagales_unc
ultured__bacterium 

7.73
156
E-
05 

1.99
628

E-
05 

Aspergillus_nidulans 0 

0 

Fibrobacteraceae_po
ssible_genus_04_unc
ultured_bacterium 

2.05
442
E-
05 

5.30
449

E-
06 

Chitinophagaceae_u
ncultured__sp. 

0.00
021
447
7 

5.53
777

E-
05 

Peredibacter_sp. 

3.54
843
E-
05 

9.16
201

E-
06 

Mitochondria_Eukaryo
ta_sp. 

0.00
011
496
9 

2.96
849

E-
05 

ASV_5832 

7.46
659
E-
05 

1.92
787

E-
05 

Asticcacaulis_sp. 0 

0 

Formivibrio_unculture
d_bacterium 

2.05
442
E-
05 

5.30
449

E-
06 

Chthoniobacter_sp. 

0.00
021
447
7 

5.53
777

E-
05 

Polyangia_mle1-
27uncultured_Polyan
giaceae 

3.54
843
E-
05 

9.16
201

E-
06 

Sphingorhabdus_uncu
ltured_bacterium 

0.00
011
496
9 

2.96
849

E-
05 

Candidatus_Azamba
cteria_sp. 

7.46
659
E-
05 

1.92
787

E-
05 

ASV_10003 0 

0 

Gracilibacteria_sp. 

2.05
442
E-
05 

5.30
449

E-
06 

Fimbriimonadaceae_
uncultured_Armatimo
nadetes 

0.00
021
447
7 

5.53
777

E-
05 

009E01-B-SD-
P15__uncultured_ba
cterium 

0 

0 

Armatimonadota_uncu
ltured__uncultured_soi
l 

0.00
011
432 

2.95
173

E-
05 

Fluviicola_uncultured
_bacterium 

7.46
659
E-
05 

1.92
787

E-
05 

ASV_10004 0 

0 

Mitochondria_metage
nome 

2.05
442
E-
05 

5.30
449

E-
06 

Lacihabitans_uncultu
red_bacterium 

0.00
021
447
7 

5.53
777

E-
05 

1013-28-
CG33__uncultured_s
oil 

0 

0 

Clostridium_sensu_stri
cto_8_sp. 

0.00
011
432 

2.95
173

E-
05 

Lewinella_uncultured
_bacterium 

7.46
659
E-
05 

1.92
787

E-
05 

ASV_10035 0 

0 

Oligoflexia_unculture
d__sp. 

2.05
442
E-
05 

5.30
449

E-
06 

SAR324_clade(Marin
e_group_B)_uncultur
ed_bacterium 

0.00
021
447
7 

5.53
777

E-
05 

Abditibacterium_sp. 0 

0 

Rhizobiaceae_sp. 
0.00
011
432 

2.95
173

E-
05 

Rubinisphaeraceae_
SH-
PL14_uncultured_ba
cterium 

7.46
659
E-
05 

1.92
787

E-
05 

ASV_10043 0 

0 

Pirellula_sp. 

2.05
442
E-
05 

5.30
449

E-
06 

Terrimicrobium_uncul
tured_bacterium 

0.00
021
447
7 

5.53
777

E-
05 

Absconditabacteriale
s_(SR1)__uncultured
_bacterium 

0 

0 

Thermobacillus_uncult
ured_bacterium 

0.00
011
432 

2.95
173

E-
05 

Caulobacteraceae_P
MMR1uncultured_en
dolithic 

7.34
228
E-
05 

1.89
577

E-
05 

ASV_10098 0 

0 

Spirochaetaceae_unc
ultured_organism 

2.05
442
E-
05 

5.30
449

E-
06 

Chloroflexi_OLB14_s
p. 

0.00
021
261
9 

5.48
98E
-05 

Absconditabacteriale
s_(SR1)_candidate_d
ivision 

0 

0 

Clostridia_uncultured_
Clostridiaceae 

0.00
011
250
7 

2.90
492

E-
05 

Gemmataceae_sp. 

7.34
228
E-
05 

1.89
577

E-
05 

ASV_10170 0 

0 

ASV_3580 

1.71
007
E-
05 

4.41
538

E-
06 

Duganella_sp. 

0.00
021
261
9 

5.48
98E
-05 

Absconditabacteriale
s_(SR1)_sp. 

0 

0 

Diplorickettsia_uncultu
red_bacterium 

0.00
011
250
7 

2.90
492

E-
05 

Rickettsiales_SM2D1
2uncultured_Alphapr
oteobacteria 

7.34
228
E-
05 

1.89
577

E-
05 

ASV_10179 0 

0 

Clostridium_sensu_st
ricto_1_metagenome 

1.61
776
E-
05 

4.17
704

E-
06 

ASV_18750 

0.00
021
155
1 

5.46
222

E-
05 

Absconditabacteriale
s_(SR1)_SR1_bacter
ium 

0 

0 

Oligoflexales_uncultur
ed__uncultured_soil 

0.00
011
250
7 

2.90
492

E-
05 

Pseudopropionibacte
rium_uncultured_bact
erium 

7.14
473
E-
05 

1.84
476

E-
05 

ASV_1021 0 

0 

Capnocytophaga_sp. 

0.00
001
613
5 

4.16
604

E-
06 

C39_sp. 

0.00
021
155
1 

5.46
222

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
candidate 

0 

0 

Microbacteriaceae_sp. 

0.00
011
160
4 

2.88
16E
-05 

Agromyces_sp. 

6.91
047
E-
05 

1.78
428

E-
05 

ASV_10253 0 

0 

SBR1031_uncultured
_Gemmatimonadetes 

0.00
001
613
5 

4.16
604

E-
06 

Dermacoccus_sp. 

0.00
021
155
1 

5.46
222

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
Epsilonproteobacteria 

0 

0 

ASV_17662 

0.00
010
526
7 

2.71
798

E-
05 

ASV_18698 

6.91
047
E-
05 

1.78
428

E-
05 

ASV_10292 0 

0 

Subdoligranulum_sp. 

0.00
001
613
5 

4.16
604

E-
06 

Oligella_urethralis 

0.00
021
155
1 

5.46
222

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
organism 

0 

0 

SediminispirochaetaS
pirochaeta_sp. 

0.00
010
369
2 

2.67
732

E-
05 

Fimbriiglobus_sp. 

6.91
047
E-
05 

1.78
428

E-
05 

ASV_10316 0 

0 

Acinetobacter_sp. 

1.35
678
E-
05 

3.50
319

E-
06 

Oscillospiraceae_UC
G-
005uncultured_proka
ryote 

0.00
021
155
1 

5.46
222

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
prokaryote 

0 

0 

Pedosphaeraceae_me
tagenome 

0.00
010
059
8 

2.59
743

E-
05 

Paludibaculum_meta
genome 

6.91
047
E-
05 

1.78
428

E-
05 

ASV_10346 0 

0 

Proteobacteria_sp. 

1.35
678
E-
05 

3.50
319

E-
06 

Polyangia_mle1-
27_metagenome 

0.00
021
155
1 

5.46
222

E-
05 

ABY1_sp. 0 

0 

Phreatobacter_uncultu
red_Rhizobiales 

0.00
010
059
8 

2.59
743

E-
05 

Absconditabacteriale
s_(SR1)_sp. 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10385 0 

0 

Prevotella_baroniae 

6.78
389
E-
06 

1.75
159

E-
06 

Salinicoccus_albus 

0.00
021
155
1 

5.46
222

E-
05 

Acanthopleuribacter_
_uncultured_bacteriu
m 

0 

0 

Ralstonia_sp. 

0.00
010
003
1 

1.93
484

E-
05 

Actinobacteria_sp. 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10460 0 

0 

009E01-B-SD-
P15__uncultured_bac
terium 

0 

0 

Sphingobacteriales_
AKYH767_metageno
me 

0.00
021
155
1 

5.46
222

E-
05 

Acetitomaculum__un
cultured_bacterium 

0 

0 

Anaerolineae_A4b_sp. 

0.00
009
923
1 

2.56
213

E-
05 

Flavobacteriales_NS
9_marine_groupuncul
tured_Bacteroidetes 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10537 0 

0 

1013-28-
CG33__uncultured_s
oil 

0 

0 



Sporichthyaceae_ 
hgcI_clade_Candidat
us_Planktophila 

0.00
021
155
1 

5.46
222

E-
05 

Acetitomaculum__un
cultured_rumen 

0 

0 

ASV_9544 

0.00
009
923
1 

2.56
213

E-
05 

Kiritimatiellae_WCHB
1-
41_uncultured_rume
n 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10583 0 

0 

Abditibacterium_sp. 0 

0 

ASV_2249 

0.00
020
750
3 

4.02
756

E-
05 

Acetitomaculum_sp. 0 

0 

Cereibacter_sp. 

0.00
009
923
1 

2.56
213

E-
05 

Luteolibacter_sp. 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10605 0 

0 

Absconditabacteriales
_(SR1)__metagenom
e 

0 

0 

Azospirillum_uncultur
ed_bacterium 

0.00
020
586
7 

5.31
546

E-
05 

Acetivibrio_unculture
d_bacterium 

0 

0 

Chloroplast_groundwa
ter__metagenome 

0.00
009
923
1 

2.56
213

E-
05 

Oligoflexia_0319-
6G20_uncultured_Sy
ntrophobacteraceae 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10606 0 

0 

Absconditabacteriales
_(SR1)__uncultured_
bacterium 

0 

0 

Frankiales_unculture
d_actinobacterium 

0.00
020
586
7 

5.31
546

E-
05 

Acetoanaerobium_un
cultured_bacterium 

0 

0 

Chloroplast_Hafniomo
nas_laevis 

0.00
009
923
1 

2.56
213

E-
05 

Parcubacteriauncultu
red_organism 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10613 0 

0 

Absconditabacteriales
_(SR1)_candidate_di
vision 

0 

0 

Polyangia_mle1-
27uncultured_proteo
bacterium 

0.00
020
586
7 

5.31
546

E-
05 

Acetobacter_sp. 0 

0 

Dehalococcoidia_uncu
ltured_Chloroflexi 

0.00
009
923
1 

2.56
213

E-
05 

Sporichthyaceae_ 
hgcI_clade_sp. 

6.84
806
E-
05 

1.76
816

E-
05 

ASV_10814 0 

0 

Absconditabacteriales
_(SR1)_sp. 

0 

0 

Rhizobiales_Incertae
_Sedis_uncultured__
sp. 

0.00
020
586
7 

5.31
546

E-
05 

Acetobacteraceae_sp
. 

0 

0 

Edaphobaculum_meta
genome 

0.00
009
923
1 

2.56
213

E-
05 

ASV_19840 

6.77
381
E-
05 

1.74
899

E-
05 

ASV_10821 0 

0 

Absconditabacteriales
_(SR1)_SR1_bacteriu
m 

0 

0 

Tyzzerella_unculture
d_Clostridium 

0.00
020
586
7 

5.31
546

E-
05 

Acetobacteraceae_u
ncultured__bacterium 

0 

0 

Nitrospira_defluvii 

0.00
009
923
1 

2.56
213

E-
05 

FCPU426_uncultured
_bacterium 

6.77
381
E-
05 

1.74
899

E-
05 

ASV_10869 0 

0 

Absconditabacteriales
_(SR1)_uncultured_E
psilonproteobacteria 

0 

0 

ASV_4909 

0.00
020
083
9 

3.53
469

E-
05 

Acetobacteraceae_u
ncultured__metageno
me 

0 

0 

oc32_metagenome 

0.00
009
923
1 

2.56
213

E-
05 

Thermomicrobiales_J
G30-KF-
CM45_uncultured_ba
cterium 

6.77
381
E-
05 

1.74
899

E-
05 

ASV_10995 0 

0 

Absconditabacteriales
_(SR1)_uncultured_or
ganism 

0 

0 

Caulobacter_sp. 

0.00
019
584
8 

5.05
677

E-
05 

Acetobacteraceae_u
ncultured__sp. 

0 

0 

Verrucomicrobiae_sp. 

0.00
009
923
1 

2.56
213

E-
05 

Cutibacterium_granul
osum 

5.81
294
E-
05 

1.50
089

E-
05 

ASV_11002 0 

0 

Absconditabacteriales
_(SR1)_uncultured_pr
okaryote 

0 

0 

Opitutaceae_sp. 

0.00
019
584
8 

5.05
677

E-
05 

Acetobacterium_sp. 0 

0 

Empedobacter_brevis 

9.44
376
E-
05 

2.43
837

E-
05 

ASV_20010 

5.52
837
E-
05 

1.42
742

E-
05 

ASV_11030 0 

0 

ABY1_sp. 0 

0 

Rickettsiales_SM2D1
2_metagenome 

0.00
019
584
8 

5.05
677

E-
05 

Acetothermiia__uncul
tured_bacterium 

0 

0 

SepB-
3_uncultured_bacteriu
m 

9.44
376
E-
05 

2.43
837

E-
05 

Peptoclostridium_unc
ultured_organism 

5.52
837
E-
05 

1.42
742

E-
05 

ASV_11102 0 

0 

Acanthopleuribacter_
_uncultured_bacteriu
m 

0 

0 

Schlesneria_uncultur
ed_planctomycete 

0.00
019
584
8 

5.05
677

E-
05 

Acholeplasma__uncu
ltured_bacterium 

0 

0 

Aeromonas_unculture
d_gamma 

9.35
629
E-
05 

2.41
578

E-
05 

Ruminococcus_meta
genome 

5.52
837
E-
05 

1.42
742

E-
05 

ASV_11103 0 

0 

Acetitomaculum__unc
ultured_bacterium 

0 

0 

Enterovibrio_uncultur
ed_bacterium 

0.00
019
581 

5.05
579

E-
05 

Acholeplasma_axant
hum 

0 

0 

ASV_21484 

9.35
629
E-
05 

2.41
578

E-
05 

Coxiella_uncultured_
Coxiellaceae 

5.50
671
E-
05 

1.42
183

E-
05 

ASV_11163 0 

0 

Acetitomaculum__unc
ultured_rumen 

0 

0 

Gemmataceae_uncul
tured_Crater 

0.00
019
581 

5.05
579

E-
05 

Acholeplasma_brassi
cae 

0 

0 

ASV_21486 

9.35
629
E-
05 

2.41
578

E-
05 

Defluviitaleaceae_UC
G-
011_uncultured_bact
erium 

5.50
671
E-
05 

1.42
183

E-
05 

ASV_11164 0 

0 

Acetivibrio_uncultured
_bacterium 

0 

0 

Luteolibacter_uncultu
red_bacterium 

0.00
019
581 

5.05
579

E-
05 

Acholeplasma_moru
m 

0 

0 

Haliangium_sp. 

9.35
629
E-
05 

2.41
578

E-
05 

Gammaproteobacteri
a_EV818SWSAP88_
uncultured_bacterium 

5.50
671
E-
05 

1.42
183

E-
05 

ASV_11306 0 

0 

Acetoanaerobium_un
cultured_bacterium 

0 

0 

Bdellovibrio_uncultur
ed_Bdellovibrio 

0.00
018
76 

4.84
381

E-
05 

Acholeplasma_sp. 0 

0 

Haliangium_unculture
d_Myxococcales 

9.35
629
E-
05 

2.41
578

E-
05 

Neochlamydia_uncult
ured_bacterium 

5.50
671
E-
05 

1.42
183

E-
05 

ASV_11362 0 

0 

Acetobacter_sp. 0 

0 

Patescibacteria_CPR
2_uncultured_Firmicu
tes 

0.00
018
76 

4.84
381

E-
05 

Acholeplasmataceae
_EMP-
G18_uncultured_Moll
icutes 

0 

0 

Nanoarchaeia_sp. 

9.35
629
E-
05 

2.41
578

E-
05 

Phycisphaeraceae_S
M1A02_sp. 

5.50
671
E-
05 

1.42
183

E-
05 

ASV_11393 0 

0 

Acetobacteraceae_sp
. 

0 

0 

Planctopirus_metage
nome 

0.00
018
76 

4.84
381

E-
05 

Acholeplasmauncultu
red_Acholeplasmatac
eae 

0 

0 

Opitutus_metagenome 

9.35
629
E-
05 

2.41
578

E-
05 

Afipia_sp. 

5.08
035
E-
05 

1.31
174

E-
05 

ASV_11399 0 

0 

Acetobacteraceae_un
cultured__bacterium 

0 

0 

Aerococcaceae_sp. 
0.00
018
595 

4.80
121

E-
05 

Achromatium_sp. 0 

0 

Afipia_genosp. 

9.14
557
E-
05 

2.36
138

E-
05 

Geobacteraceae_unc
ultured_delta 

5.08
035
E-
05 

1.31
174

E-
05 

ASV_11414 0 

0 

Acetobacteraceae_un
cultured__metageno
me 

0 

0 

Bacteroidetes_VC2.1
_Bac22_metagenom
e 

0.00
018
595 

4.80
121

E-
05 

Acidaminobacter__un
cultured_bacterium 

0 

0 

ASV_2692 

9.14
557
E-
05 

2.36
138

E-
05 

Rickettsiales_SM2D1
2_sp. 

5.08
035
E-
05 

1.31
174

E-
05 

ASV_11446 0 

0 

Acetobacteraceae_un
cultured__sp. 

0 

0 

Rubinisphaeraceae_
uncultured__sp. 

0.00
018
595 

4.80
121

E-
05 

Acidaminococcaceae
_uncultured__bacteri
um 

0 

0 

ASV_3803 

9.14
557
E-
05 

2.36
138

E-
05 

Methylobacterium-
Methylorubrum_sp. 

4.76
315
E-
05 

1.22
984

E-
05 

ASV_11492 0 

0 

Acetobacterium_sp. 0 

0 

Leptospiraceae_RBG
-16-49-
21_uncultured_bacter
ium 

0.00
018
121
2 

4.67
887

E-
05 

Acidibacter__metage
nome 

0 

0 

Caulobacteraceae_sp. 

9.14
557
E-
05 

2.36
138

E-
05 

ASV_3436 

4.56
538
E-
05 

1.17
878

E-
05 

ASV_11530 0 

0 

Acetothermiia__uncul
tured_bacterium 

0 

0 

eub62A3_uncultured
_bacterium 

0.00
017
986
3 

4.64
404

E-
05 

Acidibacter__uncultur
ed_bacterium 

0 

0 

Paenibacillus_sp. 

9.14
557
E-
05 

2.36
138

E-
05 

ASV_5779 

4.56
538
E-
05 

1.17
878

E-
05 

ASV_11581 0 

0 

Acholeplasma__uncul
tured_bacterium 

0 

0 

Magnetospirillum_un
cultured_bacterium 

0.00
017
986
3 

4.64
404

E-
05 

Acidibacter_sp. 0 

0 

Pajaroellobacteruncult
ured_prokaryote 

9.14
557
E-
05 

2.36
138

E-
05 

Caulobacter_metage
nome 

4.56
538
E-
05 

1.17
878

E-
05 

ASV_1161 0 

0 

Acholeplasma_axanth
um 

0 

0 

SR-FBR-
L83_Ignavibacteria_b
acterium 

0.00
017
986
3 

4.64
404

E-
05 

Acidimicrobiia_IMCC
26256_sp. 

0 

0 

Rhizobiales_A0839__
metagenome 

9.14
557
E-
05 

2.36
138

E-
05 

Faecalibacterium_sp. 

4.56
538
E-
05 

1.17
878

E-
05 

ASV_11616 0 

0 

Acholeplasma_laidla
wii 

0 

0 

ASV_2390 

0.00
017
825
3 

4.60
247

E-
05 

Acidimicrobiia_IMCC
26256_uncultured_ba
cterium 

0 

0 

Acholeplasma_laidlawi
i 

8.77
224
E-
05 

2.26
498

E-
05 

Fluviicola_uncultured
_Fluviicola 

4.56
538
E-
05 

1.17
878

E-
05 

ASV_11696 0 

0 

Acholeplasma_moru
m 

0 

0 

ASV_5304 

0.00
017
825
3 

4.60
247

E-
05 

Acidimicrobiia_IMCC
26256_uncultured_so
il 

0 

0 

Anaerovoraxunculture
d_prokaryote 

8.77
224
E-
05 

2.26
498

E-
05 

Spirochaeta_2_meta
genome 

4.56
538
E-
05 

1.17
878

E-
05 

ASV_11732 0 

0 

Acholeplasma_sp. 0 

0 

Gammaproteobacteri
a_uncultured__metag
enome 

0.00
017
825
3 

4.60
247

E-
05 

Acidimicrobiia_IMCC
26256uncultured_Aci
diterrimonas 

0 

0 

ASV_18896 

8.77
224
E-
05 

2.26
498

E-
05 

Candidatus_Magasa
nikbacteria 

4.14
628
E-
05 

1.07
056

E-
05 

ASV_11789 0 

0 

Acholeplasmataceae_
EMP-
G18_uncultured_Molli
cutes 

0 

0 

Polyangia_mle1-
27_sp. 

0.00
017
825
3 

4.60
247

E-
05 

Acidimicrobiia_IMCC
26256uncultured_acti
nobacterium 

0 

0 

Azospirillum_sp. 

8.77
224
E-
05 

2.26
498

E-
05 

Mucilaginibacter_sp. 

4.14
628
E-
05 

1.07
056

E-
05 

ASV_11832 0 

0 

Achromatium_sp. 0 

0 

SB-5_sp. 

0.00
017
825
3 

4.60
247

E-
05 

Acidimicrobiia_IMCC
26256uncultured_Acti
nomycetales 

0 

0 

Diplorickettsiaceae_un
cultured_proteobacteri
um 

8.77
224
E-
05 

2.26
498

E-
05 

Nitrospira_japonica 

4.14
628
E-
05 

1.07
056

E-
05 

ASV_12032 0 

0 

Acidaminobacter__un
cultured_bacterium 

0 

0 



vadinHA49_sp. 

0.00
017
825
3 

4.60
247

E-
05 

Acidimicrobiia_sp. 0 

0 

Gammaproteobacteria
_JG36-TzT-
191uncultured_proteo
bacterium 

8.77
224
E-
05 

2.26
498

E-
05 

Saccharimonadales_
LWQ8_uncultured_b
acterium 

4.14
628
E-
05 

1.07
056

E-
05 

ASV_1208 0 

0 

Acidaminococcaceae
_uncultured__bacteri
um 

0 

0 

Bifidobacterium_bifid
um 

0.00
017
622
9 

4.55
021

E-
05 

Acidimicrobiia_uncult
ured__bacterium 

0 

0 

Marinospirillum_minut
ulum 

8.77
224
E-
05 

2.26
498

E-
05 

Verrucomicrobiaceae
_uncultured__uncultu
red_soil 

4.14
628
E-
05 

1.07
056

E-
05 

ASV_12134 0 

0 

Acidibacter__metage
nome 

0 

0 

ASV_20058 

0.00
016
924
1 

4.36
978

E-
05 

Acidimicrobiia_uncult
ured__metagenome 

0 

0 

Opitutus_sp. 

8.77
224
E-
05 

2.26
498

E-
05 

ASV_2061 

3.67
114
E-
05 

9.47
884

E-
06 

ASV_12280 0 

0 

Acidibacter__uncultur
ed_bacterium 

0 

0 

ASV_2080 

0.00
016
924
1 

4.36
978

E-
05 

Acidimicrobiia_uncult
ured__sp. 

0 

0 

Prosthecobacter_meta
genome 

8.77
224
E-
05 

2.26
498

E-
05 

ASV_21534 

3.67
114
E-
05 

9.47
884

E-
06 

ASV_12284 0 

0 

Acidimicrobiia_IMCC2
6256_metagenome 

0 

0 

Candidatus_Nucleicul
trix 

0.00
016
924
1 

4.36
978

E-
05 

Acidimicrobiia_uncult
ured_Acidimicrobiia 

0 

0 

Terrimicrobiumuncultu
red_Verrucomicrobiale
s 

8.77
224
E-
05 

2.26
498

E-
05 

Cohnella_sp. 

3.67
114
E-
05 

9.47
884

E-
06 

ASV_12313 0 

0 

Acidimicrobiia_IMCC2
6256_sp. 

0 

0 

Chryseobacterium_c
haponense 

0.00
016
924
1 

4.36
978

E-
05 

Acidimicrobiia_uncult
ured_actinobacterium 

0 

0 

Lactobacillus_rhamno
sus 

8.68
931
E-
05 

2.24
357

E-
05 

Johnsonella_Firmicut
es_oral 

3.61
952
E-
05 

9.34
556

E-
06 

ASV_12382 0 

0 

Acidimicrobiia_IMCC2
6256_uncultured_bac
terium 

0 

0 

Fibrobacterales_sp. 

0.00
016
924
1 

4.36
978

E-
05 

Acidimicrobiia_uncult
ured_Actinomycetale
s 

0 

0 

ASV_17700 

8.62
267
E-
05 

2.22
636

E-
05 

Butyrivibrio_Eubacter
ium_sp. 

3.57
236
E-
05 

9.22
379

E-
06 

ASV_12391 0 

0 

Acidimicrobiia_IMCC2
6256uncultured_actin
obacterium 

0 

0 

Gaiellales_uncultured
_uncultured_Solirubr
obacter 

0.00
016
924
1 

4.36
978

E-
05 

Acidimicrobiia_uncult
ured_bacterium_YC-
ZSS-LKJ199 

0 

0 

Rubritaleaceae_uncult
ured_bacterium 

8.62
267
E-
05 

2.22
636

E-
05 

Candidatus_Azamba
cteria 

3.57
236
E-
05 

9.22
379

E-
06 

ASV_12397 0 

0 

Acidimicrobiia_IMCC2
6256uncultured_Actin
omycetales 

0 

0 

Rudanella_lutea 

0.00
016
400
2 

4.23
451

E-
05 

Acidiphilium__uncultu
red_bacterium 

0 

0 

Fibrobacterales_B122
_uncultured_bacterium 

8.55
863
E-
05 

2.20
983

E-
05 

ASV_4673 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12420 0 

0 

Acidimicrobiia_sp. 0 

0 

ASV_20977 

0.00
015
946
4 

4.11
734

E-
05 

Acidiphilium_sp. 0 

0 

Roseomonas_pecunia
e 

8.55
863
E-
05 

2.20
983

E-
05 

Bacilli_sp. 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12452 0 

0 

Acidimicrobiia_uncult
ured__bacterium 

0 

0 

Eubacterium_hallii_gr
oup__uncultured_ru
men 

0.00
015
946
4 

4.11
734

E-
05 

Acidisoma_sp. 0 

0 

ASV_3531 

8.49
221
E-
05 

2.19
268

E-
05 

CAG-
352_uncultured_bact
erium 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12478 0 

0 

Acidimicrobiia_uncult
ured__metagenome 

0 

0 

Bacteriovoracaceae_
uncultured__sp. 

0.00
015
664
8 

4.04
463

E-
05 

Acidithiobacillaceae_
KCM-B-112_sp. 

0 

0 

Terrimonas_sp. 

8.44
324
E-
05 

2.18
004

E-
05 

Candidatus_Yonathb
acteria_uncultured_b
acterium 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12525 0 

0 

Acidimicrobiia_uncult
ured__sp. 

0 

0 

Luteimonas_sp. 

0.00
015
664
8 

4.04
463

E-
05 

Acidithiobacillus_ferr
ooxidans 

0 

0 

Prevotella_micans 

0.00
008
370
3 

2.16
12E
-05 

Clostridium_sensu_st
ricto_1_sp. 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12573 0 

0 

Acidimicrobiia_uncult
ured_Acidimicrobiia 

0 

0 

Micavibrionales_uncu
ltured_eubacterium 

0.00
015
664
8 

4.04
463

E-
05 

Acidobacteria_bacteri
um 

0 

0 

Saccharimonadales_m
arine__metagenome 

0.00
008
370
3 

2.16
12E
-05 

Jonquetella_anthropi 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12623 0 

0 

Acidimicrobiia_uncult
ured_actinobacterium 

0 

0 

Micromonospora_sp. 

0.00
015
664
8 

4.04
463

E-
05 

Acidobacteriaceae_(
Subgroup_1)_sp. 

0 

0 

Woesearchaeales_unc
ultured_archaeon 

0.00
008
370
3 

2.16
12E
-05 

Megamonas_sp. 

0.00
003
386
9 

8.74
494

E-
06 

ASV_12634 0 

0 

Acidimicrobiia_uncult
ured_Actinomycetales 

0 

0 

Pseudolabrys_metag
enome 

0.00
015
664
8 

4.04
463

E-
05 

Acidobacteriae_Elev-
16S-1166_sp. 

0 

0 

Cellulosimicrobium_sp
. 

8.26
925
E-
05 

2.13
511

E-
05 

Blastocatellaceae_un
cultured__sp. 

2.89
561
E-
05 

7.47
643

E-
06 

ASV_12731 0 

0 

Acidimicrobiia_uncult
ured_bacterium_YC-
ZSS-LKJ199 

0 

0 

Rs-
M47uncultured_orga
nism 

0.00
015
664
8 

4.04
463

E-
05 

Acidobacteriae_sp. 0 

0 

Chitinophaga_sp. 

8.26
925
E-
05 

2.13
511

E-
05 

Leptotrichia_hongkon
gensis 

2.89
561
E-
05 

7.47
643

E-
06 

ASV_12760 0 

0 

Acidiphilium__uncultu
red_bacterium 

0 

0 

ASV_20091 
0.00
014
876 

3.84
097

E-
05 

Acidocella__uncultur
ed_bacterium 

0 

0 

Microscillaceae_uncult
ured_Flexibacteraceae 

8.26
925
E-
05 

2.13
511

E-
05 

Woesearchaeales_un
cultured_bacterium 

2.89
561
E-
05 

7.47
643

E-
06 

ASV_12772 0 

0 

Acidisoma_sp. 0 

0 

Bradymonadales_unc
ultured_bacterium 

0.00
014
876 

3.84
097

E-
05 

Acidothermus__uncul
tured_bacterium 

0 

0 

Yersiniaceae_sp. 

8.26
925
E-
05 

2.13
511

E-
05 

Armatimonas_sp. 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_12862 0 

0 

Acidithiobacillaceae_
KCM-B-112_sp. 

0 

0 

Conexibacter_sp. 
0.00
014
876 

3.84
097

E-
05 

Acidothermus_sp. 0 

0 

ASV_6240 

7.60
767
E-
05 

1.96
429

E-
05 

Babeliales_UBA1240
9_uncultured_bacteri
um 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_12880 0 

0 

Acidithiobacillus_ferro
oxidans 

0 

0 

Nocardioidaceae_sp. 
0.00
014
876 

3.84
097

E-
05 

Acidovorax_sp. 0 

0 

Spirosoma_rigui 

7.60
767
E-
05 

1.96
429

E-
05 

Bdellovibrio_sp. 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_12965 0 

0 

Acidobacteria_bacteri
um 

0 

0 

ASV_21853 

0.00
014
514
8 

3.74
771

E-
05 

Acinetobacter__meta
genome 

0 

0 

Antricoccus_suffuscus 

7.50
047
E-
05 

1.93
661

E-
05 

Mycoplasma_uncultu
red_bacterium 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_12970 0 

0 

Acidobacteriaceae_(S
ubgroup_1)_sp. 

0 

0 

ABY1_sp. 
0.00
014
497 

3.74
311

E-
05 

Acinetobacter_baum
annii 

0 

0 

Candidatus_Jidaibacte
r_metagenome 

7.50
047
E-
05 

1.93
661

E-
05 

Salinirepens_sp. 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_13011 0 

0 

Acidobacteriae_Elev-
16S-1166_sp. 

0 

0 

Aerococcaceae_uncu
ltured__bacterium 

0.00
014
497 

3.74
311

E-
05 

Acinetobacter_sp. 0 

0 

Kiritimatiellae_WCHB1
-41_metagenome 

7.50
047
E-
05 

1.93
661

E-
05 

Simkaniaceae_uncult
ured_Candidatus 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_13022 0 

0 

Acidobacteriae_Elev-
16S-
1166_uncultured_bac
terium 

0 

0 

ASV_19954 
0.00
014
497 

3.74
311

E-
05 

Acinetobacter_towner
i 

0 

0 

Saprospiraceae_uncul
tured_Haliscomenoba
cter_sp. 

7.50
047
E-
05 

1.93
661

E-
05 

Sphingobacteriales_e
nv.OPS_17_sp. 

2.76
419
E-
05 

7.13
711

E-
06 

ASV_13091 0 

0 

Acidobacteriae_sp. 0 

0 

Spirochaeta_2_Spiro
chaeta_sp. 

0.00
014
497 

3.74
311

E-
05 

Acremonium_fuci 0 

0 

Butyricimonas_sp. 

7.18
556
E-
05 

1.85
53E
-05 

Candidatus_Magasa
nikbacteria_sp. 

2.38
158
E-
05 

6.14
921

E-
06 

ASV_13184 0 

0 

Acidocella__unculture
d_bacterium 

0 

0 

Aenigmarcheota_sp. 
0.00
014
389 

3.71
522

E-
05 

Actinobacillus_sp. 0 

0 

Corynebacterium_gluc
uronolyticum 

7.18
556
E-
05 

1.85
53E
-05 

Bulleidia_extructa 

2.17
171
E-
05 

5.60
733

E-
06 

ASV_13191 0 

0 

Acidothermus__uncul
tured_bacterium 

0 

0 

Dokdonella_sp. 
0.00
014
389 

3.71
522

E-
05 

Actinobacteria_0319-
7L14_uncultured_acti
nobacterium 

0 

0 

ASV_12452 

7.12
883
E-
05 

1.84
066

E-
05 

Slackia_exigua 

2.17
171
E-
05 

5.60
733

E-
06 

ASV_13193 0 

0 

Acidothermus_sp. 0 

0 

ASV_21136 
0.00
012
693 

3.27
732

E-
05 

Actinobacteria_PeM1
5_bacterium_rJ7 

0 

0 

Absconditabacteriales
_(SR1)_candidate_divi
sion 

7.01
779
E-
05 

1.81
199

E-
05 

ASV_4143 

1.69
345
E-
05 

4.37
247

E-
06 

ASV_13313 0 

0 

Acinetobacter__meta
genome 

0 

0 

ASV_21137 
0.00
012
693 

3.27
732

E-
05 

Actinobacteria_PeM1
5_metagenome 

0 

0 

Mogibacterium_uncult
ured_rumen 

7.01
779
E-
05 

1.81
199

E-
05 

Actinomyces_graeve
nitzii 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13359 0 

0 

Acinetobacter_kyong
giensis 

0 

0 



Hydrogenophilaceae
_uncultured__sp. 

0.00
012
693 

3.27
732

E-
05 

Actinobacteria_PeM1
5_sp. 

0 

0 

Pir4_lineage_uncultur
ed_Planctomycetacea
e 

7.01
779
E-
05 

1.81
199

E-
05 

Anaerococcusuncultu
red_organism 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13391 0 

0 

Acremonium_fuci 0 

0 

Leptotrichia_wadei 
0.00
012
693 

3.27
732

E-
05 

Actinobacteria_PeM1
5_uncultured_soil 

0 

0 

Saccharimonadales_L
WQ8uncultured_Candi
datus 

7.01
779
E-
05 

1.81
199

E-
05 

ASV_1642 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13403 0 

0 

Actinobacillus_sp. 0 

0 

Omnitrophales_uncul
tured_bacterium 

0.00
012
693 

3.27
732

E-
05 

Actinobacteria_sp. 0 

0 

Leptotrichia_unculture
d_bacterium 

6.95
144
E-
05 

1.79
485

E-
05 

MND1_sp. 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13405 0 

0 

Actinobacteria_0319-
7L14_uncultured_acti
nobacterium 

0 

0 

Prevotella_uncultured
_bacterium 

0.00
012
693 

3.27
732

E-
05 

Actinobacteria_uncult
ured__bacterium 

0 

0 

Microscillaceae_OLB1
2uncultured_prokaryot
e 

6.95
144
E-
05 

1.79
485

E-
05 

Pirellulaceae_uncultu
red_bacterium_enrich
ment 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13432 0 

0 

Actinobacteria_PeM1
5_bacterium_rJ7 

0 

0 

Sphingomonadaceae
_sp. 

0.00
012
693 

3.27
732

E-
05 

Actinobacteria_uncult
ured__metagenome 

0 

0 

Berkeleya_fennica 

6.85
918
E-
05 

1.77
103

E-
05 

Sphingobacteriales_e
nv.OPS_17_uncultur
ed_bacterium 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13441 0 

0 

Actinobacteria_PeM1
5_metagenome 

0 

0 

Tsukamurella_pauro
metabola 

0.00
012
693 

3.27
732

E-
05 

Actinobacteria_uncult
ured__sp. 

0 

0 

Candidatus_Omnitrop
hus_metagenome 

6.85
918
E-
05 

1.77
103

E-
05 

Sphingomonas_sp. 

1.44
781
E-
05 

3.73
823

E-
06 

ASV_13503 0 

0 

Actinobacteria_PeM1
5_sp. 

0 

0 

ASV_3256 

0.00
011
883
5 

3.06
831

E-
05 

Actinobacteriota_MB-
A2-108_metagenome 

0 

0 

Marinimicrobia_(SAR4
06_clade)_metageno
me 

6.85
918
E-
05 

1.77
103

E-
05 

Hydrogenophilus_sp. 

1.38
209
E-
05 

3.56
854

E-
06 

ASV_13525 0 

0 

Actinobacteria_PeM1
5_uncultured_soil 

0 

0 

ASV_9544 

0.00
011
883
5 

3.06
831

E-
05 

Actinobacteriota_MB-
A2-108_sp. 

0 

0 

Oscillospirales_UCG-
010_uncultured_bacte
rium 

6.85
918
E-
05 

1.77
103

E-
05 

009E01-B-SD-
P15__uncultured_ba
cterium 

0 

0 

ASV_13612 0 

0 

Actinobacteria_PeM1
5uncultured_actinoba
cterium 

0 

0 

Candidatus_Yanofsk
ybacteria_sp. 

0.00
011
883
5 

3.06
831

E-
05 

Actinobacteriota_MB-
A2-
108_uncultured_bact
erium 

0 

0 

Telmatocola_sp. 

6.85
918
E-
05 

1.77
103

E-
05 

1013-28-
CG33__uncultured_s
oil 

0 

0 

ASV_13680 0 

0 

Actinobacteria_sp. 0 

0 

Elusimicrobiota_Line
age_IIa_uncultured_b
acterium 

0.00
011
883
5 

3.06
831

E-
05 

Actinomadura_sp. 0 

0 

Cyclobacteriaceae_un
cultured_Flammeovirg
aceae 

6.75
459
E-
05 

1.74
403

E-
05 

Absconditabacteriale
s_(SR1)__metageno
me 

0 

0 

ASV_13728 0 

0 

Actinobacteria_uncult
ured__bacterium 

0 

0 

Methanocorpusculum
_uncultured_archaeo
n 

0.00
011
883
5 

3.06
831

E-
05 

Actinomyces__uncult
ured_bacterium 

0 

0 

Fimbriiglobus_uncultur
ed_planctomycete 

6.75
459
E-
05 

1.74
403

E-
05 

Absconditabacteriale
s_(SR1)__uncultured
_bacterium 

0 

0 

ASV_13765 0 

0 

Actinobacteria_uncult
ured__metagenome 

0 

0 

SAR324_clade(Marin
e_group_B)_sp. 

0.00
011
883
5 

3.06
831

E-
05 

Actinomyces_dentalis 0 

0 

Hyphomicrobium_met
agenome 

6.75
459
E-
05 

1.74
403

E-
05 

Absconditabacteriale
s_(SR1)_candidate_d
ivision 

0 

0 

ASV_13773 0 

0 

Actinobacteria_uncult
ured__sp. 

0 

0 

Actinobacteria_PeM1
5_sp. 

0.00
011
748
6 

3.03
348

E-
05 

Actinomyces_graeve
nitzii 

0 

0 

Planctomycetota_OM1
90_sp. 

6.65
671
E-
05 

1.71
876

E-
05 

Absconditabacteriale
s_(SR1)_SR1_bacter
ium 

0 

0 

ASV_13775 0 

0 

Actinobacteria_uncult
ured_Actinomycetales
_bacterium 

0 

0 

Planctomycetes_unc
ultured_Planctomycet
aceae 

0.00
011
748
6 

3.03
348

E-
05 

Actinomyces_israelii 0 

0 

Actinomyces_unidentif
ied 

0.00
006
615
4 

1.70
809

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
candidate 

0 

0 

ASV_13785 0 

0 

Actinobacteriota_MB-
A2-108_metagenome 

0 

0 

Thermovirga_uncultu
red_bacterium 

0.00
011
748
6 

3.03
348

E-
05 

Actinomyces_sp. 0 

0 

Defluviitaleaceae_UC
G-
011_Lachnospiraceae
_bacterium 

0.00
006
615
4 

1.70
809

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
Epsilonproteobacteria 

0 

0 

ASV_13794 0 

0 

Actinobacteriota_MB-
A2-108_sp. 

0 

0 

Beggiatoa_unculture
d_prokaryote 

0.00
011
157 

2.88
073

E-
05 

Actinomyces_unident
ified 

0 

0 

Fibrobacterales_sp. 

0.00
006
615
4 

1.70
809

E-
05 

Absconditabacteriale
s_(SR1)_uncultured_
prokaryote 

0 

0 

ASV_13859 0 

0 

Actinobacteriota_MB-
A2-
108_uncultured_bact
erium 

0 

0 

KF-JG30-
B3_metagenome 

0.00
011
157 

2.88
073

E-
05 

Actinomycetaceae_F
0332_uncultured_bac
terium 

0 

0 

Fimbriimonadaceae_u
ncultured_bacterium 

0.00
006
615
4 

1.70
809

E-
05 

ABY1_sp. 0 

0 

ASV_13883 0 

0 

Actinobacteriota_MB-
A2-
108uncultured_actino
bacterium 

0 

0 

Bacilli_RF39_gut__m
etagenome 

0.00
010
872
7 

2.80
732

E-
05 

Actinomycetaceae_u
ncultured__bacterium 

0 

0 

Phocaeicola_abscess
us 

6.48
076
E-
05 

1.67
333

E-
05 

Acanthopleuribacter_
_uncultured_bacteriu
m 

0 

0 

ASV_13900 0 

0 

Actinomadura_sp. 0 

0 

Chlamydiales_cvE6_
uncultured_Chlamydi
a 

0.00
010
872
7 

2.80
732

E-
05 

Actinomycetaceae_u
ncultured__metageno
me 

0 

0 

ASV_4673 

6.34
994
E-
05 

1.12
293

E-
05 

Acetitomaculum__un
cultured_rumen 

0 

0 

ASV_13923 0 

0 

Actinomyces__uncult
ured_bacterium 

0 

0 

Pirellulaceae_uncultu
red__sp. 

0.00
010
872
7 

2.80
732

E-
05 

Actinomycetaceae_u
ncultured__rumen 

0 

0 

Candidatus_Omnitrop
hus_sp. 

6.29
584
E-
05 

1.62
558

E-
05 

Acetitomaculum_sp. 0 

0 

ASV_13925 0 

0 

Actinomyces_dentalis 0 

0 

ASV_21086 

0.00
010
791
8 

2.78
643

E-
05 

Actinomycetaceae_u
ncultured__sp. 

0 

0 

Spirochaetaceae_unc
ultured_prokaryote 

6.29
584
E-
05 

1.62
558

E-
05 

Acetivibrio_unculture
d_bacterium 

0 

0 

ASV_13930 0 

0 

Actinomyces_graeven
itzii 

0 

0 

Candidatus_Giovann
onibacteria 

0.00
010
791
8 

2.78
643

E-
05 

Actinoplanes_garbadi
nensis 

0 

0 

uncultured_Capnocyto
phaga 

6.19
038
E-
05 

1.21
774

E-
05 

Acetoanaerobium_un
cultured_bacterium 

0 

0 

ASV_13977 0 

0 

Actinomyces_israelii 0 

0 

Silvanigrella_metage
nome 

0.00
010
630
9 

2.74
489

E-
05 

Actinotalea_sp. 0 

0 

Alkalibacter_unculture
d_bacterium 

5.83
268
E-
05 

1.50
599

E-
05 

Acetobacter_sp. 0 

0 

ASV_14011 0 

0 

Actinomyces_unidenti
fied 

0 

0 

ASV_6176 

9.79
048
E-
05 

2.52
789

E-
05 

Actinotignum_sp. 0 

0 

Schlegelella_sp. 

5.83
268
E-
05 

1.50
599

E-
05 

Acetobacteraceae_sp
. 

0 

0 

ASV_14013 0 

0 

Actinomycetaceae_F
0332_uncultured_bac
terium 

0 

0 

Emticicia_sediminis 

9.79
048
E-
05 

2.52
789

E-
05 

Adhaeribacter__meta
genome 

0 

0 

Aquaspirillum_sp. 

5.74
845
E-
05 

1.48
424

E-
05 

Acetobacteraceae_u
ncultured__bacterium 

0 

0 

ASV_14099 0 

0 

Actinomycetaceae_F
0332unidentified 

0 

0 

Methylophilaceae_un
cultured__metageno
me 

9.79
048
E-
05 

2.52
789

E-
05 

Adhaeribacter__uncu
ltured_soil 

0 

0 

Pseudarcicella_sp. 

5.74
845
E-
05 

1.48
424

E-
05 

Acetobacteraceae_u
ncultured__metageno
me 

0 

0 

ASV_14118 0 

0 

Actinomycetaceae_un
cultured__bacterium 

0 

0 

Opitutus_metagenom
e 

9.79
048
E-
05 

2.52
789

E-
05 

Adhaeribacter_sp. 0 

0 

Solirubrobacteraceae_
uncultured_Colobanth
us_quitensis 

5.74
845
E-
05 

1.48
424

E-
05 

Acetobacteraceae_u
ncultured__sp. 

0 

0 

ASV_14135 0 

0 

Actinomycetaceae_un
cultured__rumen 

0 

0 

Phycisphaera_metag
enome 

9.79
048
E-
05 

2.52
789

E-
05 

Advenella_sp. 0 

0 

Gaiellales_sp. 

5.60
749
E-
05 

1.13
928

E-
05 

Acetobacterium_sp. 0 

0 

ASV_14140 0 

0 

Actinomycetaceae_un
cultured__sp. 

0 

0 

Cellvibrio_sp. 

8.46
203
E-
05 

2.18
489

E-
05 

Aenigmarchaeales_s
p. 

0 

0 

Mitochondria_sp. 

0.00
005
580
2 

1.44
08E
-05 

Acetothermiia__uncul
tured_bacterium 

0 

0 

ASV_14196 0 

0 

Actinomycetospora_s
p. 

0 

0 

Psychrobacter_sangu
inis 

8.46
203
E-
05 

2.18
489

E-
05 

Aenigmarcheota_sp. 0 

0 

alpha_proteobacteriu
m 

5.26
334
E-
05 

1.35
899

E-
05 

Acholeplasma__uncu
ltured_bacterium 

0 

0 

ASV_14325 0 

0 

Actinoplanes_garbadi
nensis 

0 

0 



Acidimicrobiia_IMCC
26256uncultured_acti
nobacterium 

7.83
239
E-
05 

2.02
231

E-
05 

Aequorivita_sp. 0 

0 

Anaerovoracaceae_Fa
mily_XIII_AD3011_gro
up_uncultured_rumen 

5.26
334
E-
05 

1.35
899

E-
05 

Acholeplasma_axant
hum 

0 

0 

ASV_14332 0 

0 

Actinoplanes_sp. 0 

0 

Arcicella_rigui 

7.83
239
E-
05 

2.02
231

E-
05 

Aerococcaceae_sp. 0 

0 

ASV_21256 

5.26
334
E-
05 

1.35
899

E-
05 

Acholeplasma_brassi
cae 

0 

0 

ASV_14376 0 

0 

Actinotalea_sp. 0 

0 

ASV_19296 

7.83
239
E-
05 

2.02
231

E-
05 

Aerococcaceae_uncu
ltured__bacterium 

0 

0 

ASV_21257 

5.26
334
E-
05 

1.35
899

E-
05 

Acholeplasma_laidla
wii 

0 

0 

ASV_14382 0 

0 

Actinotignum_sp. 0 

0 

Caulobacteraceae_u
ncultured_eubacteriu
m 

7.83
239
E-
05 

2.02
231

E-
05 

Aerococcus_sp. 0 

0 

ASV_21259 

5.26
334
E-
05 

1.35
899

E-
05 

Acholeplasma_moru
m 

0 

0 

ASV_144 0 

0 

Adhaeribacter__meta
genome 

0 

0 

Cyanobium_PCC-
6307_Synechococcu
s-like_str. 

7.83
239
E-
05 

2.02
231

E-
05 

Aeromicrobium_sp. 0 

0 

Saprospiraceae_uncul
tured__metagenome 

5.26
334
E-
05 

1.35
899

E-
05 

Acholeplasma_sp. 0 

0 

ASV_14404 0 

0 

Adhaeribacter__uncul
tured_soil 

0 

0 

Desulfatirhabdium_u
ncultured_bacterium 

7.83
239
E-
05 

2.02
231

E-
05 

Aeromonas__metage
nome 

0 

0 

Gammaproteobacteria
_CHAB-XI-
27_uncultured_bacteri
um 

5.21
358
E-
05 

1.34
614

E-
05 

Acholeplasmataceae
_EMP-
G18_uncultured_Moll
icutes 

0 

0 

ASV_14447 0 

0 

Adhaeribacter_sp. 0 

0 

Gemmataceae_uncul
tured__planctomycet
e 

7.83
239
E-
05 

2.02
231

E-
05 

Aeromonas_sp. 0 

0 

Micropepsaceae_uncu
ltured__metagenome 

0.00
005
184
6 

1.33
866

E-
05 

Acholeplasmauncultu
red_Acholeplasmatac
eae 

0 

0 

ASV_14482 0 

0 

Advenella_sp. 0 

0 

Pectobacteriaceae_s
p. 

7.83
239
E-
05 

2.02
231

E-
05 

Aeromonas_uncultur
ed_gamma 

0 

0 

Peptostreptococcales-
Tissierellales_uncultur
ed_Peptostreptococcu
s 

0.00
005
184
6 

1.33
866

E-
05 

Achromatium_sp. 0 

0 

ASV_14494 0 

0 

Aenigmarchaeales_s
p. 

0 

0 

Acidimicrobiia_sp. 

7.43
799
E-
05 

1.92
048

E-
05 

Aerosphaera__uncult
ured_bacterium 

0 

0 

Planctomycetes_Pla4_
lineage_metagenome 

0.00
005
184
6 

1.33
866

E-
05 

Acidaminobacter__un
cultured_bacterium 

0 

0 

ASV_14534 0 

0 

Aenigmarcheota_sp. 0 

0 

ASV_21892 

7.43
799
E-
05 

1.92
048

E-
05 

Aerosphaera_sp. 0 

0 

ASV_20969 

5.06
594
E-
05 

1.30
802

E-
05 

Acidaminococcaceae
_uncultured__bacteri
um 

0 

0 

ASV_14583 0 

0 

Aerococcaceae_sp. 0 

0 

Longimicrobiaceae_u
ncultured_soil 

7.43
799
E-
05 

1.92
048

E-
05 

Afipia_genosp. 0 

0 

ASV_20970 

5.06
594
E-
05 

1.30
802

E-
05 

Acidibacter__metage
nome 

0 

0 

ASV_14663 0 

0 

Aerococcaceae_uncul
tured__bacterium 

0 

0 

Solirubrobacteraceae
_uncultured_Phytopla
sma_sp. 

7.43
799
E-
05 

1.92
048

E-
05 

Afipia_sp. 0 

0 

Blastococcus_sp. 

5.06
594
E-
05 

1.30
802

E-
05 

Acidibacter__uncultur
ed_bacterium 

0 

0 

ASV_14678 0 

0 

Aerococcus_sp. 0 

0 

Plantibacter_sp. 

7.25
742
E-
05 

1.87
386

E-
05 

Agathobacter_sp. 0 

0 

Burkholderiales_sp. 

5.06
594
E-
05 

1.30
802

E-
05 

Acidibacter_sp. 0 

0 

ASV_14706 0 

0 

Aeromicrobium_sp. 0 

0 

ZOR0006_sp. 

7.24
848
E-
05 

1.87
155

E-
05 

Aggregatibacter_acti
nomycetemcomitans 

0 

0 

Ekhidna_sp. 

5.06
594
E-
05 

1.30
802

E-
05 

Acidimicrobiia_IMCC
26256_metagenome 

0 

0 

ASV_14729 0 

0 

Aeromonas__metage
nome 

0 

0 

Candidatus_Lloydbac
teria_uncultured_bact
erium 

0.00
007
194
5 

1.85
761

E-
05 

Aggregatibacter_sp. 0 

0 

Opitutaceae_unculture
d__metagenome 

5.06
594
E-
05 

1.30
802

E-
05 

Acidimicrobiia_IMCC
26256_sp. 

0 

0 

ASV_14736 0 

0 

Aeromonas_sp. 0 

0 

Eggerthellaceae_DM
ER64_Rikenellaceae
_bacterium 

0.00
007
194
5 

1.85
761

E-
05 

Agitococcus_lubricus
_group__uncultured_
bacterium 

0 

0 

ASV_2249 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_IMCC
26256_uncultured_ba
cterium 

0 

0 

ASV_14771 0 

0 

Aeromonas_unculture
d_gamma 

0 

0 

Fibrobacteraceae_un
cultured__metageno
me 

0.00
007
194
5 

1.85
761

E-
05 

Agitococcus_lubricus
_group_sp. 

0 

0 

ASV_2910 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_IMCC
26256_uncultured_so
il 

0 

0 

ASV_14819 0 

0 

Aerosphaera__uncult
ured_bacterium 

0 

0 

Neochlamydia_metag
enome 

0.00
007
194
5 

1.85
761

E-
05 

Agrococcus_sp. 0 

0 

ASV_5084 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_IMCC
26256uncultured_Aci
diterrimonas 

0 

0 

ASV_14825 0 

0 

Aerosphaera_sp. 0 

0 

Saprospiraceae_unc
ultured__sp. 

0.00
007
194
5 

1.85
761

E-
05 

Agromyces_sp. 0 

0 

Bdellovibrionaceae_O
M27_clade_metageno
me 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_IMCC
26256uncultured_acti
nobacterium 

0 

0 

ASV_14847 0 

0 

Aestuariicella__uncult
ured_bacterium 

0 

0 

Lachnospiraceae_UC
G-
002_uncultured_rum
en 

5.87
429
E-
05 

1.51
674

E-
05 

Ahniella_affigens 0 

0 

Holdemanella_sp. 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_IMCC
26256uncultured_Acti
nomycetales 

0 

0 

ASV_14864 0 

0 

Afipia_genosp. 0 

0 

Phaselicystis_Myxoc
occales_bacterium 

5.87
429
E-
05 

1.51
674

E-
05 

Ahniella_metagenom
e 

0 

0 

Oligoflexia_0319-
6G20__metagenome 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_sp. 0 

0 

ASV_14881 0 

0 

Afipia_sp. 0 

0 

Treponema_sp. 

5.87
429
E-
05 

1.51
674

E-
05 

Ahniella_uncultured_
bacterium 

0 

0 

Porphyromonas_caton
iae 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_uncult
ured__bacterium 

0 

0 

ASV_14909 0 

0 

Agathobacter_sp. 0 

0 

ASV_21525 

3.91
619
E-
05 

1.01
116

E-
05 

Akkermansia_uncultu
red_bacterium 

0 

0 

uncultured_uncultured
__sp. 

4.96
155
E-
05 

1.28
107

E-
05 

Acidimicrobiia_uncult
ured__metagenome 

0 

0 

ASV_14953 0 

0 

Aggregatibacter_actin
omycetemcomitans 

0 

0 

Candidatus_Nomura
bacteria_uncultured_
Parcubacteria 

3.91
619
E-
05 

1.01
116

E-
05 

Alcaligenaceae_sp. 0 

0 

Gemmataceae_Zavarz
inellauncultured_Zavar
zinella 

0.00
004
754
8 

1.22
768

E-
05 

Acidimicrobiia_uncult
ured__sp. 

0 

0 

ASV_14967 0 

0 

Aggregatibacter_sp. 0 

0 

Dojkabacteria_uncult
ured_bacterium 

3.91
619
E-
05 

1.01
116

E-
05 

Alcaligenes_sp. 0 

0 

ASV_1837 

4.57
279
E-
05 

1.18
069

E-
05 

Acidimicrobiia_uncult
ured_Acidimicrobiia 

0 

0 

ASV_15004 0 

0 

Agitococcus_lubricus
_group__uncultured_
bacterium 

0 

0 

Microbacterium_sp. 

3.91
619
E-
05 

1.01
116

E-
05 

Algibacter_sp. 0 

0 

Saccharimonadales_u
ncultured_soil 

4.57
279
E-
05 

1.18
069

E-
05 

Acidimicrobiia_uncult
ured_actinobacterium 

0 

0 

ASV_15081 0 

0 

Agitococcus_lubricus
_group_sp. 

0 

0 

009E01-B-SD-
P15__uncultured_ba
cterium 

0 

0 

Algoriphagus_sp. 0 

0 

WOR-
1_uncultured_bacteriu
m 

4.57
279
E-
05 

1.18
069

E-
05 

Acidimicrobiia_uncult
ured_Actinomycetale
s 

0 

0 

ASV_15083 0 

0 

Agromyces_sp. 0 

0 

1013-28-
CG33__uncultured_s
oil 

0 

0 

Algoriphagus_uncultu
red_Hongiella 

0 

0 

Acidimicrobiia_IMCC2
6256_sp. 

4.53
653
E-
05 

1.17
133

E-
05 

Acidimicrobiia_uncult
ured_bacterium_YC-
ZSS-LKJ199 

0 

0 

ASV_15102 0 

0 

Ahniella_affigens 0 

0 

Abditibacterium_sp. 0 

0 

Aliidiomarina_uncultu
red_bacterium 

0 

0 

Alishewanella_sp. 

4.53
653
E-
05 

1.17
133

E-
05 

Acidiphilium__uncultu
red_bacterium 

0 

0 

ASV_15165 0 

0 

Ahniella_metagenom
e 

0 

0 

Absconditabacteriale
s_(SR1)__metageno
me 

0 

0 

Aliidongia_dinghuens
is 

0 

0 

Bacteroidales_RF16_g
roup_uncultured_bact
erium 

4.53
653
E-
05 

1.17
133

E-
05 

Acidiphilium_sp. 0 

0 

ASV_15198 0 

0 

Ahniella_uncultured_
bacterium 

0 

0 



Absconditabacteriale
s_(SR1)__uncultured
_bacterium 

0 

0 

Aliivibrio_sp. 0 

0 

Pseudomonas_peli 

4.53
653
E-
05 

1.17
133

E-
05 

Acidisoma_sp. 0 

0 

ASV_15233 0 

0 

Akkermansia_sp. 0 

0 

Absconditabacteriale
s_(SR1)_candidate_d
ivision 

0 

0 

Alishewanella_sp. 0 

0 

ASV_3161 

4.31
134
E-
05 

1.11
318

E-
05 

Acidithiobacillaceae_
KCM-B-112_sp. 

0 

0 

ASV_15253 0 

0 

Akkermansia_uncultu
red_bacterium 

0 

0 

Absconditabacteriale
s_(SR1)_sp. 

0 

0 

Alishewanella_uncult
ured_bacterium 

0 

0 

Candidatus_Portnoyba
cteria_uncultured_dee
p-sea 

4.31
134
E-
05 

1.11
318

E-
05 

Acidithiobacillus_ferr
ooxidans 

0 

0 

ASV_15298 0 

0 

Alcaligenes_sp. 0 

0 

Absconditabacteriale
s_(SR1)_SR1_bacter
ium 

0 

0 

Alistipes_gut__metag
enome 

0 

0 

Cloacimonadia_sp. 

4.31
134
E-
05 

1.11
318

E-
05 

Acidobacteria_bacteri
um 

0 

0 

ASV_15306 0 

0 

Algibacter_sp. 0 

0 

Absconditabacteriale
s_(SR1)_uncultured_
candidate 

0 

0 

Alistipes_sp. 0 

0 

Brevifollis_sp. 

3.88
845
E-
05 

1.00
399

E-
05 

Acidobacteriaceae_(
Subgroup_1)_sp. 

0 

0 

ASV_15330 0 

0 

Algoriphagus_sp. 0 

0 

Absconditabacteriale
s_(SR1)_uncultured_
Epsilonproteobacteria 

0 

0 

Alistipes_uncultured_
Alistipes 

0 

0 

ASV_20078 

3.80
384
E-
05 

9.82
147

E-
06 

Acidobacteriae_Elev-
16S-1166_sp. 

0 

0 

ASV_15347 0 

0 

Algoriphagus_uncultu
red_Bacteroidetes 

0 

0 

Absconditabacteriale
s_(SR1)_uncultured_
organism 

0 

0 

Alistipes_uncultured_
bacterium 

0 

0 

Planctomycetota_BD7
-
11_uncultured_marine 

3.80
384
E-
05 

9.82
147

E-
06 

Acidobacteriae_Elev-
16S-
1166_uncultured_bac
terium 

0 

0 

ASV_15366 0 

0 

Algoriphagus_uncultu
red_Hongiella 

0 

0 

Absconditabacteriale
s_(SR1)_uncultured_
prokaryote 

0 

0 

Alistipes_uncultured_
Bacteroidetes 

0 

0 

SJA-
15_uncultured_soil 

3.80
384
E-
05 

9.82
147

E-
06 

Acidobacteriae_sp. 0 

0 

ASV_15373 0 

0 

Aliivibrio_sp. 0 

0 

Acanthopleuribacter_
_uncultured_bacteriu
m 

0 

0 

Aliterella_cyanobacte
rium_OU_20 

0 

0 

ASV_21920 

0.00
003
508
9 

9.05
994

E-
06 

Acidocella__uncultur
ed_bacterium 

0 

0 

ASV_15451 0 

0 

Alishewanella_sp. 0 

0 

Acetitomaculum__un
cultured_bacterium 

0 

0 

Aliterella_sp. 0 

0 

Candidatus_Kuenenba
cteria_uncultured_bact
erium 

0.00
003
508
9 

9.05
994

E-
06 

Acidothermus__uncul
tured_bacterium 

0 

0 

ASV_15470 0 

0 

Alishewanella_uncult
ured_bacterium 

0 

0 

Acetitomaculum__un
cultured_rumen 

0 

0 

Aliterella_uncultured_
bacterium 

0 

0 

Alphaproteobacteria_s
p. 

3.47
572
E-
05 

8.97
427

E-
06 

Acidothermus_sp. 0 

0 

ASV_15543 0 

0 

Alistipes_gut__metag
enome 

0 

0 

Acetitomaculum_sp. 0 

0 

Alkalibacter_uncultur
ed_bacterium 

0 

0 

Neisseria_sp. 

3.47
572
E-
05 

8.97
427

E-
06 

Acidovorax_sp. 0 

0 

ASV_15546 0 

0 

Alistipes_sp. 0 

0 

Acetivibrio_unculture
d_bacterium 

0 

0 

Alkalibacterium_uncu
ltured_bacterium 

0 

0 

Oxalobacteraceae_sp. 

3.47
572
E-
05 

8.97
427

E-
06 

Acinetobacter__meta
genome 

0 

0 

ASV_15570 0 

0 

Alistipes_uncultured_
Alistipes 

0 

0 

Acetoanaerobium_un
cultured_bacterium 

0 

0 

Alkanibacter_metage
nome 

0 

0 

Pseudorhodobacter_s
p. 

3.47
572
E-
05 

8.97
427

E-
06 

Acinetobacter_baum
annii 

0 

0 

ASV_15576 0 

0 

Alistipes_uncultured_
bacterium 

0 

0 

Acetobacter_sp. 0 

0 

Alkanindiges_sp. 0 

0 

Ruminiclostridium_sp. 

3.47
572
E-
05 

8.97
427

E-
06 

Acinetobacter_kyong
giensis 

0 

0 

ASV_15672 0 

0 

Alistipes_uncultured_
Bacteroidetes 

0 

0 

Acetobacteraceae_sp
. 

0 

0 

Alkanindiges_uncultu
red_bacterium 

0 

0 

Turicella_uncultured_b
acterium 

3.47
572
E-
05 

8.97
427

E-
06 

Acinetobacter_sp. 0 

0 

ASV_15707 0 

0 

Aliterella_cyanobacter
ium_OU_20 

0 

0 

Acetobacteraceae_u
ncultured__bacterium 

0 

0 

Alkanindiges_uncultu
red_gamma 

0 

0 

Actinobacteria_PeM15
_bacterium_rJ7 

3.37
729
E-
05 

8.72
013

E-
06 

Acinetobacter_towner
i 

0 

0 

ASV_1571 0 

0 

Aliterella_sp. 0 

0 

Acetobacteraceae_u
ncultured__metageno
me 

0 

0 

Allobranchiibius_sp. 0 

0 

Agathobacter_sp. 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacillus_sp. 0 

0 

ASV_15723 0 

0 

Aliterella_uncultured_
bacterium 

0 

0 

Acetobacteraceae_u
ncultured__sp. 

0 

0 

Alloiococcus_uncultur
ed_bacterium 

0 

0 

Bacilli_RF39_uncultur
ed_Firmicutes 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_0319-
7L14_uncultured_acti
nobacterium 

0 

0 

ASV_15737 0 

0 

Alkalibacter_unculture
d_bacterium 

0 

0 

Acetobacterium_sp. 0 

0 

Alloprevotella_rava 0 

0 

Bacteroides_graminiso
lvens 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_PeM1
5_bacterium_rJ7 

0 

0 

ASV_15770 0 

0 

Alkalibacterium_uncul
tured_bacterium 

0 

0 

Acetothermiia__uncul
tured_bacterium 

0 

0 

Alloprevotella_tanner
ae 

0 

0 

Chloroplast_Cinnamo
mum_camphora 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_PeM1
5_metagenome 

0 

0 

ASV_15776 0 

0 

Alkanibacter_metage
nome 

0 

0 

Acholeplasma_axant
hum 

0 

0 

Alloprevotella_uncult
ured_Bacteroidales 

0 

0 

Pirellula_metagenome 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_PeM1
5_sp. 

0 

0 

ASV_15821 0 

0 

Alkanindiges_sp. 0 

0 

Acholeplasma_brassi
cae 

0 

0 

Allorhizobium-
Neorhizobium-
Pararhizobium-
Rhizobium_sp. 

0 

0 

Roseimarinus_uncultu
red_bacterium 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_PeM1
5_uncultured_soil 

0 

0 

ASV_15881 0 

0 

Alkanindiges_uncultur
ed_bacterium 

0 

0 

Acholeplasma_moru
m 

0 

0 

Alloscardovia_omnic
olens 

0 

0 

Woesearchaeales_sp. 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_PeM1
5uncultured_actinoba
cterium 

0 

0 

ASV_15912 0 

0 

Alkanindiges_uncultur
ed_gamma 

0 

0 

Acholeplasma_sp. 0 

0 

allotenuales_AKIW78
1_uncultured_bacteri
um 

0 

0 

Xanthobacteraceae_s
p. 

3.37
729
E-
05 

8.72
013

E-
06 

Actinobacteria_uncult
ured__bacterium 

0 

0 

ASV_1592 0 

0 

Allobranchiibius_sp. 0 

0 

Acholeplasmataceae
_EMP-
G18_uncultured_Moll
icutes 

0 

0 

alpha_proteobacteriu
m 

0 

0 

ASV_21519 

0.00
003
307
7 

8.54
044

E-
06 

Actinobacteria_uncult
ured__metagenome 

0 

0 

ASV_15920 0 

0 

Alloiococcus_uncultur
ed_bacterium 

0 

0 

Acholeplasmauncultu
red_Acholeplasmatac
eae 

0 

0 

Alphaproteobacteria_
bacterium 

0 

0 

Candidatus_Diapherot
rites 

0.00
003
307
7 

8.54
044

E-
06 

Actinobacteria_uncult
ured__sp. 

0 

0 

ASV_15928 0 

0 

Alloprevotella_rava 0 

0 

Achromatium_sp. 0 

0 

Alphaproteobacteria_
sp. 

0 

0 

Ferruginibacter_uncult
ured_soil 

0.00
003
307
7 

8.54
044

E-
06 

Actinobacteria_uncult
ured_Actinomycetale
s_bacterium 

0 

0 

ASV_15996 0 

0 

Alloprevotella_sp. 0 

0 

Acidaminobacter__un
cultured_bacterium 

0 

0 

Alphaproteobacteria_
uncultured__metagen
ome 

0 

0 

Finegoldia_uncultured
_bacterium 

0.00
003
307
7 

8.54
044

E-
06 

Actinobacteriota_MB-
A2-108_metagenome 

0 

0 

ASV_16023 0 

0 

Alloprevotella_tanner
ae 

0 

0 

Acidaminococcaceae
_uncultured__bacteri
um 

0 

0 

Alphaproteobacteria_
uncultured_bacterium
_enrichment 

0 

0 

Gemmatimonadaceae
_uncultured__metage
nome 

0.00
003
307
7 

8.54
044

E-
06 

Actinobacteriota_MB-
A2-108_sp. 

0 

0 

ASV_16127 0 

0 

Allorhizobium-
Neorhizobium-
Pararhizobium-
Rhizobium_sp. 

0 

0 



Acidibacter__metage
nome 

0 

0 

Alphaproteobacteria_
uncultured_eubacteri
um 

0 

0 

Anaerosinus_uncultur
ed_bacterium 

3.24
038
E-
05 

8.36
663

E-
06 

Actinobacteriota_MB-
A2-
108_uncultured_bact
erium 

0 

0 

ASV_16215 0 

0 

Alloscardovia_omnico
lens 

0 

0 

Acidibacter__uncultur
ed_bacterium 

0 

0 

Alphaproteobacteria_
uncultured_gut__met
agenome 

0 

0 

Burkholderiales_B1-
7BS_metagenome 

3.24
038
E-
05 

8.36
663

E-
06 

Actinobacteriota_MB-
A2-
108uncultured_actino
bacterium 

0 

0 

ASV_16250 0 

0 

allotenuales_AKIW78
1_uncultured_bacteri
um 

0 

0 

Acidibacter_sp. 0 

0 

Alphaproteobacteria_
uncultured_Novosphi
ngobium 

0 

0 

Massilia_sp. 

3.24
038
E-
05 

8.36
663

E-
06 

Actinomyces__uncult
ured_bacterium 

0 

0 

ASV_16300 0 

0 

alpha_proteobacteriu
m 

0 

0 

Acidimicrobiia_IMCC
26256_metagenome 

0 

0 

Alphaproteobacteria_
uncultured_Rhodospi
rillaceae_bacterium 

0 

0 

Sporichthyaceae_ 
hgcI_clade_metageno
me 

3.24
038
E-
05 

8.36
663

E-
06 

Actinomyces_sp. 0 

0 

ASV_16302 0 

0 

Alphaproteobacteria_
bacterium 

0 

0 

Acidimicrobiia_IMCC
26256_sp. 

0 

0 

Altererythrobacter_al
pha_proteobacterium 

0 

0 

Bdellovibrio_unculture
d_bacterium 

2.87
422
E-
05 

7.42
12E
-06 

Actinomyces_unident
ified 

0 

0 

ASV_16316 0 

0 

Alphaproteobacteria_
sp. 

0 

0 

Acidimicrobiia_IMCC
26256_uncultured_ba
cterium 

0 

0 

Alysiella_sp. 0 

0 

Tepidimonas_sp. 

2.87
422
E-
05 

7.42
12E
-06 

Actinomycetaceae_F
0332_uncultured_bac
terium 

0 

0 

ASV_16374 0 

0 

alphaproteobacteria_
uncultured__bacteriu
m 

0 

0 

Acidimicrobiia_IMCC
26256_uncultured_so
il 

0 

0 

Alysiella_uncultured_
bacterium 

0 

0 

Alkanindiges_sp. 

2.85
288
E-
05 

7.36
61E
-06 

Actinomycetaceae_u
ncultured__metageno
me 

0 

0 

ASV_16382 0 

0 

Alphaproteobacteria_
uncultured__bacteriu
m 

0 

0 

Acidimicrobiia_IMCC
26256uncultured_Aci
diterrimonas 

0 

0 

Amaricoccus_sp. 0 

0 

Arenimonas_sp. 

2.85
288
E-
05 

7.36
61E
-06 

Actinomycetaceae_u
ncultured__rumen 

0 

0 

ASV_16398 0 

0 

Alphaproteobacteria_
uncultured__metagen
ome 

0 

0 

Acidimicrobiia_IMCC
26256uncultured_Acti
nomycetales 

0 

0 

Amaricoccus_tamwor
thensis 

0 

0 

ASV_21166 

2.85
288
E-
05 

7.36
61E
-06 

Actinomycetaceae_u
ncultured__sp. 

0 

0 

ASV_164 0 

0 

Alphaproteobacteria_
uncultured__sp. 

0 

0 

Acidimicrobiia_uncult
ured__bacterium 

0 

0 

Amb-16S-
1323_uncultured_bac
terium 

0 

0 

Desulfobacterota_unc
ultured_Desulfuromon
adales 

2.85
288
E-
05 

7.36
61E
-06 

Actinomycetospora_s
p. 

0 

0 

ASV_1642 0 

0 

Alphaproteobacteria_
uncultured_Alphaprot
eobacteria 

0 

0 

Acidimicrobiia_uncult
ured__metagenome 

0 

0 

Aminobacter_sp. 0 

0 

Oligoflexia_0319-
6G20_uncultured_prok
aryote 

2.85
288
E-
05 

7.36
61E
-06 

Actinoplanes_garbadi
nensis 

0 

0 

ASV_16447 0 

0 

Alphaproteobacteria_
uncultured_bacterium
_enrichment 

0 

0 

Acidimicrobiia_uncult
ured__sp. 

0 

0 

Ammoniibacillus_aga
riperforans 

0 

0 

ASV_20020 

0.00
002
592
3 

6.69
329

E-
06 

Actinoplanes_sp. 0 

0 

ASV_16467 0 

0 

Alphaproteobacteria_
uncultured_eubacteri
um 

0 

0 

Acidimicrobiia_uncult
ured_Acidimicrobiia 

0 

0 

Amnibacterium_sp. 0 

0 

ASV_20022 

0.00
002
592
3 

6.69
329

E-
06 

Actinotalea_sp. 0 

0 

ASV_16643 0 

0 

Alphaproteobacteria_
uncultured_gut__met
agenome 

0 

0 

Acidimicrobiia_uncult
ured_actinobacterium 

0 

0 

Amnipila_sp. 0 

0 

Acidimicrobiia_uncultu
red__sp. 

1.94
423
E-
05 

5.01
998

E-
06 

Actinotignum_sp. 0 

0 

ASV_16667 0 

0 

Alphaproteobacteria_
uncultured_Lacibacter
ium_aquatile 

0 

0 

Acidimicrobiia_uncult
ured_Actinomycetale
s 

0 

0 

Amycolatopsis_sp. 0 

0 

Arcicella_sp. 

1.94
423
E-
05 

5.01
998

E-
06 

Adhaeribacter__meta
genome 

0 

0 

ASV_16713 0 

0 

Alphaproteobacteria_
uncultured_Novosphi
ngobium 

0 

0 

Acidimicrobiia_uncult
ured_bacterium_YC-
ZSS-LKJ199 

0 

0 

Anaerobacterium_un
cultured_bacterium 

0 

0 

ASV_21115 

1.94
423
E-
05 

5.01
998

E-
06 

Adhaeribacter__uncu
ltured_soil 

0 

0 

ASV_16736 0 

0 

Alphaproteobacteria_
uncultured_Rhodospir
illaceae_bacterium 

0 

0 

Acidiphilium__uncultu
red_bacterium 

0 

0 

Anaerococcus_octavi
us 

0 

0 

Chlamydiales_sp. 

1.94
423
E-
05 

5.01
998

E-
06 

Adhaeribacter_sp. 0 

0 

ASV_16822 0 

0 

Altererythrobacter_alp
ha_proteobacterium 

0 

0 

Acidiphilium_sp. 0 

0 

Anaerococcus_prevot
ii 

0 

0 

Sulfuricurvum_sp. 

1.94
423
E-
05 

5.01
998

E-
06 

Aenigmarchaeales_s
p. 

0 

0 

ASV_16866 0 

0 

Altererythrobacter_sp. 0 

0 

Acidisoma_sp. 0 

0 

Anaerococcus_sp. 0 

0 

Woesearchaeales_ 
GW2011_GWC1_47_
15_uncultured_archae
on 

1.90
192
E-
05 

4.91
074

E-
06 

Aenigmarcheota_sp. 0 

0 

ASV_16876 0 

0 

Alysiella_sp. 0 

0 

Acidithiobacillaceae_
KCM-B-112_sp. 

0 

0 

Anaerococcus_uncult
ured_bacterium 

0 

0 

ASV_21851 

1.29
615
E-
05 

3.34
664

E-
06 

Aequorivita_sp. 0 

0 

ASV_16882 0 

0 

Alysiella_uncultured_
bacterium 

0 

0 

Acidithiobacillus_ferr
ooxidans 

0 

0 

Anaerococcusuncultu
red_organism 

0 

0 

Gammaproteobacteria
_uncultured__bacteriu
m 

1.29
615
E-
05 

3.34
664

E-
06 

Aerococcaceae_sp. 0 

0 

ASV_16940 0 

0 

Amaricoccus_sp. 0 

0 

Acidobacteria_bacteri
um 

0 

0 

Anaerocolumna_unc
ultured_bacterium 

0 

0 

ASV_2180 

6.48
076
E-
06 

1.67
333

E-
06 

Aerococcaceae_uncu
ltured__bacterium 

0 

0 

ASV_16946 0 

0 

Amaricoccus_tamwort
hensis 

0 

0 
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Uncultured_Vulcaniibac
terium 

0.4
981
289
5 

0.0
322
812
1 

Uncultured_Vulcaniba
cterium 

0.51
205
435
5 

0.03
145
270
8 

Uncultured_Vulcanib
acterium 

0.37
801
008
5 

0.03
308
094
8 

Uncultured_Vulcanibac
terium 

0.46
793
617
6 

0.03
320
851
7 

Rothia_aeria 

0.02
542
166
3 

0.00
310
045
1 

Uncultured_Vulcanib
acterium 

0.32
763
122
8 

0.03
046
835
3 

Uncultured_Vulcanibact
erium 

0.4
161
596
3 

0.0
257
319
9 

Uncultured_Vulcaniba
cterium 

0.46
797
693
2 

0.02
692
099
9 

Uncultured_Vulcanib
acterium 

0.34
667
832
3 

0.03
042
424
6 

Uncultured_Vulcanibac
terium 

0.40
125
71 

0.02
358
167
7 

Prevotella_nigrescens 

0.02
061
078
2 

0.00
578
966
5 

Uncultured_Vulcanib
acterium 

0.30
120
888
7 

0.02
969
756
1 

Schlegelella_uncultured
_bacterium 

0.0
852
136
3 

0.0
000
000
0 

Schlegelella_unculture
d_bacterium 

0.04
955
45 

0 
Schlegelella_uncultu

red_bacterium 

0.04
621
071
5 

0.00
958
153
3 

Schlegelella_unculture
d_bacterium 

0.01
692
113 

0.00
217
529
8 

Solobacterium_moorei 

0.00
992
383
1 

0.00
119
318
3 

ASV_363 

0.03
073
387
7 

0.00
613
513
2 

Cellvibrio_uncultured_C
ellvibrio 

0.0
062
914
9 

0.0
007
641
2 

Rhodococcus_erythro
polis 

0.00
715
908
6 

0 
Rhodococcus_erythr

opolis 

0.01
040
738
4 

0.00
116
285
5 

Rhodococcus_erythrop
olis 

0.01
624
886
8 

0.00
167
433
4 

Butyrivibrio_Eubacteriu
m_sp. 

0.00
771
154 

0.00
200
414
1 

ASV_366 

0.03
023
286
5 

0.00
566
993
4 



Rhodococcus_erythrop
olis 

0.0
053
852
1 

0.0
000
000
0 

ASV_363 

0.00
538
465
7 

0.00
086
071
7 

Methylobacterium_or
ganophilum 

0.00
859
950
9 

0.00
271
940
4 

Cellvibrio_uncultured_
Cellvibrio 

0.00
503
557
3 

0.00
057
477
5 

ASV_292 

0.00
482
204
4 

0.00
083
183
8 

Schlegelella_uncultu
red_bacterium 

0.02
641
167 

0.00
495
656
4 

ASV_720 

0.0
051
671
1 

0.0
008
201
2 

Brevundimonas_dimin
uta 

0.00
509
823
9 

0.00
095
325
8 

Solobacterium_moor
ei 

0.00
810
041
3 

0.00
192
232
7 

Saccharimonadalesunc
ultured_organism 

0.00
451
624
3 

0.00
113
377
9 

ASV_256 

0.00
463
682
1 

0.00
081
177
4 

Brevundimonas_dimi
nuta 

0.00
591
973
1 

0.00
057
145
5 

ASV_709 

0.0
046
415
2 

0.0
007
132
4 

Acetobacteraceae_unc
ultured_alpha_proteob

acterium 

0.00
483
369
1 

0.00
115
850
1 

ASV_709 

0.00
646
412
8 

0.00
126
219
7 

ASV_1161 

0.00
393
194
8 

0.00
077
051
8 

Leptotrichia_wadei 

0.00
410
933
9 

0.00
111
308
2 

Obscuribacteraceae
_sp. 

0.00
560
534
4 

0.00
177
256
5 

ASV_2465 

0.0
037
104
0 

0.0
011
733
3 

ASV_1161 

0.00
435
108
5 

0.00
058
371
6 

ASV_720 

0.00
549
393
2 

0.00
068
384
3 

Rubellimicrobiumuncult
ured_Alphaproteobacte

ria 

0.00
388
126
2 

0.00
122
736
3 

ASV_2163 

0.00
321
730
5 

0.00
101
740
1 

Rhodococcus_erythr
opolis 

0.00
484
637
5 

0.00
054
510
4 

ASV_2084 

0.0
037
029
4 

0.0
011
709
7 

ASV_366 

0.00
432
456
2 

0.00
086
223
9 

ASV_20325 

0.00
491
400
5 

0.00
155
394
5 

Brevundimonas_diminu
ta 

0.00
356
312
3 

0.00
037
584
4 

ASV_1976 

0.00
321
598
5 

0.00
086
226
2 

ASV_211 
0.00
456
333 

0.00
140
854
3 

Brevundimonas_diminu
ta 

0.0
035
328
4 

0.0
005
568
8 

Blattabacterium_uncult
ured_bacterium 

0.00
414
550
7 

0.00
131
092
4 

ASV_292 

0.00
472
248
7 

0.00
060
716
7 

Rothia_aeria 

0.00
355
667
3 

0.00
091
296
3 

Fusobacterium_necrop
horum 

0.00
309
640
3 

0.00
097
916
9 

Denitratisoma_sp. 

0.00
439
700
6 

0.00
139
045
5 

Acidimicrobiia_uncultur
ed_Acidimicrobiia 

0.0
031
395
7 

0.0
009
928
2 

ASV_720 

0.00
410
837
6 

0.00
077
94 

ASV_256 

0.00
432
012
8 

0.00
053
940
2 

ASV_1208 

0.00
348
418
7 

0.00
079
890
7 

ASV_2250 

0.00
244
274
9 

0.00
071
024 

ASV_720 

0.00
372
073
2 

0.00
050
964
9 

uncultured_Anaeromyx
obacter 

0.0
029
218
0 

0.0
000
000
0 

ASV_709 

0.00
380
177
5 

0.00
071
460
3 

ASV_366 

0.00
420
710
8 

0.00
060
430
2 

Acetobacteraceae_unc
ultured_alpha_proteob

acterium 

0.00
344
964
8 

0.00
081
557
2 

ASV_2802 

0.00
219
050
6 

0.00
069
269
9 

Paeniclostridium_sp. 
0.00
360
56 

0.00
079
424
1 

Lactobacillus_delbruec
kii 

0.0
026
743
5 

0.0
008
457
0 

Pseudoxanthomonas_t
aiwanensis 

0.00
374
711
8 

0 ASV_363 

0.00
405
864
3 

0.00
063
129
9 

ASV_4615 

0.00
319
722
3 

0.00
101
105
1 

Prevotella_intermedia 

0.00
201
152
7 

0.00
063
610
1 

ASV_709 

0.00
345
154
8 

0.00
046
375
3 

Polyangium_sp. 

0.0
026
301
2 

0.0
008
317
2 

ASV_4077 

0.00
366
065
7 

0.00
115
760
1 

Diplorickettsiaceae_
uncultured__sp. 

0.00
368
550
4 

0.00
116
545
9 

Sphingomonas_crustic
ola 

0.00
288
209
6 

0.00
091
139
9 

Streptococcus_anginos
us 

0.00
200
784
2 

0.00
058
915
5 

Solobacterium_moor
ei 

0.00
339
211
1 

0.00
057
069
2 

Rhodanobacteraceae_
uncultured__sp. 

0.0
024
553
8 

0.0
000
000
0 

Brevundimonas_alba 

0.00
353
079
6 

0.00
111
653
6 

Patescibacteria_CP
R2_uncultured_bact

erium 

0.00
368
550
4 

0.00
116
545
9 

ASV_720 

0.00
266
812
5 

0.00
047
570
9 

ASV_3085 

0.00
191
669
2 

0.00
060
611
1 

ASV_621 

0.00
266
841
2 

0.00
084
382
6 

Corynebacterium_aurim
ucosum 

0.0
024
553
2 

0.0
005
779
9 

Clostridia_UCG-
014_unidentified 

0.00
353
079
6 

0.00
111
653
6 

Rickettsia_sp. 

0.00
368
550
4 

0.00
116
545
9 

ASV_2692 

0.00
246
642
9 

0.00
077
995
3 

Treponema_lecithinolyti
cum 

0.00
181
213
3 

0.00
033
369
8 

Desulfomonile_uncul
tured_delta 

0.00
259
860
8 

0.00
082
175
2 

Psychrobacter_sanguin
is 

0.0
023
874
5 

0.0
000
000
0 

ASV_1642 

0.00
332
342
1 

0.00
086
712
9 

Thermobacillus_sp. 

0.00
368
550
4 

0.00
116
545
9 

ASV_2103 

0.00
220
602
7 

0.00
044
920
7 

Peptococcus_sp. 

0.00
178
191
7 

0.00
022
153 

ASV_1161 
0.00
256
164 

0.00
034
218
1 

Oligoflexales_unculture
d__soil 

0.0
023
521
1 

0.0
003
180
4 

ASV_292 

0.00
249
202
6 

0.00
078
804
8 

Brevundimonas_dimi
nuta 

0.00
352
139
7 

0.00
052
373
8 

ASV_6343 

0.00
218
340
6 

0.00
069
045
4 

ASV_305 

0.00
174
172
7 

0.00
055
078
2 

ASV_4322 

0.00
250
900
1 

0.00
076
939
7 

Rarobacter_faecitabidu
s 

0.0
023
021
8 

0.0
000
000
0 

ASV_8009 

0.00
226
567
9 

0.00
067
938
2 

Parcubacteria_group 

0.00
325
027
1 

0.00
102
782
6 

Desulfovermiculus_sp. 

0.00
218
340
6 

0.00
069
045
4 

Anaerovoracaceae_Fa
mily_XIII_UCG-001_sp. 

0.00
172
631
5 

0.00
032
151
4 

Chloroplast_Melosira
_varians 

0.00
231
406
1 

0.00
070
492
4 

ASV_5051 

0.0
022
148
4 

0.0
007
003
9 

Scytonema_UTEX_23
49_sp. 

0.00
222
847
8 

0 
Actinobacteria_uncul
tured__metagenome 

0.00
303
358
6 

0.00
095
930
4 

ASV_709 

0.00
214
706
3 

0.00
022
416
5 

Alloscardovia_omnicole
ns 

0.00
149
640
9 

0.00
029
135
7 

Cloacibacterium_sp. 
0.00
226
535 

0.00
067
609
8 

Chryseobacterium_gre
garium 

0.0
022
143
5 

0.0
007
002
4 

ASV_5961 

0.00
219
298
2 

0.00
069
348
2 

Negativibacillus_unc
ultured_bacterium 

0.00
256
998 

0.00
081
269
9 

Lawsonella_uncultured
_bacterium 

0.00
210
683
6 

0.00
044
425
1 

Anaerovoracaceae_Fa
mily_XIII_UCG-002_sp. 

0.00
149
576
7 

0.00
023
492
5 

Dysgonomonadacea
e_uncultured__bacte

rium 

0.00
214
807
4 

0.00
067
928
1 

ASV_6823 

0.0
021
881
8 

0.0
006
919
6 

ASV_6381 

0.00
216
337
8 

0.00
068
412 

ASV_21995 

0.00
245
700
2 

0.00
077
697
2 

Megamonasuncultured
_organism 

0.00
209
607 

0.00
066
283
6 

Lactobacillus_kalixensi
s 

0.00
147
174
6 

0.00
046
540
7 

Rothia_aeria 
0.00
203
784 

0.00
033
872
2 

ASV_6826 

0.0
021
881
8 

0.0
006
919
6 

Lawsonella_uncultured
_bacterium 

0.00
203
723
9 

0.00
044
067 

Deinococcus_antarct
icus 

0.00
245
700
2 

0.00
077
697
2 

ASV_366 

0.00
208
630
1 

0.00
041
448
7 

Prevotella_baroniae 

0.00
134
171
3 

0.00
033
698
9 

ASV_7836 
0.00
203
314 

0.00
064
293
5 

Blastopirellula_sp. 

0.0
021
881
8 

0.0
006
919
6 

Chthoniobacter_metag
enome 

0.00
199
362 

0.00
063
043
8 

Parcubacteria_sp. 

0.00
245
700
2 

0.00
077
697
2 

Chloroplast_Cinnamom
um_camphora 

0.00
200
968
3 

0.00
063
551
8 

Mycoplasmataceae_ge
nomosp. 

0.00
129
938
3 

0.00
041
090
1 

ASV_10253 

0.00
200
486
9 

0.00
063
399
5 

Alphaproteobacteria_un
cultured_eubacterium 

0.0
021
257
8 

0.0
006
722
3 

Cellvibrio_uncultured_
Cellvibrio 

0.00
195
946
5 

0.00
037
364
9 

ASV_1161 

0.00
225
891
2 

0.00
057
307
2 

Lactobacillus_senioris 

0.00
200
968
3 

0.00
063
551
8 

Actinomycetaceae_F03
32unidentified 

0.00
128
681
8 

0.00
028
276 

Desulfocapsaceae_s
p. 

0.00
200
486
9 

0.00
063
399
5 

Fibrobacteraceae_uncu
ltured_Juncus_effusus 

0.0
020
993
7 

0.0
006
423
3 

ASV_8569 

0.00
186
547
8 

0.00
058
991
6 

ASV_5337 

0.00
216
684
7 

0.00
068
521
7 

uncultured_Chloroflexi 

0.00
194
063
1 

0.00
061
368
1 

Leptotrichia_buccalis 

0.00
124
034
6 

0.00
039
223
2 

Kaistia_uncultured_b
acterium 

0.00
200
486
9 

0.00
063
399
5 

NKB15_uncultured_bac
terium 

0.0
020
930
5 

0.0
006
618
8 

Paeniclostridium_sp. 

0.00
186
547
8 

0.00
058
991
6 

Bacteroidales_sp. 

0.00
209
461
9 

0.00
066
237
7 

ASV_363 

0.00
192
729
7 

0.00
042
179
5 

ASV_346 

0.00
123
026
7 

0.00
038
904
5 

Pedosphaeraceae_S
H3-

11uncultured_verruc
omicrobium 

0.00
186
166
4 

0.00
058
871 

Hypnocyclicus_uncultur
ed_bacterium 

0.0
020
372
0 

0.0
006
442
2 

alphaproteobacteria_u
ncultured__bacterium 

0.00
173
070
3 

0.00
054
729
6 

SBR1031_unculture
d_Gemmatimonadet

es 

0.00
209
461
9 

0.00
066
237
7 

ASV_3228 

0.00
182
698
5 

0.00
057
774
3 

Corynebacterium_duru
m 

0.00
106
590
7 

0.00
013
955
5 

Pseudoxanthomonas
_Xanthomonas_sp. 

0.00
182
982
6 

0.00
057
864
2 

Diplorickettsia_uncultur
ed_bacterium 

0.0
020
080
2 

0.0
005
392
1 

ASV_1760 

0.00
170
154
2 

0.00
041
213
4 

Prevotellaceae_UCG
-

004uncultured_Bacte
roidales 

0.00
202
239
1 

0.00
063
953
6 

ASV_7992 

0.00
178
655
4 

0.00
056
495
8 

Treponema_denticola 

0.00
100
648
7 

0.00
019
145
1 

ASV_292 

0.00
181
989
6 

0.00
036
240
3 

Oligella_sp. 

0.0
019
027
7 

0.0
006
017
1 

Coprococcus_metage
nome 

0.00
164
729
6 

0.00
052
092
1 

Fodinicurvataceae_u
ncultured_Rhodospiri

llaceae 

0.00
201
889
7 

0.00
063
843
1 

ASV_8075 

0.00
173
563
5 

0.00
054
885
6 

Selenomonas_Veillonel
laceae_bacterium 

0.00
099
246
5 

0.00
031
384
5 

Simkaniaceae_uncul
tured_Candidatus 

0.00
181
250
6 

0.00
057
316
5 

Brevibacillus_sp. 

0.0
018
887
5 

0.0
005
972
8 

Clostridium_sensu_stri
cto_1_human_gut 

0.00
164
416
8 

0.00
051
993
2 

Oxalobacteraceae_C
M1G08_sp. 

0.00
199
730
2 

0.00
061
521
8 

bacterium 

0.00
158
125
5 

0.00
050
003
7 

Ottowia_sp. 

0.00
083
625
3 

0.00
026
444
6 

Oligoflexales_uncult
ured__soil 

0.00
176
751
9 

0.00
030
980
4 

Halomonas_uncultured
_soil 

0.0
018
632
8 

0.0
004
814
7 

Chelatococcus_sp. 

0.00
163
335
9 

0.00
051
651
3 

ASV_3419 

0.00
197
851
9 

0.00
062
566
3 

Anaerolineaceae_uncul
tured_Bellilinea 

0.00
157
433
8 

0.00
049
784
9 

Enterococcus_faecium 
0.00
082
144 

0.00
025
976
2 

Salinicola_sp. 

0.00
176
334
1 

0.00
055
761
7 

Lawsonella_sp. 

0.0
018
514
7 

0.0
005
854
9 

Gemmatimonas_photo
trophica 

0.00
149
521
5 

0.00
047
282
8 

Exiguobacterium_sp. 

0.00
197
225
2 

0.00
062
368
1 

Candidatus_Nitrotoga_
sp. 

0.00
157
205
2 

0.00
049
712
6 

Streptococcus_mutans 

0.00
074
990
6 

0.00
020
798
7 

Edaphobaculum_unc
ultured_Chitinophag

aceae 

0.00
176
215
9 

0.00
055
724
4 

Paenibacillaceae_uncul
tured__bacterium 

0.0
018
076
3 

0.0
005
716
2 

MND1uncultured_Burk
holderiales 

0.00
147
109
7 

0.00
046
520
2 

Cloacibacterium_sp. 

0.00
194
985
5 

0.00
061
659
8 

Methylomonadaceae_s
p. 

0.00
147
594
2 

0.00
046
673
4 

Lachnoanaerobaculum
_uncultured_bacterium 

0.00
073
515
9 

0.00
023
247
8 

ASV_144 

0.00
167
824
7 

0.00
053
070
8 



Rhodobacter_unculture
d_bacterium 

0.0
017
053
2 

0.0
000
000
0 

Sphingomonadaceae_
Ellin6055_sp. 

0.00
139
553
4 

0 NB1-j_sp. 

0.00
180
593
2 

0.00
057
108
6 

Globicatella_uncultured
_bacterium 

0.00
143
750
4 

0.00
045
457
9 

Porphyromonas_catoni
ae 

0.00
056
537 

0.00
011
930
6 

ASV_9468 

0.00
162
651
2 

0.00
051
434
8 

ASV_8087 

0.0
016
829
1 

0.0
005
321
8 

Candidatus_Wolfebact
eria_uncultured_Micro

genomates 

0.00
137
308
7 

0.00
043
420
8 

ASV_6329 

0.00
180
570
6 

0.00
057
101
4 

TG3_uncultured_Chitin
ivibrionia 

0.00
141
043
7 

0.00
044
601
9 

Neisseria_oralis 

0.00
055
136
9 

0.00
017
435
8 

Butyrivibrio_Eubacte
rium_sp. 

0.00
160
966
5 

0.00
050
902
1 

Blastocatellaceae_uncu
ltured__metagenome 

0.0
016
200
6 

0.0
005
123
1 

Hydrogenispora_uncul
tured_bacterium 

0.00
137
308
7 

0.00
043
420
8 

ASV_2390 
0.00
174
009 

0.00
049
944
6 

Colidextribacter_uncult
ured_rumen 

0.00
137
754
6 

0.00
043
561
8 

Anaerovoracaceae_Fa
mily_XIII_UCG-

004Eubacterium_sp. 

0.00
053
024
9 

8.71
093
E-
05 

Acetobacteraceae_u
ncultured_alpha_prot

eobacterium 

0.00
151
345
9 

0.00
023
963
7 

Oceanobacter_uncultur
ed_bacterium 

0.0
016
200
6 

0.0
005
123
1 

ASV_3161 

0.00
137
274
6 

0.00
043
41 

Staphylococcus_pett
enkoferi 

0.00
173
729
1 

0.00
054
938 

Ohtaekwangia_uncultu
red_Bacteroidetes 

0.00
137
754
6 

0.00
043
561
8 

Anaeroglobus_uncultur
ed_organism 

0.00
047
785
3 

0.00
015
111 

Singulisphaera_Isos
phaera_sp. 

0.00
151
042
2 

0.00
047
763
7 

Rufibacter_sp. 

0.0
016
173
5 

0.0
000
000
0 

ASV_2285 

0.00
128
720
4 

0.00
040
705 

Marinagarivorans_ga
mma_proteobacteriu

m 

0.00
173
647
3 

0.00
054
912
1 

Pedosphaeraceae_AD
urb.Bin063-1_sp. 

0.00
137
754
6 

0.00
043
561
8 

Bulleidia_extructa 

0.00
046
190
3 

0.00
010
131
5 

Mucilaginibacter_my
ungsuensis 

0.00
148
698
9 

0.00
047
022
7 

Paenibacillus_rigui 

0.0
015
919
2 

0.0
005
034
1 

ASV_3021 
0.00
128
123 

0.00
040
516
1 

Gottschalkia_uncultu
red_bacterium 

0.00
173
347
8 

0.00
054
817
4 

VHS-B3-70_sp. 
0.00
127
915 

0.00
040
450
3 

Prevotella_micans 

0.00
043
896
7 

9.25
437
E-
05 

Hydrogenispora_unc
ultured_Firmicutes 

0.00
143
204
9 

0.00
045
285
4 

Cyclobacteriaceae_unc
ultured__bacterium 

0.0
015
778
6 

0.0
003
939
9 

ASV_10821 

0.00
124
903
9 

0.00
039
498
1 

ASV_1208 
0.00
171
256 

0.00
035
059
8 

Caulobacter_metageno
me 

0.00
122
270
7 

0.00
038
665
4 

Anaerovoracaceae_Fa
mily_XIII_UCG-003_sp. 

0.00
042
998
7 

0.00
013
597
4 

Methylomirabilaceae
_MIZ17_uncultured_

bacterium 

0.00
142
319
8 

0.00
045
005
5 

Megamonasuncultured
_organism 

0.0
015
385
2 

0.0
002
691
9 

Diplorickettsiaceae_un
cultured_Legionellales 

0.00
121
149
2 

0.00
038
310
7 

Candidatus_Ovatusb
acter_uncultured_ga

mma 

0.00
168
605
6 

0.00
053
317
8 

Rhodoluna_uncultured
_actinobacterium 

0.00
122
270
7 

0.00
038
665
4 

Clostridia_vadinBB60_
group_Clostridiales_ba

cterium 

0.00
040
056
2 

9.45
06E
-05 

Alkalibacterium_unc
ultured_bacterium 

0.00
139
211
1 

0.00
044
022
4 

ASV_8378 

0.0
015
347
9 

0.0
004
853
4 

Clostridium_sensu_stri
cto_12_sp. 

0.00
117
693
2 

0.00
037
217
9 

Hydrocarboniphaga_
sp. 

0.00
166
125 

0.00
052
533
3 

ASV_10814 

0.00
122
237
9 

0.00
038
655 

Paludibacteraceae_F00
58_uncultured_bacteriu

m 

0.00
039
224 

0.00
012
403
7 

Shinella_sp. 

0.00
133
287
6 

0.00
032
256
1 

Cyclobacteriaceae_unc
ultured_uncultured_Sph

ingobacteriales 

0.0
015
222
2 

0.0
004
813
7 

Comamonas_sp. 

0.00
117
693
2 

0.00
037
217
9 

Isosphaeraceae_unc
ultured_Isosphaera_

sp. 

0.00
165
549
5 

0.00
052
351
3 

Gemmatimonas_uncult
ured_bacterium 

0.00
122
237
9 

0.00
038
655 

Cryptobacterium_sp. 

0.00
038
946
6 

5.65
254
E-
05 

Oscillospiraceae_un
cultured__rumen 

0.00
128
884
4 

0.00
040
756
8 

Acetobacteraceae_unc
ultured_alpha_proteoba

cterium 

0.0
015
150
1 

0.0
003
208
8 

Finegoldia_uncultured
_bacterium 

0.00
115
295
9 

0.00
036
459
8 

Rothia_aeria 

0.00
159
205
8 

0.00
034
326
4 

ASV_3531 
0.00
118
754 

0.00
037
553
3 

Metamycoplasma_saliv
arium 

0.00
036
206
7 

0.00
011
449
6 

ASV_4353 

0.00
126
599
5 

0.00
035
011
5 

ASV_1208 

0.0
014
564
2 

0.0
003
031
0 

Gammaproteobacteria
_JTB23_metagenome 

0.00
115
295
9 

0.00
036
459
8 

ASV_4250 

0.00
153
436
2 

0.00
048
520
8 

Bacteroidales_p-251-
o5_uncultured_bacteriu

m 

0.00
118
075
4 

0.00
037
338
7 

Bacilli_RF39_Firmicute
s_oral 

0.00
035
940
4 

0.00
011
365
4 

ASV_256 

0.00
122
240
9 

0.00
029
146
2 

Rubinisphaeraceae_SH
-

PL14__uncultured_plan
ctomycete 

0.0
014
330
8 

0.0
000
000
0 

Clostridioides_sp. 

0.00
109
649
1 

0.00
034
674
1 

Aquisphaera_uncultu
red_bacterium 

0.00
151
745
1 

0.00
047
986 

ASV_2390 

0.00
115
018
5 

0.00
024
562
5 

Actinomycetaceae_F03
32_uncultured_bacteriu

m 

0.00
035
818
6 

8.10
131
E-
05 

Oscillospiraceae_UC
G-003_sp. 

0.00
120
649
7 

0.00
038
152
8 

Agromyces_sp. 

0.0
014
270
8 

0.0
004
512
8 

Sphaerotilus_natans 

0.00
109
649
1 

0 

Hungateiclostridiace
ae_HN-

HF0106_uncultured_
bacterium 

0.00
151
745
1 

0.00
047
986 

ASV_11002 

0.00
113
537
1 

0.00
035
903
6 

Porphyromonas_gingiv
alis 

0.00
035
681
7 

0.00
011
283
5 

Actinobacillus_sp. 

0.00
115
056
2 

0.00
036
384 

ASV_9779 

0.0
014
270
8 

0.0
004
512
8 

Streptococcus_mutans 

0.00
109
649
1 

0 ASV_3544 

0.00
151
679
3 

0.00
047
965
2 

Rhizobiales_Incertae_
Sedis_uncultured__me

tagenome 

0.00
113
537
1 

0.00
035
903
6 

Eggerthia_catenaformis 

0.00
034
558
1 

0.00
010
928
2 

ASV_164 

0.00
114
120
8 

0.00
036
088
2 

ASV_9780 

0.0
014
270
8 

0.0
004
512
8 

Vicinamibacteria_uncu
ltured_Acidobacteriale

s 

0.00
109
649
1 

0 
Uliginosibacterium_u
ncultured_bacterium 

0.00
145
360
6 

0.00
045
967
1 

ASV_3716 

0.00
109
761
3 

0.00
034
709
6 

Lachnoanaerobaculum
_sp. 

0.00
033
082
2 

0.00
010
461
5 

ASV_3349 

0.00
111
368
9 

0.00
035
217
9 

Roseococcus_sp. 

0.0
014
165
6 

0.0
000
217
6 

Beijerinckiaceae_Fuku
N57_uncultured_bacte

rium 

0.00
105
687
9 

0.00
033
421
4 

ASV_2510 

0.00
144
456
5 

0.00
045
681
2 

Anaerolineaceae_sp. 

0.00
104
803
5 

0.00
033
141
8 

Campylobacter_concis
us 

0.00
030
323
8 

7.17
122
E-
05 

ASV_5066 

0.00
110
311
1 

0.00
031
958
6 

ASV_5386 

0.0
013
676
5 

0.0
004
324
9 

FCPU426uncultured_
microorganism 

0.00
105
687
9 

0.00
033
421
4 

Coriobacteriia_OPB4
1_uncultured_bacteri

um 

0.00
144
456
5 

0.00
045
681
2 

ASV_3568 

0.00
104
803
5 

0.00
033
141
8 

Absconditabacteriales_
(SR1)_SR1_bacterium 

0.00
029
381
9 

9.29
137
E-
05 

Anaerolineaceae_un
cultured_eubacteriu

m 

0.00
107
393
6 

0.00
033
960
8 

Aurantisolimonas_Terri
monas_sp. 

0.0
013
676
5 

0.0
004
324
9 

Solobacterium_moorei 
0.00
100
479 

0 Frankiales_sp. 

0.00
144
456
5 

0.00
045
681
2 

Limnobacter_sp. 

0.00
103
432
1 

0.00
032
708
1 

ASV_366 

0.00
027
132
8 

6.10
319
E-
05 

Babeliales_UBA1240
9_metagenome 

0.00
106
613
9 

0.00
033
714
3 

Pseudomonas_bioreact
or__metagenome 

0.0
013
371
7 

0.0
000
000
0 

ASV_8590 

0.00
098
077
7 

0.00
031
014
9 

Lawsonella_uncultur
ed_bacterium 

0.00
143
464
9 

0.00
031
448
8 

Saprospiraceae_OLB8
_sp. 

0.00
103
432
1 

0.00
032
708
1 

Prevotella_maculosa 

0.00
027
121
7 

8.57
663
E-
05 

Amb-16S-
1323_uncultured_ba

cterium 

0.00
104
272
9 

0.00
022
116
1 

Desemzia_sp. 

0.0
013
319
4 

0.0
004
212
0 

Kribbella_sp. 

0.00
098
077
7 

0.00
031
014
9 

Rhodospirillales_unc
ultured_Rhodospirilla

les 

0.00
142
818
3 

0.00
045
163
1 

Sporichthyaceae_ 
hgcI_clade_marine__m

etagenome 

0.00
103
432
1 

0.00
032
708
1 

Amnipila_sp. 

0.00
025
188
5 

7.96
53E
-05 

Kocuria_marina 

0.00
103
632
3 

0.00
017
450
7 

Klenkia_sp. 

0.0
013
286
1 

0.0
004
201
4 

Sphingomonas_groun
dwater__metagenome 

0.00
098
077
7 

0 
Staphylococcus_vitul

inus 

0.00
137
285 

0.00
043
413
3 

Bacteroidetes_BD2-
2_uncultured_organism 

0.00
100
625
3 

0.00
031
820
5 

Aggregatibacter_actino
mycetemcomitans 

0.00
024
881
8 

7.86
832
E-
05 

Propionibacteriaceae
_uncultured_Actinom

ycetales 

0.00
102
088
2 

0.00
032
283
1 

Corynebacterium_amyc
olatum 

0.0
013
083
9 

0.0
002
431
7 

Candidatus_Kerfeldba
cteria_Parcubacteria_

group 

0.00
095
188
6 

0.00
030
101
3 

Gemmataceae_uncu
ltured_Planctomycet

aceae 

0.00
134
884
5 

0.00
042
654
2 

ASV_1837 

0.00
097
099
1 

0.00
026
613
2 

ASV_6 

0.00
023
437
1 

6.93
938
E-
05 

ASV_13503 
0.00
101
657 

0.00
032
146
8 

Actinotignum_sp. 

0.0
012
789
9 

0.0
004
044
5 

ASV_1208 
0.00
094
154 

0.00
019
257
7 

Oligoflexia_0319-
6G20_uncultured_de

lta 

0.00
134
884
5 

0.00
042
654
2 

SphingobiumSphingobi
um_sufflavum 

0.00
096
069
9 

0.00
030
38 

Tannerella_forsythia 

0.00
022
972
2 

5.07
486
E-
05 

Acidothermus__uncu
ltured_bacterium 

0.00
100
926
5 

0.00
031
915
8 

Clostridium_sensu_stric
to_1_uncultured_Clostri

dia 

0.0
012
789
9 

0.0
004
044
5 

ASV_14447 

0.00
093
273
9 

0.00
029
495
8 

Megamonasuncultur
ed_organism 

0.00
129
651 

0.00
038
668
8 

Blastocatellaceae_unc
ultured_Acidobacteria 

0.00
094
793
8 

0.00
029
976
4 

Cardiobacterium_uncult
ured_bacterium 

0.00
022
065
8 

6.97
782
E-
05 

Leeia_uncultured_ba
cterium 

0.00
100
243
4 

0.00
031
699
7 

Sphingobacterium_unc
ultured_bacterium 

0.0
012
400
4 

0.0
000
000
0 

Dongia_rigui 

0.00
091
516
4 

0.00
028
94 

ASV_3560 

0.00
129
209
4 

0.00
040
859
6 

Anaerolineaceae_uncul
tured_sludge 

0.00
094
029
1 

0.00
029
734
6 

Anaerovoracaceae_Fa
mily_XIII_UCG-

005Eubacterium_sp. 

0.00
020
977 

4.43
888
E-
05 

Nitrosomonadaceae
_IS-44_sp. 

0.00
100
243
4 

0.00
031
699
7 

ASV_2303 

0.0
012
323
3 

0.0
002
734
5 

Tepidimonas_sp. 

0.00
091
211
7 

0 ASV_5010 

0.00
129
209
4 

0.00
040
859
6 

Pseudorhodobacter_m
etagenome 

0.00
094
029
1 

0.00
029
734
6 

Prevotella_pleuritidis 
0.00
020
536 

6.49
405
E-
05 

Treponema_uncultur
ed_bacterium 

0.00
100
243
4 

0.00
031
699
7 

Spirosoma_arcticum 

0.0
011
937
2 

0.0
000
000
0 

Pir4_lineage_sp. 

0.00
086
535
1 

0.00
027
364
8 

ASV_1592 

0.00
128
564
6 

0.00
037
100
3 

Neisseria_uncultured_
bacterium 

0.00
091
931
9 

0.00
029
071
4 

Murdochiella_unculture
d_bacterium 

0.00
019
352
5 

6.11
98E
-05 

Thermomicrobiales_
JG30-KF-

CM45bacterium_QT
YC46b 

0.00
099
132
6 

0.00
031
348
5 

Aliivibrio_sp. 

0.0
011
811
5 

0.0
003
735
1 

Trichococcus_sp. 

0.00
086
471
9 

0 ASV_8346 

0.00
122
415
7 

0.00
038
711
2 

Pedobacter_composti 

0.00
088
556
5 

0.00
028
004 

Treponema_socranskii 

0.00
019
352
5 

6.11
98E
-05 

ASV_3639 

0.00
098
038
8 

0.00
027
015
2 

Lawsonella_uncultured
_bacterium 

0.0
011
524
9 

0.0
002
040
7 

ASV_2061 

0.00
085
241
9 

0.00
014
808 

bacterium_YT0326 

0.00
121
133
8 

0.00
038
305
9 

Rokubacteriales_sp. 

0.00
088
556
5 

0.00
028
004 

Kingella_sp. 
0.00
018
379 

5.81
195
E-
05 

Monoglobus_sp. 

0.00
092
807
4 

0.00
029
348
3 



Candidatus_Planktophil
a_uncultured_bacteriu

m 

0.0
011
332
5 

0.0
003
583
7 

Cutibacterium_granulo
sum 

0.00
084
744
8 

0.00
024
156
9 

Bacillus_thermolactis 

0.00
118
080
2 

0.00
037
340
2 

Syntrophus_sp. 

0.00
088
556
5 

0.00
028
004 

ASV_2084 

0.00
018
081
1 

5.71
775
E-
05 

ASV_12634 

0.00
090
871
5 

0.00
028
736
1 

Sediminibacterium_unc
ultured_Sediminibacteri

um 

0.0
011
332
5 

0.0
000
000
0 

Jeotgalibaca_sp. 

0.00
082
364
8 

0.00
026
046 

Roseomonas_geno
mospecies 

0.00
117
096 

0.00
037
029 

Acidimicrobiia_IMCC26
256uncultured_Actino

mycetales 

0.00
086
250
3 

0.00
027
274
7 

ASV_363 

0.00
017
334
5 

3.65
867
E-
05 

ASV_2692 

0.00
087
575
7 

0.00
027
693
9 

Rokubacteriales_WX65
_uncultured_bacterium 

0.0
011
189
9 

0.0
000
000
0 

Clostridium_sensu_stri
cto_1_metagenome 

0.00
079
744
8 

0.00
025
217
5 

Sphingomonas_oligo
aromativorans 

0.00
115
614
8 

0.00
036
560
6 

ASV_13859 

0.00
084
626
2 

0.00
026
761
2 

Filifactor_alocis 

0.00
017
113
3 

5.41
17E
-05 

ASV_6828 

0.00
087
575
7 

0.00
027
693
9 

Megamonas_unculture
d_bacterium 

0.0
011
084
6 

0.0
003
505
3 

Fimbriiglobus_uncultur
ed_bacterium 

0.00
079
744
8 

0.00
025
217
5 

Clostridium_sensu_s
tricto_8_uncultured_

bacterium 

0.00
115
565
2 

0.00
036
544
9 

Burkholderiales_A21b_
_uncultured_bacterium 

0.00
084
626
2 

0.00
026
761
2 

Mogibacterium_timidum 

0.00
016
974
4 

3.77
355
E-
05 

Leptotrichia_wadei 

0.00
086
538
6 

0.00
019
376
3 

Cryobacterium_sp. 

0.0
011
074
2 

0.0
003
502
0 

Solirubrobacteraceae_
uncultured__sp. 

0.00
078
462
1 

0 Lactobacillus_iners 

0.00
112
948
2 

0.00
031
793
1 

Chloroplast_Vischeria_
sp. 

0.00
084
626
2 

0.00
026
761
2 

Pseudopropionibacteriu
m_sp. 

0.00
016
963
3 

4.62
501
E-
05 

ASV_7664 

0.00
086
518
1 

0.00
025
587
1 

ASV_1592 

0.0
011
054
4 

0.0
002
045
1 

ASV_14325 

0.00
077
881
6 

0.00
024
628
3 

Oligoflexales_uncult
ured__soil 

0.00
112
228
8 

0.00
021
441
3 

Planctopirus_sp. 

0.00
084
626
2 

0.00
026
761
2 

Tannerella_sp. 

0.00
015
858
5 

5.01
49E
-05 

Actinotalea_sp. 
0.00
085
923 

0.00
027
171
2 

ASV_363 

0.0
011
017
9 

0.0
002
345
5 

Candidatus_Roizmanb
acteria 

0.00
077
881
6 

0.00
024
628
3 

Acidobacteriae_Elev-
16S-1166_sp. 

0.00
111
134
3 

0.00
035
143
8 

Spirochaetaceae_uncul
tured_Spironema_culici

s 

0.00
084
626
2 

0.00
026
761
2 

Oribacterium_parvum 
0.00
015
821 

5.00
304
E-
05 

Candidatus_Staskaw
iczbacteria 

0.00
085
923 

0.00
027
171
2 

Arcticibacter_sp. 

0.0
010
746
6 

0.0
003
398
4 

Fermentimonas_sp. 

0.00
077
111
8 

0.00
024
384
9 

Beggiatoaceae_sp. 

0.00
109
020
4 

0.00
034
475
3 

Prevotellaceae_bacteri
um 

0.00
082
321 

0.00
026
032
2 

Leptotrichia_hofstadii 

0.00
014
833
6 

3.81
951
E-
05 

Eubacterium_nodatu
m_group_sp. 

0.00
085
923 

0.00
027
171
2 

ASV_1901 

0.0
010
628
9 

0.0
003
361
1 

ASV_3986 

0.00
073
779
5 

0.00
023
331
1 

Paeniclostridium_sp. 

0.00
109
020
4 

0.00
034
475
3 

ASV_256 

0.00
080
832
9 

0.00
016
045
5 

Fretibacterium_sp. 

0.00
014
703
2 

4.64
956
E-
05 

Flectobacillus_sp. 
0.00
085
923 

0.00
027
171
2 

Ulvibacter_uncultured_
bacterium 

0.0
010
628
9 

0.0
000
000
0 

Clostridium_sensu_stri
cto_9uncultured_Clost

ridium 

0.00
072
546
4 

0.00
022
941
2 

Desulfobacterota_un
cultured_delta_prote

obacterium 

0.00
108
813
9 

0.00
034
41 

Oligoflexales_unculture
d__sp. 

0.00
079
458
6 

0.00
023
426
5 

Olsenella_sp. 

0.00
014
703
2 

4.64
956
E-
05 

Geobacter_sp. 
0.00
085
923 

0.00
027
171
2 

Aquicella_unidentified 

0.0
010
465
2 

0.0
003
309
4 

Ferruginibacter_metag
enome 

0.00
072
546
4 

0.00
022
941
2 

Actinomyces_israelii 
0.00
108
518 

0.00
033
092
8 

Aeromonas_uncultured
_gamma 

0.00
078
716
9 

0.00
024
892
5 

Alloprevotella_tannerae 

0.00
014
393
4 

4.55
159
E-
05 

Ruminococcaceae_s
p. 

0.00
085
923 

0.00
027
171
2 

Chlamydiales_sp. 

0.0
010
465
2 

0.0
003
309
4 

Marinifilaceae_uncultu
red__sp. 

0.00
070
373 

0.00
022
253
9 

MidBa8_sp. 

0.00
108
342
4 

0.00
034
260
9 

Gracilibacteriauncultur
ed_marine 

0.00
078
716
9 

0.00
024
892
5 

Prevotella_melaninoge
nica 

0.00
013
690
7 

4.32
938
E-
05 

ASV_5713 
0.00
083
768 

0.00
026
489
8 

Thermobacillus_uncultu
red_compost 

0.0
010
465
2 

0.0
000
000
0 

Gammaproteobacteria
_JG36-TzT-

191_metagenome 

0.00
069
776
7 

0.00
022
065
3 

ASV_2249 

0.00
105
788
8 

0.00
021
462
9 

Modestobacter_sp. 

0.00
078
716
9 

0.00
024
892
5 

Kingella_uncultured_ba
cterium 

0.00
013
230
4 

4.18
382
E-
05 

Halieaceae_OM60(N
OR5)_cladeunculture
d_Oceanospirillales 

0.00
083
768 

0.00
026
489
8 

ASV_9969 

0.0
010
382
1 

0.0
003
283
1 

Salinispira_sp. 

0.00
069
776
7 

1.13
81E
-05 

Acetobacteraceae_u
ncultured_alpha_prot

eobacterium 

0.00
104
188
4 

0.00
032
947
3 

Sphingomonas_fonticol
a 

0.00
078
716
9 

0.00
024
892
5 

ASV_2285 

0.00
012
594
2 

3.98
264
E-
05 

Anaerobacterium_un
cultured_bacterium 

0.00
083
526
7 

0.00
026
413
5 

Dietzia_sp. 

0.0
010
286
0 

0.0
003
252
7 

ASV_2386 

0.00
069
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Rhizobiaceae_metag

enome 

0.00
037
123 

0.00
011
739
3 

Gemmatimonas_photot
rophica 

0.0
004
428
7 

0.0
001
400
5 

ASV_12382 

0.00
019
794
5 

6.25
957
E-
05 

Bacteroidia_uncultur
ed__metagenome 

0.00
033
721
1 

0.00
010
663
5 

Corynebacterium_gluta
micum 

0.00
028
960
3 

9.15
805
E-
05 

Actinomyces_graevenit
zii 

0 0 
Tyzzerella_unculture

d_Eubacteriaceae 

0.00
037
123 

0.00
011
739
3 

Planctomycetes_uncult
ured_Planctomyces 

0.0
004
428
7 

0.0
001
400
5 

Oligoflexia_0319-
6G20_uncultured_orga

nism 

0.00
019
794
5 

6.25
957
E-
05 

Candidatus_Uhrbact
eria 

0.00
033
721
1 

0.00
010
663
5 

Quadrisphaera_uncultu
red_bacterium 

0.00
028
960
3 

9.15
805
E-
05 

Actinomyces_sp. 0 0 Williamsia_sp. 
0.00
037
123 

0.00
011
739
3 

Plantibacter_sp. 

0.0
004
428
7 

0.0
001
400
5 

Mitochondria_Eukaryot
a_sp. 

0.00
019
216 

6.07
663
E-
05 

Nitrosomonadaceae
_966-

1__metagenome 

0.00
033
482
4 

0.00
010
588
1 

ASV_20321 

0.00
028
750
1 

9.09
158
E-
05 

Actinomyces_unidentifi
ed 

0 0 
Candidatus_Bealeia
_uncultured_Alphapr

oteobacteria 

0.00
036
921
4 

0.00
011
675
6 

Lactobacillales_P5D1-
392Granulicatella_sp. 

0.0
004
420
3 

0.0
001
397
8 

ASV_2862 

0.00
018
693
8 

5.91
15E
-05 

Rudanella_unculture
d_bacterium 

0.00
033
482
4 

0.00
010
588
1 

Hypnocyclicus_sp. 

0.00
028
750
1 

9.09
158
E-
05 

Actinomycetaceae_unc
ultured__bacterium 

0 0 Oceanobacter_sp. 

0.00
036
921
4 

0.00
011
675
6 

ASV_2862 

0.0
004
389
4 

0.0
000
935
5 

Megasphaera_sp. 

0.00
018
693
8 

5.91
15E
-05 

Rummeliibacillus_sp. 
0.00
033
379 

0.00
010
555
4 

Schaalia_odontolytica 

0.00
028
455
1 

8.99
829
E-
05 

Actinomycetaceae_unc
ultured__metagenome 

0 0 ASV_14099 

0.00
034
268
7 

0.00
010
836
7 

Candidatus_Limnoluna
_uncultured_bacterium 

0.0
004
378
4 

0.0
001
100
6 

Chitinophagaceae_unc
ultured__bacterium 

0.00
018
388
6 

5.81
499
E-
05 

ASV_3026 

0.00
032
302
3 

0.00
010
214
9 

Candidatus_Campbellb
acteria 

0.00
028
208
7 

8.92
037
E-
05 

Actinomycetaceae_unc
ultured__rumen 

0 0 MBNT15_sp. 

0.00
034
268
7 

0.00
010
836
7 

ASV_16382 

0.0
004
351
6 

0.0
001
376
1 

DEV114_uncultured_b
acterium 

0.00
018
388
6 

5.81
499
E-
05 

Candidatus_Komeilib
acteria_uncultured_b

acterium 

0.00
032
302
3 

0.00
010
214
9 

Fibrobacterales_sp. 

0.00
028
208
7 

8.92
037
E-
05 

Actinomycetaceae_unc
ultured__sp. 

0 0 ASV_2303 

0.00
033
564
9 

0.00
010
614
2 

Proteiniphilumunculture
d_prokaryote 

0.0
004
351
6 

0.0
000
000
0 

Escherichia-
Shigella_sp. 

0.00
018
388
6 

5.81
499
E-
05 

Edaphobaculum_Chi
tinophagaceae_bact

erium 

0.00
032
302
3 

0.00
010
214
9 

Mitsuokella_sp. 

0.00
028
208
7 

8.92
037
E-
05 

Actinomycetospora_sp. 0 0 ASV_5218 

0.00
033
564
9 

0.00
010
614
2 

Tolypothrix_sp. 

0.0
004
351
6 

0.0
000
000
0 

ASV_21806 

0.00
018
303
3 

5.78
801
E-
05 

ASV_9126 

0.00
031
512
8 

9.96
522
E-
05 

Pleurocapsa_PCC-
7319_sp. 

0.00
028
208
7 

8.92
037
E-
05 

Actinoplanes_garbadin
ensis 

0 0 Parapedobacter_sp. 

0.00
033
044
2 

0.00
010
449
5 

Gammaproteobacteria_
EV818SWSAP88_sp. 

0.0
004
298
7 

0.0
001
359
4 

Bacteroidetes_BD2-
2_Bacteroidetes_bacte

rium 

0.00
018
303
3 

5.78
801
E-
05 

Xanthomonadaceae
_uncultured_Luteimo

nas_sp. 

0.00
031
512
8 

9.96
522
E-
05 

Saccharibacillus_deser
ti 

0.00
028
208
7 

8.92
037
E-
05 

Actinoplanes_sp. 0 0 
Reichenbachiella_un
cultured_bacterium 

0.00
033
044
2 

0.00
010
449
5 

Cnuella_uncultured_org
anism 

0.0
004
263
3 

0.0
001
348
2 

Candidatus_Megaira_
uncultured_bacterium 

0.00
018
303
3 

5.78
801
E-
05 

Cellvibrio_uncultured
_Cellvibrio 

0.00
031
329
9 

6.60
095
E-
05 

Sanguibacter_sp. 

0.00
028
208
7 

8.92
037
E-
05 

Actinotalea_sp. 0 0 
Saprospiraceae_unc
ultured_Sargassum_

vachellianum 

0.00
033
044
2 

0.00
010
449
5 

KI89A_clade_sp. 

0.0
004
263
3 

0.0
001
348
2 

Leeia_uncultured_bact
erium 

0.00
018
303
3 

5.78
801
E-
05 

Bacteroidia_uncultur
ed_Bacteroidales 

0.00
030
213
8 

9.55
444
E-
05 

Tolumonas_sp. 

0.00
028
208
7 

8.92
037
E-
05 

Actinotignum_sp. 0 0 ASV_7299 
0.00
032
595 

0.00
010
307
4 

Microscillaceae_uncultu
red_prokaryote 

0.0
004
263
3 

0.0
001
348
2 

Peredibacter_uncultur
ed_delta 

0.00
018
303
3 

5.78
801
E-
05 

Saccharimonadales_
TM7a_sp. 

0.00
030
213
8 

9.55
444
E-
05 

Dendrosporobacter_uni
dentified_eubacterium 

0.00
027
906 

8.82
465
E-
05 

Adhaeribacter__metag
enome 

0 0 
Legionella_drancourt

ii 

0.00
032
296
5 

0.00
010
213
1 

Rhodanobacteraceae_
uncultured__metageno

me 

0.0
004
263
3 

0.0
007
764
6 

Verrucomicrobiaceae_
uncultured__bacterium 

0.00
018
303
3 

0 
SJA-

28uncultured_Chloro
bi 

0.00
030
213
8 

9.55
444
E-
05 

Rhizorhapis_unculture
d_Sphingomonas 

0.00
027
906 

8.82
465
E-
05 

Adhaeribacter__uncultu
red_soil 

0 0 
Candidatus_Captivu

s 

0.00
031
886
7 

0.00
010
083
5 

ASV_6710 

0.0
004
174
8 

0.0
001
320
2 

Algibacter_sp. 
0.00
017
995 

5.69
052
E-
05 

Undibacterium_sp. 

0.00
030
213
8 

9.55
444
E-
05 

Candidatus_Jidaibacter
_uncultured_bacterium 

0.00
027
440
3 

8.67
738
E-
05 

Adhaeribacter_sp. 0 0 
Acidimicrobiia_uncult
ured_actinobacteriu

m 

0.00
031
154
8 

9.85
201
E-
05 

Microscillaceae_OLB12
_sp. 

0.0
004
174
8 

0.0
001
320
2 

Ferruginibacter_uncult
ured_Sphingobacterial

es 

0.00
017
995 

5.69
052
E-
05 

Catonella_uncultured
_bacterium 

0.00
029
543
3 

9.34
241
E-
05 

Clostridium_sensu_stri
cto_9_sp. 

0.00
027
440
3 

8.67
738
E-
05 

Advenella_sp. 0 0 ASV_15920 

0.00
030
497
1 

9.64
403
E-
05 

Edaphobaculum_sp. 

0.0
004
152
8 

0.0
001
313
2 

Babeliae_sp. 

0.00
017
593
2 

5.56
346
E-
05 

Flavobacterium_unc
ultured_Bacteroidete

s 

0.00
029
543
3 

9.34
241
E-
05 

Rothia_mucilaginosa 

0.00
027
440
3 

8.67
738
E-
05 

Aenigmarchaeales_sp. 0 0 ASV_5084 

0.00
030
497
1 

9.64
403
E-
05 

ASV_8328 

0.0
004
129
5 

0.0
001
305
9 

Caenarcaniphilales_un
cultured_bacterium 

0.00
017
593
2 

5.56
346
E-
05 

ASV_13680 

0.00
028
891
3 

9.13
623
E-
05 

Entomoplasmatales_ba
cterium 

0.00
027
404
8 

8.66
616
E-
05 

Aenigmarcheota_sp. 0 0 
Bdellovibrio_bacterio

vorus 

0.00
030
497
1 

9.64
403
E-
05 



Candidatus_Amesbacte
ria__uncultured_soil 

0.0
004
114
4 

0.0
001
301
1 

ASV_15723 

0.00
016
357
1 

5.17
257
E-
05 

Fimbriiglobus_metag
enome 

0.00
028
891
3 

9.13
623
E-
05 

Simkaniaceae_uncultur
ed_Rhabdochlamydiac

eae_bacterium 

0.00
027
404
8 

8.66
616
E-
05 

Aequorivita_sp. 0 0 Brachybacterium_sp. 

0.00
030
497
1 

9.64
403
E-
05 

Trichuris_trichiura 

0.0
004
114
4 

0.0
000
000
0 

Blastocatellia_sp. 

0.00
016
357
1 

5.17
257
E-
05 

Fluviicola_uncultured
_Flexibacter 

0.00
028
891
3 

9.13
623
E-
05 

ASV_21042 

0.00
026
200
9 

8.28
545
E-
05 

Aerococcaceae_sp. 0 0 

Myxococcaceae_P3
OB-

42_uncultured_bacte
rium 

0.00
030
497
1 

9.64
403
E-
05 

ASV_9657 

0.0
004
030
0 

0.0
001
274
4 

Corynebacterium_gluc
uronolyticum 

0.00
016
357
1 

5.17
257
E-
05 

Iamia_metagenome 

0.00
028
891
3 

9.13
623
E-
05 

ASV_2386 

0.00
026
200
9 

8.28
545
E-
05 

Aerococcaceae_uncult
ured__bacterium 

0 0 
Saccharimonadales_

LWQ8_sp. 

0.00
030
497
1 

9.64
403
E-
05 

Saccharimonadaceae_
metagenome 

0.0
003
929
2 

0.0
000
000
0 

Fokiniaceae_unculture
d__bacterium 

0.00
016
357
1 

5.17
257
E-
05 

Salinirepens_sp. 

0.00
028
891
3 

9.13
623
E-
05 

ASV_3639 

0.00
026
200
9 

8.28
545
E-
05 

Aerococcus_sp. 0 0 
oc32_uncultured_ba

cterium 

0.00
030
208
4 

9.55
273
E-
05 

Caulobacter_metageno
me 

0.0
003
901
8 

0.0
001
072
4 

Ilumatobacteraceae_u
ncultured_marine 

0.00
016
357
1 

5.17
257
E-
05 

Dysgonomonadacea
e_uncultured_bacteri

um 

0.00
028
108
6 

8.88
872
E-
05 

Bacillaceae_sp. 

0.00
026
200
9 

8.28
545
E-
05 

Aeromicrobium_sp. 0 0 
009E01-B-SD-

P15__uncultured_ba
cterium 

0.00
028
641 

9.05
708
E-
05 

ASV_8696 

0.0
003
900
1 

0.0
001
233
3 

ASV_14118 

0.00
016
195
5 

5.12
147
E-
05 

Subgroup_7_sp. 

0.00
028
108
6 

8.88
872
E-
05 

Nitrosomonadaceae_El
lin6067_uncultured_ba

cterium 

0.00
026
200
9 

8.28
545
E-
05 

Aeromonas__metagen
ome 

0 0 ASV_21679 
0.00
028
641 

9.05
708
E-
05 

Blastocatellaceae_uncu
ltured__bacterium 

0.0
003
900
1 

0.0
001
233
3 

Acholeplasmataceae_
EMP-

G18_uncultured_Mollic
utes 

0.00
015
761
7 

4.98
429
E-
05 

ASV_20307 

0.00
027
783
6 

8.78
595
E-
05 

Arcobacter_cryaerophil
us 

0.00
025
369
1 

8.02
241
E-
05 

Aeromonas_sp. 0 0 
Candidatus_Anamm
oximicrobium__uncul

tured_soil 

0.00
028
641 

9.05
708
E-
05 

ASV_2910 

0.0
003
805
5 

0.0
001
203
4 

Babelialesuncultured_
Candidatus 

0.00
014
020
3 

4.43
361
E-
05 

Solirubrobacter_sp. 

0.00
027
783
6 

8.78
595
E-
05 

ASV_13391 

0.00
025
369
1 

8.02
241
E-
05 

Aeromonas_uncultured
_gamma 

0 0 
Clostridium_sensu_s

tricto_13_sp. 

0.00
028
641 

9.05
708
E-
05 

ASV_2249 

0.0
003
801
3 

0.0
000
859
2 

Shinella_sp. 

0.00
014
020
3 

0 Weissella_sp. 

0.00
027
783
6 

8.78
595
E-
05 

Solobacterium_moorei 

0.00
024
951
7 

7.89
042
E-
05 

Aerosphaera__uncultur
ed_bacterium 

0 0 Plantibacter_sp. 
0.00
028
641 

9.05
708
E-
05 

ASV_3803 

0.0
003
777
5 

0.0
001
194
6 

Chloroplast_Guillardia
_theta 

0.00
013
134
7 

4.15
356
E-
05 

Acidimicrobiia_uncult
ured_Actinomycetale

s 

0.00
027
573
7 

8.71
957
E-
05 

Streptococcus_mutans 

0.00
024
951
7 

7.89
042
E-
05 

Aerosphaera_sp. 0 0 
Singulisphaera_meta

genome 

0.00
028
641 

9.05
708
E-
05 

Turicibacter_sp. 

0.0
003
777
5 

0.0
000
000
0 

Anaerolineae_1-
20uncultured_Chlorofl

exia 

0.00
012
596
5 

3.98
336
E-
05 

ASV_2889 

0.00
027
573
7 

8.71
957
E-
05 

Alysiella_sp. 

0.00
024
945
7 

7.88
852
E-
05 

Aestuariicella__uncultur
ed_bacterium 

0 0 
Woesearchaeales_u
ncultured_euryarcha

eote 

0.00
028
641 

9.05
708
E-
05 

Algoriphagus_unculture
d_Hongiella 

0.0
003
730
0 

0.0
001
179
5 

Geobacteraceae_uncu
ltured__sp. 

0.00
011
728
8 

3.70
897
E-
05 

Rhodospirillaceae_u
ncultured_Magnetos

pirillum 

0.00
027
573
7 

8.71
957
E-
05 

ASV_12880 

0.00
024
945
7 

7.88
852
E-
05 

Afipia_genosp. 0 0 ASV_413 

0.00
028
530
2 

9.02
204
E-
05 

ASV_5713 

0.0
003
730
0 

0.0
001
179
5 

Hydrogenophilus_sp. 

0.00
011
728
8 

3.70
897
E-
05 

Turicella_uncultured
_bacterium 

0.00
027
573
7 

8.71
957
E-
05 

Dongia_metagenome 

0.00
024
945
7 

7.88
852
E-
05 

Afipia_sp. 0 0 

CL500-
29_marine_group_u
ncultured_Acidimicro

biaceae 

0.00
028
530
2 

9.02
204
E-
05 

Candidatus_Bacilloplas
ma_sp. 

0.0
003
730
0 

0.0
001
179
5 

ASV_18112 

0.00
011
683
6 

3.69
468
E-
05 

Dolosigranulum_sp. 

0.00
027
203
5 

8.60
25E
-05 

Fluviicoccus_metageno
me 

0.00
024
945
7 

7.88
852
E-
05 

Agathobacter_sp. 0 0 
Chloroflexi_OLB13_
uncultured_bacteriu

m 

0.00
027
938
6 

8.83
496
E-
05 

Steroidobacterbacteriu
m_MI-37 

0.0
003
730
0 

0.0
000
000
0 

ASV_17387 
0.00
010
797 

3.41
431
E-
05 

Gaiellales_unculture
d_organism 

0.00
027
203
5 

8.60
25E
-05 

Pedomicrobium)uncult
ured_Pedomicrobium 

0.00
024
945
7 

7.88
852
E-
05 

Aggregatibacter_sp. 0 0 
Diplorickettsia_uncult

ured_bacterium 

0.00
027
842
2 

8.80
448
E-
05 

ASV_9586 

0.0
003
683
6 

0.0
001
164
9 

Cryomorphaceae_sp. 
0.00
010
797 

3.41
431
E-
05 

Kiritimatiellaceae_M
SBL3_uncultured_ba

cterium 

0.00
027
203
5 

8.60
25E
-05 

ASV_2862 

0.00
024
823
1 

7.84
975
E-
05 

Agitococcus_lubricus_g
roup__uncultured_bact

erium 
0 0 

Lachnospiraceae_un
cultured__rumen 

0.00
027
842
2 

8.80
448
E-
05 

Flavobacterium_chenia
e 

0.0
003
683
6 

0.0
001
164
9 

Anaerolineaceae_UC
G-

001_uncultured_bacter
ium 

0.00
010
507
8 

3.32
286
E-
05 

ASV_9616 

0.00
026
351
8 

8.33
317
E-
05 

Bordetella_sp. 

0.00
024
823
1 

7.84
975
E-
05 

Agitococcus_lubricus_g
roup_sp. 

0 0 
Neisseriaceae_uncul
tured__metagenome 

0.00
027
842
2 

8.80
448
E-
05 

Anoxybacillus_sp. 

0.0
003
670
7 

0.0
001
160
8 

ASV_19465 

0.00
010
507
8 

3.32
286
E-
05 

Nostoc_PCC-
73102_sp. 

0.00
026
351
8 

8.33
317
E-
05 

Dermabacter_sp. 

0.00
024
077
4 

7.61
394
E-
05 

Agrococcus_sp. 0 0 
Peredibacter_metag

enome 

0.00
027
842
2 

8.80
448
E-
05 

Nevskia_uncultured_ba
cterium 

0.0
003
670
7 

0.0
001
160
8 

Chloroplast_Prasiolop
sis_sp. 

0.00
010
507
8 

3.32
286
E-
05 

Oligoflexia_0319-
6G20_uncultured_m

arine 

0.00
026
351
8 

8.33
317
E-
05 

Holosporaceae_uncult
ured__metagenome 

0.00
022
451
2 

7.09
969
E-
05 

Agromyces_sp. 0 0 Syntrophomonas_sp. 

0.00
027
842
2 

8.80
448
E-
05 

Candidatus_Kaiserbact
eria_sp. 

0.0
003
543
0 

0.0
001
120
4 

Lactobacillus_iners 

0.00
010
507
8 

3.32
286
E-
05 

Chloroplast_Castane
a_mollissima 

0.00
025
604
2 

8.09
676
E-
05 

Hyphomicrobium_uncul
tured_Hyphomicrobiac

eae 

0.00
022
451
2 

7.09
969
E-
05 

Ahniella_affigens 0 0 ASV_2103 

0.00
027
693
2 

8.75
736
E-
05 

Corynebacterium_gluta
micum 

0.0
003
543
0 

0.0
001
120
4 

Dyadobacter_metagen
ome 

9.34
689
E-
05 

2.95
575
E-
05 

ASV_1837 

0.00
024
595
1 

7.77
765
E-
05 

Gemmataceae_uncultu
red_Planctomycetales 

0.00
021
888
5 

6.92
175
E-
05 

Ahniella_metagenome 0 0 ASV_9331 

0.00
027
693
2 

8.75
736
E-
05 

Nordella_oligomobilis 

0.0
003
460
7 

0.0
001
094
4 

FCPU426_sp. 

9.34
689
E-
05 

2.95
575
E-
05 

Coriobacteriia_OPB4
1uncultured_Corioba

cteriaceae 

0.00
024
595
1 

7.77
765
E-
05 

Opitutus_uncultured_V
errucomicrobia 

0.00
021
888
5 

6.92
175
E-
05 

Ahniella_uncultured_ba
cterium 

0 0 
Mitochondria_marine

__metagenome 

0.00
027
693
2 

8.75
736
E-
05 

Bradyrhizobium_sp. 

0.0
003
438
0 

0.0
001
087
2 

KI89A_clade_uncultur
ed_bacterium 

0.00
008
997
5 

2.84
526
E-
05 

Elusimicrobia_MVP-
88uncultured_delta 

0.00
024
595
1 

7.77
765
E-
05 

Candidatus_Magasanik
bacteria__uncultured_p

lanctomycete 

0.00
021
562
6 

6.81
869
E-
05 

Akkermansia_sp. 0 0 
Ancalomicrobium_sp

. 

0.00
027
278
4 

8.62
619
E-
05 

Clostridioides_sp. 

0.0
003
438
0 

0.0
001
087
2 

Uruburuella_sp. 

0.00
008
997
5 

0 
Fimbriiglobus_Gem

mata_sp. 

0.00
024
595
1 

7.77
765
E-
05 

Acholeplasma__uncult
ured_bacterium 

0.00
020
685
9 

6.54
146
E-
05 

Akkermansia_unculture
d_bacterium 

0 0 ASV_6422 

0.00
027
278
4 

8.62
619
E-
05 

Gracilibacteria_JGI_00
00069-

P22_uncultured_Epsilo
nproteobacteria 

0.0
003
438
0 

0.0
001
087
2 

Actinobacteriota_MB-
A2-108_metagenome 

7.88
084
E-
05 

2.49
214
E-
05 

Rhodocyclaceae_Z-
35_uncultured_bacte

rium 

0.00
024
595
1 

7.77
765
E-
05 

Chloroplast_Guillardia_
theta 

0.00
020
685
9 

6.54
146
E-
05 

Alcaligenaceae_sp. 0 0 
Fusobacterium_gut_

_metagenome 

0.00
027
278
4 

8.62
619
E-
05 

Silvanigrella_sp. 

0.0
003
438
0 

0.0
000
000
0 

ASV_20641 

7.88
084
E-
05 

2.49
214
E-
05 

ASV_17351 

0.00
024
226
8 

7.66
119
E-
05 

Demequina_uncultured
_bacterium 

0.00
020
685
9 

6.54
146
E-
05 

Alcaligenes_sp. 0 0 
Fimbriimonadaceae_

sp. 

0.00
026
387 

6.50
136
E-
05 

Actinobacteria_0319-
7L14_uncultured_actin

obacterium 

0.0
003
410
6 

0.0
001
078
5 

ASV_5322 
0.00
007
198 

2.27
621
E-
05 

ASV_17352 

0.00
024
226
8 

7.66
119
E-
05 

LD29_uncultured_Xiphi
nematobacteriaceae 

0.00
020
685
9 

6.54
146
E-
05 

Algibacter_sp. 0 0 
Saccharimonadales_
WWH38_uncultured

_soil 

0.00
026
386
5 

8.34
414
E-
05 

Ahniella_uncultured_ba
cterium 

0.0
003
410
6 

0.0
001
078
5 

Caproiciproducens_sp. 
0.00
007
198 

2.27
621
E-
05 

ASV_3630 

0.00
024
226
8 

7.66
119
E-
05 

ASV_2850 

0.00
020
354
5 

3.46
359
E-
05 

Algoriphagus_sp. 0 0 
Corynebacterium_a

mycolatum 

0.00
026
240
9 

8.29
81E
-05 

ASV_19671 

0.0
003
410
6 

0.0
001
078
5 

Neochlamydia_sp. 
0.00
007
198 

2.27
621
E-
05 

Christensenellaceae
_uncultured__bacteri

um 

0.00
023
634
6 

7.47
392
E-
05 

ASV_15298 

0.00
020
295
3 

6.41
794
E-
05 

Algoriphagus_unculture
d_Bacteroidetes 

0 0 
Diplorickettsiaceae_s

p. 

0.00
026
240
9 

8.29
81E
-05 

Candidatus_Planktophil
a_sp. 

0.0
003
410
6 

0.0
001
078
5 

Candidatus_Omnitrop
hus_bioreactor__meta

genome 

7.01
016
E-
05 

2.21
681
E-
05 

Clostridia_uncultured
__sp. 

0.00
023
634
6 

7.47
392
E-
05 

Chloroplast_Sarcinofilu
m_mucosum 

0.00
020
295
3 

6.41
794
E-
05 

Algoriphagus_unculture
d_Hongiella 

0 0 
Gammaproteobacteri

a_Ga0077536_sp. 

0.00
026
240
9 

8.29
81E
-05 



DEV008_metagenome 

0.0
003
410
6 

0.0
001
078
5 

Chitinophagales_37-
13_Bacteroidetes_bact

erium 

7.01
016
E-
05 

2.21
681
E-
05 

Kapabacteriales_sp. 

0.00
023
634
6 

7.47
392
E-
05 

Clostridiales_unculture
d_Bacillus 

0.00
020
295
3 

6.41
794
E-
05 

Aliidiomarina_unculture
d_bacterium 

0 0 ASV_4563 

0.00
025
962
3 

8.21
E-
05 

Margulisbacteria_uncult
ured_Gram-positive 

0.0
003
410
6 

0.0
001
078
5 

Naumannella_sp. 

7.01
016
E-
05 

2.21
681
E-
05 

Schaalia_radingae 

0.00
022
838
3 

7.22
21E
-05 

Terriglobus_sp. 

0.00
020
295
3 

6.41
794
E-
05 

Aliidongia_dinghuensis 0 0 
Pseudoramibacter_u
ncultured_bacterium 

0.00
025
962
3 

8.21
E-
05 

Paraprevotella_clara 

0.0
003
410
6 

0.0
001
078
5 

Planctomycetota_OM1
90_uncultured_bacteri

um 

7.01
016
E-
05 

2.21
681
E-
05 

alphaproteobacteria_
uncultured__bacteriu

m 

0.00
022
660
3 

7.16
582
E-
05 

Treponema_zuelzerae 

0.00
020
295
3 

6.41
794
E-
05 

Aliivibrio_sp. 0 0 
Anaerofustis_uncultu

red_bacterium 

0.00
024
798
5 

7.84
197
E-
05 

Taibaiella_sp. 

0.0
003
410
6 

0.0
000
000
0 

Plantibacter_sp. 

7.01
016
E-
05 

2.21
681
E-
05 

Oscillospiraceae_UC
G-

005_uncultured_rum
en 

0.00
022
660
3 

7.16
582
E-
05 

Acetivibrio_uncultured_
bacterium 

0.00
019
956
6 

6.31
083
E-
05 

Alishewanella_sp. 0 0 
Chloroflexia_JG30-

KF-
CM66_metagenome 

0.00
024
798
5 

7.84
197
E-
05 

Thermoleophilia_uncult
ured_actinobacterium 

0.0
003
410
6 

0.0
000
000
0 

Solirubrobacterales_6
7-14__metagenome 

7.01
016
E-
05 

0 
Paludibacteraceae_s

p. 

0.00
022
660
3 

7.16
582
E-
05 

ASV_14706 

0.00
019
956
6 

6.31
083
E-
05 

Alishewanella_uncultur
ed_bacterium 

0 0 
Clostridium_sensu_s
tricto_12_uncultured

_Clostridium 

0.00
024
798
5 

7.84
197
E-
05 

Unknown_Family_sp. 

0.0
003
410
6 

0.0
000
000
0 

ASV_21025 

0.00
005
398
5 

1.70
716
E-
05 

Phaselicystis_metag
enome 

0.00
022
660
3 

7.16
582
E-
05 

Chitinophagaceae_unc
ultured__bacterium 

0.00
019
956
6 

6.31
083
E-
05 

Alistipes_gut__metage
nome 

0 0 
Gastranaerophilales
_uncultured_rumen 

0.00
024
798
5 

7.84
197
E-
05 

Candidatus_Hepatincol
aCandidatus_Hepatinc

ola 

0.0
003
224
0 

0.0
001
019
5 

Bdellovibrionaceae_O
M27_clade_uncultured

_bacterium 

0.00
005
398
5 

1.70
716
E-
05 

Rickettsiales_SM2D
12_uncultured_bacte

rium 

0.00
022
660
3 

7.16
582
E-
05 

Flavobacteriaceae_sp. 

0.00
019
956
6 

6.31
083
E-
05 

Alistipes_sp. 0 0 Bifidobacterium_sp. 

0.00
024
783
1 

7.83
71E
-05 

ASV_10170 

0.0
003
211
8 

0.0
001
015
7 

Lentimicrobiaceae_wa
stewater__metagenom

e 

0.00
005
398
5 

1.70
716
E-
05 

Sandaracinaceae_un
cultured__bacterium 

0.00
022
660
3 

7.16
582
E-
05 

Sphingobacteriales_FF
CH9454_metagenome 

0.00
019
956
6 

6.31
083
E-
05 

Alistipes_uncultured_Ali
stipes 

0 0 Deinococcus_sp. 

0.00
024
783
1 

7.83
71E
-05 

Desulfomicrobium_sp. 

0.0
003
211
8 

0.0
001
015
7 

Anaerovorax_uncultur
ed_bacterium 

5.25
389
E-
05 

1.66
143
E-
05 

Simkaniaceae_uncul
tured__bacterium 

0.00
022
660
3 

7.16
582
E-
05 

ASV_13773 

0.00
019
699
7 

6.22
959
E-
05 

Alistipes_uncultured_ba
cterium 

0 0 ASV_4527 

0.00
024
231
5 

7.66
267
E-
05 

LiUU-11-161_sp. 

0.0
003
211
8 

0.0
001
015
7 

Gaiellales_sp. 

5.25
389
E-
05 

1.66
143
E-
05 

Solirubrobacterales_
bacterium 

0.00
022
660
3 

7.16
582
E-
05 

ASV_13775 

0.00
019
699
7 

6.22
959
E-
05 

Alistipes_uncultured_B
acteroidetes 

0 0 
Pirellula_uncultured_

soil 

0.00
024
222
4 

7.65
98E
-05 

ASV_9591 

0.0
003
192
5 

0.0
001
009
5 

Peptoniphilus_sp. 

5.25
389
E-
05 

1.66
143
E-
05 

Akkermansia_uncult
ured_bacterium 

0.00
021
668
5 

6.85
218
E-
05 

Fusibacteruncultured_p
rokaryote 

0.00
019
699
7 

6.22
959
E-
05 

Aliterella_cyanobacteriu
m_OU_20 

0 0 ASV_2862 

0.00
023
495
5 

7.42
993
E-
05 

Chroococcidiopsaceae
_uncultured__bacteriu

m 

0.0
003
192
5 

0.0
001
009
5 

Thermoleophilia_uncul
tured__metagenome 

5.25
389
E-
05 

0 
Chloroflexi_TK10_m

etagenome 

0.00
021
668
5 

6.85
218
E-
05 

Hirschia_sp. 

0.00
019
699
7 

6.22
959
E-
05 

Aliterella_sp. 0 0 
Chitinophagales_unc
ultured__bacterium 

0.00
023
495
5 

7.42
993
E-
05 

ASV_2180 

0.0
003
108
3 

0.0
000
982
9 

ASV_6240 

4.67
344
E-
05 

1.47
787
E-
05 

Chloroplast_Melosira
_varians 

0.00
021
668
5 

6.85
218
E-
05 

Oligoflexia_0319-
6G20_uncultured_Myx

ococcales 

0.00
019
699
7 

6.22
959
E-
05 

Aliterella_uncultured_b
acterium 

0 0 
Cellvibrio_uncultured

_Cellvibrio 

0.00
023
071
5 

5.32
778
E-
05 

bacterium_enrichment 

0.0
003
108
3 

0.0
000
982
9 

Tessaracoccus_sp. 

4.67
344
E-
05 

0 
Planctomycetes_Pla
4_lineage_unculture

d_bacterium 

0.00
021
668
5 

6.85
218
E-
05 

ASV_3352 

0.00
019
679
2 

6.22
311
E-
05 

Alkalibacter_uncultured
_bacterium 

0 0 Sulfuritalea_sp. 

0.00
022
845
8 

7.22
448
E-
05 

Exiguobacterium_unda
e 

0.0
003
108
3 

0.0
000
982
9 

Bacilli_RF39_uncultur
ed_bacterium 

0.00
003
599 

1.13
81E
-05 

Prevotella_gut__met
agenome 

0.00
021
668
5 

6.85
218
E-
05 

ASV_5779 

0.00
019
679
2 

6.22
311
E-
05 

Alkalibacterium_uncultu
red_bacterium 

0 0 Anaerolineae_sp. 

0.00
022
500
7 

7.11
535
E-
05 

Halomonas_sp. 

0.0
003
108
3 

0.0
000
982
9 

Cellulosimicrobium_sp
. 

0.00
003
599 

1.13
81E
-05 

Butyricicoccaceae_U
CG-

008_uncultured_bact
erium 

0.00
021
665
1 

6.85
111
E-
05 

ASV_7664 

0.00
019
679
2 

6.22
311
E-
05 

Alkanibacter_metageno
me 

0 0 ASV_10995 

0.00
022
500
7 

7.11
535
E-
05 

Rhodanobacteraceae_
uncultured__bacterium 

0.0
003
108
3 

0.0
001
348
2 

Desulforegula_uncultu
red_bacterium 

0.00
003
599 

1.13
81E
-05 

Novosphingobium_ro
sa 

0.00
021
665
1 

6.85
111
E-
05 

Gemmata_uncultured_
bacterium 

0.00
019
679
2 

6.22
311
E-
05 

Alkanindiges_sp. 0 0 
Paludibacteraceae_u

ncultured__sp. 

0.00
022
500
7 

7.11
535
E-
05 

Weeksellaceae_uncultu
red_Chishuiella_sp. 

0.0
003
108
3 

0.0
000
000
0 

Oligoflexia_0319-
6G20_uncultured_gam

ma 

0.00
003
599 

1.13
81E
-05 

Gaiellales_sp. 

0.00
021
081
5 

6.66
656
E-
05 

Gemmataceae_Zavarzi
nella_uncultured_bacte

rium 

0.00
019
679
2 

6.22
311
E-
05 

Alkanindiges_unculture
d_bacterium 

0 0 Ferribacterium_sp. 

0.00
022
318
7 

7.05
779
E-
05 

DEV008_uncultured_ba
cterium 

0.0
003
085
8 

0.0
000
975
8 

Salinispira_uncultured
_bacterium 

0.00
003
599 

0 
Botryosphaeria_dothi

dea 

0.00
020
837
7 

6.58
946
E-
05 

Haliangium_uncultured
_soil 

0.00
019
679
2 

6.22
311
E-
05 

Alkanindiges_unculture
d_gamma 

0 0 ASV_11102 

0.00
021
817
2 

6.89
92E
-05 

Fokiniaceae_uncultured
__bacterium 

0.0
003
085
8 

0.0
000
975
8 

009E01-B-SD-
P15__uncultured_bact

erium 
0 0 

Candidatus_Nomura
bacteria_marine__m

etagenome 

0.00
020
837
7 

6.58
946
E-
05 

Muribaculaceae_uncult
ured_bacterium 

0.00
019
679
2 

6.22
311
E-
05 

Allobranchiibius_sp. 0 0 ASV_11103 

0.00
021
817
2 

6.89
92E
-05 

Kapabacteriales_uncult
ured_bacterium 

0.0
003
085
8 

0.0
000
975
8 

1013-28-
CG33__uncultured_soi

l 
0 0 Sphingopyxis_sp. 

0.00
020
837
7 

6.58
946
E-
05 

Patescibacteria_CPR2
_uncultured_microorga

nism 

0.00
019
679
2 

6.22
311
E-
05 

Alloiococcus_unculture
d_bacterium 

0 0 ASV_3026 

0.00
021
817
2 

6.89
92E
-05 

Oligoflexia_0319-
6G20__uncultured_bac

terium 

0.0
003
085
8 

0.0
000
975
8 

Abditibacterium_sp. 0 0 
Acetobacteraceae_u
ncultured__bacteriu

m 

0.00
020
402
6 

6.45
187
E-
05 

Chloroplast_Pyramimo
nas_tetrarhynchus 

0.00
018
805
8 

5.94
692
E-
05 

Alloprevotella_rava 0 0 

Beijerinckiaceae_11
74-901-

12_Rhizobiales_bact
erium 

0.00
021
817
2 

6.89
92E
-05 

Sphingomonadaceae_u
ncultured_Sphingopyxis

_sp. 

0.0
003
085
8 

0.0
000
000
0 

Absconditabacteriales
_(SR1)__metagenome 

0 0 Rhodococcus_sp. 

0.00
020
402
6 

6.45
187
E-
05 

Micropepsaceae_uncul
tured__bacterium 

0.00
018
805
8 

5.94
692
E-
05 

Alloprevotella_sp. 0 0 
Psychrobacter_sang

uinis 

0.00
021
817
2 

6.89
92E
-05 

Acidibacter__unculture
d_bacterium 

0.0
002
982
4 

0.0
000
943
1 

Absconditabacteriales
_(SR1)_candidate_divi

sion 
0 0 

Sphingobium_metag
enome 

0.00
020
402
6 

6.45
187
E-
05 

Phreatobacter_sp. 

0.00
018
805
8 

5.94
692
E-
05 

Alloprevotella_uncultur
ed_Bacteroidales 

0 0 
Verrucomicrobia_bac

terium 

0.00
021
817
2 

6.89
92E
-05 

Oligoflexia_sp. 

0.0
002
982
4 

0.0
000
943
1 

Absconditabacteriales
_(SR1)_sp. 

0 0 ASV_18573 
0.00
020
189 

6.38
432
E-
05 

Vermiphilaceae_sp. 

0.00
018
805
8 

5.94
692
E-
05 

Allorhizobium-
Neorhizobium-
Pararhizobium-
Rhizobium_sp. 

0 0 ASV_10179 
0.00
021
73 

6.87
163
E-
05 

WPS-2_sp. 

0.0
002
982
4 

0.0
000
000
0 

Absconditabacteriales
_(SR1)_SR1_bacteriu

m 
0 0 Leptotrichia_shahii 

0.00
020
012
3 

5.21
22E
-05 

Cutibacterium_granulo
sum 

0.00
018
649
5 

4.19
231
E-
05 

allotenuales_AKIW781
_uncultured_bacterium 

0 0 ASV_1592 

0.00
021
461
9 

4.53
321
E-
05 

Pajaroellobacteruncultu
red_Polyangiaceae 

0.0
002
955
3 

0.0
000
934
6 

Absconditabacteriales
_(SR1)_uncultured_ca

ndidate 
0 0 

Chloroflexia_JG30-
KF-

CM70_uncultured_s
oil 

0.00
019
695
5 

6.22
826
E-
05 

Isosphaeraceae_uncult
ured__bacterium 

0.00
018
269
8 

5.77
742
E-
05 

alpha_proteobacterium 0 0 
Actinomycetaceae_F

0332unidentified 

0.00
020
769
9 

6.56
802
E-
05 

ASV_21009 

0.0
002
854
2 

0.0
000
902
6 

Absconditabacteriales
_(SR1)_uncultured_Ep

silonproteobacteria 
0 0 

Lactobacillus_mucos
ae 

0.00
019
324
7 

6.11
101
E-
05 

Armatimonadia_sp. 

0.00
017
758
4 

5.61
57E
-05 

Alphaproteobacteria_ba
cterium 

0 0 
Campylobacter_conc

isus 

0.00
020
769
9 

6.56
802
E-
05 

Caldilineaceae_uncultu
red__bacterium 

0.0
002
854
2 

0.0
000
902
6 

Absconditabacteriales
_(SR1)_uncultured_or

ganism 
0 0 

Chloroflexia_JG30-
KF-

CM69_uncultured_s
oil 

0.00
017
726 

5.60
545
E-
05 

Mucispirillum_sp. 

0.00
017
758
4 

5.61
57E
-05 

Alphaproteobacteria_sp
. 

0 0 ASV_2249 

0.00
020
331
4 

6.42
935
E-
05 

Staphylococcus_sp. 

0.0
002
854
2 

0.0
000
000
0 

Absconditabacteriales
_(SR1)_uncultured_pr

okaryote 
0 0 

Haliscomenobacter_
uncultured_Haliscom

enobacter 

0.00
017
726 

5.60
545
E-
05 

Paludisphaera_uncultu
red_bacterium 

0.00
017
510
8 

5.53
74E
-05 

alphaproteobacteria_un
cultured__bacterium 

0 0 
Candidatus_Ovatusb

acter_sp. 

0.00
020
331
4 

6.42
935
E-
05 



Chitinophaga_sp. 

0.0
002
852
4 

0.0
000
615
6 

ABY1_sp. 0 0 
Ruminiclostridium_m

etagenome 

0.00
017
726 

5.60
545
E-
05 

Rhodanobacter_sp. 

0.00
017
510
8 

5.53
74E
-05 

Alphaproteobacteria_un
cultured__bacterium 

0 0 ASV_12862 

0.00
020
185
3 

6.38
315
E-
05 

ASV_3443 

0.0
002
833
1 

0.0
000
895
9 

Acanthopleuribacter__
uncultured_bacterium 

0 0 Leptotrichia_hofstadii 

0.00
016
498
7 

5.21
735
E-
05 

ASV_15707 
0.00
017
462 

5.52
197
E-
05 

Alphaproteobacteria_un
cultured__metagenome 

0 0 
Bradymonadalesunc

ultured_organism 

0.00
020
185
3 

6.38
315
E-
05 

Fibrobacterales_B18_u
ncultured_bacterium 

0.0
002
833
1 

0.0
000
895
9 

Acetitomaculum__unc
ultured_bacterium 

0 0 
Saccharimonadacea
e_uncultured_bacteri

um 

0.00
016
498
7 

5.21
735
E-
05 

Pararheinheimera_soli 
0.00
017
462 

5.52
197
E-
05 

Alphaproteobacteria_un
cultured__sp. 

0 0 
Devosiaceae_uncult

ured__sp. 

0.00
020
185
3 

6.38
315
E-
05 

Hungateiclostridiaceae
_uncultured__metagen

ome 

0.0
002
833
1 

0.0
000
895
9 

Acetitomaculum__unc
ultured_rumen 

0 0 
Candidatus_Omnitro
phus_Omnitrophica_

bacterium 

0.00
016
151
2 

5.10
746
E-
05 

Achromatium_sp. 

0.00
016
548
8 

5.23
319
E-
05 

Alphaproteobacteria_un
cultured_Alphaproteoba

cteria 
0 0 Solibacillus_sp. 

0.00
020
139 

6.36
851
E-
05 

Microtrichaceae_IMCC
26207_uncultured_bact

erium 
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0.0
002
455
7 

0.0
000
000
0 

Acidobacteriaceae_(S
ubgroup_1)_sp. 

0 0 Nitzschia_sp. 

0.00
012
113
4 

3.83
059
E-
05 

Pedosphaeraceae_sp. 

0.00
012
411
6 

3.92
489
E-
05 

Anaerolineae_1-20_sp. 0 0 

Spirochaetaceae_M2
PT2-

76_termite_group_u
ncultured_bacterium 

0.00
014
129
7 

4.46
82E
-05 

Shuttleworthia_uncultur
ed_bacterium 

0.0
002
455
7 

0.0
000
000
0 

Acidobacteriae_Elev-
16S-1166_sp. 

0 0 Nostocoida_limicola 

0.00
012
113
4 

3.83
059
E-
05 

Peredibacter_unculture
d_bacterium 

0.00
012
411
6 

3.92
489
E-
05 

Anaerolineae_1-
20uncultured_Chlorofle

xia 
0 0 

Tepidisphaeraceae_
uncultured_bacteriu

m 

0.00
014
129
7 

4.46
82E
-05 

Acidobacteriaceae_(Su
bgroup_1)_sp. 

0.0
002
418
0 

0.0
000
764
6 

Acidobacteriae_Elev-
16S-

1166_uncultured_bact
erium 

0 0 Reyranella_sp. 

0.00
012
113
4 

3.83
059
E-
05 

Polyangia_mle1-
27_uncultured_bacteriu

m 

0.00
012
411
6 

3.92
489
E-
05 

Anaerolineae_A4b__m
etagenome 

0 0 ASV_15102 

0.00
013
846
6 

4.37
868
E-
05 

Pseudarcobacter_uncul
tured_Arcobacter 

0.0
002
418
0 

0.0
000
000
0 

Acidobacteriae_sp. 0 0 Afipia_sp. 

0.00
011
817
3 

3.73
696
E-
05 

Ruminococcaceae_unc
ultured__bacterium 

0.00
012
411
6 

3.92
489
E-
05 

Anaerolineae_A4b__un
cultured_bacterium 

0 0 
Cephaloticoccusunc
ultured_Verrucomicr

obia 

0.00
013
846
6 

4.37
868
E-
05 

Tsukamurella_paurome
tabola 

0.0
002
418
0 

0.0
000
000
0 

Acidocella__unculture
d_bacterium 

0 0 ASV_4527 

0.00
011
817
3 

3.73
696
E-
05 

Saccharimonadales_W
WH38_sp. 

0.00
012
411
6 

3.92
489
E-
05 

Anaerolineae_A4b__un
cultured_soil 

0 0 
Edaphobaculum_unc
ultured_Bacteroidete

s 

0.00
013
846
6 

4.37
868
E-
05 

Brevundimonas_avenif
ormis 

0.0
002
294
2 

0.0
000
725
5 

Acidothermus__uncult
ured_bacterium 

0 0 
Hydrogenophilaceae

_sp. 

0.00
011
817
3 

3.73
696
E-
05 

Thermus_sp. 

0.00
012
411
6 

3.92
489
E-
05 

Anaerolineae_A4b_sp. 0 0 Desulfobacterota_sp. 
0.00
013
426 

4.24
567
E-
05 

Chloroplast_Guillardia_
theta 

0.0
002
294
2 

0.0
000
725
5 

Acidovorax_sp. 0 0 
MidBa8_uncultured_

bacterium 

0.00
011
817
3 

3.73
696
E-
05 

Actinobacteria_uncultur
ed__sp. 

0.00
010
944
3 

3.46
089
E-
05 

Anaerolineae_A4b_was
tewater__metagenome 

0 0 
TelmatocolaTelmato
cola_sphagniphila 

0.00
013
426 

4.24
567
E-
05 

BIrii41_uncultured_bact
erium 

0.0
002
210
2 

0.0
000
698
9 

Acinetobacter__metag
enome 

0 0 
Capnocytophaga_ha

emolytica 

0.00
011
784
8 

3.72
668
E-
05 

Anaerococcusunculture
d_organism 

0.00
010
944
3 

3.46
089
E-
05 

Anaerolineae_sp. 0 0 ASV_3442 

0.00
013
023
7 

3.18
101
E-
05 

Flavobacterium_kingsej
ongi 

0.0
002
210
2 

0.0
000
698
9 

Acinetobacter_bauma
nnii 

0 0 
PaludisphaeraIsosph

aera_sp. 

0.00
011
784
8 

3.72
668
E-
05 

ASV_2249 

0.00
010
944
3 

3.46
089
E-
05 

Anaerolineae_unculture
d__bacterium 

0 0 
Flavobacterium_tege

tincola 

0.00
012
417
2 

3.92
666
E-
05 

Sulfurimonas_sp. 

0.0
002
210
2 

0.0
000
000
0 

Acinetobacter_kyonggi
ensis 

0 0 
Candidatus_Endoect
einascidia_unculture

d_gamma 

0.00
010
540
7 

3.33
326
E-
05 

ASV_3026 

0.00
010
944
3 

3.46
089
E-
05 

Anaeromusa-
Anaeroarcus_sp. 

0 0 Gaiellales_sp. 

0.00
012
417
2 

3.92
666
E-
05 

Anaerocolumna_uncult
ured_bacterium 

0.0
002
076
4 

0.0
000
656
6 

Acinetobacter_sp. 0 0 
Paludibacteraceae_u
ncultured_marine__

metagenome 

0.00
010
540
7 

3.33
326
E-
05 

Chlamydiales_sp. 

0.00
010
944
3 

3.46
089
E-
05 

Anaeromyxobacter_deh
alogenans 

0 0 ASV_18208 

0.00
012
399
3 

3.92
1E-
05 

Berkelbacteria_metage
nome 

0.0
002
076
4 

0.0
000
656
6 

Acinetobacter_towneri 0 0 
Caulobacter_metage

nome 

9.84
775
E-
05 

3.11
413
E-
05 

Clostridia_UCG-
014_gut__metagenom

e 

0.00
010
944
3 

3.46
089
E-
05 

Anaeromyxobacter_unc
ultured_bacterium 

0 0 ASV_10385 

0.00
012
115
8 

3.83
135
E-
05 

Lactobacillus_iners 

0.0
002
076
4 

0.0
000
656
6 

Acremonium_fuci 0 0 Conexibacter_sp. 

9.84
775
E-
05 

3.11
413
E-
05 

Kocuria_marina 

0.00
010
944
3 

3.46
089
E-
05 

Anaerorhabdus_furcos
a_group__uncultured_b

acterium 
0 0 

Candidatus_Ovatusb
acter_uncultured_pro

teobacterium 

0.00
012
115
8 

3.83
135
E-
05 

Leptotrichia_wadei 
0.0
002

0.0
000

Actinobacillus_sp. 0 0 
Eubacterium_siraeu

m_group_sp. 
9.84
775

3.11
413

Myxococcaceae_sp. 
0.00
010

3.46
089

Anaerosinus_unculture
d_bacterium 

0 0 
Gammaproteobacteri

a_CHAB-XI-
0.00
012

3.83
135



076
4 

656
6 

E-
05 

E-
05 

944
3 

E-
05 

27_uncultured_bacte
rium 

115
8 

E-
05 

ASV_13765 

0.0
002
064
7 

0.0
000
652
9 

Actinobacteria_0319-
7L14_uncultured_actin

obacterium 
0 0 

Neisseriaceae_uncul
tured_marine 

9.84
775
E-
05 

3.11
413
E-
05 

SandarakinorhabdusSa
ndarakinorhabdus_sp. 

0.00
010
944
3 

3.46
089
E-
05 

Anaerostipes_sp. 0 0 
Mycoplasmataceae_

genomosp. 

0.00
012
115
8 

3.83
135
E-
05 

SalinispirillumSalinispiril
lum_sp. 

0.0
002
064
7 

0.0
000
000
0 

Actinobacteria_PeM15
_bacterium_rJ7 

0 0 Prevotella_marshii 

9.42
785
E-
05 

2.98
135
E-
05 

Berkelbacteria_uncultu
red_bacterium 

0.00
010
147
6 

3.20
895
E-
05 

Anaerotignum_lactatifer
mentans 

0 0 
Patescibacteria_WW
E3uncultured_Alpha

proteobacteria 

0.00
012
115
8 

3.83
135
E-
05 

Candidatus_Nomuraba
cteria_uncultured_bact

erium 

0.0
002
057
2 

0.0
000
650
5 

Actinobacteria_PeM15
_metagenome 

0 0 Aerococcus_sp. 

8.78
395
E-
05 

2.77
773
E-
05 

Candidatus_Adlerbacte
ria_metagenome 

0.00
010
147
6 

3.20
895
E-
05 

Anaerovibrio_sp. 0 0 
Treponema_metage

nome 

0.00
012
115
8 

3.83
135
E-
05 

Methanobrevibacter_sp
. 

0.0
002
057
2 

0.0
000
650
5 

Actinobacteria_PeM15
_sp. 

0 0 Ahniella_affigens 

8.78
395
E-
05 

2.77
773
E-
05 

Moraxellaceae_uncultu
red__sp. 

0.00
010
147
6 

3.20
895
E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou

p_sp. 
0 0 ASV_16882 

0.00
012
111
2 

3.82
99E
-05 

ASV_14678 

0.0
001
964
6 

0.0
000
621
3 

Actinobacteria_PeM15
_uncultured_soil 

0 0 ASV_9492 

8.78
395
E-
05 

2.77
773
E-
05 

Phaeodactylibacter_un
cultured_bacterium 

0.00
010
147
6 

3.20
895
E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou
p_uncultured_bacteriu

m 

0 0 
Candidatus_Aquilun

a_sp. 

0.00
012
111
2 

3.82
99E
-05 

Hydrogenophaga_sp. 

0.0
001
964
6 

0.0
000
621
3 

Actinobacteria_PeM15
uncultured_actinobact

erium 
0 0 

Babeliaceae_uncultu
red_bacterium 

8.78
395
E-
05 

2.77
773
E-
05 

Sphingobium_sp. 

0.00
010
147
6 

3.20
895
E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou

p_uncultured_rumen 
0 0 

Rickettsiales_AB1_s
p. 

0.00
012
111
2 

3.82
99E
-05 

Marinilabiliaceae_uncul
tured__bacterium 

0.0
001
964
6 

0.0
000
621
3 

Actinobacteria_sp. 0 0 
Nitrosomonadaceae
_uncultured__bacteri

um 

8.24
937
E-
05 

2.60
868
E-
05 

Bradymonadales_uncul
tured_rumen 

0.00
009
978
3 

3.15
542
E-
05 

Anaerovoracaceae_Fa
mily_XIII_AD3011_grou
puncultured_Clostridial

es 

0 0 Spirosoma_agri 

0.00
012
111
2 

3.82
99E
-05 

Candidatus_Zambryski
bacteria_Parcubacteria

_group 

0.0
001
902
8 

0.0
000
601
7 

Actinobacteria_uncultu
red__bacterium 

0 0 Peptococcus_sp. 

8.24
937
E-
05 

2.60
868
E-
05 

Coxiella_sp. 

0.00
009
978
3 

3.15
542
E-
05 

Anaerovoracaceae_Fa
mily_XIII_UCG-

007Peptostreptococcac
eae_bacterium 

0 0 ASV_3443 
0.00
012
096 

2.63
308
E-
05 

Candidatus_Peregrinib
acteria_uncultured_bac

terium 

0.0
001
888
8 

0.0
000
597
3 

Actinobacteria_uncultu
red__metagenome 

0 0 
Candidatus_Peribact

eria_metagenome 

8.07
559
E-
05 

2.55
373
E-
05 

RCP2-
54hydrothermal_vent 

0.00
009
978
3 

3.15
542
E-
05 

Anaerovoracaceae_sp. 0 0 Amnibacterium_sp. 

0.00
011
747
7 

3.71
495
E-
05 

Leeia_uncultured_bact
erium 

0.0
001
888
8 

0.0
000
597
3 

Actinobacteria_uncultu
red__sp. 

0 0 

Kiritimatiellae_WCH
B1-

41uncultured_verruc
omicrobium 

8.07
559
E-
05 

2.55
373
E-
05 

Rickettsiaceae_uncultu
red_Alphaproteobacteri

a 

0.00
009
978
3 

3.15
542
E-
05 

Anaerovoracaceae_unc
ultured__bacterium 

0 0 ASV_16398 

0.00
011
747
7 

3.71
495
E-
05 

Pajaroellobacter_metag
enome 

0.0
001
888
8 

0.0
000
597
3 

Actinobacteria_uncultu
red_Actinomycetales_

bacterium 
0 0 

Alistipes_uncultured
_bacterium 

0.00
007
878
2 

2.49
131
E-
05 

ASV_4322 

9.40
291
E-
05 

2.97
346
E-
05 

Anaerovorax_sp. 0 0 ASV_3630 

0.00
011
747
7 

3.71
495
E-
05 

Plasticicumulans_lactati
vorans 

0.0
001
880
7 

0.0
000
594
7 

Actinobacteriota_MB-
A2-108_sp. 

0 0 ASV_19357 

0.00
007
878
2 

2.49
131
E-
05 

Bdellovibrio_uncultured
_deep-sea 

9.35
687
E-
05 

2.95
89E
-05 

Anaerovorax_unculture
d_bacterium 

0 0 
Blastocatellia_11-

24_sp. 

0.00
011
747
7 

3.71
495
E-
05 

Absconditabacteriales_
(SR1)_uncultured_Epsil

onproteobacteria 

0.0
001
865
0 

0.0
000
589
8 

Actinobacteriota_MB-
A2-

108_uncultured_bacter
ium 

0 0 Negativicutes_sp. 

0.00
007
878
2 

2.49
131
E-
05 

Candidatus_Omnitroph
us_uncultured_bacteriu

m 

9.35
687
E-
05 

2.95
89E
-05 

Anaerovoraxuncultured
_prokaryote 

0 0 
Flavobacteriaceae_b

acterium 

0.00
011
747
7 

3.71
495
E-
05 

ASV_3568 

0.0
001
865
0 

0.0
000
589
8 

Actinobacteriota_MB-
A2-

108uncultured_actinob
acterium 

0 0 Rathayibacter_sp. 

0.00
007
878
2 

2.49
131
E-
05 

Chryseobacterium_sp. 

9.35
687
E-
05 

2.95
89E
-05 

Ancalomicrobium_sp. 0 0 
Pseudarcobacter_un
cultured_Arcobacter 

0.00
011
747
7 

3.71
495
E-
05 

ASV_3639 

0.0
001
865
0 

0.0
000
589
8 

Actinomadura_sp. 0 0 
Thaumarchaeota_ar

chaeon 

0.00
007
878
2 

2.49
131
E-
05 

Eubacterium_brachy 

9.35
687
E-
05 

2.95
89E
-05 

Aneurinibacillus_uncult
ured_bacterium 

0 0 ASV_2061 

0.00
011
422
9 

3.61
224
E-
05 

Rikenellaceae_sp. 

0.0
001
865
0 

0.0
000
000
0 

Actinomyces__uncultu
red_bacterium 

0 0 
Woesearchaeales_A
R15uncultured_eury

archaeote 

0.00
007
878
2 

2.49
131
E-
05 

Flexibacter_sp. 

9.35
687
E-
05 

2.95
89E
-05 

Angustibacter_uncultur
ed_bacterium 

0 0 ASV_21015 

0.00
011
422
9 

3.61
224
E-
05 

Senegalimassilia_uncul
tured_bacterium 

0.0
001
865
0 

0.0
000
000
0 

Actinomyces_dentalis 0 0 BIyi10_metagenome 

7.07
089
E-
05 

2.23
601
E-
05 

Afipia_sp. 

8.75
542
E-
05 

2.76
871
E-
05 

Anoxybacillus_sp. 0 0 Leptotrichia_sp. 

0.00
011
422
9 

3.61
224
E-
05 

ASV_14736 

0.0
001
835
3 

0.0
000
580
4 

Actinomyces_graeveni
tzii 

0 0 Brevundimonas_sp. 

7.02
716
E-
05 

2.22
218
E-
05 

ASV_19457 

8.75
542
E-
05 

2.76
871
E-
05 

Antarctic_bacterium 0 0 ASV_17401 

0.00
010
384
9 

3.28
399
E-
05 

Blastocatella_unculture
d_bacterium 

0.0
001
835
3 

0.0
000
580
4 

Actinomyces_israelii 0 0 
Clostridia_UCG-

014_uncultured_rum
en 

7.02
716
E-
05 

2.22
218
E-
05 

ASV_2061 

8.75
542
E-
05 

2.76
871
E-
05 

Antricoccus_suffuscus 0 0 

Gammaproteobacteri
a_CHAB-XI-

28_uncultured_bacte
rium 

0.00
010
384
9 

3.28
399
E-
05 

Paenibacillus_barengolt
zii 

0.0
001
835
3 

0.0
000
580
4 

Actinomyces_sp. 0 0 
Leptolinea_unculture

d_bacterium 

7.02
716
E-
05 

2.22
218
E-
05 

Eubacteriaceae_uncult
ured__bacterium 

8.75
542
E-
05 

2.76
871
E-
05 

Apibacter_sp. 0 0 Parvibaculum_sp. 

0.00
010
384
9 

3.28
399
E-
05 

Chlamydiales_cvE6_sp
. 

0.0
001
771
5 

0.0
000
560
2 

Actinomyces_unidentifi
ed 

0 0 Rickettsiella_sp. 

7.02
716
E-
05 

2.22
218
E-
05 

Longimicrobiaceae_un
cultured_bacterium 

8.75
542
E-
05 

2.76
871
E-
05 

Aquabacterium_sp. 0 0 

Rubinisphaeraceae_
SH-

PL14uncultured_Pla
nctomycetaceae 

0.00
010
384
9 

3.28
399
E-
05 

Simkaniaceae_uncultur
ed_Chlamydiales 

0.0
001
771
5 

0.0
000
000
0 

Actinomycetaceae_F0
332_uncultured_bacter

ium 
0 0 

Solobacterium_uncul
tured_rumen 

7.02
716
E-
05 

2.22
218
E-
05 

Verrucomicrobiaceae_
uncultured__metageno

me 

8.75
542
E-
05 

2.76
871
E-
05 

Aquaspirillum_putridico
nchylium 

0 0 ASV_5779 

0.00
010
165
7 

3.21
468
E-
05 

Calothrix_PCC-
6303_Calothrix_sp. 

0.0
001
719
0 

0.0
000
543
6 

Actinomycetaceae_F0
332unidentified 

0 0 
Chitinophagaceae_u
ncultured__bacteriu

m 

6.80
087
E-
05 

2.15
062
E-
05 

ASV_2303 

8.27
438
E-
05 

2.61
659
E-
05 

Aquaspirillum_sp. 0 0 ASV_4909 

0.00
010
092
7 

3.19
159
E-
05 

Candidatus_Pacebacte
ria_uncultured_bacteriu

m 

0.0
001
719
0 

0.0
000
543
6 

Actinomycetaceae_un
cultured__bacterium 

0 0 ASV_20561 

5.90
865
E-
05 

1.86
848
E-
05 

Hylemonella_sp. 

8.27
438
E-
05 

2.61
659
E-
05 

Aquicella_metagenome 0 0 CR-115_sp. 

0.00
010
069
5 

3.18
426
E-
05 

Corynebacterium_maris 

0.0
001
719
0 

0.0
000
543
6 

Actinomycetaceae_un
cultured__metagenom

e 
0 0 ASV_2080 

5.90
865
E-
05 

1.86
848
E-
05 

Mitochondria_Eukaryot
a_sp. 

8.27
438
E-
05 

2.61
659
E-
05 

Aquicella_sp. 0 0 Lysinibacillus_sp. 

0.00
010
069
5 

3.18
426
E-
05 

Oligoflexia_0319-
6G20_uncultured_micr

oorganism 

0.0
001
719
0 

0.0
000
543
6 

Actinomycetaceae_un
cultured__rumen 

0 0 
Nannocystis_metage

nome 

5.90
865
E-
05 

1.86
848
E-
05 

Sandaracinaceae_unc
ultured_delta 

8.27
438
E-
05 

2.61
659
E-
05 

Aquicella_uncultured_b
acterium 

0 0 
Anaerolineae_A4b__
uncultured_bacteriu

m 

0.00
009
919
4 

3.13
679
E-
05 

Selenomonas_sp. 

0.0
001
719
0 

0.0
000
000
0 

Actinomycetaceae_un
cultured__sp. 

0 0 
Parachlamydiaceae_

sp. 

5.90
865
E-
05 

1.86
848
E-
05 

Solitalea_uncultured_b
acterium 

8.27
438
E-
05 

2.61
659
E-
05 

Aquicella_unidentified 0 0 ASV_19506 

0.00
009
919
4 

3.13
679
E-
05 

ASV_21678 

0.0
001
705
3 

0.0
000
539
3 

Actinomycetospora_sp
. 

0 0 bacterium_PS7 

0.00
005
892
4 

1.86
334
E-
05 

Sphingobacteriales_AK
YH767_sp. 

8.27
438
E-
05 

2.61
659
E-
05 

Aquihabitans_daechun
gensis 

0 0 
Candidatus_Captivu
s_uncultured_bacteri

um 

0.00
009
919
4 

3.13
679
E-
05 

Bacteroides_vulgatus 

0.0
001
705
3 

0.0
000
539
3 

Actinoplanes_garbadin
ensis 

0 0 
Chlorella_pyrenoidos

a 

0.00
005
892
4 

1.86
334
E-
05 

ASV_21242 

7.61
074
E-
05 

2.40
673
E-
05 

Aquisphaera_sp. 0 0 
Clostridia_UCG-

014_uncultured_Acet
ivibrio 

0.00
009
919
4 

3.13
679
E-
05 

Candidatus_Zambryski
bacteria_uncultured_ba

cterium 

0.0
001
705
3 

0.0
000
539
3 

Actinoplanes_sp. 0 0 
Fusobacterium_necr

ophorum 

0.00
005
892
4 

1.86
334
E-
05 

ASV_4563 

7.61
074
E-
05 

2.40
673
E-
05 

Aquisphaera_unculture
d_bacterium 

0 0 
Gammaproteobacteri

a_R7C24_sp. 

0.00
009
919
4 

3.13
679
E-
05 



Cellvibrionaceae_uncult
ured__bacterium 

0.0
001
612
0 

0.0
000
509
8 

Actinotalea_sp. 0 0 Johnsonella_ignava 

0.00
005
892
4 

1.86
334
E-
05 

Blvii28_wastewater-
sludge_group_uncultur

ed_bacterium 

7.61
074
E-
05 

2.40
673
E-
05 

Arachis_hypogaea 0 0 
Paludibacteraceae_u
ncultured__metagen

ome 

0.00
009
919
4 

3.13
679
E-
05 

Oscillibacter_sp. 

0.0
001
612
0 

0.0
000
509
8 

Actinotignum_sp. 0 0 
Spongospora_subter

ranea 

0.00
005
892
4 

1.86
334
E-
05 

Microscillaceae_uncult
ured__sp. 

7.61
074
E-
05 

2.40
673
E-
05 

Arboricoccus_pini 0 0 Polyangiaceae_sp. 

0.00
009
919
4 

3.13
679
E-
05 

Sphingobacteriales_KD
3-

93_uncultured_bacteriu
m 

0.0
001
612
0 

0.0
000
000
0 

Adhaeribacter__metag
enome 

0 0 
Johnsonella_uncultur
ed_Lachnospiraceae 

5.27
037
E-
05 

1.66
664
E-
05 

Saccharimonadalesunc
ultured_gamma 

7.61
074
E-
05 

2.40
673
E-
05 

Arcicella_rigui 0 0 ASV_16940 

9.31
287
E-
05 

2.94
499
E-
05 

Sutterellaceae_AAP99_
sp. 

0.0
001
612
0 

0.0
000
000
0 

Adhaeribacter__uncult
ured_soil 

0 0 
Rhodothermaceae_u
ncultured_bacterium 

5.27
037
E-
05 

1.66
664
E-
05 

Sphingobacteriales_NS
11-

12_marine_group_sp. 

7.61
074
E-
05 

2.40
673
E-
05 

Arcicella_sp. 0 0 ASV_16946 

9.31
287
E-
05 

2.94
499
E-
05 

Flexibacter_sp. 

0.0
001
605
9 

0.0
000
507
8 

Adhaeribacter_sp. 0 0 ASV_20126 

4.71
392
E-
05 

1.49
067
E-
05 

ASV_6710 

7.48
372
E-
05 

2.36
656
E-
05 

Arcicella_uncultured_b
acterium 

0 0 
Candidatus_Kaiserb
acteria_uncultured_P

arcubacteria 

9.31
287
E-
05 

2.94
499
E-
05 

Frigoribacterium_sp. 

0.0
001
605
9 

0.0
000
507
8 

Advenella_sp. 0 0 
Chloroplast_Cryptom

onas_curvata 

4.71
392
E-
05 

1.49
067
E-
05 

C1-
B045_uncultured_gam

ma 

7.48
372
E-
05 

2.36
656
E-
05 

Arcobacter_cryaerophil
us 

0 0 
Micropepsis_pineole

nsis 

9.31
287
E-
05 

2.94
499
E-
05 

MN_122.2a_uncultured
_bacterium 

0.0
001
605
9 

0.0
000
507
8 

Aenigmarchaeales_sp. 0 0 Paracoccus_sp. 

4.71
392
E-
05 

1.49
067
E-
05 

Erysipelotrichaceae_Z
OR0006_uncultured_b

acterium 

7.48
372
E-
05 

2.36
656
E-
05 

Arcobacter_sp. 0 0 
Singulisphaera_uncu

ltured_bacterium 

9.31
287
E-
05 

2.94
499
E-
05 

Ohtaekwangia_metage
nome 

0.0
001
605
9 

0.0
000
507
8 

Aenigmarcheota_sp. 0 0 ASV_4563 

0.00
003
939
1 

1.24
565
E-
05 

Pedosphaeraceaeuncu
ltured_Verrucomicrobia 

7.48
372
E-
05 

2.36
656
E-
05 

Arcobacteraceae_sp. 0 0 ASV_2080 

8.65
411
E-
05 

2.73
667
E-
05 

QuadrisphaeraQuadris
phaera_sp. 

0.0
001
605
9 

0.0
000
000
0 

Aequorivita_sp. 0 0 Bacteroidales_oral 

0.00
003
939
1 

1.24
565
E-
05 

Plantibacter_sp. 

7.48
372
E-
05 

2.36
656
E-
05 

Arcobacteraceae_uncul
tured__sp. 

0 0 
Candidatus_Harrison

bacteria 

8.65
411
E-
05 

2.73
667
E-
05 

Acidibacter__metageno
me 

0.0
001
473
4 

0.0
000
465
9 

Aerococcaceae_sp. 0 0 
Leptospira_metagen

ome 

0.00
003
939
1 

1.24
565
E-
05 

Sphingobacteriia_bacte
rium 

7.48
372
E-
05 

2.36
656
E-
05 

Arcticibacter_sp. 0 0 
Paracaedibacteracea
e_uncultured__bacte

rium 

8.65
411
E-
05 

2.73
667
E-
05 

ASV_16866 

0.0
001
473
4 

0.0
000
465
9 

Aerococcaceae_uncult
ured__bacterium 

0 0 Rhodopirellula_sp. 

0.00
003
939
1 

1.24
565
E-
05 

ASV_3630 

6.56
656
E-
05 

2.07
653
E-
05 

Arcticibacter_unculture
d_bacterium 

0 0 
Erysipelatoclostridiac
eae_uncultured__ba

cterium 

8.39
123
E-
05 

2.65
354
E-
05 

ASV_16876 

0.0
001
473
4 

0.0
000
465
9 

Aerococcus_sp. 0 0 
Actinomyces_dentali

s 

3.53
544
E-
05 

1.11
8E-
05 

Slackia_sp. 

6.56
656
E-
05 

2.07
653
E-
05 

Arenicellaceae_uncultu
red_prokaryote 

0 0 
Rhodopseudomonas

_sp. 

8.39
123
E-
05 

2.65
354
E-
05 

ASV_2103 

0.0
001
473
4 

0.0
000
465
9 

Aeromicrobium_sp. 0 0 
Candidatus_Falkowb

acteria 

3.53
544
E-
05 

1.11
8E-
05 

ASV_6176 

6.23
791
E-
05 

1.97
26E
-05 

Arenimonas_oryziterrae 0 0 
Sporomusaceae_unc
ultured__bacterium 

8.07
412
E-
05 

2.55
326
E-
05 

Clostridia_vadinBB60_
groupunidentified 

0.0
001
473
4 

0.0
000
465
9 

Aeromonas__metagen
ome 

0 0 
Dyadobacter_uncultu

red_bacterium 

3.53
544
E-
05 

1.11
8E-
05 

ASV_6240 

6.23
791
E-
05 

1.97
26E
-05 

Arenimonas_sp. 0 0 
uncultured_Asticcac

aulis 

8.07
412
E-
05 

2.55
326
E-
05 

Methylophilaceae_sp. 

0.0
001
473
4 

0.0
000
465
9 

Aeromonas_sp. 0 0 
Nitrosomonadaceae

_Ellin6067_sp. 

3.53
544
E-
05 

1.11
8E-
05 

Candidatus_Methylopu
milus_uncultured_beta 

6.23
791
E-
05 

1.97
26E
-05 

Aridibacter_sp. 0 0 ASV_18156 

7.76
072
E-
05 

2.45
416
E-
05 

Nordella_uncultured_ba
cterium 

0.0
001
473
4 

0.0
000
465
9 

Aeromonas_unculture
d_gamma 

0 0 
Saccharimonadales_
LWQ8_uncultured_s

oil 

3.53
544
E-
05 

1.11
8E-
05 

Candidatus_Vogelbact
eria_sp. 

5.07
382
E-
05 

1.60
448
E-
05 

Armatimonadales_meta
genome 

0 0 
Erysipelatoclostridiac
eae_UCG-004_sp. 

7.76
072
E-
05 

2.45
416
E-
05 

Picea_glauca 

0.0
001
473
4 

0.0
000
465
9 

Aerosphaera__uncultu
red_bacterium 

0 0 
Bacteroidia_uncultur

ed__bacterium 

3.51
358
E-
05 

1.11
109
E-
05 

Pseudanabaena_PCC-
6802_uncultured_cyan

obacterium 

5.07
382
E-
05 

1.60
448
E-
05 

Armatimonadales_uncu
ltured_bacterium 

0 0 

Sphingobacteriales_
NS11-

12_marine_group_u
ncultured_bacterium 

7.76
072
E-
05 

2.45
416
E-
05 

Rhodobacteraceae_Ya
ngia_sp. 

0.0
001
473
4 

0.0
000
000
0 

Aerosphaera_sp. 0 0 
Candidatus_Uhrbact
eria_metagenome 

3.51
358
E-
05 

1.11
109
E-
05 

Aliterella_sp. 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadales_uncu
ltured_Chloroflexi 

0 0 
Yersiniaceae_Yersini

a_sp. 

7.76
072
E-
05 

2.45
416
E-
05 

Gemmataceae_uncultu
red__sp. 

0.0
001
384
3 

0.0
000
437
7 

Aestuariicella__uncult
ured_bacterium 

0 0 
Gemmata_unculture
d_Planctomycetales 

3.51
358
E-
05 

1.11
109
E-
05 

ASV_21560 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadales_uncu
ltured_eubacterium 

0 0 
Acidimicrobiia_uncult
ured__metagenome 

7.61
528
E-
05 

2.40
816
E-
05 

Gemmataceae_uncultu
red_prokaryote 

0.0
001
384
3 

0.0
000
437
7 

Afipia_genosp. 0 0 Nakamurella_sp. 

3.51
358
E-
05 

1.11
109
E-
05 

Candidatus_Campbellb
acteria_uncultured_bac

terium 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadalesuncult
ured_Armatimonadetes 

0 0 ASV_305 

7.61
528
E-
05 

2.40
816
E-
05 

Saccharimonadales_un
cultured_bacterium 

0.0
001
384
3 

0.0
000
000
0 

Agathobacter_sp. 0 0 ASV_21907 

2.35
696
E-
05 

7.45
336
E-
06 

Chloroflexi_Gitt-GS-
136_sp. 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadia_sp. 0 0 ASV_346 

7.61
528
E-
05 

2.40
816
E-
05 

Solirubrobacterales_67-
14_Solirubrobacterales

_bacterium 

0.0
001
384
3 

0.0
000
000
0 

Aggregatibacter_actin
omycetemcomitans 

0 0 Pedobacter_sp. 

2.35
696
E-
05 

7.45
336
E-
06 

Cytophaga_sp. 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadota_uncult
ured__bacterium 

0 0 Bulleidia_extructa 

7.61
528
E-
05 

2.40
816
E-
05 

Caldalkalibacillus_uncul
tured_compost 

0.0
001
376
5 

0.0
000
435
3 

Aggregatibacter_sp. 0 0 

Rubinisphaeraceae_
SH-

PL14_uncultured_pla
nctomycete 

2.35
696
E-
05 

7.45
336
E-
06 

Ruminococcus_torques
_group_uncultured_Clo

stridiales 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadota_uncult
ured__metagenome 

0 0 
Armatimonadales_un
cultured_bacterium 

7.43
955
E-
05 

2.35
259
E-
05 

Candidatus_Woykebact
eria_uncultured_Microg

enomates 

0.0
001
376
5 

0.0
000
435
3 

Agitococcus_lubricus_
group__uncultured_ba

cterium 
0 0 

Faecalibacterium_m
etagenome 

1.96
955
E-
05 

6.22
826
E-
06 

Sandaracinaceae_unc
ultured__sp. 

4.98
915
E-
05 

1.57
771
E-
05 

Armatimonadota_uncult
ured__sp. 

0 0 ASV_1837 

7.43
955
E-
05 

2.35
259
E-
05 

Phreatobacter_uncultur
ed_bacterium 

0.0
001
376
5 

0.0
000
435
3 

Agitococcus_lubricus_
group_sp. 

0 0 
009E01-B-SD-

P15__uncultured_ba
cterium 

0 0 
Candidatus_Jorgensen

bacteria_sp. 

4.37
771
E-
05 

1.38
435
E-
05 

Armatimonadota_uncult
ured__uncultured_soil 

0 0 
Candidatus_Kerfeldb

acteria_sp. 

7.43
955
E-
05 

2.35
259
E-
05 

Rhizobiaceae_uncultur
ed__metagenome 

0.0
001
343
3 

0.0
000
000
0 

Agrococcus_sp. 0 0 
1013-28-

CG33__uncultured_s
oil 

0 0 
Methanobrevibacter_ar

chaeon_enrichment 

4.37
771
E-
05 

1.38
435
E-
05 

Armatimonas_sp. 0 0 
Candidatus_Protochl

amydia 

7.43
955
E-
05 

2.35
259
E-
05 

ASV_256 

0.0
001
243
3 

0.0
000
393
2 

Agromyces_sp. 0 0 Abditibacterium_sp. 0 0 
Propionispira_paucivor

ans 

4.37
771
E-
05 

1.38
435
E-
05 

Armatimonas_unculture
d_bacterium 

0 0 

Prevotellaceae_UCG
-

004_uncultured_bact
erium 

7.43
955
E-
05 

2.35
259
E-
05 

Candidatus_Yanofskyb
acteria_uncultured_bac

terium 

0.0
001
243
3 

0.0
000
393
2 

Ahniella_affigens 0 0 
Absconditabacteriale
s_(SR1)__metageno

me 
0 0 

009E01-B-SD-
P15__uncultured_bact

erium 
0 0 

Arsenicicoccus_boliden
sis 

0 0 Skermanella_sp. 

7.43
955
E-
05 

2.35
259
E-
05 

ASV_18078 

0.0
001
227
9 

0.0
000
388
3 

Ahniella_metagenome 0 0 
Absconditabacteriale
s_(SR1)__uncultured

_bacterium 
0 0 

1013-28-
CG33__uncultured_soil 

0 0 Arthrobacter_sp. 0 0 ASV_19928 

6.92
329
E-
05 

2.18
934
E-
05 

ASV_2889 

0.0
001
227
9 

0.0
000
388
3 

Ahniella_uncultured_b
acterium 

0 0 
Absconditabacteriale
s_(SR1)_candidate_

division 
0 0 Abditibacterium_sp. 0 0 Aspergillus_nidulans 0 0 

Candidatus_Falkowb
acteria_uncultured_p

rokaryote 

6.92
329
E-
05 

2.18
934
E-
05 



Bacteroidales_RF16_gr
oupuncultured_Parabac

teroides 

0.0
001
227
9 

0.0
000
388
3 

Akkermansia_sp. 0 0 
Absconditabacteriale

s_(SR1)_sp. 
0 0 

Absconditabacteriales_
(SR1)__metagenome 

0 0 Asticcacaulis_sp. 0 0 Bryobacter_sp. 

6.71
299
E-
05 

2.12
283
E-
05 

Campylobacteria_uncul
tured__sp. 

0.0
001
227
9 

0.0
000
388
3 

Akkermansia_uncultur
ed_bacterium 

0 0 
Absconditabacteriale
s_(SR1)_SR1_bacte

rium 
0 0 

Absconditabacteriales_
(SR1)__uncultured_ba

cterium 
0 0 ASV_10003 0 0 

Sericytochromatiauni
dentified 

6.71
299
E-
05 

2.12
283
E-
05 

Candidatus_Obscuriba
cter_sp. 

0.0
001
227
9 

0.0
000
388
3 

Alcaligenaceae_sp. 0 0 
Absconditabacteriale
s_(SR1)_uncultured_

candidate 
0 0 

Absconditabacteriales_
(SR1)_candidate_divisi

on 
0 0 ASV_10004 0 0 ASV_19447 

6.20
858
E-
05 

1.96
333
E-
05 

Chloroplast_Monoraphi
dium_neglectum 

0.0
001
227
9 

0.0
000
388
3 

Alcaligenes_sp. 0 0 

Absconditabacteriale
s_(SR1)_uncultured_
Epsilonproteobacteri

a 

0 0 
Absconditabacteriales_

(SR1)_sp. 
0 0 ASV_10035 0 0 

DEV007_uncultured
_verrucomicrobium 

6.20
858
E-
05 

1.96
333
E-
05 

Coriobacteriia_OPB41_
uncultured_soil 

0.0
001
227
9 

0.0
000
388
3 

Algoriphagus_sp. 0 0 
Absconditabacteriale
s_(SR1)_uncultured_

organism 
0 0 

Absconditabacteriales_
(SR1)_SR1_bacterium 

0 0 ASV_10043 0 0 
Faecalibacterium_m

etagenome 

6.20
858
E-
05 

1.96
333
E-
05 

Desulfuromonadia_PB1
9_sp. 

0.0
001
227
9 

0.0
000
388
3 

Algoriphagus_uncultur
ed_Bacteroidetes 

0 0 
Absconditabacteriale
s_(SR1)_uncultured_

prokaryote 
0 0 

Absconditabacteriales_
(SR1)_uncultured_can

didate 
0 0 ASV_10098 0 0 

Pajaroellobacteruncu
ltured_delta 

6.20
858
E-
05 

1.96
333
E-
05 

Holophagaceae_sp. 

0.0
001
227
9 

0.0
000
388
3 

Algoriphagus_uncultur
ed_Hongiella 

0 0 ABY1_sp. 0 0 
Absconditabacteriales_
(SR1)_uncultured_Epsi

lonproteobacteria 
0 0 ASV_10170 0 0 

Simkaniaceae_Ga00
74140_sp. 

6.05
559
E-
05 

1.91
495
E-
05 

Lactobacillus_senioris 

0.0
001
227
9 

0.0
000
388
3 

Aliidiomarina_uncultur
ed_bacterium 

0 0 
Acanthopleuribacter_
_uncultured_bacteriu

m 
0 0 

Absconditabacteriales_
(SR1)_uncultured_orga

nism 
0 0 ASV_10179 0 0 

Spongiibacteraceae_
BD1-

7_clade_metagenom
e 

6.05
559
E-
05 

1.91
495
E-
05 

Limnochordia_MBA03_
uncultured_bacterium 

0.0
001
227
9 

0.0
000
388
3 

Aliidongia_dinghuensis 0 0 
Acetitomaculum__un
cultured_bacterium 

0 0 
Absconditabacteriales_
(SR1)_uncultured_prok

aryote 
0 0 ASV_1021 0 0 Sporosarcina_sp. 

6.05
559
E-
05 

1.91
495
E-
05 

ASV_18142 

0.0
001
147
1 

0.0
000
362
7 

Aliivibrio_sp. 0 0 
Acetitomaculum__un

cultured_rumen 
0 0 ABY1_sp. 0 0 ASV_10253 0 0 

Phaselicystis_uncult
ured_bacterium 

5.19
247
E-
05 

1.64
2E-
05 

Babeliales_metagenom
e 

0.0
001
147
1 

0.0
000
362
7 

Alishewanella_sp. 0 0 Acetitomaculum_sp. 0 0 
Acanthopleuribacter__
uncultured_bacterium 

0 0 ASV_10292 0 0 
Aenigmarchaeales_s

p. 

5.03
474
E-
05 

1.59
212
E-
05 

Patescibacteria_CPR2_
uncultured_eubacteriu

m 

0.0
001
147
1 

0.0
000
362
7 

Alishewanella_uncultur
ed_bacterium 

0 0 
Acetivibrio_unculture

d_bacterium 
0 0 

Acetitomaculum__uncu
ltured_bacterium 

0 0 ASV_10316 0 0 ASV_21236 

5.03
474
E-
05 

1.59
212
E-
05 

Patescibacteria_CPR2_
uncultured_Firmicutes 

0.0
001
147
1 

0.0
000
362
7 

Alistipes_gut__metage
nome 

0 0 
Acetoanaerobium_u
ncultured_bacterium 

0 0 
Acetitomaculum__uncu

ltured_rumen 
0 0 ASV_10346 0 0 

Bacilli_RF39_uncultu
red_Erysipelotrichac

eae 

5.03
474
E-
05 

1.59
212
E-
05 

Propioniciclava_sp. 

0.0
001
147
1 

0.0
000
000
0 

Alistipes_sp. 0 0 Acetobacter_sp. 0 0 Acetitomaculum_sp. 0 0 ASV_10385 0 0 
Bacteriovoracaceae_

sp. 

5.03
474
E-
05 

1.59
212
E-
05 

Saccharimonadales_T
M7_sp. 

0.0
001
147
1 

0.0
000
000
0 

Alistipes_uncultured_A
listipes 

0 0 
Acetobacteraceae_s

p. 
0 0 

Acetoanaerobium_unc
ultured_bacterium 

0 0 ASV_10460 0 0 Brachymonas_sp. 

5.03
474
E-
05 

1.59
212
E-
05 

Tahibacter_sp. 

0.0
001
147
1 

0.0
000
849
6 

Alistipes_uncultured_b
acterium 

0 0 
Acetobacteraceae_u

ncultured__sp. 
0 0 Acetobacteraceae_sp. 0 0 ASV_10537 0 0 

Chitinophagales_37-
13_sp. 

5.03
474
E-
05 

1.59
212
E-
05 

ASV_19488 

0.0
001
074
7 

0.0
000
339
8 

Alistipes_uncultured_B
acteroidetes 

0 0 Acetobacterium_sp. 0 0 
Acetobacteraceae_unc

ultured__bacterium 
0 0 ASV_10583 0 0 

Desulfobacterota_un
cultured_Desulfurom

onadales 

5.03
474
E-
05 

1.59
212
E-
05 

ASV_19490 

0.0
001
074
7 

0.0
000
339
8 

Aliterella_cyanobacteri
um_OU_20 

0 0 
Acetothermiia__uncu

ltured_bacterium 
0 0 

Acetobacteraceae_unc
ultured__metagenome 

0 0 ASV_10605 0 0 
Methylacidiphilaceae
_uncultured__metag

enome 

5.03
474
E-
05 

1.59
212
E-
05 

Antricoccus_suffuscus 

0.0
000
982
3 

0.0
000
310
6 

Aliterella_sp. 0 0 
Acholeplasma__unc
ultured_bacterium 

0 0 
Acetobacteraceae_unc

ultured__sp. 
0 0 ASV_10606 0 0 

Obscuribacteraceae
_metagenome 

5.03
474
E-
05 

1.59
212
E-
05 

ASV_19368 

0.0
000
982
3 

0.0
000
310
6 

Aliterella_uncultured_b
acterium 

0 0 
Acholeplasma_axant

hum 
0 0 Acetobacterium_sp. 0 0 ASV_10613 0 0 

Pelosinus_unculture
d_bacterium 

5.03
474
E-
05 

1.59
212
E-
05 

Babelialescandidate_di
vision 

0.0
000
982
3 

0.0
000
310
6 

Alkalibacter_unculture
d_bacterium 

0 0 
Acholeplasma_brass

icae 
0 0 

Acetothermiia__uncultu
red_bacterium 

0 0 ASV_10814 0 0 
SB-

5_uncultured_soil 

5.03
474
E-
05 

1.59
212
E-
05 

Cryptobacterium_sp. 

0.0
000
982
3 

0.0
000
310
6 

Alkalibacterium_uncult
ured_bacterium 

0 0 
Acholeplasma_laidla

wii 
0 0 

Acholeplasma_axanthu
m 

0 0 ASV_10821 0 0 
Sphingobacteriales_

KD3-93_sp. 

5.03
474
E-
05 

1.59
212
E-
05 

Gemmata__uncultured
_planctomycete 

0.0
000
982
3 

0.0
000
310
6 

Alkanibacter_metagen
ome 

0 0 
Acholeplasma_moru

m 
0 0 

Acholeplasma_brassic
ae 

0 0 ASV_10869 0 0 ASV_21606 

0.00
004
959
7 

1.56
839
E-
05 

Geodermatophilaceae_
sp. 

0.0
000
982
3 

0.0
000
310
6 

Alkanindiges_sp. 0 0 Acholeplasma_sp. 0 0 Acholeplasma_laidlawii 0 0 ASV_10995 0 0 
Bacteroides_plebeiu

s 

0.00
004
959
7 

1.56
839
E-
05 

Gracilibacteria_JGI_00
00069-P22_sp. 

0.0
000
982
3 

0.0
000
310
6 

Alkanindiges_uncultur
ed_bacterium 

0 0 

Acholeplasmataceae
_EMP-

G18_uncultured_Mol
licutes 

0 0 Acholeplasma_morum 0 0 ASV_11002 0 0 Clavibacter_sp. 

0.00
004
959
7 

1.56
839
E-
05 

Sphingobacteriales_NS
11-

12_marine_groupuncult
ured_Flexibacteraceae 

0.0
000
982
3 

0.0
000
000
0 

Alkanindiges_uncultur
ed_gamma 

0 0 
Acholeplasmauncult
ured_Acholeplasmat

aceae 
0 0 Acholeplasma_sp. 0 0 ASV_11030 0 0 

Coxiella_uncultured_
bacterium 

0.00
004
959
7 

1.56
839
E-
05 

Tissierella_uncultured_
bacterium 

0.0
000
982
3 

0.0
000
000
0 

Allobranchiibius_sp. 0 0 Achromatium_sp. 0 0 

Acholeplasmataceae_
EMP-

G18_uncultured_Mollic
utes 

0 0 ASV_11102 0 0 Granulicella_sp. 

0.00
004
959
7 

1.56
839
E-
05 

ASV_2061 

0.0
000
944
4 

0.0
000
298
6 

Alloiococcus_unculture
d_bacterium 

0 0 
Acidaminobacter__u
ncultured_bacterium 

0 0 
Acholeplasmaunculture
d_Acholeplasmataceae 

0 0 ASV_11103 0 0 
Phycisphaeraceae_S
M1A02_uncultured_

bacterium 

4.65
643
E-
05 

1.47
249
E-
05 

Candidatus_Aquirestis_
sp. 

0.0
000
944
4 

0.0
000
298
6 

Alloprevotella_rava 0 0 
Acidaminococcaceae
_uncultured__bacteri

um 
0 0 

Acidaminobacter__unc
ultured_bacterium 

0 0 ASV_11163 0 0 
Silvanigrella_Geobac

ter_sp. 

4.65
643
E-
05 

1.47
249
E-
05 

Candidatus_Magasanik
bacteria__uncultured_P

arcubacteria 

0.0
000
917
7 

0.0
000
290
2 

Alloprevotella_sp. 0 0 
Acidibacter__metage

nome 
0 0 

Acidaminococcaceae_
uncultured__bacterium 

0 0 ASV_11164 0 0 
Corynebacterium_m

ycetoides 

4.03
706
E-
05 

1.27
663
E-
05 

Candidatus_Peribacteri
a_sp. 

0.0
000

0.0
000

Alloprevotella_tannera
e 

0 0 
Acidibacter__uncultu

red_bacterium 
0 0 

Acidibacter__metagen
ome 

0 0 ASV_11306 0 0 
Flavobacterium_unid

entified 
4.03
706

1.27
663



917
7 

290
2 

E-
05 

E-
05 

Chitinophaga_niastensi
s 

0.0
000
917
7 

0.0
000
290
2 

Alloprevotella_uncultur
ed_Bacteroidales 

0 0 Acidibacter_sp. 0 0 
Acidibacter__unculture

d_bacterium 
0 0 ASV_11362 0 0 

Acidaminobacter__u
ncultured_bacterium 

3.46
164
E-
05 

1.09
467
E-
05 

Conexibacter_unculture
d_bacterium 

0.0
000
917
7 

0.0
000
290
2 

Allorhizobium-
Neorhizobium-
Pararhizobium-
Rhizobium_sp. 

0 0 
Acidimicrobiia_IMCC
26256_metagenome 

0 0 Acidibacter_sp. 0 0 ASV_11393 0 0 ASV_2510 

3.46
164
E-
05 

1.09
467
E-
05 

Eubacterium_coprostan
oligenes_group_uncultu

red_Clostridia 

0.0
000
917
7 

0.0
000
290
2 

Alloscardovia_omnicol
ens 

0 0 
Acidimicrobiia_IMCC

26256_sp. 
0 0 

Acidimicrobiia_IMCC26
256_metagenome 

0 0 ASV_11399 0 0 Chloroplast_sp. 

3.46
164
E-
05 

1.09
467
E-
05 

MBNT15uncultured_An
aeromyxobacter 

0.0
000
917
7 

0.0
000
290
2 

allotenuales_AKIW781
_uncultured_bacterium 

0 0 
Acidimicrobiia_IMCC
26256_uncultured_b

acterium 
0 0 

Acidimicrobiia_IMCC26
256_sp. 

0 0 ASV_11414 0 0 Bacteriovorax_sp. 

3.35
649
E-
05 

1.06
142
E-
05 

Pirellulaceae_unculture
d__bacterium 

0.0
000
917
7 

0.0
000
290
2 

alpha_proteobacterium 0 0 
Acidimicrobiia_IMCC
26256_uncultured_s

oil 
0 0 

Acidimicrobiia_IMCC26
256_uncultured_bacteri

um 
0 0 ASV_11446 0 0 

LCP-
89_uncultured_bacte

rium 

3.35
649
E-
05 

1.06
142
E-
05 

ASV_7664 

0.0
000
885
7 

0.0
000
280
1 

Alphaproteobacteria_b
acterium 

0 0 
Acidimicrobiia_IMCC
26256uncultured_Aci

diterrimonas 
0 0 

Acidimicrobiia_IMCC26
256_uncultured_soil 

0 0 ASV_11492 0 0 ASV_2889 

3.10
429
E-
05 

9.81
663
E-
06 

Chitinophagales_uncult
ured_delta 

0.0
000
806
0 

0.0
000
254
9 

Alphaproteobacteria_s
p. 

0 0 
Acidimicrobiia_IMCC
26256uncultured_act

inobacterium 
0 0 

Acidimicrobiia_IMCC26
256uncultured_Aciditer

rimonas 
0 0 ASV_11530 0 0 

Candidatus_Vogelba
cteria 

3.10
429
E-
05 

9.81
663
E-
06 

Sphingobacteriales_NS
11-

12_marine_groupuncult
ured_Bacteroidetes 

0.0
000
806
0 

0.0
000
000
0 

Alphaproteobacteria_u
ncultured__bacterium 

0 0 
Acidimicrobiia_IMCC
26256uncultured_Act

inomycetales 
0 0 

Acidimicrobiia_IMCC26
256uncultured_actinob

acterium 
0 0 ASV_11581 0 0 

Lentimicrobium_met
agenome 

3.10
429
E-
05 

9.81
663
E-
06 

Sphingopyxis_unculture
d_bacterium 

0.0
000
806
0 

0.0
000
000
0 

Alphaproteobacteria_u
ncultured__metageno

me 
0 0 Acidimicrobiia_sp. 0 0 Acidimicrobiia_sp. 0 0 ASV_1161 0 0 ASV_2160 

2.47
985
E-
05 

7.84
197
E-
06 

ASV_2386 

0.0
000
736
7 

0.0
000
233
0 

Alphaproteobacteria_u
ncultured__sp. 

0 0 
Acidimicrobiia_uncult

ured__bacterium 
0 0 

Acidimicrobiia_uncultur
ed__bacterium 

0 0 ASV_11616 0 0 
1013-28-

CG33__uncultured_s
oil 

0 0 

Bryobacter_metageno
me 

0.0
000
736
7 

0.0
000
233
0 

Alphaproteobacteria_u
ncultured_Alphaproteo

bacteria 
0 0 

Acidimicrobiia_uncult
ured__metagenome 

0 0 
Acidimicrobiia_uncultur

ed__metagenome 
0 0 ASV_11696 0 0 Abditibacterium_sp. 0 0 

Caedibacteraceae_unc
ultured__bacterium 

0.0
000
736
7 

0.0
000
233
0 

Alphaproteobacteria_u
ncultured_bacterium_e

nrichment 
0 0 

Acidimicrobiia_uncult
ured__sp. 

0 0 
Acidimicrobiia_uncultur

ed__sp. 
0 0 ASV_11732 0 0 

Absconditabacteriale
s_(SR1)__metageno

me 
0 0 

Desulfobacteraceae_un
cultured_delta 

0.0
000
736
7 

0.0
000
233
0 

Alphaproteobacteria_u
ncultured_eubacterium 

0 0 
Acidimicrobiia_uncult
ured_Acidimicrobiia 

0 0 
Acidimicrobiia_uncultur

ed_Acidimicrobiia 
0 0 ASV_11789 0 0 

Absconditabacteriale
s_(SR1)__uncultured

_bacterium 
0 0 

Lentimicrobium_sp. 

0.0
000
736
7 

0.0
000
233
0 

Alphaproteobacteria_u
ncultured_gut__metag

enome 
0 0 

Acidimicrobiia_uncult
ured_actinobacteriu

m 
0 0 

Acidimicrobiia_uncultur
ed_actinobacterium 

0 0 ASV_11832 0 0 
Absconditabacteriale
s_(SR1)_candidate_

division 
0 0 

Prolixibacteraceae_unc
ultured_prokaryote 

0.0
000
736
7 

0.0
000
000
0 

Alphaproteobacteria_u
ncultured_Lacibacteriu

m_aquatile 
0 0 

Acidimicrobiia_uncult
ured_bacterium_YC-

ZSS-LKJ199 
0 0 

Acidimicrobiia_uncultur
ed_Actinomycetales 

0 0 ASV_12032 0 0 
Absconditabacteriale

s_(SR1)_sp. 
0 0 

Silene_dioica 

0.0
000
736
7 

0.0
000
000
0 

Alphaproteobacteria_u
ncultured_Novosphing

obium 
0 0 

Acidiphilium__uncult
ured_bacterium 

0 0 
Acidimicrobiia_uncultur

ed_bacterium_YC-
ZSS-LKJ199 

0 0 ASV_1208 0 0 
Absconditabacteriale
s_(SR1)_SR1_bacte

rium 
0 0 

Verrucomicrobiae_uncu
ltured__metagenome 

0.0
000
736
7 

0.0
000
000
0 

Alphaproteobacteria_u
ncultured_Rhodospirill

aceae_bacterium 
0 0 Acidiphilium_sp. 0 0 

Acidiphilium__uncultur
ed_bacterium 

0 0 ASV_12134 0 0 
Absconditabacteriale
s_(SR1)_uncultured_

candidate 
0 0 

Aerococcus_sp. 

0.0
000
688
2 

0.0
000
217
6 

Altererythrobacter_alp
ha_proteobacterium 

0 0 Acidisoma_sp. 0 0 Acidiphilium_sp. 0 0 ASV_12280 0 0 

Absconditabacteriale
s_(SR1)_uncultured_
Epsilonproteobacteri

a 

0 0 

ASV_20627 

0.0
000
688
2 

0.0
000
217
6 

Altererythrobacter_sp. 0 0 
Acidithiobacillaceae_

KCM-B-112_sp. 
0 0 Acidisoma_sp. 0 0 ASV_12284 0 0 

Absconditabacteriale
s_(SR1)_uncultured_

organism 
0 0 

ASV_3526 

0.0
000
688
2 

0.0
000
217
6 

Alysiella_sp. 0 0 
Acidobacteria_bacter

ium 
0 0 

Acidithiobacillaceae_K
CM-B-112_sp. 

0 0 ASV_12313 0 0 
Absconditabacteriale
s_(SR1)_uncultured_

prokaryote 
0 0 

Campylobacter_ureolyti
cus 

0.0
000
688
2 

0.0
000
217
6 

Alysiella_uncultured_b
acterium 

0 0 
Acidobacteriaceae_(

Subgroup_1)_sp. 
0 0 

Acidithiobacillus_ferroo
xidans 

0 0 ASV_12382 0 0 ABY1_sp. 0 0 

Gallionellaceae_sp. 

0.0
000
688
2 

0.0
000
217
6 

Amaricoccus_sp. 0 0 

Acidobacteriae_Elev-
16S-

1166_uncultured_ba
cterium 

0 0 
Acidobacteriaceae_(Su

bgroup_1)_sp. 
0 0 ASV_12391 0 0 

Acanthopleuribacter_
_uncultured_bacteriu

m 
0 0 

Hungateiclostridiaceae
_HN-HF0106_sp. 

0.0
000
688
2 

0.0
000
217
6 

Amaricoccus_tamwort
hensis 

0 0 Acidobacteriae_sp. 0 0 
Acidobacteriae_Elev-

16S-1166_sp. 
0 0 ASV_12397 0 0 

Acetitomaculum__un
cultured_bacterium 

0 0 

Mariprofundus_sp. 

0.0
000
688
2 

0.0
000
217
6 

Amb-16S-
1323_uncultured_bact

erium 
0 0 

Acidocella__uncultur
ed_bacterium 

0 0 

Acidobacteriae_Elev-
16S-

1166_uncultured_bacte
rium 

0 0 ASV_12420 0 0 
Acetitomaculum__un

cultured_rumen 
0 0 

Oscillospiraceae_NK4A
214_group_uncultured_

rumen 

0.0
000
688
2 

0.0
000
217
6 

Aminobacter_sp. 0 0 
Acidothermus__uncu

ltured_bacterium 
0 0 

Acidocella__uncultured
_bacterium 

0 0 ASV_12452 0 0 Acetitomaculum_sp. 0 0 

Planctomycetota_OM1
90_uncultured_soil 

0.0
000
688
2 

0.0
000
217
6 

Ammoniibacillus_agari
perforans 

0 0 Acidothermus_sp. 0 0 
Acidothermus__uncultu

red_bacterium 
0 0 ASV_12478 0 0 

Acetivibrio_unculture
d_bacterium 

0 0 

Prosthecobacter_sp. 

0.0
000
688
2 

0.0
000
000
0 

Ammoniphilus_oxalatic
us 

0 0 Acidovorax_sp. 0 0 Acidothermus_sp. 0 0 ASV_12525 0 0 
Acetoanaerobium_u
ncultured_bacterium 

0 0 

Rikenellaceae_RC9_gu
t_group_sp. 

0.0
000
688
2 

0.0
000
589
8 

Amnibacterium_sp. 0 0 
Acinetobacter__meta

genome 
0 0 Acidovorax_sp. 0 0 ASV_12573 0 0 Acetobacter_sp. 0 0 

Roseococcus_uncultur
ed_bacterium 

0.0
000
688
2 

0.0
000
000
0 

Amnipila_sp. 0 0 
Acinetobacter_baum

annii 
0 0 

Acinetobacter__metag
enome 

0 0 ASV_12623 0 0 
Acetobacteraceae_s

p. 
0 0 

ASV_6240 

0.0
000
621
7 

0.0
000
196
6 

Amycolatopsis_sp. 0 0 
Acinetobacter_kyong

giensis 
0 0 

Acinetobacter_bauman
nii 

0 0 ASV_12634 0 0 
Acetobacteraceae_u
ncultured__bacteriu

m 
0 0 



Armatimonas_unculture
d_bacterium 

0.0
000
537
3 

0.0
000
169
9 

Anaerobacterium_unc
ultured_bacterium 

0 0 Acinetobacter_sp. 0 0 
Acinetobacter_kyonggi

ensis 
0 0 ASV_12731 0 0 

Acetobacteraceae_u
ncultured__metagen

ome 
0 0 

Bacteroidia_sp. 

0.0
000
537
3 

0.0
000
169
9 

Anaerobiospirillum_su
cciniciproducens 

0 0 
Acinetobacter_towne

ri 
0 0 Acinetobacter_sp. 0 0 ASV_12760 0 0 

Acetobacteraceae_u
ncultured__sp. 

0 0 

TaibaiellaTaibaiella_sp. 

0.0
000
537
3 

0.0
000
000
0 

Anaerococcus_hydrog
enalis 

0 0 Acremonium_fuci 0 0 Acinetobacter_towneri 0 0 ASV_12772 0 0 Acetobacterium_sp. 0 0 

Woesearchaeales_SC
GC_AAA011-

D5_uncultured_archae
on 

0.0
000
537
3 

0.0
000
000
0 

Anaerococcus_octaviu
s 

0 0 Actinobacillus_sp. 0 0 Acremonium_fuci 0 0 ASV_12862 0 0 
Acetothermiia__uncu

ltured_bacterium 
0 0 

Pirellulaceae_unculture
d__metagenome 

0.0
000
491
1 

0.0
000
155
3 

Anaerococcus_prevotii 0 0 
Actinobacteria_0319-
7L14_uncultured_act

inobacterium 
0 0 Actinobacillus_sp. 0 0 ASV_12880 0 0 

Acholeplasma__unc
ultured_bacterium 

0 0 

Acholeplasma_sp. 

0.0
000
458
8 

0.0
000
145
1 

Anaerococcus_sp. 0 0 
Actinobacteria_PeM
15_bacterium_rJ7 

0 0 
Actinobacteria_0319-

7L14_uncultured_actin
obacterium 

0 0 ASV_12965 0 0 
Acholeplasma_brass

icae 
0 0 

ASV_21578 

0.0
000
458
8 

0.0
000
145
1 

Anaerococcus_uncultu
red_bacterium 

0 0 
Actinobacteria_PeM

15_metagenome 
0 0 

Actinobacteria_PeM15
_bacterium_rJ7 

0 0 ASV_12970 0 0 
Acholeplasma_laidla

wii 
0 0 

Candidatus_Magasanik
bacteria_Parcubacteria

_group 

0.0
000
458
8 

0.0
000
145
1 

Anaerococcusuncultur
ed_organism 

0 0 
Actinobacteria_PeM

15_sp. 
0 0 

Actinobacteria_PeM15
_metagenome 

0 0 ASV_13011 0 0 
Acholeplasma_moru

m 
0 0 

Gracilibacteria_JGI_00
00069-

P22_uncultured_bacteri
um 

0.0
000
458
8 

0.0
000
145
1 

Anaerocolumna_uncult
ured_bacterium 

0 0 
Actinobacteria_PeM
15_uncultured_soil 

0 0 
Actinobacteria_PeM15

_sp. 
0 0 ASV_13022 0 0 Acholeplasma_sp. 0 0 

Neisseriaceae_uncultur
ed_beta 

0.0
000
458
8 

0.0
000
145
1 

Anaerofilumuncultured
_Anaerofilum 

0 0 
Actinobacteria_PeM
15uncultured_actino

bacterium 
0 0 

Actinobacteria_PeM15
_uncultured_soil 

0 0 ASV_13091 0 0 

Acholeplasmataceae
_EMP-

G18_uncultured_Mol
licutes 

0 0 

Saccharimonadales_wa
stewater__metagenom

e 

0.0
000
458
8 

0.0
000
000
0 

Anaerofustis_unculture
d_bacterium 

0 0 Actinobacteria_sp. 0 0 
Actinobacteria_PeM15
uncultured_actinobacte

rium 
0 0 ASV_13184 0 0 

Acholeplasmauncult
ured_Acholeplasmat

aceae 
0 0 

Simkaniaceae_uncultur
ed__sp. 

0.0
000
458
8 

0.0
000
000
0 

Anaeroglobus_gemina
tus 

0 0 
Actinobacteria_uncul

tured__bacterium 
0 0 Actinobacteria_sp. 0 0 ASV_13191 0 0 Achromatium_sp. 0 0 
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Uncultured_Vulcaniba
cterium 

0.1
094
191
7 

0.0
353
582

7 
Uncultured_Vulcaniba
cterium 

0.1
039
052

8 

0.0
261
168

4 
Uncultured_Vulcanibact
erium 

0.0
525
929

4 

0.0
137
411

3 
Streptococcus_mutan
s 

0.1
168
548 

0.0
261
468

5 
Streptococcus_mutan
s 

0.0
067
637

6 

0.0
034
049

9 ASV_211 

0.0
417
642

6 

0.0
110
287

8 

Uncultured_Vulcaniba
cterium 

0.1
012
402
4 

0.0
331
906

2 
Uncultured_Vulcaniba
cterium 

0.0
989
951

7 

0.0
203
019 

Uncultured_Vulcanibact
erium 

0.0
486
132

6 

0.0
116
328

7 
Uncultured_Vulcaniba
cterium 

0.0
689
809

6 

0.0
043
530

7 Prevotella_nigrescens 

0.0
030
901

2 

0.0
016
112

6 ASV_413 

0.0
266
037

7 

0.0
153
596

9 

Schlegelella_unculture
d_bacterium 

0.0
234
26 

0.0
129
920

6 
Schlegelella_unculture
d_bacterium 

0.0
125
562

4 

0.0
063
840

8 Streptococcus_mutans 

0.0
410
628

6 

0.0
226
353

4 
Uncultured_Vulcaniba
cterium 

0.0
667
339

2 

0.0
055
785

3 Leptotrichia_wadei 

0.0
012
601

6 

0.0
005
251

6 ASV_164 

0.0
157
123

2 

0.0
085
801

1 

Actinomyces_israelii 

0.0
089
475
2 

0.0
051
658

5 
Streptococcus_mutan
s 

0.0
062
437

8 

0.0
034
694

7 
Lactobacillus_amylovoru
s 

0.0
277
399 

0.0
160
156

4 
Lactobacillus_amylovo
rus 

0.0
082
762

6 

0.0
047
783 

Atopobium_uncultured
_bacterium 

0.0
009
872

8 

0.0
005
700

1 

Amb-16S-
1323_uncultured_bact
erium 

0.0
144
191

3 

0.0
083
248

9 

Aquisphaera_sp. 

0.0
085
803
4 

0.0
049
538

6 ASV_1901 

0.0
042
605 

0.0
024
598 Prevotella_nigrescens 
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7 

0.0
001
085

8 
Acanthopleuribacter__
uncultured_bacterium 0 0 

Acidithiobacillus_ferro
oxidans 0 0 

Gammaproteobacteria
_uncultured_marine 

2.5
045

E-
05 

1.4
459

E-
05 

Brevundimonas_dimin
uta 

0.0
003
865
5 

0.0
002
231

7 Atopobium_sp. 

0.0
002
360

4 

0.0
001
362

7 

Terrimicrobiaceae_Fuku
N18_freshwater_group_
uncultured_bacterium 

0.0
001
880

7 

0.0
001
085

8 
Acetitomaculum__unc
ultured_bacterium 0 0 

Acidobacteria_bacteri
um 0 0 LD29_sp. 

2.5
045

E-
05 

1.4
459

E-
05 

BSV26_denitrifying_b
acterium 

0.0
003
865
5 

0.0
002
231

7 

Candidatus_Yanofsky
bacteria_uncultured_o
rganism 

0.0
002
360

4 

0.0
001
362

7 ASV_5084 

0.0
001
737

7 

0.0
001
003

3 
Acetitomaculum__unc
ultured_rumen 0 0 

Acidobacteriaceae_(S
ubgroup_1)_sp. 0 0 ASV_1161 

1.3
557

E-
05 

7.8
273

E-
06 

Murdochiella_asaccha
rolytica 

0.0
003
865
5 

0.0
002
231

7 
Cellvibrio_uncultured_
bacterium 

0.0
002
360

4 

0.0
001
362

7 
Sericytochromatiauncult
ured_cyanobacterium 

0.0
001
737

7 

0.0
001
003

3 Acetitomaculum_sp. 0 0 
Acidobacteriae_Elev-
16S-1166_sp. 0 0 ASV_3568 

1.2
522

E-
05 

7.2
297

E-
06 

Oligoflexales_uncultur
ed__soil 

0.0
003
865
5 

0.0
002
231

7 
Deinococcus_uncultur
ed_bacterium 

0.0
002
360

4 

0.0
001
362

7 ASV_2180 

0.0
001
519

6 

4.7
437

E-
05 

Acetivibrio_uncultured
_bacterium 0 0 

Acidobacteriae_Elev-
16S-
1166_uncultured_bact
erium 0 0 

Lawsonella_unculture
d_bacterium 

1.2
522

E-
05 

7.2
297

E-
06 

ASV_21727 

0.0
003
120
1 

0.0
001
801

4 Eikenella_sp. 

0.0
002
360

4 

0.0
001
362

7 
Actinomycetaceae_F033
2unidentified 

0.0
001
448

1 

8.3
606

E-
05 

Acetoanaerobium_unc
ultured_bacterium 0 0 Acidobacteriae_sp. 0 0 Leptospira_wolffii 

1.2
522

E-
05 

7.2
297

E-
06 

Candidatus_Berkiella_
unidentified_marine 

0.0
003
120
1 

0.0
001
801

4 Omnitrophia_sp. 

0.0
002
360

4 

0.0
001
362

7 Aeromicrobium_sp. 

0.0
001
410

5 

8.1
435

E-
05 Acetobacter_sp. 0 0 

Acidocella__unculture
d_bacterium 0 0 

009E01-B-SD-
P15__uncultured_bact
erium 0 0 

Candidatus_Yanofsky
bacteria_uncultured_d
eep-sea 

0.0
002
899
1 

0.0
001
673

8 
Trabulsiella_unculture
d_bacterium 

0.0
002
360

4 

0.0
001
362

7 ASV_363 

0.0
001
410

5 

8.1
435

E-
05 Acetobacteraceae_sp. 0 0 

Acidothermus__uncult
ured_bacterium 0 0 

1013-28-
CG33__uncultured_so
il 0 0 

Gaiella_sp. 

0.0
002
899
1 

0.0
001
673

8 ASV_21979 

0.0
001
573

6 

9.0
85E
-05 Flexithrix_dorotheae 

0.0
001
410

5 

8.1
435

E-
05 

Acetobacteraceae_un
cultured__bacterium 0 0 Acidothermus_sp. 0 0 Abditibacterium_sp. 0 0 

Pedosphaeraceae_un
cultured__bacterium 

0.0
002
899
1 

0.0
001
673

8 
Gammaproteobacteria
_sp. 

0.0
001
573

6 

9.0
85E
-05 

Gallicola_uncultured_ba
cterium 

0.0
001
410

5 

8.1
435

E-
05 

Acetobacteraceae_un
cultured__metagenom
e 0 0 Acidovorax_sp. 0 0 

Absconditabacteriales
_(SR1)__metagenom
e 0 0 

Rhodobacteraceae_sp
. 

0.0
002
899
1 

0.0
001
673

8 

009E01-B-SD-
P15__uncultured_bact
erium 0 0 

Kiritimatiellae_WCHB1-
41_sp. 

0.0
001
410

5 

8.1
435

E-
05 

Acetobacteraceae_un
cultured__sp. 0 0 

Acinetobacter__metag
enome 0 0 

Absconditabacteriales
_(SR1)__uncultured_b
acterium 0 0 

Eikenella_sp. 

0.0
002
347
2 

0.0
001
355

2 

1013-28-
CG33__uncultured_so
il 0 0 

Legionella_uncultured_b
acterium 

0.0
001
410

5 

8.1
435

E-
05 Acetobacterium_sp. 0 0 

Acinetobacter_bauma
nnii 0 0 

Absconditabacteriales
_(SR1)_candidate_div
ision 0 0 

Absconditabacteriales
_(SR1)_uncultured_pr
okaryote 

0.0
001
932
7 

0.0
001
115

9 Abditibacterium_sp. 0 0 
Patescibacteria_CPR2_
uncultured_Clostridium 

0.0
001
410

5 

8.1
435

E-
05 

Acetothermiia__uncult
ured_bacterium 0 0 

Acinetobacter_kyongg
iensis 0 0 

Absconditabacteriales
_(SR1)_sp. 0 0 

ASV_21709 

0.0
001
932
7 

0.0
001
115

9 

Absconditabacteriales
_(SR1)__metagenom
e 0 0 

Prevotellaceae_uncultur
ed_Prevotella_sp. 

0.0
001
410

5 

8.1
435

E-
05 

Acholeplasma__uncult
ured_bacterium 0 0 Acinetobacter_sp. 0 0 

Absconditabacteriales
_(SR1)_SR1_bacteriu
m 0 0 

Bacteriovoracaceae_u
ncultured__bacterium 

0.0
001
932
7 

0.0
001
115

9 

Absconditabacteriales
_(SR1)__uncultured_b
acterium 0 0 Psychrobacter_sp. 

0.0
001
410

5 

8.1
435

E-
05 

Acholeplasma_axanth
um 0 0 Acinetobacter_towneri 0 0 

Absconditabacteriales
_(SR1)_uncultured_ca
ndidate 0 0 

Candidatus_Nomurab
acteria_sp. 

0.0
001
932
7 

0.0
001
115

9 

Absconditabacteriales
_(SR1)_candidate_div
ision 0 0 

Sandaracinaceae_uncult
ured__uncultured_soil 

0.0
001
410

5 

8.1
435

E-
05 

Acholeplasma_brassic
ae 0 0 Acremonium_fuci 0 0 

Absconditabacteriales
_(SR1)_uncultured_E
psilonproteobacteria 0 0 

Ruminiclostridium_me
tagenome 

0.0
001
932
7 

0.0
001
115

9 
Absconditabacteriales
_(SR1)_sp. 0 0 

Spirosomaceae_uncultur
ed__metagenome 

0.0
001
410

5 

8.1
435

E-
05 

Acholeplasma_laidlaw
ii 0 0 Actinobacillus_sp. 0 0 

Absconditabacteriales
_(SR1)_uncultured_or
ganism 0 0 

Gemmatimonas_phot
otrophica 

0.0
001
560
1 

9.0
07E
-05 

Absconditabacteriales
_(SR1)_SR1_bacteriu
m 0 0 

Patescibacteria_CPR2_
uncultured_Firmicutes 

0.0
001
158

5 

6.6
885

E-
05 Acholeplasma_morum 0 0 

Actinobacteria_0319-
7L14_uncultured_acti
nobacterium 0 0 

Absconditabacteriales
_(SR1)_uncultured_pr
okaryote 0 0 

ASV_292 

0.0
001
314
4 

7.5
889

E-
05 

Absconditabacteriales
_(SR1)_uncultured_ca
ndidate 0 0 Phenylobacterium_sp. 

0.0
001
158

5 

6.6
885

E-
05 Acholeplasma_sp. 0 0 

Actinobacteria_PeM15
_bacterium_rJ7 0 0 ABY1_sp. 0 0 

Acidimicrobiia_IMCC2
6256_uncultured_bact
erium 

9.3
888
E-
05 

5.4
206

E-
05 

Absconditabacteriales
_(SR1)_uncultured_E
psilonproteobacteria 0 0 Peptococcus_niger 

0.0
001
118

7 

6.4
586

E-
05 

Acholeplasmataceae_
EMP-
G18_uncultured_Molli
cutes 0 0 

Actinobacteria_PeM15
_metagenome 0 0 

Acanthopleuribacter__
uncultured_bacterium 0 0 



ASV_256 

8.4
499
E-
05 

4.8
786

E-
05 

Absconditabacteriales
_(SR1)_uncultured_or
ganism 0 0 

Acetobacteraceae_uncul
tured_alpha_proteobact
erium 

0.0
001
006

8 

5.8
127

E-
05 

Acholeplasmauncultur
ed_Acholeplasmatace
ae 0 0 

Actinobacteria_PeM15
_sp. 0 0 

Acetitomaculum__unc
ultured_bacterium 0 0 

C86_sp. 

8.4
499
E-
05 

4.8
786

E-
05 

Absconditabacteriales
_(SR1)_uncultured_pr
okaryote 0 0 Proteiniphilum_sp. 

0.0
001
006

8 

5.8
127

E-
05 Achromatium_sp. 0 0 

Actinobacteria_PeM15
_uncultured_soil 0 0 

Acetitomaculum__unc
ultured_rumen 0 0 

Slackia_exigua 

8.4
499
E-
05 

4.8
786

E-
05 ABY1_sp. 0 0 ASV_4527 

9.4
034

E-
05 

5.4
29E
-05 

Acidaminobacter__un
cultured_bacterium 0 0 

Actinobacteria_PeM15
uncultured_actinobact
erium 0 0 Acetitomaculum_sp. 0 0 

Acetobacteraceae_un
cultured_alpha_proteo
bacterium 

5.6
333
E-
05 

3.2
524

E-
05 

Acanthopleuribacter__
uncultured_bacterium 0 0 

Bacteroidales_RF16_gro
up_sp. 

9.4
034

E-
05 

5.4
29E
-05 

Acidaminococcaceae_
uncultured__bacteriu
m 0 0 Actinobacteria_sp. 0 0 

Acetivibrio_uncultured
_bacterium 0 0 

Cellvibrio_uncultured_
Cellvibrio 

5.6
333
E-
05 

3.2
524

E-
05 

Acetitomaculum__unc
ultured_bacterium 0 0 C0119__uncultured_soil 

9.4
034

E-
05 

5.4
29E
-05 

Acidibacter__metagen
ome 0 0 

Actinobacteria_uncult
ured__bacterium 0 0 

Acetoanaerobium_unc
ultured_bacterium 0 0 

Butyrivibrio_Eubacteri
um_sp. 

4.6
944
E-
05 

2.7
103

E-
05 Acetitomaculum_sp. 0 0 Collinsella_sp. 

9.4
034

E-
05 

5.4
29E
-05 

Acidibacter__uncultur
ed_bacterium 0 0 

Actinobacteria_uncult
ured__metagenome 0 0 Acetobacter_sp. 0 0 

Collimonas_sp. 

4.6
944
E-
05 

2.7
103

E-
05 

Acetivibrio_uncultured
_bacterium 0 0 

Gracilibacteria_metagen
ome 

9.4
034

E-
05 

5.4
29E
-05 Acidibacter_sp. 0 0 

Actinobacteria_uncult
ured__sp. 0 0 Acetobacteraceae_sp. 0 0 

Solirubrobacterales_6
7-
14__uncultured_bacte
rium 

4.6
944
E-
05 

2.7
103

E-
05 

Acetoanaerobium_unc
ultured_bacterium 0 0 

Phycisphaeraceae_SM1
A02_metagenome 

9.4
034

E-
05 

5.4
29E
-05 

Acidimicrobiia_IMCC2
6256_metagenome 0 0 

Actinobacteria_uncult
ured_Actinomycetales
_bacterium 0 0 

Acetobacteraceae_un
cultured__bacterium 0 0 

Flavobacterium_uncult
ured_Flavobacteriace
ae 

3.7
555
E-
05 

2.1
683

E-
05 Acetobacter_sp. 0 0 

Sphingobacteriales_env.
OPS_17_uncultured_soil 

9.4
034

E-
05 

5.4
29E
-05 

Acidimicrobiia_IMCC2
6256_sp. 0 0 

Actinobacteriota_MB-
A2-108_metagenome 0 0 

Acetobacteraceae_un
cultured__metagenom
e 0 0 

Kiritimatiellae_WCHB
1-
41uncultured_Verruco
microbia 

3.7
555
E-
05 

2.1
683

E-
05 Acetobacteraceae_sp. 0 0 Turneriella_sp. 

9.4
034

E-
05 

5.4
29E
-05 

Acidimicrobiia_IMCC2
6256_uncultured_bact
erium 0 0 

Actinobacteriota_MB-
A2-108_sp. 0 0 Acetobacterium_sp. 0 0 

Peptoclostridium_unc
ultured_organism 

3.7
555
E-
05 

2.1
683

E-
05 

Acetobacteraceae_un
cultured__bacterium 0 0 

WPS-
2hydrothermal_vent 

9.4
034

E-
05 

5.4
29E
-05 

Acidimicrobiia_IMCC2
6256_uncultured_soil 0 0 

Actinobacteriota_MB-
A2-
108_uncultured_bacte
rium 0 0 

Acetothermiia__uncult
ured_bacterium 0 0 

Anaerovoracaceae_F
amily_XIII_UCG-
004Eubacterium_sp. 

2.8
166
E-
05 

1.6
262

E-
05 

Acetobacteraceae_un
cultured__metagenom
e 0 0 

Methanobacterium_flexil
e 

8.6
886

E-
05 

5.0
164

E-
05 

Acidimicrobiia_IMCC2
6256uncultured_Acidit
errimonas 0 0 

Actinobacteriota_MB-
A2-
108uncultured_actino
bacterium 0 0 

Acholeplasma__uncult
ured_bacterium 0 0 

Gracilibacteria_JGI_0
000069-
P22Gracilibacteria_ba
cterium 

2.8
166
E-
05 

1.6
262

E-
05 

Acetobacteraceae_un
cultured__sp. 0 0 

Beijerinckiaceae_uncultu
red__uncultured_soil 

7.8
306

E-
05 

4.5
21E
-05 

Acidimicrobiia_IMCC2
6256uncultured_actin
obacterium 0 0 Actinomadura_sp. 0 0 

Acholeplasma_axanth
um 0 0 

Leptotrichia_wadei 

2.8
166
E-
05 

1.6
262

E-
05 Acetobacterium_sp. 0 0 

Niabella_uncultured_bac
terium 

7.8
306

E-
05 

4.5
21E
-05 

Acidimicrobiia_IMCC2
6256uncultured_Actin
omycetales 0 0 

Actinomyces__uncultu
red_bacterium 0 0 

Acholeplasma_brassic
ae 0 0 

Alphaproteobacteria_u
ncultured_Rhodospirill
aceae_bacterium 

1.8
778
E-
05 

1.0
841

E-
05 

Acetothermiia__uncult
ured_bacterium 0 0 Geodermatophilus_sp. 

6.7
119

E-
05 

3.8
751

E-
05 Acidimicrobiia_sp. 0 0 Actinomyces_dentalis 0 0 

Acholeplasma_laidlaw
ii 0 0 

Anaerovoracaceae_F
amily_XIII_UCG-
005Eubacterium_sp. 

1.8
778
E-
05 

1.0
841

E-
05 

Acholeplasma__uncult
ured_bacterium 0 0 

Candidatus_Woesebact
eria_uncultured_Microge
nomates 

5.7
924

E-
05 

3.3
442

E-
05 

Acidimicrobiia_uncultu
red__bacterium 0 0 

Actinomyces_graeveni
tzii 0 0 Acholeplasma_morum 0 0 

Chitinophagaceae_sp. 

1.8
778
E-
05 

1.0
841

E-
05 

Acholeplasma_axanth
um 0 0 

Acetoanaerobium_uncult
ured_bacterium 

5.5
933

E-
05 

3.2
293

E-
05 

Acidimicrobiia_uncultu
red__metagenome 0 0 Actinomyces_israelii 0 0 Acholeplasma_sp. 0 0 

Oligoflexia_0319-
6G20_marine__metag
enome 

1.8
778
E-
05 

1.0
841

E-
05 

Acholeplasma_brassic
ae 0 0 Acidisoma_sp. 

5.5
933

E-
05 

3.2
293

E-
05 

Acidimicrobiia_uncultu
red__sp. 0 0 Actinomyces_sp. 0 0 

Acholeplasmataceae_
EMP-
G18_uncultured_Molli
cutes 0 0 

Tyzzerella_sp. 

1.8
778
E-
05 

1.0
841

E-
05 

Acholeplasma_laidlaw
ii 0 0 Bifidobacteriaceae_sp. 

5.5
933

E-
05 

3.2
293

E-
05 

Acidimicrobiia_uncultu
red_Acidimicrobiia 0 0 

Actinomyces_unidentif
ied 0 0 

Acholeplasmauncultur
ed_Acholeplasmatace
ae 0 0 

009E01-B-SD-
P15__uncultured_bact
erium 0 0 Acholeplasma_morum 0 0 

Methylomonas_uncultur
ed_bacterium 

5.5
933

E-
05 

3.2
293

E-
05 

Acidimicrobiia_uncultu
red_actinobacterium 0 0 

Actinomycetaceae_F0
332_uncultured_bacte
rium 0 0 Achromatium_sp. 0 0 

1013-28-
CG33__uncultured_so
il 0 0 Acholeplasma_sp. 0 0 ASV_6240 

4.7
017

E-
05 

2.7
145

E-
05 

Acidimicrobiia_uncultu
red_Actinomycetales 0 0 

Actinomycetaceae_F0
332unidentified 0 0 

Acidaminobacter__un
cultured_bacterium 0 0 

Abditibacterium_sp. 0 0 

Acholeplasmataceae_
EMP-
G18_uncultured_Molli
cutes 0 0 ASV_20280 

4.4
746

E-
05 

2.5
834

E-
05 

Acidimicrobiia_uncultu
red_bacterium_YC-
ZSS-LKJ199 0 0 

Actinomycetaceae_un
cultured__bacterium 0 0 

Acidaminococcaceae_
uncultured__bacteriu
m 0 0 

Absconditabacteriales
_(SR1)__metagenom
e 0 0 

Acholeplasmauncultur
ed_Acholeplasmatace
ae 0 0 ASV_20283 

4.4
746

E-
05 

2.5
834

E-
05 

Acidiphilium__uncultur
ed_bacterium 0 0 

Actinomycetaceae_un
cultured__metagenom
e 0 0 

Acidibacter__metagen
ome 0 0 

Absconditabacteriales
_(SR1)__uncultured_b
acterium 0 0 Achromatium_sp. 0 0 

Campylobacter_concisu
s 

4.4
746

E-
05 

2.5
834

E-
05 Acidiphilium_sp. 0 0 

Actinomycetaceae_un
cultured__rumen 0 0 

Acidibacter__uncultur
ed_bacterium 0 0 

Absconditabacteriales
_(SR1)_candidate_div
ision 0 0 

Acidaminobacter__un
cultured_bacterium 0 0 Cellulosimicrobium_sp. 

4.4
746

E-
05 

2.5
834

E-
05 Acidisoma_sp. 0 0 

Actinomycetaceae_un
cultured__sp. 0 0 Acidibacter_sp. 0 0 

Absconditabacteriales
_(SR1)_sp. 0 0 

Acidaminococcaceae_
uncultured__bacteriu
m 0 0 

Chloroplast_Juniperus_v
irginiana 

4.4
746

E-
05 

2.5
834

E-
05 

Acidithiobacillaceae_K
CM-B-112_sp. 0 0 

Actinomycetospora_s
p. 0 0 

Acidimicrobiia_IMCC2
6256_metagenome 0 0 

Absconditabacteriales
_(SR1)_SR1_bacteriu
m 0 0 

Acidibacter__metagen
ome 0 0 Corynebacterium_sp. 

4.4
746

E-
05 

2.5
834

E-
05 

Acidithiobacillus_ferro
oxidans 0 0 

Actinoplanes_garbadi
nensis 0 0 

Acidimicrobiia_IMCC2
6256_sp. 0 0 

Absconditabacteriales
_(SR1)_uncultured_ca
ndidate 0 0 

Acidibacter__uncultur
ed_bacterium 0 0 Hydrogenophilus_sp. 

4.4
746

E-
05 

2.5
834

E-
05 

Acidobacteria_bacteri
um 0 0 Actinoplanes_sp. 0 0 

Acidimicrobiia_IMCC2
6256_uncultured_bact
erium 0 0 

Absconditabacteriales
_(SR1)_uncultured_E
psilonproteobacteria 0 0 Acidibacter_sp. 0 0 

Oligoflexia_0319-
6G20__uncultured_soil 

4.4
746

E-
05 

2.5
834

E-
05 

Acidobacteriaceae_(S
ubgroup_1)_sp. 0 0 Actinotalea_sp. 0 0 

Acidimicrobiia_IMCC2
6256_uncultured_soil 0 0 

Absconditabacteriales
_(SR1)_uncultured_or
ganism 0 0 

Acidimicrobiia_IMCC2
6256_metagenome 0 0 

Spirosoma_uncultured_
bacterium 

4.4
746

E-
05 

2.5
834

E-
05 

Acidobacteriae_Elev-
16S-1166_sp. 0 0 Actinotignum_sp. 0 0 

Acidimicrobiia_IMCC2
6256uncultured_Acidit
errimonas 0 0 



ABY1_sp. 0 0 
Acidimicrobiia_IMCC2
6256_sp. 0 0 

Candidatus_BabelaCan
didatus_Babela 

3.3
56E
-05 

1.9
376

E-
05 

Acidobacteriae_Elev-
16S-
1166_uncultured_bact
erium 0 0 

Adhaeribacter__meta
genome 0 0 

Acidimicrobiia_IMCC2
6256uncultured_actin
obacterium 0 0 

Acanthopleuribacter__
uncultured_bacterium 0 0 

Acidimicrobiia_IMCC2
6256_uncultured_bact
erium 0 0 

Candidatus_Falkowbact
eria_uncultured_anaero
bic 

3.3
56E
-05 

1.9
376

E-
05 Acidobacteriae_sp. 0 0 

Adhaeribacter__uncult
ured_soil 0 0 

Acidimicrobiia_IMCC2
6256uncultured_Actin
omycetales 0 0 

Acetitomaculum__unc
ultured_bacterium 0 0 

Acidimicrobiia_IMCC2
6256_uncultured_soil 0 0 

Hyphomicrobium_vulgar
e 

3.3
56E
-05 

1.9
376

E-
05 

Acidocella__unculture
d_bacterium 0 0 Adhaeribacter_sp. 0 0 Acidimicrobiia_sp. 0 0 

Acetitomaculum__unc
ultured_rumen 0 0 

Acidimicrobiia_IMCC2
6256uncultured_Acidit
errimonas 0 0 Legionella_beliardensis 

3.3
56E
-05 

1.9
376

E-
05 

Acidothermus__uncult
ured_bacterium 0 0 Advenella_sp. 0 0 

Acidimicrobiia_uncultu
red__bacterium 0 0 

Acetitomaculum_sp. 0 0 

Acidimicrobiia_IMCC2
6256uncultured_actin
obacterium 0 0 

Solirubrobacterales_67-
14_uncultured_Rubroba
cteria 

3.3
56E
-05 

1.9
376

E-
05 Acidothermus_sp. 0 0 

Aenigmarchaeales_sp
. 0 0 

Acidimicrobiia_uncultu
red__metagenome 0 0 

Acetivibrio_uncultured
_bacterium 0 0 

Acidimicrobiia_IMCC2
6256uncultured_Actin
omycetales 0 0 

Turicella_uncultured_ba
cterium 

3.3
56E
-05 

1.9
376

E-
05 Acidovorax_sp. 0 0 Aenigmarcheota_sp. 0 0 

Acidimicrobiia_uncultu
red__sp. 0 0 

Acetoanaerobium_unc
ultured_bacterium 0 0 Acidimicrobiia_sp. 0 0 

Oligoflexales_uncultured
__soil 

2.8
962

E-
05 

1.6
721

E-
05 

Acinetobacter__metag
enome 0 0 Aequorivita_sp. 0 0 

Acidimicrobiia_uncultu
red_Acidimicrobiia 0 0 

Acetobacter_sp. 0 0 
Acidimicrobiia_uncultu
red__bacterium 0 0 Aerococcus_sp. 

2.2
373

E-
05 

1.2
917

E-
05 

Acinetobacter_bauma
nnii 0 0 Aerococcaceae_sp. 0 0 

Acidimicrobiia_uncultu
red_actinobacterium 0 0 

Acetobacteraceae_un
cultured__bacterium 0 0 

Acidimicrobiia_uncultu
red__metagenome 0 0 

Parcubacteria_metagen
ome 

2.2
373

E-
05 

1.2
917

E-
05 

Acinetobacter_kyongg
iensis 0 0 

Aerococcaceae_uncul
tured__bacterium 0 0 

Acidimicrobiia_uncultu
red_Actinomycetales 0 0 

 


