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 g2-feature-classifier) trained for each primer pair by extracting the corresponding hypervariable
region from the SILVA database (as of November 12,2020).

Ultrasonic
Assistant Operator Patient Saliva Waterline
Mea Mea Mea Mea Mea Mea
n n n n n n
relat relat relat relat relat relat
Taxon ID ive jg\j/ Taxon ID ive g:: Taxon ID ive g:: Taxon ID ive g;?/ Taxon ID ive gg Taxon ID ive 3;?]
abu abu abu abu abu abu
nda nda nda nda nda nda
nce nce nce nce nce nce
0.88 0.03 091 0.03 041 0.02 0.51 0.03 0.01 0.00 0.08 0.00
613 679 567 525 857 640 822 163 ASV_ 346 835 328 220 780
Uncultured_Vulcanib 444 586 Uncultured_Vulcanib 2 360 Uncultured_Vulcaniba 193 600 Uncultured_Vulcanib 114 234 - 883 397 Uncultured_Vulcaniba 531 293
acterium 5 3 acterium 8 cterium 3 8 acterium 8 4 2 2 cterium 1 5
0.75 0.02 0.81 0.03 0.38 0.45 0.02 0.01 0.00 0.07 0.00
044 865 725 676 201 0.02 526 562 ASV_305 593 292 973 689
Uncultured_Vulcanib 374 749 Uncultured_Vulcanib 418 075 Uncultured_Vulcaniba m 596 Uncultured_Vulcanib 015 199 - 662 826 Uncultured_Vulcaniba 372 508
acterium 7 2 acterium 2 5 cterium 7 621 acterium 8 6 7 2 cterium 2 4
0.08 0.06 0.00 0.04 0.00 0.02 0.00 0.01 0.00 c1 0.07 0.00
Schlegelella_uncultur 015 0.00 Schlegelella_uncultur 120 638 Treponema_denticola 0;17 844 Treponema_denticola 99 731 Solobacterium_moorei ot1 070 BO;15 uncultured_ga 517 976
ed_bacterium 587 846 ed_bacterium 397 549 - 585 246 - 573 814 - 037 320 mma_ -9 795 508
1 083 2 7 5 3 4 6 7 8 1
0.01 0.00 0.00 0.02 0.00 0.02 0.00 0.00 0.00 0.06
Rhodococcus_erythr 102 0.00 Rhodococcus_erythr 071 Schlegelella_unculture 951 337 877 669 . 882 075 569 0.00
opolis 579 | 078 | opolis gzg 727 | d_bacterium 91 | ors | ASV-25%6 705 | 402 | Rothia_aeria 458 | o5 | ASV-IM 833 | 853
5 122 3 2 3 7 2 8 5 9 037
0.00 0.00 Acetobacteraceae_u 0.00 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.05 0.00
Brevundimonas_dimi 704 060 ncultured_alpha, p?ct 814 or4 Streptococcus_mutans 628 365 ASV_292 070 433 Treponema_denticola br7 088 Denitratisoma_sp. ot 369
nuta 342 204 eobacteriom 652 392 - 022 863 - 1“4 679 - 984 406 - 566 724
2 3 8 8 3 7 5 9 1 8 3 1
Acetobacteraceae_u 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 0.05 0.00
- 527 048 778 175 Rhodococcus_erythro 244 153 Schlegelella_uncultur 535 0.00 ” - 0.00 319 745
gggg‘;z:’ia;'phafpm‘ 126 | og91 | ASV-22 991 | 149 | polis 818 | 896 | ed bacterium 560 | 149 | Filfactorsp. géz 0gg | ASV-164 775 | 406
8 4 5 8 9 6 5 017 116 7 5
0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 Desulfobacterota. unc 0.03
517 069 698 165 " 929 141 Rhodococcus_erythr 483 0.00 - 602 084 - 410 0.00
ASV_363 377 265 ASV_256 o7 613 Actinomyces_israelii 850 301 opolis 586 160 Leptotrichia_wadei 845 124 :Ié:l'sdjesu\furomon 201 431
4 9 8 2 7 6 7 692 8 8 s 5 96
0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00
479 049 Brevundimonas_dimi 645 076 . 834 149 Streptococcus_mutan 421 217 543 17 536 175
ASV_1208 376 957 nuta 3 102 Cryptobacterium_sp. 462 132 s 767 395 Prevotella_micans 33 830 ASV_211 876 818
3 6 3 2 4 3 1 8 4 5 9 2
0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00
ASV_366 453 060 Rothia_aeria 609 099 Brevundimonas_dimin 795 062 Rothia._aeria 201 139 Prevotella_ nigrescens 533 061 Thioclava_uncultured 383 309
- 827 415 - 062 560 uta 679 252 - 343 275 g 179 338 _bacterium 938 248
9 8 3 2 9 8 6 3 3 1 5 3
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00
Lactobacillus_corynif 445 115 583 143 687 150 Prevotella_nigrescen 833 148 490 096 Obscuribacteraceae_ 006 095
ormis 53 | oa7 | ASV-366 1o | os1 | ASVATE w8 | a9 | s 219 | 259 | Steplococcusmutans | 55 | pgp | gp a8 | 39
9 1 7 8 1 7 8 5 7 1 3 7
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
0.00 Acetobacteraceae_u o : 0.00 0.00
406 032 581 142 " 105 - 726 070 Butyrivibrio_Eubacteriu 066 142
ASV_720 149 097 ASV_363 366 504 Jonquetella_anthropi 559 204 ncu\lured_,a\ pha_prot 515 440 m_sp. 453 928 ASV_800 982 33
539 eobacterium 547 428
3 8 4 3 3 8 4 5 6
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Corynebacterium_pro 346 0.00 Chloroplast_Cinnamo 568 146 489 0.00 Brevundimonas_dimi 722 072 388 044 857 160
pinquum 0% | 082 | mum_camphora 761 | g3 | ASV-256 185 | o2 | nuta g2 | 723 | ASV-25%6 722 | eor | ASV-E2 196 | 759
4 635 8 7 7 013 3 3 8 4 6 4
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
345 039 562 0.00 o 093 563 18 " 317 045 796 091
ASV_709 878 141 ASV_709 565 082 ASV_305 ggg 133 ASV_305 395 234 Prevotella_baroniae 044 829 ASV_897 382 940
5 4 1 394 7 1 5 1 6 3 8
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
049 507 108 464 0.00 Treponema_maltophil 463 116 360 042 Singulisphaera_lsosp y 078
ASV_202 N9 | s | SV w4 | gr2 | PSR 48 | o1 | um 495 | s | SV 066 | 303 | haerasp. 5 | o
5 2 5 8 15 1 1 4 4 7
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Dehalococcoidia_RB 3N 080 055 : 446 0.00 459 056 338 052 Simkaniaceae_uncult 622 0.00
G-13-46-9_sp 03 | 455 | ASVT0 ;‘gi g8 | Rothia_aeria o2 | o0 | ASVTO9 995 | 787 | Peptococous.sp. 196 | 879 | ured_Candidatus 852 | o084
1 6 4 7 223 8 4 6 5 8 428
0.00 0.00 0.00 0.00 0.00 0.00 : 0.00 0.00 0.00 0.00
0.00 Clostridia_vadinBB60_g
" 307 0.00 Corynebacterium_my 396 102 079 439 071 o -~ 283 045 609 068
Methylopilaceae_sp. 266 079 cetoides 108 274 ASV_678 gg? 464 ASV_346 11 226 zllijpﬁ Clostridiales_bact 070 604 ASV_1021 378 984
9 336 4 7 1 9 3 8 3 6 7
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Lawsonell wnculure | 293 | 048 [ o a6 | oy | Acelobacteraccaeun | 080 | par | e @2 | 111 | Campyjobacter concisu | 279 | o7 | Egephobecuumunc ) 000 | oy
d_bacterium 403 | 909 -SP- 692 | 515 o_élpha._p 649 - 70 | 585 | s 39 | 532 -hitnophiag 446
bacterium 8 ceae 461
7 3 6 6 4 3 9 3 1 9
0.00 0.00 o 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
ASV 6158 a8 | ot ?:;':f”:ﬁfea;;g( 318 | 082 | Lawsonelo ncutre | 365 | 083 | oo . I . 188 | 045 | Legionellaceaeuncul | 513 | 114
- 820 | gor | GOS0 g57 | 364 | d_badterium 284 | 581 P - 080 | 083 - 358 | 197 | tured Legionellasp. | 260 | 816
4 1 1 4 6 9 8 3 7 4 2 3
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
276 071 315 061 y 029 402 o7 Actinomycetaceae_F03 182 018 479 102
ASV_8561 500 | 402 | ASV-6187 757 | se2 | ASV-TO9 0| | SV 609 | 097 | 32unidentiied o7 | 731 | ASVAB 25 | 22
2 4 4 2 1 6 9 9 5 7 5
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 Amb-165- 0.00
276 071 Cellvibrio_uncultured 306 044 338 056 396 o7 178 046 371 0.00
Isosphaera_sp. 540 402 Cellvibrio 119 521 ASV_346 516 757 ASV_363 754 506 ASV_1443 647 126 : eCirizuiin;unculturetLbac 012 045
2 4 9 9 9 5 5 5 7 6 4 913
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Chloroplast_Melosira 048 Dermatophilaceae_u 299 077 335 086 " S 394 054 Lachnospiraceae_uncult 169 043 270 038
_varians 215 | 905 | ncultured_bacterium | 966 | 451 | ASV-51 055 | 510 | Actnomycesistaeli | g | gi7 | yred_Eubacteriumsp. | 405 | 740 | ASV-366 08 | 82
94
6 7 1 1 9 1 2 4 3 8 5
alphaprotecbacteria 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
unpcultpure 4 ba merii 269 067 Lactobacillales_P5D1 288 0.00 Solobacterium_moorei 290 038 Ruminococcaceae_u 37 096 Streptococcus_anginos 161 018 Schlegelella_uncultur 260 031
m — 009 321 -392_sp. 138 074 - 553 175 ncultured__rumen 939 034 us 816 099 ed_bacterium 942 195
2 3 3 397 5 7 2 3 6 8 8 1
0.00 0.00 Alphaprotecbacteria 0.00 0.00 Amb-16S- 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
264 068 P 261 067 280 072 361 093 Pyramidobacter_piscole 149 036 231 034
ASV_3442 304 266 xzﬁ\gjrigﬁ;aubacte 615 548 l gﬁ%uncu\tured,bad " 479 ASV_4644 607 366 ns 671 502 ASV_363 21 795
8 4 -4 7 9 1 3 6 7 5 8 2 8
Srodobsctorcsze | gqy’ | gy | Sacerscnaceze wn | g’ | (g o | ‘s 0w | g e | 0 | ocoueurestect | 5 | 029
_uncultured__metage 176 435 cultured_Myxococcal 527 976 ASV_720 044 062 Prevotella_baroniae 361 244 Leptotrichia_hofstadii 131 068 erium - 178 279
nome 8 6 | 2 8 4 6 135 7 3 3 3 7




LR p— o | oo o | o 00 | 00 | s | 20 |
Citricoccus_sp. 100 157 nc_ultu red_cyanobact 618 451 Prevotella_nigrescens 705 3 ASV_476 023 26 Bacteroides_pyogenes 499 817 cultureq,a\pha,prote 079 284
6 7 | erium 6 2 7 8 7 2 8 g | obacterium 7 3
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
. 248 045 249 064 Aliterella_uncultured_b 247 064 337 042 . 141 027 Rhodococcus_erythro 135 016
Tepidimonas_sp. 031 727 Ramlibacter_sp. 618 451 acterium o 018 ASV_720 084 253 Bulleidia_extructa 905 127 polis 163 457
4 1 6 2 6 2 6 3 4 5 4 4
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Chloroplast_Chlorella 247 063 Paracaedibacteracea 247 064 . - 238 061 Singulisphaerauncult 299 0.00 139 036 113 014
heliozoae 00 | 785 | esp. o1 | or3 | Leplobichiahofstadi | o5 | 551 | Ured_eubacterium 617 | o7 | ASYV-1665 811 | ogg | ASV-2649 403 | 839
7 6 8 1 4 4 7 361 3 1 7 6
. 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Bacteradaes RF16 | 245 | 063 | Oligoflenales wncutu | 261 | 027 | o 00 257 | 000 | Olgofloeles et | 0% | 071 | Wetamycopasmasabv | 135 | 025 | o e 109 | 0%
group! - 813 468 red__soil 855 937 - 781 061 red__soil 849 [ arium 656 228 = 185 488
phyromonadaceae 5 8 3 9 8 205 806 4 6 9 4 9
0.00 0.00 Hungateiclostridiacea 0.00 0.00 Rubinisphaeraceae_ 0.00 0.00 0.00 0.00 0.00 0.00
" 234 060 e_UCG- 240 0.00 223 0.00 SH- 286 052 132 034 Obscuribacteraceae_ 100 021
Segetibacter_sp. 499 | 547 | of2.uncuturedbact | 686 | og2 | ASV-383 215 | 027 | PL14_uncutured pl | 744 | o003 | ASV-2T79 237 | 143 | metagenome 82 | 055
6 5 erium 5 145 2 1 anctomycete 8 9 5 6 8 3
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Prevotella,_veroralis 225 058 Perlucidibaca_uncult 240 0.00 Treponema. panvum 213 055 Actinomycetaceae_F 275 033 Stomatobaculum_uncult 1'32 034 ASV 3132 098 018
- 119 125 ured_bacterium 686 062 P P 864 219 0332unidentified 418 174 ured_bacterium 044 093 - 583 1
6 6 5 145 9 7 1 8 6 4 5
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
212 0.00 Anaerococcus_hydro 239 061 p 037 — y 069 Corynebacterium_duru 129 016 Brevundimonas_dimi 096 019
ASV_256 255 | 033 | genalis 080 | g2 | ASV-2080 22| o | Praseliysts s B e |m 674 | 669 | nua 738 | s
3 149 8 8 1 8 1 5 5 4
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Cellvibrio_uncultured 208 027 DEV114_uncultured_ 230 0.00 Corynebacterium_prop 207 039 Georgenia_unculture 262 067 Candidatus_Saccharimo 128 023 ASV 709 091 013
_Cellvibrio 886 614 verrucomicrobium 221 059 inquum 180 007 d_bacterium 850 867 nasTM7_phylum 421 683 - 560 556
6 5 9 443 3 3 5 7 1 5 6 5
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
205 053 228 058 " 206 037 255 065 : 125 017 089 014
ASV_7220 640 096 Actinoplanes_sp. 255 935 Tannerella_forsythia 208 725 ASV_4892 It 877 Eubacterium_nodatum 958 925 ASV_720 278 409
4 1 6 3 7 2 5 3 7 4 8 8
Methylomonadaceae 0.00 0.00 0.00 0.00 Anaerovoracaceae_Fa 0.00 0.00 0.00 0.00 0.00 0.00 0.00 9.38
uncxlture 4 metage 205 053 Selenomonadaceae_ 222 057 mily_XIIl_UCG- 202 052 ASV 6651 247 064 Alloscardovia_omnicole 124 027 ASV_ 1862 083 732
ome — 9 640 096 uncultured__rumen 376 47 006Peptostreptococca 199 207 - 959 022 ns 908 602 - 284 E-
4 1 7 4 ceae_bacterium 6 7 5 9 9 2 1 05
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
KaistiaRhizobiales_(r 199 051 Caenarcaniphilales_ 219 056 Actinomycetaceae_F0 193 044 Treponema. panvum 247 063 ASV 476 118 023 Gammaproteobacteri 082 021
hizobacteria) 723 568 microbial_mat 757 ™ 332unidentified 228 P P 574 923 - 656 731 a_PLTA13_sp. 279 244
13
5 4 2 1 9 9 6 7 1 1 4
0.00 0.00 Hydrogenedensacea 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Parabacteroides_mer 199 051 yuncﬂ\tured bacteri 219 056 Metamycoplasma_sali 173 025 Treponema_lecithinol 243 033 Treponema_lecithinolyti M 015 ASV 3215 081 014
dae 723 568 EE\ pacte 757 41 varium 192 182 yticum 589 691 cum 176 821 - 550 162
5 4 2 1 5 7 1 9 3 6 7 8
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
0.00 Planctomycetes_unc .
050 — 219 056 Mogibacterium_timidu 167 043 . . 239 061 Porphyromonas_catonia m 014 081 020
ASV_6633 ; gg 814 :Iégr;d}landomycet 757 741 m 851 330 Symbiobacterium_sp. 678 884 e 172 208 ASV_1642 311 904
1 2 1 6 1 4 7 6 9 4 5
0.00 0.00 Prevotellaceae_UCG 0.00 0.00 0.00 0.00 0.00 Anaerovoracaceae_Fa 0.00 0.00 0.00 0.00
Rikenella_uncultured 196 050 - 219 056 Anaerolineaceae_bact 166 035 Bryobacter_unculture 216 0.00 mily XIUCG- 105 017 ASV 2180 074 013
_bacterium 802 814 003_uncultured_Bact 757 ™ erium 467 591 d_bacterium 964 056 Oozéubazler\um s 521 198 - 991 435
1 eroidales 2 1 9 6 02 5P 2 2 1 3
. 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Si';‘;':g;epgztfnpu‘ 196 | 050 | o e 193 | 043 | Celibriouncultured_ | 164 | 0.0 Kﬁfgﬁy:ﬁf{‘;ﬁ“i 20090 054 | Megasphaera_micronuc | 103 | 026 | Saccharimonadalesu | 074 | 0.00
m - 672 780 - 523 143 Cellvibrio 020 016 - - 937 205 iformis 887 823 ncultured_organism 806 019
5 6 1 8 9 761 P 5 5 6 5 315
0.00 0.00 0.00 0.00 0.00 Anaerovoracaceae_F 0.00 0.00 0.00 0.00 0.00
Perigandua ipomoe | 187 | 0.00 | Acinetobacter kyong | 192 | 0d9 | 163 | 030 | amilyXIl_UCG- S| oo | AnaeloworececeacFa | ggs | ot | o s0sa7 o1 | o8
ae 599 048 giensis 215 629 P - 274 285 006Peptostreptococc 932 204 Oogéubazler\um 5 722 860 - 994 588
7 438 3 8 8 3 aceae_bacterium 2 5P 7 4 2 8
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 Terrimicrobiaceae_Fu 0.00 0.00
184 042 192 049 Candidatus_Aquirestis p 041 209 037 Parvimonas_Peptostrep . 023 - 071 018
ASV_3443 a57 | gor | Burkholderidles s 515 | 629 | uncultured bacterum | 100 | eso | ASV-B78 694 | 688 | tococcaceae bacterium | 020 | 254 | KuN18feshwalergr | gy | ggg
352 065 oup_sp.
1 7 3 8 9 8 4 7 2 8
0.00 0.00 Phycispharaceae_u 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 6.91
Sharpea_uncultured_ 182 047 hy 192 049 L 157 040 Fretibacteriumuncultu 200 051 083 014 . 071 453
bacterium d05 | o7y | DU MEGGNO | 55 | gpg | AlbEnchibus P g5 | 564 | red Frebacerum | 521 | 774 | ASY-68 883 | 231 | Rohiaseria W | E
6 1 3 8 9 6 2 4 1 2 4 05
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 . . 0.00 0.00
0.00 Candidatus_Obscurib
Acinetobacter_towner 175 045 Saprospiraceae_OLB 192 049 152 039 . 051 073 019 o 066 017
i 410 290 8.p. 215 629 ASV_4513 850 468 Chloroflexia_sp. ;39 624 ASV_513 990 104 iecrtii:ﬁ uncultured_bac 851 261
6 8 3 8 8 2 3 5 3 8 1
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
172 044 191 049 y 037 Pyramidobacter_pisc 198 051 " : 070 018 066 017
ASV_7457 201 462 Gaiellales_sp. 984 570 Roseomonas_lacus ;gg 620 olens 503 276 Simonsiella_muelleri 516 207 ASV_1760 675 215
7 3 6 2 9 9 7 3 2 3 5
0.00 0.00 0.00 0.00 Gammaproteobacteria 0.00 0.00 0.00 0.00 0.00 0.00
Saprospiraceae_OLB 17 044 Bdellovibrio_uncultur 188 048 144 037 " 180 0.00 " 065 0.00 061 015
8. metagename 581 | 302 | ed Bdelovibrionales | 867 | 765 aﬁﬁ;"sﬁﬁ:%u“ 367 | 275 | Pantibactersp. 702 | osp | Neisseriabacilfomis | g5y | 5 | ASV.4280 as | em2
8 2 9 5 -9 5 5 6 167 2 995 7 7
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 8.35
Actinomycetaceae_F03 !
169 029 187 048 143 018 Lawsonella_unculture 173 023 iy 062 010 Leptospirauncultured 057 946
ASV_1337 43 | oo | ASV-5 630 | a45 | ASV-306 676 | 570 | d bacterium g5 | a5 | J2wmuuredbaceiu gy |57 | Spirochaetales 959 E-
1 5 3 9 5 2 9 9 6 6 5 05
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 N 0.00 0.00
Phacodactibacter | 168 | 043 | o oo 163 | 047 | Roizobioes Aogow | 00 | op5 | ESgerneleceae DN\ qzy gy | 061 | ot5 | Peraceedbaderaces | gg5 | iy
metagenome 996 634 - 557 394 neultured_sludge 070 A - 012 671 - 032 758 ~ - 566 605
558 bacterium acteraceae
8 8 7 4 7 9 7 7 6 9 5
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
Lactobacillus_sanfran 168 043 ASV 5749 181 046 Butyrivibrio_Eubacteri 136 024 SelenomonasSchwar m 044 Prevotellauncultured_Pr 060 015 ASV 4670 055 014
ciscensis 839 594 - 723 920 um_sp. 668 734 tzia_sp. 565 297 evotella 926 731 - 291 276
7 2 8 9 5 1 9 3 1 7 3
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 6.96
Chlamydiaceae_uncu 160 041 181 043 Shuttleworthia_satelle 136 025 168 043 L " 060 012 Meiothermus_uncultu 053 706
Htured_organism gs7 | 533 | Hviemonelasp. 3 | 123 | s 060 | s4g | ASV-54 575 | 55 | Leploichia shahi 05 | 573 | red_Deinococsi 994 E-
9 3 6 8 7 6 2 9 8 4 4 05
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 7.07 0.00 0.00
159 035 ‘ 046 135 0.00 Mogibacterium_timid 167 043 058 856 053 013
ASV_6292 875 g3 | Occallatibacter_sp. é g? 651 ASV_3100 008 034 um %5 363 | ASV_366 038 . | ASV_4800 665 856
4 8 6 4 859 6 4 1 05 5 4
0.00 0.00 0.00 0.00 Dehalococcoidia RBG 0.00 0.00 0.00 0.00 0.00 0.00
Oscillospirales_UCG- 159 028 ASV 9280 177 045 1346 - 132 034 ASV 5701 162 0.00 Prevotella multiformis 055 014 Chloroflexi_OLB14_u 052 8.03
010_metagenome 317 874 = 758 896 guncultured sludge 459 200 - 762 042 - 334 287 ncultured_bacterium 132 58E
4 4 9 sludg 1 8 3 025 1 2 6 -05
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 5.98 0.00 0.00
Lactobacillus_delbrue 156 040 168 043 Oligoflexales_uncultur 128 013 Selenomonadaceae_ 162 041 . 052 127 051 013
ki 547 | app | ASV-10043 188 | 426 | ed_soi 643 | 682 | uncultured_sp 32 | ogp1 | Parvimonas sp. 053 | ASV-13441 a4 | om
5 4 4 1 9 4 8 9 7 05 5 7
. . Defluviital . . . . . . 7. .
Bacillus_coagulans | o ASV_9484 | o | Sy iroryd | o ASV_363 w | s ASV_5085 05 o
-00ag 060 294 - 434 231 011_uncultured_rume 768 6%8 | - - 763 217 - 858 E- - 178 348
3 6 1 3| n 9 8 2 9 4 05 9
0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 7.63 . ! 0.00 9.09
" . 0.00 Candidatus_Bealeia
. N 156 040 167 043 Fretibacteriumuncultur 121 031 162 026 " 442 A = 050 926
Rothia_aeria 060 204 Mangroviflexus_sp. 434 231 ed_Frefibacterium 190 201 ASV_3639 879 316 Eggerthia_catenaformis 047 E. unculture_d_A\ phaprot 507 E.
3 6 1 3 1 1 9 7 084 | g5 | eobacteria 4 05
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042 011 033 391 Erysipelotrichaceae_s 026 015 030 285 " Legionella_metageno 282 365
Rhodocyclaceae_sp. 895 075 ASV_2285 710 E p. 491 E Mycobacterium_sp. 904 E. Ahniella_metagenome me E. E.
4 5 1 05 8 05 9 05 05 05
Solirubrobacterales_ 0.00 0.00 0.00 8.61 0.00 6.84 0.00 8.00 737 1.90
- 042 o1 Bacillus_ 033 716 Isosphaeraceae_uncul 026 015 Rhodoluna_st 030 285 Ahniella_uncultured_ba Treponema_ denticola 282 365
14_uncultured_Rubro | 895 | 075 5P 374 E- | tured_metagenome 491 E- 5P 994 E | cterom ponerma._ E- E-
bacteraceae 4 5 1 05 8 05 9 05 05 05
0.00 0.00 0.00 8.61 0.00 6.84 0.00 8.00 7.36 1.90
Sporichthya_uncultur 042 o1 Sphaerochaeta_glob 033 716 Methyloligellaceae_un 026 015 Selenomonas_lacticif 030 285 829 248
ed_bacterium 895 | 075 | osa a7 E | cultured_bacterium 491 E | e 994 E. | Akkermansia_sp. ASV_20495 E- E
4 5 1 05 8 05 9 05 05 05
0.00 0.00 0.00 8.51 Burkholderia- 0.00 6.77 0.00 7.98 719 1.85
Sporomusaceae_unc 042 o011 032 251 . 026 813 030 511 Akkermansia_unculture 048 657
ultured_sp. 895 | o75 | Methanosaeta_sp. 968 E | e 251 g | Chlamydie_sp 926 E | d bacterium ASV_16300 E- E
4 5 8 05 5P 6 05 2 05 05 05
0.00 0.00 : 0.00 8.51 0.00 6.77 0.00 7.98 0.00 1.76
Dehalococcoidia S08 | 0é2 | ofo | jrosclaceae OB | oy | sy | s 026 | 813 | Themincolauncuture | 030 | St |y Acidimicrobiia_IMCC2 | 006 | 616
5.5p. 523 | o9 | - 968 E- gua_Sp. 251 E- | d_Clostridiales 926 E- 9 5P 6256_uncultured_soil | 840 E-
8 6 8 05 6 05 2 05 3 05
0.00 0.00 0.00 8.51 6.69 0.00 771 0.00 1.76
- . Eggerthellaceae_DNF 0.00
Sulfurospirillum_uncu 042 010 Ruminococcaceae_u 032 251 329 029 145 " 006 616
tured_soil 523 | 979 | ncultured_sp. 968 E- ?Sﬁ?ﬁf“"“‘“"’e"fha“ ggg E. | ASV.16330 866 g | Alwaligenes_sp. ASV_19866 840 E
8 6 8 05 05 3 05 3 05
0.00 8.12 0.00 8.51 0.00 3.87 Firmicutes. D8A- 0.00 7.66 0.00 1.76
Flavobacterium_linda 042 347 Turicella_uncultured_ 032 251 Caulobacter_metagen 025 407 - . 029 203 006 616
nitolerans 401 E | bacterium 968 E | ome 489 E- | 2moulred bade | g7, £ | Aldibactersp. ASV_19672 840 E
9 05 8 05 7 05 9 05 3 05
Candidatus_Dichloro g 4020 00?8 33020 %3% 32050 %g; 32090 702; 80060 16?2
methanomonas_uncu ASV_18786 ASV_17511 Actinomadura_sp. Algoriphagus_sp. Myxococcota_sp.
ltured. bacterium 310 924 450 E- 476 E- 205 E- 840 E-
- 1 4 7 05 6 05 6 05 3 05
000 | 0.00 000 | 837 000 | 657 000 | 754 000 | 176
Actinobacteriota_MB- o041 010 Candidatus_Megaira 032 873 025 803 029 085 Algoriphagus_unculture 006 616
A2-108_sp. 52 | 739 | _sp. 450 g | ASV17516 476 g | ASV-82T5 205 E | d Bacterodetes Roseomonas_sp. 840 E
4 1 7 05 6 05 6 05 3 05
0.00 0.00 0.00 8.37 0.00 6.57 0.00 754 6.69 172
Alishewanella_uncult 041 010 Chloroplast_Tetrades 032 873 Chloroplast_Guillardia 025 803 Candidatus_Planktop 029 085 Algoriphagus_unculture ASV_2061 254 801
ured_bacterium 592 739 mus_obliquus 450 E- _theta 476 E- hila_sp. 205 E- d_Hongiella = E- E-
4 1 7 05 6 05 6 05 05 05
0.00 0.00 0.00 8.37 : 0.00 6.57 0.00 7.54 6.69 1.72
llumatobacteraceae_ 041 010 Janthinobacterium_s 032 873 :gl)'e;:jie%igs%&o 025 803 Firmicutes_unculture 029 085 Aliidiomarina_unculture ASV_ 20043 254 801
uncultured__sp. 592 739 p. 450 E- me 9 476 E- d__bacterium 205 E- d_bacterium = E- E-
4 1 7 05 6 05 6 05 05 05
0.00 8.37 0.00 6.57 Gracilibacteria_JGI_0 0.00 7.54 6.69 172
ASV_3349 34010 750 Salinispira_metageno 032 873 ?\j‘lm‘r:?icoa%?;ii% L:ir\] 025 803 000069- 029 085 Aliidongia_dinghuensis Polynucleobacter_sp. 254 801
- 581 13E me 450 E- ester - 476 E- P22Candidatus_Grac 205 E- - - E- E-
-05 7 05 9 6 05 ilibacteria 6 05 05 05
0.00 8.41 Candidatus_Vogelba 0.00 8.26 0.00 6.52 0.00 754 6.50 1.67
041 585 m 032 634 025 595 Myxococcaceae_P3 029 085 o P 491 956
ASV_2160 272 E. gtz;:i;"uncultured,ba 015 E ASV_4167 274 E 0B-42_sp. 205 E. Aliivibrio_sp. Acidiphilium_sp. E. E.
8 05 4 05 9 05 6 05 05 05
0.00 0.00 0.00 8.26 0.00 6.50 0.00 7.54 6.50 167
041 010 Haliangium_metagen 032 634 LaribacterLaribacter_h 025 233 Prevotellaunidentified 029 085 " Anaerolineae_A4b__ 491 956
ASV_5218 173 630 ome 015 E- ongkongensis 183 E- _eubacterium 205 E- Alishewanella_sp. metagenome E- E-
4 9 4 05 4 05 6 05 05 05
0.00 0.00 Micrarchaeales_CG1 0.00 8.26 0.00 6.49 0.00 7.54 . 6.50 167
CCM1a_uncultred | 041 | 010 | -02:32- 0@ | 6% | aoy 1000 25 | arg | Simitopnobacernct | gpg | g5 | Aishewanell uncuture St S i | 91 | 956
_gamma 173 630 21_uncultured_archa 015 E- - 150 E- o ynirop! 205 E- d_bacterium cutes - E- E-
4 9 eon 4 05 3 05 6 05 05 05
Diplorickettsiaceae._u 0.00 0.00 0.00 8.26 0.00 6.49 0.00 754 6.50 167
ncﬁlture d_Coxiellace 041 010 Rubrobacter s 032 634 Filifactor s 025 378 Vicinamibacteraceae 029 085 Alistipes_gut__metagen CoDrococeus. 491 956
oo e 173 630 -SP- 015 E- -SP- 150 E | _sp. 205 E- | ome P -SP- E- E-
4 9 4 05 3 05 6 05 05 05
Isosphaeraceae_unc 0.00 0.00 0.00 8.10 0.00 6.49 0.00 7.50 Desulfobacterium_cat 6.50 1.67
uItured,PIanctorﬁycet ?‘;; g;g Akkermansia_sp. gg; 58E7 Johnsonella_ignava %g 37E8 Algoriphagus_sp. gég 4457 Alistipes_sp. echolicum,group,_unc 291 95Eﬁ
aceae 4 9 9 05 3 05 7 05 ultured_bacterium 05 05
Rubinisphaeraceae. 0.00 0.00 0.00 8.10 0.00 6.48 0.00 7.50 6.50 167
uncultured. metagen 041 010 ASV_9544 031 587 Nevskia_uncultured_N 025 361 Desulfosporosinus_s 029 447 Alistipes_uncultured_Ali Flavobacterium_linda 491 956
ome —metag 173 630 - 393 E- evskia 110 E- p. 064 E- stipes nitolerans E- E-
4 9 9 05 9 05 7 05 05 05
" 0.00 : 0.00 8.10 0.00 6.48 0.00 7.50 6.50 1.67
IS:;’“S:;:";&'EZ“’E g 4010 010 gi:i‘dfﬁzl—tfr"e'ge’sﬁ 031 | 567 | Xamhomonadeceae X | 025 | 31 | o 029 | 447 | Aistipes_uncultured_ba Methanospiilum_unc | 491 | 956
cteriu_m - 12 617 | - = 393 E- anthomonas_sp. 110 E- ¥ —Sp- 064 E- cterium ultured_archaeon E- E-
1 9 05 9 05 7 05 05 05
0.00 0.00 0.00 8.10 0.00 4.95 0.00 7.50 6.50 1.67
Candidatus_Methylop 041 010 Cytophaga_metagen 031 587 024 203 Eggerthia_catenafor 029 447 Alistipes_uncultured_Ba " . 491 956
umilus_sp. 000 | 586 | ome 393 g | ASV.2510 461 E | mis 064 E | cteroidetes Nitrospira_sp. E E
4 3 9 05 1 05 7 05 05 05
0.00 0.00 0.00 8.10 0.00 6.30 0.00 7.50 6.50 167
" 041 010 . 031 587 Saprospiraceae_uncul 024 803 . 029 447 Aliterella_cyanobacteriu Pedosphaeraceae_un 491 956
Chitinophaga sp. 000 | sg5 | Fibrelasp. 393 E- | tured_Cylophaga 430 g | Flavisolibacter sp 064 E | m.ou20 cultured__bacteriam | E- E-
4 3 9 05 9 05 7 05 05 05
0.00 0.00 " 0.00 8.10 0.00 0.00 7.10 6.50 167
Nitrosomonadaceae
; N 041 010 g 031 587 Campylobacter_curvu 024 6.28 027 912 " Proteocatella_uncultu 491 956
Cloacibacterium_sp. 000 586 Gb(;tJaTAB_uncu\tured 203 E N 230 2E. Clavibacter_sp. 533 E. Aliterella_sp. red_bacterium E. E.
4 3 - 9 05 1 05 5 05 05 05




0.00 0.00 0.00 8.10 0.00 6.03 0.00 7.07 Elusimicrobiota_ Linea 6.47 167
Dongia_sp. 041 010 Planctopirus_uncultur 031 587 Candidatus_Sacchari 023 945 Prevotella_marshii 027 158 Aliterella_uncultured_ba gV uncultured. Te 103 081
= 000 586 ed_bacterium 393 E- monas_sp. 390 E- = 388 E- cterium mite - E- E-
4 3 9 05 7 05 1 05 05 05
0.00 0.00 0.00 5.84 0.00 6.03 0.00 5.03 Parachlamydiaceae 6.45 1.66
Methylotenerauncultu 040 010 ASV 6176 030 896 CL500- 023 945 Burkholderiales_sp 026 606 Alkalibacter_uncultured uncultured melaggn 401 642
red_Methylotenera 908 562 - 531 E- 29_marine_group_sp. 390 E- = 391 E- _bacterium ome — E- E-
9 6 7 05 7 05 1 05 05 05
— AR o () pe—— L D T
nv.OPS_17_uncultur 866 203 ASV_16374 945 E Parabacteroides_sp. 300 E cultured_Lachnospira 250 E dabl aderium_uncultur Desulfatiglans_sp. 348 E
ed_Sphingobacteriia A ~ | ceae_bacterium - | ed_bacterium A
6 5 2 05 7 05 8 05 4 05
0.00 0.00 0.00 718 0.00 6.03 0.00 6.74 0.00 163
. 039 010 Aquicella_metageno 027 098 Ruminiclostridium_met 023 945 026 754 Alkanibacter_metageno Microscillaceae_uncul 006 915
Daphnia_magna 569 216 me 81 E- agenome 390 E- ASV_10385 133 E- me tured__metagenome 348 E-
8 9 8 05 7 05 1 05 4 05
0.00 0.00 0.00 7.18 0.00 6.03 0.00 6.74 6.30 1.62
Kineococcus_sp. ggg 21 g Facklamia_sp. gﬂ OQEB g;w 1” ;TST;CCAPJ gég 91:55 Soortia_sp. ?gg 75E4 Alkanindiges_sp. ASV_18695 202 74E3
8 9 8 05 7 05 1 05 05 05
0.00 0.00 0.00 717 0.00 5.93 0.00 6.66 6.30 1.62
Asticcacauiis_sp. 039 010 ASV 20042 027 718 Elstera_uncultured_ba 022 697 Altererythrobacter_al 025 034 Alkanindiges_uncultured Solirubrobacteraceae 302 743
= 169 113 = 797 E- cterium 993 E- pha_proteobacterium 795 E- _bacterium _sp. E- E-
6 5 1 05 8 05 4 05 05 05
0.00 0.00 0.00 7147 0.00 5.90 0.00 6.66 6.14 158
039 010 Leeia_uncultured_ba 027 718 . 022 343 Candidatus_Alysiosp 025 034 Alkanindiges_uncultured 402 638
ASV_19207 169 113 cterium 797 E- Bacteroides_pyogenes 863 E- haera_metagenome 795 E- _gamma ASV_346 E- E-
6 5 1 05 9 05 4 05 05 05
0.00 0.00 0.00 7147 0.00 5.90 0.00 6.66 6.14 158
ASV 19219 039 010 T34_uncultured_Burk 027 718 Flavobacterium_weav 022 343 Endom\crob\gmiuncu 025 034 Allobranchilbius_sp Shimazue!\a,uncultur 402 638
- 169 113 holderiales 797 E- erense 863 E- Itured_bacterium 795 E- - ed_bacterium E- E-
6 5 1 05 9 05 4 05 05 05
Candidatus Roizman 0.00 0.00 0.00 7.16 ) 0.00 5.90 0.00 6.66 6.10 1.57
bacteria_uncultured 039 010 Comamonadaceae_s 027 125 Planktothrix_NIVA- 022 343 F\a_vobactenumjact 025 034 Allowooo_ocus,uncu\tured Agrococcus_sp. 352 592
bacterium - 169 113 p. 735 E- CYA_15_sp. 863 E- eroidetes_bacterium 795 E- _bacterium = E- E-
6 5 4 05 9 05 4 05 05 05
0.00 0.00 Solirubrobacterales; 0.00 7.16 5.89 : 0.00 6.66 6.10 1.57
Chlamydiaceae_uncu | 039 | 010 : 027 | 125 | Oribacterium_uncuitur 8‘2020 287 Eg};s;‘e”naﬂne”:nfxz}’]v 5 | 0 | e ASV 18923 352 | 592
Itured__bacterium 169 113 14_uncultured_actino 735 E- ed_organism 823 E- ment - 795 E- P _SP- - E- E-
6 5 bacterium 4 05 05 4 05 05 05
0.00 0.00 0.00 7.09 0.00 5.80 0.00 6.66 6.10 1.57
Clavibacter_sp. ?gg ?13 :3111()15[)[:1?;2?1&; eS %Z 3;6 I;iﬁ\ra",uncu\lured,bacl gg? 98E4 ?ph\ngobacﬁer\um,sp %g 03E4 Alloprevotella_tannerae ASV_18928 1;_52 5?52
6 5 05 4 05 4 05 05 05
0.00 0.00 0.00 7.08 0.00 5.80 0.00 6.66 6.10 157
Gaiellales_uncultured | 039 010 | piamydiales. s 027 154 | o reinilasioum. s 022 984 Vfr’]’c‘:f“"u’?e‘g”’fr‘f’cz‘l’tif 025 034 | Aloprevotella_unculture Fermenfimonas.s 352 592
_prokaryote 169 13 yiales_sp. 426 E- -Sp- 501 E | o o 795 E- | d_Bacteroidales 5P E- E-
6 5 7 05 4 05 | ed-verrucomicrobium 4 05 05 05
0.00 0.00 0.00 4.85 0.00 5.68 0.00 Allorhizobium- 6.10 1.57
Haliangium_unculture 039 010 Oligoflexus_unculture 027 848 Acanthopleuribacter__ 022 952 Aneurinibacillus_unc 0'25 6.63 Neorhizobium- Metamycoplasma_sal 352 592
d_Myxococcales 169 113 d_delta 116 E- uncultured_bacterium 035 E- ultured_bacterium 698 52E Pararhizobium- ivarium E- E-
6 5 2 05 4 05 -05 Rhizobium_sp. 05 05
tumatobacteraceae_ | g’ | o o | G o | % 000 | 663 | allotenuales AKIW781 % |
h I allotenuales. .
znmcslturedvmetagen 169 "3 ASV_5961 652 E. ASV_16250 035 E. ASV_10098 ggg 50F uncultured.bacterium Micrococcus_sp. E. E.
6 5 5 05 4 05 -05 05 05
0.00 0.00 Gammaproteobacteri 0.00 6.70 0.00 5.68 6.10 1.57
'uslfusrzzae’“"’::j&:’r 039 | 010 | aCHABX- 025 | 297 | Bactorodes ooprophl | 022 | 952 | oo 32%0 853 | 4ha ortecbacerum Planctomycetes_Plad | 352 | 592
sol — - 169 113 31_uncultured_bacter 960 E- us 035 E- - 698 52E - _lineage_sp. E- E-
6 5 ium 5 05 4 05 -05 05 05
0.00 0.00 0.00 6.70 0.00 5.68 0.00 6.55 5.80 1.06
Gemmatimonadacea .

Pseudonocardia_sp. ?gg ?1 g e,ul;\cu \I}Jrediuncult ggg 29E7 Zoogloea_sp. ggg %EZ ﬁ:z?;::ti‘:‘;_cam phel %? 87EZ C:g:::meobactenafba ASV_305 254 3 152
6 5 | Ureeso 5 05 4 05 8 05 05 05
Sphingobacteriales 0.00 0.00 Pedosphaeraceae_S 0.00 6.70 0.00 5.68 Dehalococcoidia_RB 0.00 6.48 5.64 1.45
AKYH767 uncultured 039 010 - 025 297 Treponema_genomos 022 931 G-13-46- 025 327 Alphaproteobacteria_sp. Pedosphaeraceae_S 726 812
bacterium 169 113 11uncultured_Verruc 960 E- p. 034 E- 9_uncultured_bacteri 109 E- - H3-11_sp. E- E-
- 6 5 omicrobia 5 05 6 05 um 6 05 05 05
0.00 0.00 0.00 6.62 0.00 3.60 0.00 6.48 5.29 1.36
Spirochaetota MVP- | a9 | 49 05 | 729 021 | 111 | Elusimicrobia MVP- 150" | 57 | aiphaproteobacteria_un 033 | 59
LEH,‘ uncultured_bacter 169 "3 Dechloromonas_sp. 667 E ASV_2862 787 E ﬁj&ra uncultured_bacter 109 E. cultured._bacterium ASV_1208 E. E.
6 5 4 05 6 05 6 05 05 05
0.00 0.00 0.00 6.62 0.00 5.55 0.00 6.48 5.29 1.36
Sumerlaea_metagen 039 010 : 025 729 - 128 Streptomycetaceae_s 025 327 Alphaproteobacteria_un 033 596
ome 169 | 113 | Schlesneria_sp gor | £ | ASVEI4 o= E | p 109 | E- | cultured_bacterium ASV_2850 E- E-
6 5 4 05 05 6 05 05 05

0.00 0.00 0.00 548 0.00 6.22 Lactobacillales_P5D1 5.28
Arsenicicoccus_bolid 037 9.68 Campylobacter_conci 024 6.41 Lautropia_s| 021 169 ASV 20431 024 47 Alphaproteobacteria_un - 044 1.36
ensis 519 T6E sus 839 34E Pia_sp. 230 E- - 106 E- cultured__metagenome 392_uncultured_bact E- 34E
9 -05 -05 5 05 1 05 erium 05 -05
0.00 Chryseobacterium_u 0.00 0.00 543 Christensenellaceae_ 0.00 6.22 513 1.32
ASV_ 19823 037 9.68 ncuitured Bacteroide 024 6.41 Xanthomonadaceae_u 021 596 - 024 47 Alphaproteobacteria_un Candidatus_Colwellb 022 462
- 519 T6E tes - 839 34E neultured__bacterium 053 E- 7_group_uncultured_ 106 E- cultured__sp. acteria E- E-
9 -05 -05 4 05 | compost 1 05 05 05
0.00 0.00 6.20 0.00 5.19 0.00 6.22 5.13 132
Candidatus Competi | 037 | 96 | Aveerveraaceiel | gp | gy | e | 920 | 486 | Coyneacterumpro | 024 | at7 Q&mﬁgg"‘:ﬁ;ﬁfg{:agg Candidatus_Giovamn | 022 | 462
bacter_sp. 519 76E rou y’s - ) 026 E- - 119 E- pinquum 106 E- cteria P onibacteria_sp. E- E-
9 05 PSP 9 05 6 05 1 05 05 05
. 0.00 0.00 6.20 0.00 5.19 0.00 6.22 5.13 1.32
ggﬂ:ﬁ:ﬁ;ﬁ?ﬁ:zﬁ 037 9.68 Corynebacterium_am 024 372 Opitutus_uncultured_b 020 486 Simkaniaceae_sp 024 4“7 ﬁmﬁgg’fggﬂmagﬂ Gastranaerophilales_ 022 462
erium - 519 T6E ycolatum 026 E- acterium 119 E- = 106 E- chment - uncultured_bacterium E- E-
9 -05 9 05 6 05 1 05 05 05
Chloroplast C 0 | ogs | Lechossimozaen | 07 | 5D o | = 2 | 613 | Aphaprteohac | e

oroplast_Cinnamo X poo " 3 Iphaproteobacteria_un "
mum_camphora 519 | 76E ;‘;“‘é;i’tﬁl”nf‘"d'aw 026 g | ASV.3630 066 g. | Relstonia_sp 717 | @E | cultured eubacterium Gemmatimonas_sp. E E-
9 -05 - 9 05 8 05 4 -05 05 05
07 | a6 | Aphaproteobacer o | 58 | Anaer o | 0 o | Gap | Ashaprteohaceria un Porph o | e
. X phaproteobacteria_ naerolineaceae_unc - orphyromonas_uncu
Pajaroellobacter sp. | g3g | 76E | uncultured_sp. 998 E | ultured_delta 050 E. | ASV.10316 708 £ | Culured gut_melagen ltured_bacterium E- E-
9 -05 1 05 8 05 3 05 05 05
0.00 9.60 0.00 6.19 0.00 517 0.00 6.00 ’ Sphingobacteriales_N 513 1.32
perococcs 5 W | 74| ey sons 023 | 628 | Bdelovibrionacese 0 | 020 | 709 | Aphaproteobacteria | 023 | 359 | APhaproteobactera un sii- 022 | 462
= 208 E- - 998 E- M27_clade_sp. 050 E- bacterium 251 E- aquatile - 12_marine_groupunc E- E-
3 05 1 05 8 05 8 05 q ultured_Cytophagales 05 05
000 9.0 Chloroplast_Oscillato 000 619 000 517 000 600 Alphaproteobacteria_un 504 130
Pseudomonas_grami 037 714 riales cyanaba cteriu 023 628 Filimonas_lacunae 020 709 ASV 4527 023 359 cultured Novosphmg;ob\ Caulobacter_metagen 242 195
nis 208 E- mo 998 E- - 050 E- - 251 E- m ome E- E-
3 05 1 05 8 05 8 05 05 05
0.00 9.60 0.00 6.19 0.00 517 Sandaracinaceae_un 0.00 5.98 Alphaproteobacteria_un 5.04 1.30
Neisseriaceae_uncult 037 598 M " . 023 628 020 709 — 023 885 o Corynebacterium_auri 242 195
- argulisbacteria_sp. Isosphaeraceae_sp. cultured_Oryza_longi cultured_Rhodospirillac
ured_organism 203 E- 998 E- 050 E- staminata 194 E- eae._bacterium mucosum E- E-
8 05 1 05 8 05 7 05 - 05 05
0.00 9.60 0.00 5.67 0.00 5.17 0.00 5.98 5.04 1.30
037 239 Burkholderiales_SC- 021 501 P 020 709 TaibaiellaTaibaiella_s 023 885 Altererythrobacter_alph Corynebacterium_pro 242 195
ASV_2433 189 E | 184sp. 979 g | Jatrophinabitans sp 050 £ | p 194 E- | a_proteobacterium pinguum E E
9 05 2 05 8 05 7 05 05 05
0.00 9.36 0.00 5.67 0.00 517 L ) 0.00 5.04 1.30
S P Clostridia_vadinBB60 A

Ignatzschineria_swin 036 929 Oscillospiraceae_UC 021 501 N . 020 709 g 022 4.58 Phaselicystis_uncultu 242 195
o offuent 287 E G-005_spp, 979 g. | Kocuriamarina 050 E Eq""”'?—c“’s"‘d'a'es— 983 | 20 | Aterenythrobacter sp. red_Ponyangiaceae E E
1 05 2 05 8 05 | “acterum 1 -05 05 05




- " 0.00 9.35 0.00 5.52 0.00 517 0.00 5.89 4.91
Diplorickeftsiaceae u | 36" | 775 | Acholeplasma laida | 021 | 275 | Parcubacteriawastew | 020 | 709 | Ame-16S- 022 | 388 ) 51 | 126
gﬁ:lé::ﬁgﬁt)actenum, 242 E. wil 289 E ater._metagenome 050 E t1 eSriZl;’sn;uncu\MredJ}ac 826 E. Alysiella_sp. ASV_19144 E. 91E

4 05 5 05 8 05 9 05 05 -05
0.00 9.35 0.00 5.52 Phascolarctobacterium 0.00 5.17 0.00 5.84 491
Woeseia_sp. 036 775 ASV 18835 021 275 uncultured Veillonella 020 709 Eubacterium_minutu 0'22 175 Amaricoccus._sp. Chloroflexi_KD4- 521 1.26
—r 242 E- - 389 E- ceae - 050 E- m 625 E- — 96_metagenome E- 91E
4 05 5 05 8 05 05 05 -05
Dysgonomonaceesa | g’ | 3ic | gaggtoa metageno | G20 | 215 w | 000 | 75| Amarooms samworh i | 1z
; eggiatoa_metageno P ‘ - maricoccus_tamwol .
;::culturedjetnm 972 E. me 289 E. Sediminibacterium_sp. 050 E. Prevotella_disiens ggg E ensis Luedemannella_sp. E. 91E
5 05 5 05 8 05 05 05 -05
0.00 9.20 0.00 5.52 0.00 517 0.00 579 Amb-16S- 4.91
Bacteriovorax_uncult 035 495 Lachnospirales_uncul 021 275 Silvanigrellaceae_unc 020 709 SediminispirochaetaS 0‘22 424 1323 uncultured. bacter Mitochondria_Eukary 521 1.26
ured_delta 650 E- tured__bacterium 389 E- ultured__bacterium 050 E- pirochaeta_sp. 441 E- m - ota_sp. E- 91E
6 05 5 05 8 05 05 05 -05
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5 05 8 05 9 05 8 05 05 06
Blastocatellia_11- 0.00 749 0.00 287 ) 0.00 3.87 0.00 3.21 ) . . 323 8.35
24 unculturea Acido 029 544 Candidatus_Jorgens 011 239 Patescwbacter_la__WWE 015 322 S0134_terrestrial_gro 012 168 Angustibacter_unculture Noviherbaspirillum_sp 551 405
baEteriaIes - 029 E- enbacteria 124 E- 3candidate_division 000 E- up_sp. 438 E- d_bacterium . E- E-
7 05 7 05 9 05 8 05 05 06




Saprospiraceae_unc 82090 7533 " 81010 22% C\oslridia,vadinBBGO, 8'&0 ség: ) 31020 347 ‘ ) 25213 8482
:(Ii;lredfuncultured, 029 E. Rheinheimera_sp. 124 E gg:ﬁﬁloslnd\ales,b 205 E Prevotella_shahii 206 75E Anoxybacillus_sp. Rothia_sp. E. E.
7 05 7 05 7 05 4 -05 05 06
0.00 749 0.00 0.00 3.84 0.00 3.06 3.23 8.35
SB-5_metagenome 029 544 Facklamia_tabacinas 010 283 Aurantimicrobium_unc 014 319 Blrii41_sp 011 074 Antarctic_bacterium Saccharimonadalesu 551 405
- 029 E- alis 989 75E ultured_bacterium 884 E- - 854 E- - ncultured_prokaryote E- E-
7 05 6 -05 6 05 2 05 05 06
0.00 748 0.00 275 - ) ' 0.00 3.84 Diplorickettsiaceae_u 0.00 3.06 0.00 8.19
@S&i}fgf;z?ﬁumu ggg 61EQ Alloprevotella_sp. g ; ? 2?56 ﬂ:ﬁmm?ﬁg;mae g;: 3:_:9 ncu}‘lured,agricu\lural g;l 0? Antricoccus_suffuscus ASV_21176 (1](7’3 525
9 05 05 6 05 | 2 05 2 06
N 743 2.75 0.00 0.00 3.06 0.00 8.19
GTS:&?"”S%SSS@?C 82080 045 ASV_164 81000 266 Qorynebacterium,xero 014 3 Gemmatimonas,phot 011 074 Apibacter_sp andidatus,Ad\erbact 003 575
sl - 778 E- - 661 E- sis 3n 06E otrophica 854 E- - eria 174 E-
05 05 1 -05 2 05 2 06
743 275 0.00 3.62 0.00 3.00 0.00 8.19
) 000 | g5 | Canddatus Falkowb | 0.00 | 55 | acigimicrobiia uncuty | 014 | 367 o | 179 i B 03 | 575
Roseburia_sp. 028 E. acteria__uncultured_ 010 E. d b 034 E ASV_1837 625 E. Aquabacterium_sp. Friedmanniella_sp. 174 E.
778 Parcubacteria 661 red__bacterium
05 05 4 05 9 05 2 06
0.00 7.26 ) 0.00 275 0.00 3.62 Clostridium_sensu. st 0.00 294 ) ) . 0.00 8.19
ASV_20940 ?gg 5%9 Parcuchterla,uncult 010 266 ASV_20460 014 367 ticto, 8, iron- 011 693 Aqugsp\nllum,putr\d\con Parcubacteria_bacteri 003 575
- ured_soil 661 E- 034 E- reducing_bacterium 413 E- chylium um 174 E-
9 05 05 4 05 - 4 05 2 06
0.00 7.07 . 0.00 0.00 3.62 0.00 2.94 3.16 8.18
. Alphaproteobacteria_ -
Gammaproteobacteri 027 811 010 274 . 014 367 Rhodospirillales_unc 011 693 - Alloprevotella_uncultu 827 044
a.211d520_sp. 43 £ | urcutred Aphapol | g5 | ggp | Bfd19melagenome ) g E- | ultured_ bacterium 43 g. | Aquaspiilum_sp. red._ Bacteroidales E E
4 05 3 -05 4 05 4 05 05 06
0.00 6.48 0.00 0.00 3.62 SHA- 0.00 2.94 3.16 8.18
Chloroplast_Guillardi 027 518 010 274 Izemoplasmatales_un 014 367 011 693 . - - 827 044
a theta 138 E. ASV_16822 645 ‘86E cultured_bacterium 034 E ;tﬂn;uncu\mred,bader M3 E. Aquicella_metagenome Hypsibius_dujardini E. E.
9 05 3 -05 4 05 4 05 05 06
0.00 6.86 0.00 0.00 3.62 0.00 3.16 8.18
Desulfocapsaceae_u 026 226 BergeyellaBergeyella 010 274 Rickettsiella_unculture 014 367 ASV 2820 011 2.89 Aquicella_sp. Planctomycetes_uncu 827 044
ncultured__sp. 577 E- _sp. 645 86E d_bacterium 034 E- = 199 18E - Itured__sp. E- E-
4 05 3 -05 4 05 9 -05 05 06
Lachnospiraceae_NK 32060 szgg Gammaproteobacteri 31000 274 Saccharimonadales_ 31040 3325 31010 289 Aquicella_uncultured_b :1’6%8 76?2
ggzﬁ,ﬁ;ﬁup,uncullur 577 E. ag&rCZzLuncultured 645 S6E m:lﬁ,uncuhured,b 034 E. ASV_3443 199 18E acterium ASV_21123 E- E.
- 4 05 - 3 -05 4 05 9 -05 05 06
0.00 6.86 0.00 Sutterellaceae AAP99 0.00 3.62 0.00 3.08 7.95
Microvirga_sp 026 226 Mitochondria_Eukary 010 274 uncultured_bacteriu 014 367 Blrii41_uncultured_d 011 2.89 Aquicella_unidentiied Eggerthellaceae_sp 163 673
- 577 E- ota_sp. 645 86E m - 034 E- elta 199 18E - - E- E-
4 05 3 -05 4 05 9 -05 05 06
6.72 0.00 0.00 0.00 3.08 7.95
Sphingobacteriaceae 32060 169 NB1- N 010 274 Anaerovoracaceae_Fa 013 3.60 Margulisbacteria_mic 011 289 Aquihabitans_daechung Simkaniaceae_uncult 163 673
j_uncultured_bacteriu mily_XIII_UCG- . y
_sp. 033 E- m 645 86E 005Eubacterium_sp. 950 2E- robial_mat 199 18E ensis ured__metagenome E- E-
05 3 -05 - 5 05 9 -05 05 06
0.00 6.57 9.14 2.36 L 0.00 0.00 27 7.00
Clostridium_sensu_stri
ASV_8275 ggg ZSES Lacihabitans_sp. 223 05; c:o,_1 0_uncultured_ba g;g 32?50 mﬁ:’%ﬂ?ﬁ:&g‘;ﬁunc ?;; %gg Aquisphaera_sp. Flavobacterium_ 256 63EB
3 05 05 05 | cerm 5 05 9 -05 05 06
0.00 6.57 8.87 0.00 348 Synechocystis_PCC- 0.00 27 7.00
Deinococcus_antarcti 025 253 Catenulispora_sp. 107 229 Gastranaerophilales_u 013 806 6803 uncultured. bac o011 2.89 Aquisphaera_uncultured Wiliamwhitmania_sp. 356 638
cus 455 E- - E- 05E neultured_prokaryote 509 E- terium - 199 18E _bacterium - E- E-
3 05 05 -05 2 05 9 -05 05 06
fured Eyppomero w | Methylocyst o | oz ASV_21460 o | s ASV_15165 o | s Arachis._h ASV_21838 W |
ulrjr:e _Hyphomicrobi 455 E ethylocystis_sp. E 05E & 367 4E A 056 E rachis_hypogaea /. E E
3 05 05 -05 2 -05 7 05 05 06
" . 0.00 6.57 8.87 0.00 0.00 2.84 252 6.50
Rhizorhapis_uncultur | - goc” | g3 | 107 | 229 013 | 345 | Celvibrio_uncultured | 011 | 365 ' " 121 | 974
ﬁcaLAIphaproteobacle 455 E. Rivicola_sp. E. 05E ASV_21461 367 14E Cellvibrio 013 E. Arboricoccus_pini Bacilli_RF39_sp. E. E
3 05 05 -05 2 -05 4 05 05 06
000 655 Alphaproteobacteria 855 220 0.00 Gammaproteobacteri 0.00 284 . 252 650
Amaricoccus_sp. 025 466 uncultured_bacteriu 578 909 ASV_21463 013 345 a_R7C24_metageno o1t 365 Arcicella_rigui Bdellovibrio_uncuiture 121 974
- 386 E- m - E- E- - 367 14E me - 013 E- - d_proteobacterium E- E-
1 05 05 05 2 -05 4 05 05 06
g 0.00 6.55 A 8.55 220 0.00 0.00 284 252 6.50
Clostridia_UCG- Microtrichaceae_IMC . .
o 025 043 - 578 909 Corynebacterium_glut 013 345 " 011 365 Candidatus_Falkowb 121 974
2]154’; uncultured_orga 369 E. SQGZO?,metagenom E. E amicum 367 14E Magnetospirillum_sp. 013 E. Arcicella_sp. acteria_metagenome E. E
7 05 05 05 2 -05 4 05 05 06
0.00 6.55 7.09 . 0.00 0.00 2.84 i 2.52 6.50
Elusimicrobiota_Linea Diplorickettsiaceae_u
Rhodoferax_sp. gég 0? ASV_19339 (::55 1252 ?eeri,l:\nq,uncuhured,bac ggg i:g Porphyrobacter_sp. gg 36; Qg‘(ﬂaiunculturedfba rr\nc:lturedfmetageno 1E21 9?
7 05 05 -05 2 -05 4 05 05 06
0.00 6.50 7.09 0.00 0.00 284 2.52 6.50
025 165 Fluviicola_metageno 685 1.83 " 013 345 Rhodocyclaceae_unc 011 365 Arcobacter_cryaerophilu - 121 974
ASV_7514 180 E. me E. 24E Hydrogenophilus_sp. 267 14E ultured.. sp. 013 E. A Emticicia_paludis E. E.
8 05 05 -05 2 -05 4 05 05 06
0.00 6.50 7.09 llumatobacteraceae. u 0.00 0.00 276 252 6.50
Exiguobacterium_und 025 165 Novispirillum_sp. 685 183 neultured. Actinomygel 013 345 Serratia_sp. 010 U Arcobacter_sp. Microgenomatia_sp. 121 974
ae 180 E- - E- 24E I - 367 14E - i E- - - E- E-
8 05 05 05 | %% 2 -05 1 05 05 06
0.00 6.50 6.85 1.77 0.00 : 0.00 262 ; N 2.52 6.50
N Patescibacteria_ WW Patescibacteria_WW
::f;?“pmoccace ?gg 1%5 Aquicella_sp. 267 0?38 I:A::ji)sa%i:zﬁzan;uncult ggg i:g E3_uncultured_bacte [1]2;3 MEB Arcobacteraceae_sp. Etauncultured,candid 1E21 9?
8 05 05 05 2 05 | MM 7 05 ae 05 06
Blastocatellaceae_JG 0.00 6.35 6.85 177 0.00 3.42 9.67 249 Planctomycetes_uncu 252 6.50
1.0001001- 024 174 Cryptosporangium_s 667 038 ASV_1071 013 008 Leptolinea_unculture 466 799 Arcobacteraceae_uncult tured.__planctomycet 121 974
HO3uncultured_Acido 600 E- p. E- E- - 245 E- d_soil E- E- ured__sp. e —P ¥ E- E-
bacterium 2 05 05 05 9 05 05 05 05 06
0.00 6.35 : 6.85 177 0.00 342 9.67 249 : 252 6.50
Candidatus_Bealeia_ 024 14 fl:g\j:llt?;:g(e:a;:zijn &7 038 Bacteroides_ovatus 013 0o Malikia_sj 466 % Arcticibacter_s| §A$2547glfljr§£ﬂalr; = o7
uncultured_bacterium | 600 S et E- E- - 25 E- 5P E- E- 5P o gioup-E).metag E- E-
2 05 P 05 05 9 05 05 05 05 06
0.00 6.35 : 6.85 1.77 0.00 342 0.00 245 245 6.34
Candidatus_Zambrys | 024 | 74 | Kapabadteralesuncul ez | gag | Gangigaus Cutissba | 013 | 008 | Aloscardoviaomnic | 009 | 968 | Arcticibacter_uncultred 1 | 55
Kbacteria g0 | | ledBacerddetes | g E | ceriasp. a5 | E | oens 56 | E- | _bacterm ASV_4521 E- E-
Chiorobi -Sp. -
2 05 05 05 9 05 3 05 05 06
o 0.00 6.35 6.85 1.77 : " 0.00 342 9.17 2.36 245 6.34
Thermodesulfovibrion - Candidatus_Magasani "
ia_uncultured_Nitros ggg 17EA ;;gﬁg’f?;ﬁ;eae* 267 OSEB kbacteria_uncultured_ glg OOEB ASV_1161 ?5 9751 :;T)':jlg‘;i?:*uncuw Eubacterium_siraeum 261 55EZ
piraceae 2 05 05 g5 | becterium 9 05 05 05 05 06
0.00 6.13 5.33 1.37 0.00 342 917 2.36 245 6.34
ASV_19610 %; 5?54 ASV_7664 249 63E3 Clostridium_magnum glg O?ES ASV_13680 285 97; Arenimonas_oryziterrae Thymallus_thymallus ;61 SSEQ
1 05 05 05 9 05 05 05 05 06
0.00 6.13 5.32 0.00 342 917 2.36 0.00 6.34
Butyricicoccus_sp. %; 5?54 :nlrlcoccus_suffuscu ?4 1133; Weeksellaceae_sp. glg O?ES ASV_3580 285 97; Arenimonas_sp. ASV_8590 ggé 1%2
1 05 05 -05 9 05 05 05 1 06
0.00 6.13 5.32 0.00 341 9.17 2.36 . . 2.44 6.30
Haliangium_unculture | 023 664 | asy 20551 264 | 1.37 | Acidiphiium_uncultr | 013 618 | Aurantisolimonas_un | 785 | pigbacter sp A:’;;ﬁ?‘t‘:gjf&fgs'ecs 141 369
d_proteobacterium 767 E- = E- 43E ed_bacterium 230 E- cultured_bacterium E- E- - andidate - E- E-
1 05 05 -05 8 05 05 05 05 06
0.00 6.13 5.32 0.00 341 9.17 2.36 2.44 6.30
Kapabacterialesuncul 023 664 264 137 013 618 785 971 Armatimonadales_meta 141 369
lurzd_ChIorobi 767 E. ASV_20552 E. 43E ASV_14583 230 E Cellulomonas_sp. E. E. genome ASV_21925 E. E
1 05 05 -05 8 05 05 05 05 06




- 0.00 6.13 5.32 0.00 341 9.17 2.36 244 6.30
Leptotrichiaceae_unc .
- 023 664 " . 264 137 P 013 618 L 785 971 Armatimonadales_uncul 141 369
:Ituredfmetagenom 767 E. Brevibacterium_sp. E. 43E Dinghuibacter_sp. 230 E Herminiimonas_sp. E. E. ture d,‘ba clerium _unau ASV_3639 E. E.
1 05 05 -05 8 05 05 05 05 06
0.00 6.13 Candidatus Liotonba 5.32 0.00 341 9.13 235 242 6.24
Lysinibacillus_uncultu 023 664 cteria Pargut?a cleri 264 1.37 Endobacter_unculture 013 618 Elusimicrobiota_Line 075 755 Armatimonadales_uncul ASV 5871 025 906
red_prokaryote 767 E- a rouA E- 43E d_bacterium 230 E- age_lla_sp. E- E- tured_Chloroflexi = E- E-
1 05 | 89w 05 -05 8 05 05 05 05 06
0.00 6.13 Christensenellaceae_ 5.32 0.00 341 9.13 235 Blastocatelia 11 242 6.24
’ o 023 664 R- 264 1.37 " 013 618 Flavobacterium_nonc 075 755 Armatimonadales_uncul iy 025 906
Spirosoma Iitufforme 767 E- 7_group_bacterium_ E- 43E Prevotela_loescheii 230 E- entrifugens E- E- tured_eubacterium z:;n:lncultured,bad E- E-
1 05 | AC2043 05 -05 8 05 05 05 05 06
0.00 6.06 5.32 N ! 333 9.13 2.35 . ) 242 6.24
Candidatus_Magasani 0.00 A . Candidatus_Staskawi
023 695 " 264 1.37 I 954 Rubellimicrobium_un 075 755 Armatimonadalesuncult o 025 906
ASV_11306 497 E. Fibrobacterales_sp. E- E k:sﬁtemafuncu\lured ggi E. cultured_bacterium E E. ured Amatimonadetes cél;if;‘ni; uncultured E. E.
2 05 05 05 | 5 05 05 05 -oactenu 05 06
0.00 6.06 Lentimicrobiaceae u 5.32 0.00 3.33 8.59 222 242 6.24
Nitrospinota_P9X2b3 023 695 neultured_ Sphingoba 264 1.37 Granulicella._tundricola 0'12 954 Antricoccus_suffuscu 845 011 Armatimonadia s Hyphomonadaceae_u 025 906
D02_sp. 497 E | Crislon phing E- 43E = i E- | s E- E- -SP- neultured_ bacterium | E- E-
2 05 05 -05 05 05 05 05 06
0.00 6.06 5.32 0.00 3.28 : 8.46 218 " : 242 6.24
Rhizothapis_uncultur | 023 | 695 | Segetiacteruncutu | 264 | 137 | Rhizobiales.AOB39s | 012 | 901 C::gm‘r‘gfi‘;’c';g‘j 726 | 624 | Armatimonadota_uncult ?Likci‘ffu'fé?ﬁwﬁf& 05 | 906
ed_bacterium 497 E- red_Bacteroidetes E- 43E p. 738 E- m = E- E- ured__bacterium crobiaceae WP E- E-
2 05 05 -05 3 05 05 05 05 06
5.76 . N 5.32 0.00 325 8.46 218 2.11 5.46
ASV_17573 82020 145 :Sgﬁ%bf;tiﬂi‘jff 264 1.37 Blastocatella_s 012 116 Ruminococcus_bicirc 726 624 Armatimonadota_uncult Aurantisolimonas_me 613 382
- 314 E- o d‘ Bacteroidetos E- 43E P 591 E- ulans E- E- ured__metagenome tagenome E- E-
05 - 05 -05 7 05 05 05 05 06
0.00 5.62 457 1.18 0.00 325 8.33 215 . . 2.11 5.46
Actinobacteria PeM1 | 021 | 158 | Cancidatus Metacha | 112 | 026 | pooo 02 | 6 | provotela micans 552 | 22 | Amatimonadota uncult Canddalus Limnoln | 13 | ‘3g2
5_uncultured_soil 772 E- mydia E- E- —Sp- 591 E- - E- E- ured__sp. um = E- E-
3 05 05 05 7 05 05 05 05 06
Woesearchaeales_ 0.00 5.62 457 1.18 0.00 3.25 8.29 214 21 5.46
GW2011_GWC1_47 021 158 Clostridioides. s| 112 026 Porphyrobacter_mercu 012 116 ASV 17471 256 113 Armatimonadota_uncult Pseudomonas. s 613 382
_15_Candidatus_Pac 72 E- -SP- E- E- rialis 591 E- - E- E- ured__uncultured_soil -SP- E- E-
earchaeota 3 05 05 05 7 05 05 05 05 06
Methylophilaceae M 0.00 5.61 427 1.10 0.00 225 8.29 214 Rubinisphaeraceae_S 21 5.46
M1 uyncﬂllured bacte 021 464 Candidatus_Abawac 789 455 ASV 3026 012 821 Burkholderiales_TRA 256 13 Armatimonas. s - 613 382
”u’; - 745 E- abacteria E- E- - 566 E- 3-20uncultured_beta E- E- -SP- PL14__uncultured_pl E- E-
4 05 05 05 4 05 05 05 anctomycete 05 06
0.00 5.57 alphaproteobacteria, 3.54 9.16 0.00 3.19 8.29 214 Candidatus Woeseba 21 5.45
Rickettsiaceae_uncul 021 284 phap el 843 201 " : 012 198 256 13 Armatimonas_unculture N - 218 363
uncultured__bacteriu Deinococcus_aquatilis Curvibacter_sp. cteria_uncultured_bac
tured__metagenome 583 E- m E- E- 362 E- E- E- d_bacterium terium E- E-
5 05 05 06 5 05 05 05 05 06
0.00 5.57 3.54 9.16 0.00 3.17 8.29 214 ™ 2.05 5.30
Spirochactota MVP- | 021 | 284 83 | 201 ! 012 | 097 | Pedomicobium met | 256 | 113 | Arsenicicoccus_boliden Chitinophagales uno | 445" | “4g
Anoxybacillus_sp. Propionivibrio_sp. . ultured_uncultured_S
5_sp. 583 E- E- E- 281 E- agenome E- E- sis hingobacteriia E- E-
5 05 05 06 1 05 05 05 phing 05 06
0.00 5.56 . 3.54 9.16 0.00 298 7.96 205 2.05 5.30
Leptolinea_s 021 137 g::z‘djr:léift}sfelzef: 843 21 DesulfovibrioDesulfovi ot ot Propionibacter_sj 24 602 Arthrobacter_s| Clostridium_sj 42 “9
plolinea_sp. 539 E | derm - E- E- | brio_putealis 576 E- P P E- E- -SP- SP- E- E-
1 05 05 06 9 05 05 05 05 06
0.00 5.53 3.54 9.16 0.00 298 173 1.99 Fibrobacteraceae._po 2.05 5.30
Candidatus_Pacearc 021 777 Coprococcus_metag 843 201 Marvinbryantia_si o011 914 Chitinophagales_unc 156 628 Aspergillus. nidulans ssible_genus, 04 :ﬁw 442 449
haeota 447 E- enome E- E- v 'SP 576 E- ultured__bacterium E- E- pergillus._ ultureagbacte;iurﬁ E- E-
7 05 05 06 9 05 05 05 - 05 06
0.00 5.53 3.54 9.16 0.00 2.96 7.46 1.92 2.05 5.30
Chitinophagaceae_u 021 777 843 201 Mitochondria_Eukaryo 011 849 659 787 . Formivibrio_unculture 442 449
neltured_sp. 447 g. | Perediacter sp E E | tasp. 496 g | ASV.5832 E- g | Asticoacaulis sp. d_bacterium E E
7 05 05 06 9 05 05 05 05 06
0.00 5.53 Polyangia_rlet- 3.54 9.16 0.00 2.96 7.46 1.92 2.05 5.30
. 021 7 - 843 201 Sphingorhabdus_uncu o1 849 Candidatus_Azamba 659 787 - 442 449
Chthoniobacter_sp. 447 E. 2i7aucr:;121ured,Polyan E. E- tured_bacterium 496 E cteria_sp. E. E- ASV_10003 Gracilibacteria_sp. E. E.
7 05 g 05 06 9 05 05 05 05 06
A 0.00 5.53 " 295 7.46 1.92 2.05 5.30
Fimbrimonadaceae_ | oyy" | 777 | 009E01-B-SD- Amatimonadota_uncu | 000 | 75 | pyiicola uncutured | 659 | 787 Mitochondria_metage | 442 | 449
uncultured_Armatimo P15__uncultured_ba 0 Itured__uncultured_soi 01 ASV_10004
nadetes 447 E- cterium I 432 E- _bacterium E- E- nome E- E-
7 05 0 05 05 05 05 06
Lacihabitans_uncultu 32010 57?3 23%1:?:;2811" cultured._s 0 Clostridium_sensu_stri 31010 2132 Lewinella_uncultured 2;96 1723 ASV_10035 Oligoflexia_unculture §4025 5423
red_bacterium 447 E- ol - cto_8_sp. ) E- _bacterium E- E- - d_sp. E- E-
7 05 0 05 05 05 05 06
s e | 05 | | oo | 25 | G | 18| T2 | o
e_group_B)_uncultur Abditibacterium_sp. 0 Rhizobiaceae_sp. on ASV_10043 Pirellula_sp.
ed_bacterium 447 E- 432 E- PL14_uncultured_ba E- E- E- E-
- 7 05 0 05 | cterium 05 05 05 06
0.00 5.53 . . 295 7.34 1.89 2.05 5.30
Terrimicrobium_uncul 021 7 Absconditabacteriale Thermobacillus_uncult 000 173 Calobacteraceae_P 228 5717 Spirochaetaceae_unc 442 449
. s_(SR1)__uncultured 0 on MMR1uncultured_en ASV_10098 "
tured_bacterium 447 E- bacterium ured_bacterium 432 E- dolithic. E- E- ultured_organism E- E-
7 05 - 0 05 05 05 05 06
Choroled L8145 | 021 | 548 :\"(Ssﬁq;"f:nﬁg:?ed 0 Cosvida_unculured. | 01 | 452 Gemmatacese < s | o ASV 10170 ASV 3580 W | s
p 261 98E ivision - Clostridiaceae 250 E- -SP E- E- - - E- E-
9 -05 0 7 05 05 05 05 06
0.00 0.00 290 : 7.34 1.89 1.61 417
A 021 | 548 | Abscondiabacterice | Diplorickettsia_uncultu | 011 | 492 ;“f\"ceu“’fu'fe‘fhs‘“ffa[’: 28 | ST | sy 10179 Clostrdium_sensu_st | 776 | 704
ganelia_sp. 261 98E | s_(SR1)_sp red_bacterium 250 E- | Covaciors phap E- E- - ficto_1_metagenome | E- E-
9 -05 0 7 05 05 05 05 06
ASV_18750 32010 52;2 :b(sscg?giitsagictgicatlsr 0 Oligoflexales_uncultur (011010 2432 :jrenui%‘::rﬁmgibabce:; 17134 14% ASV_1021 Capnocytophaga_s 30010 4632
- 155 E- | R ed__uncultured_soil 250 E | o - E- E- - pnocylophaga_sp- | g13 E-
1 05 0 7 05 05 05 5 06
C39_s 32010 5232 :\b(sscgq;ii(j::ﬁizlf 0 Microbacteriaceae_sf 81010 288 Agromyces_s| 84971 14;3 ASV_10253 SBR1031_unculured 80010 4683
5P 155 E | e - S| 160 | 16 | P9rOmYCessP E- E- - _Gemmatimonadetes | 613 E-
1 05 0 4 -05 05 05 5 06
i [ pre—— e N oo |
Dermacoccus_sp. 155 E. s_(SR1)_uncultured_ 0 ASV_17662 526 E ASV_18698 E. E. ASV_10292 Subdoligranulum_sp. 613 E
1 05 Epsilonproteobacteria 0 7 05 05 05 5 06
0.00 5.46 " : 0.00 267 6.91 178 1.35 3.50
Absconditabacteriale AU
" : 021 222 SediminispirochaetaS 010 732 —— 047 428 " 678 319
Oligella_urethralis 155 E. [s#g:; Zguncultured, 0 pirochaeta_sp. 369 E Fimbriiglobus_sp. E. E. ASV_10316 Acinetobacter_sp. E. E
1 05 9 0 2 05 05 05 05 06
Oscillospiraceae_UC 0.00 5.46 Absconditabacteriale 0.00 259 6.91 1.78 1.35 3.50
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Acholeplasma_sp. ggg ?gg Anaerococcus_sp. 0 0 /ﬁcglngbactgna,PeM 0 0 7L14_uncultured_actin 0 0 ASV_12965 0 0 Acholep\‘asmaibrass 0 0
_bacterium_rJ7 " icae
8 1 obacterium
0.0 0.0
000 000 Anaerococcus_uncultu Actinobacteria_PeM Actinobacteria_PeM15 Acholeplasma_laidla
ASV_21578 458 145 red_bacterium 0 0 15_metagenome 0 0 _bacterium_rJ7 0 0 ASV_12970 0 0 wii 0 0
8 1
Candidatus_Magasanik 00 00 " "
bacteria_Parcubacteria 000 000 Anaerococcusuncultur 0 0 Actinobacteria_PeM 0 0 Actinobacteria_PeM15 0 0 ASV_13011 0 0 Acholeplasma_moru 0 0
458 145 ed_organism 5_sp. _metagenome m
_group 8 1
Gracilibacteria_JGI_00 0.0 0.0
0069- 000 000 Anaerocolumna_uncult Actinobacteria_PeM Actinobacteria_PeM15
P22_uncultured_bacteri 458 145 ured_bacterium 0 0 15_uncultured_soil 0 0 _sp. 0 0 ASV_13022 0 0 Acholeplasma_sp. 0 0
um 8 1
0.0 0.0 " Acholeplasmataceae
Neisseriaceae_uncultur 000 000 Anagrofilumuncultured 0 0 ??ul 233?5::3353% 0 0 Actinobacteria_PeM15 0 0 ASV_13001 0 0 _EMP- 0 0
ed_beta 458 145 _Anaerofilum A _uncultured_soil - G18_uncultured_Mol
bacterium -
8 1 licutes
Saccharimonadales_wa gOOO 3000 Anaerofustis_unculture Actinobacteria_PeM15 Acholeplasmauncult
stewater__metagenom 458 000 d_bacter 0 0 Actinobacteria_sp. 0 0 uncultured_actinobacte 0 0 ASV_13184 0 0 ured_Acholeplasmat 0 0
|_bacterium
e 8 0 rium aceae
0.0 0.0
s‘mka"':ji’;;“"c“"“r Go | S5 | Anaeroglobus gemna | 0 Am"dbic;z;i;“ﬁ“‘ 0 0 Actinobacteria_sp. 0 0 ASV_13191 0 0 Achromatium_sp. 0 0
8 0
Restorative
Assistant Environment Operator Patient Saliva Waterlin
Me Me Me Me Me Me
an an an an an an
rela rela rela rela rela rela
Taxon ID tive gé% Taxon ID tive dsg Taxon ID tive 3;% Taxon ID tive dS:\i/ Taxon ID tive S:\j/ Taxon ID tive S:\j/
abu abu abu abu abu abu
nda nda nda nda nda nda
nce nce nce nce nce nce
0.1 0.0 0.1 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
094 353 039 261 525 137 0.1 261 067 034 417 110
Uncultured_Vulcaniba 191 582 Uncultured_Vulcaniba 052 168 Uncultured_Vulcanibact 929 41 Streptococcus_mutan 168 468 Streptococcus_mutan 637 049 642 287
cterium 7 7 cterium 8 4 erium 4 3 s 548 5 6 9 ASV_211 6 8
0.1 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
012 331 989 0.0 486 116 689 043 030 016 266 153
Uncultured_Vulcaniba 402 906 Uncultured_Vulcaniba 951 203 Uncultured_Vulcanibact 132 328 Uncultured_Vulcaniba 809 530 901 12 037 59
cterium 4 2 cterium 7 019 erium 6 7 cterium 6 7 Prevotella_nigrescens 2 6 ASV_413 7 9
0.0 0.0 00 00 00 0.0 0.0 00 0.0 0.0 0.0
0.0 129 125 063 410 226 667 055 012 005 157 085
Schlegelella_unculture 234 920 Schlegelella_unculture 562 840 628 353 Uncultured_Vulcaniba 339 785 601 251 123 801
d_bacterium 26 6 d_bacterium 4 8 Streptococcus_mutans 6 4 cterium 2 3 Leptotrichia_wadei 6 6 ASV_164 2 1
0.0 0.0 0.0 00 0.0 0.0 00 0.0 0.0 0.0
089 051 062 034 00 160 082 0.0 009 005 Amb-16S- 144 083
475 658 Streptococcus_mutan 437 694 Lactobacillus_amylovoru 217 156 Lactobacillus_amylovo 762 047 Atopobium_uncultured 872 700 1323 _uncultured_bact 191 248
Actinomyces_israelii 2 5 s 8 7 s 399 4 rus 6 783 _bacterium 8 1 erium 3 9
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
085 049 0.0 0.0 081 023 081 045 005 002 124 067
803 538 042 024 324 707 Rhodococcus_erythro 219 761 639 267 618 532
quisp _Sp. 4 6 ASV_1901 605 598 Prevotella_nig 2 2 polis 9 5 C ium_moorei 6 4 ASV_144 6 1
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
063 036 027 00 057 027 044 013 004 001 0.0 046
Adhaeribacter__uncult 962 928 388 015 382 794 375 810 Streptococcus_angino 766 471 Uncultured_Vulcaniba 091 342
ured_soil 6 8 ASV_8402 9 813 Solobacterium_moorei 4 9 Cryptobacterium_sp. 5 8 sus 3 1 cterium 71 3
0.0 0.0 0.0 00 00 0.0 0.0 00 0.0 0.0 0.0
051 029 024 00 049 027 042 024 003 002 085 046
Aurantisolimonas_hal 482 723 901 014 438 298 808 715 769 176 398 198
i { 1 2 ASV_8010 7 37 Acti _israelii 4 8 D _Sp. 2 3 ASV_292 7 4 Denitratisoma_sp. 8 2
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
051 029 022 013 044 025 027 008 003 002 080 046
Rubinisphaeraceae_S 482 723 824 177 195 516 677 133 769 176 768 631
H-PL14_metagenome 1 2 ASV_2160 1 5 Lactobacillus_salivarius 8 4 Prevotella_nig 5 4 Rothia_aeria 7 4 Azospira_sp. 4 6
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
044 019 022 013 039 0.0 0.0 009 003 0.0 075 036
698 446 824 177 Rhodococcus_erythropol 001 022 027 238 569 002 Uncultured_Vulcaniba 953 137
Solobacterium_moorei 3 4 ASV_4487 1 5 is 2 131 Actinomyces_israelii 467 9 Pseudoramibacter_sp. 8 061 cterium 4 3
0.0 0.0 0.0 0.0 00 0.0 0.0 0.0 00 0.0 0.0 0.0
034 019 022 013 028 016 026 012 002 001 C1- 068 034
456 893 824 177 382 386 Schlegelella_unculture 488 575 948 702 B045_uncultured_gam 030 278
Prevotella_nigrescens 9 7 ASV_9735 1 5 ASV_2108 8 8 d_bacterium 3 6 Cryptobacterium_sp. 9 6 ma 7 3
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
032 018 022 013 020 011 022 013 Selenomonadaceae_u 002 001 Edaphobaculum_uncu 048 014
Defluviicoccusuncultur 761 914 824 177 023 560 831 181 ncultured_Veillonellac 948 702 Itured_Chitinophagace 156 230
ed_Defluviicoccus 3 8 ASV_9740 1 5 Howardella_sp. 9 8 ASV_14967 1 5 eae_bacterium 9 6 ae 8 4
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
032 018 022 013 013 0.0 017 009 002 001 043 018
Opitutaceae_unculture 761 914 Methylomonadaceae_ 824 177 612 007 Lautropia_uncultured_ 026 830 328 344 Obscuribacteraceae_s 191 383
d_sp 3 8 uncultured__sp. 1 5 Jonquetella_anthropi 1 859 bacterium 5 3 ASV_1071 1 1 p. 2 7
0.0 0.0 0.0 0.0 0.0 0.0 0.0 00 0.0 0.0
Gemmatimonadaceae 031 018 021 0.0 012 003 015 009 001 9.8 036 021
_uncultured_proteoba 201 014 302 012 320 643 939 202 707 57E Streptococcus_mutan 668 170
cterium 3 1 ASV_10292 5 299 Cryptobacterium_sp. 4 4 Actinomyces_dentalis 7 8 Eubacterium_infirmum 3 -05 S 5 6
0.0 0.0 0.0 0.0 0.0 0.0 0.0 00 0.0 0.0
029 017 021 0.0 012 004 014 008 001 9.8 021 012
Chloroplast_Synura_p 641 13 Microtrichaceae_uncul 302 012 Lawsonella_uncultured_ 088 750 Lawsonella_unculture 269 238 Stomatobaculum_long 707 57E 962 680
etersenii 2 3 tured _bacterium 5 299 bacterium 9 7 d_bacterium 4 4 um 3 -05 ASV 1777 9 3




0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 8.9 0.0 0.0

Saprospiraceae_uncul 029 017 020 005 011 006 014 0.0 001 609 015 008

tured_Haliscomenoba 641 113 Brevundimonas_dimin 713 980 Flavobacterium_metage 584 688 Actinomycetaceae_F0 128 008 Campylobacter_conci 552 E- 087 710

cter 2 3 uta 1 7 nome 8 5 332unidentified 4 157 sus 1 05 ASV_1862 6 8

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 71 0.0 0.0

028 016 019 011 010 006 014 0.0 001 687 011 003

081 212 780 420 Brevundimonas_diminut 813 243 Flavobacterium_terrig 128 008 241 E- Thioclava_uncultured_ 882 632

is_sp. 1 6 ASV_256 9 5 a 9 4 ena 4 157 Ho L_Sp. 7 05 bacterium 7 9

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

023 013 018 0.0 009 002 013 007 001 6.7 009 005

941 822 882 010 Schlegelella_uncultured 347 194 041 529 Anaerococcusuncultur 161 06E Schlegelella_unculture 167 292

Howardella_sp. 4 6 Prevotella_nigrescens 8 902 _bacterium 3 7 ASV_3436 6 6 ed_organism 5 -05 d_bacterium 1 6

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 8.7 5.0 0.0 0.0

023 013 018 010 008 005 012 007 13 295 008 004

Nitrososphaeraceae_u 400 510 348 593 978 183 679 320 Lactobacillus_amylovo E- E- 594 961

ncultured_bacterium 9 5 ASV_2820 6 6 Arboricoccus_pini 2 6 ASV_3803 3 4 rus 05 05 Prevotella_nigrescens 2 9

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 58 0.0 0.0

021 012 Chryseobacterium_un 018 010 008 005 on 006 075 33 008 004

840 609 cultured_Bacteroidete 348 593 978 183 592 692 E- 53E Singulisphaera_lsosp 212 41

Sp. 9 8 S 6 6 Intestinibacter_sp. 2 6 Prevotella_oralis 5 9 Bulleidia_extructa 05 -05 haera_sp. 2 3

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 58 0.0 0.0

021 012 017 009 008 005 on 006 075 33 007 004

840 609 309 993 688 016 Coprococcus_metage 415 590 Treponema_lecithinoly E- 53E 639 410

Chitinivorax_sp. 9 8 Cryptobacterium_sp. 2 5 ASV_5309 6 4 nome 5 8 ticum 05 -05 Fibrisoma_sp. 3 5

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 46 26 0.0 0.0

020 011 017 009 008 005 o1 006 562 883 007 004

280 709 Peptostreptococcales- 309 993 688 016 230 483 Dialister_micraerophil E- E- Lactobacillus_rhamno 448 300

R _hoagii 8 1 Tissierellales_sp. 2 5 Methylomonas_sp. 6 4 Babeliales_sp. 3 8 us 05 05 sus 3 3

0.0 0.0 0.0 0.0 0.0 0.0 0.0 3.1 1.7 0.0 0.0

020 on 0.0 009 008 002 Acetobacteraceae_un on 003 041 922 006 003

Sumerlaea_uncultured 280 709 017 836 647 636 cultured_alpha_proteo 090 418 E- E- 875 969

_bacterium 8 1 ASV_10869 038 9 F i >_Sp. 3 4 bacterium 8 5 ASV_2084 05 05 ASV_1071 4 5

0.0 0.0 0.0 0.0 0.0 0.0 0.0 31 1.7 0.0 0.0

Woesearchaeales_G 020 on 016 009 0.0 004 008 004 041 922 006 003

W2011_GWC1_47_15 280 709 737 663 Chitinibacter_metageno 008 849 Holophagaceae_uncul 332 810 E- E- 875 969

_sp. 8 1 Fusarium_ 7 5 me 399 2 tured_Acidol ia 1 6 Cal _Sp. 05 05 ASV_4516 4 5

0.0 0.0 0.0 0.0 0.0 0.0 0.0 31 17 0.0 0.0

020 on 015 0.0 007 004 007 004 041 922 005 003

279 708 216 008 992 614 305 217 Prevotella_saccharolyt E- E- Lactobacillus_ferment 538 197

ASV_1071 8 5 ASV_292 1 785 Leptotrichia_trevisanii 9 7 Listeria_sp. 6 9 ica 05 05 um 5 6

0.0 0.0 Lachnospiraceae_UC 0.0 0.0 0.0 0.0 0.0 0.0 15 8.9 0.0 0.0

019 on - 014 008 007 004 006 003 521 609 005 003

Streptococcus_mutan 340 166 010uncultured_organi 416 323 Phycisphaerae_mle1- 819 514 158 555 E- E- 347 087

S 9 5 sm 8 5 8_uncultured_bacterium 7 7 ASV_1208 5 6 ASV_9 05 06 Actinomyces_israelii 5 4

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

Spirochaetaceae_unc 018 010 013 007 007 004 Parasediminibacteriu 005 003 009E01-B-SD- 004 001

ultured_Ruditapes_phi 720 808 694 906 SphingorhabdusSphingo 240 180 m_uncultured_bacteri 796 346 P15__uncultured_bact 821 980

i 8 4 ASV_14013 5 5 pyxis_sp. 5 3 um 3 5 erium 0 0 ASV_800 4 5

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

018 005 013 007 006 004 005 002 1013-28- 004 002

651 615 Novosphingobium_alp 694 906 Bacillus_thermoamylovo 935 004 084 617 CG33__uncultured_so 774 756

ASV_1837 4 4 ha_proteobacterium 5 5 rans 7 3 Leptotrichia_wadei 1 6 il 0 0 ASV_6399 6 6

0.0 0.0 0.0 00 0.0 0.0 0.0 0.0

017 010 013 007 00 002 004 0.0 004 001

394 042 694 906 006 668 Alkanibacter_metagen 709 002 306 929

ASV_8384 7 8 Peptoniphilus_sp. 5 5 ASV_720 62 1 ome 5 719 Abditibacterium_sp. 0 0 Rothia_aeria 5 3

0.0 0.0 0.0 0.0 Sphingobacteriales_NS1 0.0 0.0 0.0 0.0 0.0 0.0

015 008 013 007 1- 006 003 004 002 Absconditabacteriales 003 001

461 926 Myxococcaceae_uncu 106 566 12_marine_groupBacter 582 800 347 509 _(SR1)_metagenom 255 879

ASV_720 9 9 Itured_bacterium 2 8 oidetes_bacterium 4 3 ASV_6292 2 9 e 0 0 ASV_363 8 7
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

014 008 012 0.0 006 003 004 002 Absconditabacteriales 002 0.0

928 618 Oikopleura_metageno 172 007 3 678 Beijerinckiaceae_uncu 347 509 _(SR1)_uncultured_b 864 001

ASV_1571 2 8 me 9 028 ASV_7050 6 7 Itured_endolithic 2 9 acterium 0 0 Leptotrichia_wadei 7 654

0.0 0.0 0.0 0.0 00 0.0 0.0 0.0 0.0 0.0

014 008 on 006 005 003 004 002 Absconditabacteriales 002 001

Lautropia_metagenom 040 106 801 813 Chloroplast_Cucumis_s 792 344 SanguibacterSanguib 347 509 _(SR1)_candidate_div 673 543

e 6 3 Collimonas_sp. 7 7 ativus 4 2 acter_sp. 2 9 ision 0 0 Prevotella_genomosp. 8 7

0.0 0.0 0.0 00 00 0.0 0.0 0.0 0.0

Nitrosomonadaceae_ 014 008 on 006 005 0.0 004 002 002 001

DSSD61_uncultured_ 040 106 801 813 502 003 Streptococcus_sobrin 308 487 Absconditabacteriales Obscuribacteraceae_ 629 518

bacterium 6 3 sp. 7 7 sp. 8 177 us 4 5 _(SR1)_sp. 0 0 7 2

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

014 008 011 0068 0.0 002 003 002 Absconditabacteriales 002 001

040 106 795 810 005 722 Pseudomonas_pertuci 984 300 _(SR1)_SR1_bacteriu Rhodococcus_erythro 601 097

Thermomonas_sp. 6 3 ASV_366 5 2 Leptotrichia_wadei 371 6 nogena 9 7 m 0 0 polis 7 3

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 8.6

012 007 010 006 005 002 003 002 Absconditabacteriales Acetobacteraceae_un 002 579

Roseiflexaceae_uncult 562 253 651 149 280 563 984 300 _(SR1)_uncultured_ca cultured_alpha_proteo 396 E-

ured__sp. 8 1 CCD24_sp. 3 5 Kocuria_marina 9 7 Psychrobacter_fozii 9 7 ndidate 0 0 bacterium 7 05

0.0 0.0 0.0 00 00 0.0 0.0 0.0 0.0

012 007 010 006 005 0.0 003 002 Absconditabacteriales Clostridia_vadinBB60 002 001

Pirellula_uncultured_P 480 205 Gemmatimonas_phot 651 149 Oligoflexales_uncultured 171 002 Oligoflexales_uncultur 622 091 _(SR1)_uncultured_E _group_Clostridiales_ 291 323

5 6 otrophica 3 5 _Sp. 9 986 ed__soil 7 5 psilonpr. i 0 0 bacterium 8 2

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

012 006 010 0068 004 002 003 002 Absconditabacteriales 0.0 001

Rhodococcus_erythro 065 563 PirellulaPlanctomycet 651 149 923 842 Rhynchosporium_sec 622 091 _(SR1)_uncultured_or Meiothermus_uncultur 002 301

polis 9 9 es_bacterium 3 5 Acholeplasma_morum 5 6 alis 7 5 ganism 0 0 ed_bacterium 254 3

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

o1 006 009 0.0 004 002 003 001 Absconditabacteriales 001 001

596 695 Persicitalea_unculture 441 005 Alkanindiges_uncultured 923 842 260 882 _(SR1)_uncultured_pr 909 102

ASV_11530 4 2 d_bacterium 4 451 _gamma 5 6 ASV_14011 4 4 okaryote 0 0 ASV_1021 8 6

0.0 0.0 0.0 00 00 0.0 0.0 0.0 0.0

010 006 009 00 004 002 003 001 001 001

Arenicellaceae_uncult 920 304 Lawsonella_unculture 129 005 923 842 260 882 909 102

ured_prokaryote 4 9 d_bacterium 6 271 ASV_1208 5 6 ASV_211 4 4 ABY1_sp. 0 0 Ureibacillus_sp. 8 6

0.0 0.0 0.0 00 0.0 0.0 0.0 0.0 9.9

010 006 009 0.0 004 002 003 001 001 237

630 137 Patescibacteria_uncult 129 005 Candidatus_Buchananb 923 842 260 882 Acanthopleuribacter__ Streptococcus_sobrin 718 E-

ASV_709 1 3 ured_bacterium 6 271 acteria_r 5 6 ASV_3256 4 4 uncultured bacterium 0 0 us 8 05

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 9.3

010 006 009 0.0 004 002 Gastranaerophilales_u 003 001 Leptotrichiaceae_uncu 001 986

Peptoniphilus_duerde 630 137 Peptoniphilus_urinima 129 005 Parasutterella_unculture 923 842 ncultured_cyanobacte 260 882 Acetitomaculum__unc Itured_marine__metag 627 E-

nii 1 3 ssiliensis 6 271 d_organism 5 6 rium 4 4 ultured_bacterium 0 0 enome 9 05

0.0 0.0 0.0 0.0 00 0.0 0.0 0.0 0.0 9.3

Saccharimonadales_T 009 005 007 004 004 001 002 001 001 928

M7auncultured_comp 663 579 863 540 449 669 Brevundimonas_dimin 997 730 Acetitomaculum__unc 626 E-

ost 7 3 ASV_720 7 1 ASV_709 7 4 uta 2 4 ultured_rumen 0 0 Prevotella_aurantiaca 9 05

0.0 0.0 0.0 00 0.0 0.0 0.0 0.0 8.6

009 005 0.0 004 004 002 002 001 001 757

Chitinophagales_37- 360 404 Fibrobacteraceae_unc 007 392 362 518 Flavobacterium_aquat 898 673 502 E-

13_1 4 2 ultured__bacterium 608 5 Cloacil ium_sp. 8 8 ile 1 2 _Sp. 0 0 ASV_366 7 05

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 78

009 005 0.0 004 004 002 Microscillaceae_uncult 002 001 001 273

Neisseriaceae_uncult 360 404 Rhodospirillales_uncul 007 392 362 518 ured_Flexibacteracea 898 673 Acetivibrio_uncultured Microscillaceae_uncult 355 E-

ured__bacterium 4 2 tured_p i 608 5 Eikenella_sp. 8 8 e 1 2 _bacterium 0 0 ured_Candidatus 7 05

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 7.7

008 005 0.0 004 004 002 Rhodobacteraceae_u 002 001 001 184

697 021 Lactobacillus_vaginali 007 088 250 454 ncultured_Amaricoccu 809 622 Acetoanaerobium_unc 336 E-

ASV_13977 3 4 S 081 2 ASV_1071 9 3 s 8 3 ultured_bacterium 0 0 Howardella_sp. 9 05

Jatrophihabitans_uncu 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 6.6

Itured_bacterium 008 005 ASV_363 006 003 Tepidimonas_sp. 003 002 Rothia_kristinae 002 001 Acetobacter_sp. 0 0 ASV_17763 001 158




697 021 553 783 803 195 809 622 145 E-

3 4 1 4 4 9 8 3 9 05

0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 6.6

Pedosphaeraceae_un 008 005 006 003 003 002 002 001 001 158
cultured__metagenom 697 021 Opitutaceae_IMCC26 553 783 761 17 622 514 145 E-
e 3 4 134_sp. 1 4 ASV_14953 3 6 Niastella_sp. 5 1 Acetobacteraceae_sp. ASV_897 9 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 6.6

008 004 006 003 003 002 002 001 001 158

Lactobacillus_rhamno 168 715 Rhodococcus_erythro 553 783 DEV008_uncultured_Ver 761 171 535 464 Acetobacteraceae_un Mitochondria_Eukaryo 145 E-
sus 3 9 polis 1 4 rucomicrobia 3 6 Rothia_aeria 9 1 cultured__bacterium ta_sp. 9 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 6.6

007 004 006 003 Eggerthellaceae_DNF00 003 002 002 0.0 Acetobacteraceae_un 001 158

800 503 Saccharimonadalesun 553 783 809_uncultured_actinob 761 171 435 001 cultured__metagenom 145 E-

ASV_18478 3 5 cultured_Chloroflexi 1 4 acterium 3 6 ASV_1071 2 406 e Pedomicrobium_sp. 9 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 8.7 5.0

Caenarcaniphilales_u 007 004 006 0.0 003 002 002 001 656 608
ncultured_cyanobacte 800 503 294 003 761 171 060 189 Acetobacteraceae_un E- E-
rium 3 5 _israelii 3 634 Luteolibacter_arcticus 3 6 ASV_12623 5 7 cultured__sp. ASV_7533 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 76 4.4

007 004 006 0.0 003 001 002 001 Acetobacteraceae_un 393 105

Eubacterium_ruminant 800 503 Ruminococcus_gnavu 294 003 291 900 Chloroplast_unculture 060 189 cultured_alpha_proteo E- E-
ium_group_sp. 3 5 S_group_sp. 3 634 Alistipes_sp. 2 2 d_bacillariophyte 5 7 bacterium ASV_2103 05 05
0.0 0.0 0.0 Gammaproteobacteria_ 0.0 0.0 0.0 0.0 76 44

007 004 006 0.0 CHAB-XI- 003 001 001 001 393 105

Exiguobacterium_und 800 503 Oligoflexus_unculture 086 003 27_uncultured_bacteriu 291 900 81 045 E- E-
ae 3 5 d_delta 4 514 m 2 2 Serpentinicella_sp. 3 8 Acetobacterium_sp. ASV_4143 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 9.7 6.7 39

007 004 005 003 003 001 001 335 787 137

Novosphingobium_ca 800 503 Chloroplast_Virgulinell 507 179 Lachnospiraceae_A2_sp 291 900 Ferribacterium_uncult 685 E- Acetothermiia__uncult E- E-
psulatum 3 5 a_fragilis 5 7 . 2 2 ured_bacterium 9 05 ured_bacterium Desulfomonile_sp. 05 05
0.0 0.0 0.0 0.0 0.0 0.0 97 6.2 36

0.0 004 Planctomycetes_uncul 005 003 003 001 001 335 611 149

Arcobacteraceae_unc 007 463 tured_Planctomycetac 507 179 Thermodesulfovibrionia_ 291 900 685 E- Acholeplasma__uncult Angustibacter_uncultu E- E-
ultured__sp. 731 5 eae 5 7 uncultured__bacterium 2 2 Leifsonia_sp. 9 05 ured_bacterium red_bacterium 05 05
0.0 0.0 0.0 0.0 0.0 0.0 97 6.2 36

0.0 004 005 003 003 001 001 335 611 149

Blastocatella_uncultur 007 463 Roseiflexaceae_uncult 507 179 185 839 Mitochondria_Eukaryo 685 E- Acholeplasma_axanth E- E-
ed_Acidobacteria 731 5 ured_Chloroflexi 5 7 ASV_12280 8 3 ta_sp. 9 05 um ASV_3215 05 05
0.0 0.0 0.0 00 0.0 0.0 8.6 6.2 36

0.0 004 005 003 003 001 001 521 611 149

Lactobacillus_amylovo 007 463 507 179 185 839 498 E- Acholeplasma_brassic E- E-
rus 731 5 |_moorei 5 7 ASV_12284 8 3 Kocuria_marina 6 05 ae ASV_5620 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 8.3 57 33

006 003 005 003 003 001 001 662 295 079

764 905 Agitococcus_lubricus_ 242 026 Candidatus_Berkiella_E 185 839 449 E- Acholeplasma_laidlaw Brevundimonas_dimin E- E-

ASV_16023 6 5 group_sp. 5 7 ctothiorhodospira_sp. 8 3 ASV_19805 1 05 il uta 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 8.3 57 33

Bacteroidetes_vadinH 006 003 005 003 003 001 Candidatus_Kaiserbac 001 662 295 079
A17_uncultured_bacte 764 905 242 026 185 839 teria_groundwater_m 449 E- Cellvibrio_uncultured_ E- E-
rium 6 5 ASV_1592 5 7 Rothia_aeria 8 3 etagenome 1 05 Acholeplasma_morum Cellvibrio 05 05
0.0 0.0 0.0 0.0 00 94 0.0 8.3 54 31

006 003 005 003 003 873 001 662 229 309

Propioniciclava_metag 764 905 Candidatus_Uhrbacter 242 026 Cellvibrio_uncultured_C 039 E- Saccharimonadalesun 449 E- Actinomycetaceae_un E- E-
enome 6 5 ia_sp. 5 7 ellvibrio 2 05 cultured_candidate 1 05 Acholeplasma_sp. cultured__rumen 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 75 Acholeplasmataceae_ 54 31

006 003 005 003 002 001 001 705 EMP- Alphaproteobacteria_u 229 309

Peptostreptococcus_u 290 631 Macellibacteroides_sp 242 026 908 679 3N E- G18_uncultured_Molli ncultured__metageno E- E-
ncultured_organism 5 8 5 7 Slackia_exigua 5 2 Providencia_sp. 3 05 cutes me 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 54 3.1

006 003 005 003 002 001 001 6.4 Acholeplasmauncultur 229 309

Actinobacteria_uncult 240 602 Oligoflexales_uncultur 242 026 896 672 123 89E ed_Acholeplasmatace E- E-
ured__bacterium 3 8 ed__soil 5 7 Anaerococcus_prevotii 2 1 ASV_17766 9 -05 ae ASV_346 05 05
0.0 0.0 0.0 0.0 00 0.0 0.0 54 31

Candidatus_Uhrbacter 006 003 004 002 002 001 001 6.4 229 309
ia_uncultured_Parcub 240 602 Gaiellales_uncultured 720 725 896 672 123 89E E- E-
acteria 3 8 _microorganism 7 5 ASV_13091 2 1 Howardella_sp. 9 -05 Achromatium_sp. Clostridioides_sp. 05 05
0.0 0.0 0.0 00 00 00 0.0 54 31

006 003 llumatobacteraceae_u 004 002 Bdellovibrionaceae_OM 002 001 I- 001 6.4 229 309

Planctomycetes_uncul 240 602 ncultured_actinobacte 720 725 27_cladeuncultured_delt 896 672 8_uncultured_bacteriu 123 89E Acidaminobacter__un E- E-
tured_ 3 8 rium 7 5 a 2 1 m 9 -05 cultured_bacterium Luteoli _algae 05 05
0.0 0.0 0.0 0.0 0.0 0.0 0.0 5.0 28

005 003 004 002 002 001 001 6.4 Acidaminococcaceae_ 089 919

Gemmatimonas_uncul 798 347 Acetitomaculum__unc 564 635 896 672 Peptostreptococcales- 123 89E uncultured__bacteriu E- E-
tured_soil 2 6 ultured_rumen 8 5 Tannerella_forsythia 2 1 Tissierellales_sp. 9 -05 m ASV_19760 05 05
0.0 0.0 0.0 0.0 0.0 0.0 5.0 28

005 003 004 002 0.0 001 001 6.4 089 919

798 347 Candidatus_Amesbact 564 635 Candidatus_Woesebact 002 628 123 89E Acidibacter__metagen Oligoflexus_unculture E- E-

Peptoniphilus_sp. 2 6 eria_sp. 8 5 eria_metagenome 821 7 Slackia_exigua 9 -05 ome d_bacterium 05 05
0.0 0.0 0.0 00 00 0.0 6.2 5.0 28

005 003 Candidatus_Paracaed 004 002 00 001 001 746 089 919

798 347 ibacter_uncultured_ba 564 635 Clostridia_vadinBB60_gr 002 628 086 E- Acidibacter__uncultur Pseudoxanthomonas_ E- E-

Prevotella_timonensis 2 6 cterium 8 5 oup_sp. 821 7 ASV_720 8 05 ed_bacterium sp. 05 05
0.0 0.0 0.0 00 00 0.0 6.2 4.0 23

005 003 004 002 0.0 001 001 746 672 482

Xanthomonadaceae_s 798 347 Streptobacillus_uncult 564 635 Erysipelotrichaceae_unc 002 628 Bacilli_RF39_uncultur 086 E- E- E-
p. 2 6 ured_bacterium 8 5 ultured__bacterium 821 7 ed_rumen 8 05 Acidibacter_sp. ASV_256 05 05
0.0 0.0 0.0 0.0 0.0 0.0 6.2 40 23

004 002 Blastocatellia_11- 003 002 0.0 001 Saccharimonadales_T 001 746 672 482

Acholeplasma_laidlaw 831 789 24_uncultured_Acidob 933 21 002 628 M7uncultured_Candid 086 E- Acidimicrobiia_IMCC2 E- E-
ii 9 7 acteria 9 2 Spirosomaceae_sp. 821 7 atus 8 05 6256_metagenome ASV_2649 05 05
0.0 0.0 0.0 00 00 00 93 54 4.0 23

004 002 003 002 002 001 661 075 672 482

831 789 933 271 Lactobacillus_rhamnosu 796 614 Chloroplast_Epipyxis_ E- E- Acidimicrobiia_IMCC2 E- E-

ASV_18451 9 7 Howardella_sp. 9 2 s 6 6 sp. 05 05 6256_sp. Lysobacter_sp. 05 05
0.0 0.0 0.0 0.0 00 0.0 56 32 4.0 23

Candidatus_Amesbact 004 002 003 002 002 001 197 445 Acidimicrobiia_IMCC2 672 482
eria_Microgenomates 831 789 933 21 787 224 E- E- 6256_uncultured_bact Pseudarcobacter_unc E- E-
_bacterium 9 7 Pedobacter_terrae 9 2 ASV_1592 1 7 Sphingorhabdus_sp. 05 05 erium ultured_Arcobacter 05 05
0.0 0.0 0.0 0.0 0.0 0.0 3.7 40 23

004 002 003 002 002 001 Candidatus_Azambact 464 2.1 672 482

831 789 933 27 Bacillus_uncultured_bac 606 504 eria_uncultured_bacte E- 63E Acidimicrobiia_IMCC2 Saccharimonadalesun E- E-

Chitinophaga_terrae 9 7 Punice _Sp. 9 2 | terium 6 9 rium 05 -05 | 6256_uncultured_soil cultured_Candidatus 05 05
0.0 0.0 0.0 0.0 0.0 0.0 3.7 40 23

004 002 003 002 002 001 464 21 Acidimicrobiia_IMCC2 SB- 672 482

Leptotrichia_metagen 831 789 Streptococcus_sobrin 933 271 606 504 Flavobacterium_lindan E- 63E 6256uncultured_Acidit 5_uncultured_bacteriu E- E-
ome 9 7 us 9 2 Flavobacterium_soli 6 9 itolerans 05 -05 eriimonas m 05 05
0.0 0.0 0.0 0.0 0.0 0.0 37 38 22

004 002 003 002 002 001 464 21 Acidimicrobiia_IMCC2 196 053

Oligoflexus_metageno 831 789 931 270 572 485 Parcubacteria_uncultu E- 63E 6256uncultured_actin E- E-
me 9 7 ASV_709 9 1 5_sobrinus 9 5 red_bacterium 05 -05 obacterium ASV_292 05 05
0.0 0.0 0.0 0.0 0.0 0.0 38 22

004 002 003 002 002 001 009E01-B-SD- Acidimicrobiia_IMCC2 196 053

Pajaroellobacter_uncu 831 789 Chitinophagaceae_un 931 270 350 357 P15__uncultured_bact 6256uncultured_Actin E- E-
Itured_bacterium 9 7 cultured__bacterium 9 1 Aquicella_uni 8 3 erium 0 0 Nocardiopsis_sp. 05 05
0.0 0.0 0.0 0.0 0.0 0.0 37 2.1

004 002 003 002 002 001 1013-28- 567 689

Parasediminibacteriu 831 789 931 270 350 357 CG33__uncultured_so E- E-
m_sp. 9 7 Nakamurella_sp. 9 1 ASV_18432 8 3 il 0 0 Acidimicrobiia_sp. ASV_4563 05 05
0.0 0.0 0.0 0.0 0.0 0.0 37 21

004 002 003 002 002 001 567 689

Rhizorhapis_unculture 831 789 Patescibacteria_WWE 931 270 Candidatus_Limnoluna_ 350 357 Acidimicrobiia_uncultu Gemmata_bacterium_ E- E-
d_bacterium 9 7 3_sp. 9 1 uncultured_bacterium 8 3 Abditibacterium_sp. 0 0 red__bacterium enrichment 05 05




0.0 0.0 0.0 Gammaproteobacteria_ 0.0 0.0 37 21
004 002 003 0.0 CHAB-XI- 002 001 Absconditabacteriales 567 689
831 789 Eubacterium_hallii_gr 147 001 28_uncultured_bacteriu 350 357 _(SR1)_metagenom Acidimicrobiia_uncultu E- E-
Romboutsia_sp. 9 7 oup_sp. 1 817 m 8 3 e red_metagenome Paludibaculum_sp. 05 05
0.0 0.0 0.0 Gammaproteobacteria_ 0.0 0.0 27 15
004 002 003 0.0 CHAB-XI- 002 001 Absconditabacteriales 115 655
831 789 Parcubacteriauncultur 147 001 30_uncultured_bacteriu 350 357 _(SR1)__uncultured_b Acidimicrobiia_uncultu Acetobacteraceae_un E- E-
_Sp. 9 7 ed_deep-sea 1 817 m 8 3 acterium red__sp. cultured__sp. 05 05
0.0 0.0 0.0 0.0 27 15
004 002 003 0.0 0.0 001 Absconditabacteriales 15 655
831 789 147 001 Chlamydiales_cvE6Chla 002 337 _(SR1)_candidate_div Acidimicrobiia_uncultu E- E-
Shinella_sp. 9 7 Polaromonas_sp. 1 817 mydiales_bacterium 317 7 ision red_Acidimicrobiia ASV_2390 05 05
0.0 0.0 0.0 0.0 27 15
004 002 003 0.0 0.0 001 115 655
788 764 147 001 Saccharimonadales_TM 002 337 Absconditabacteriales Acidimicrobiia_uncultu Bacteroides_pyogene E- E-
Cr ium_sp. 3 5 Slackia_exigua 1 817 7_uncultured_bacterium 317 7 _(SR1)_sp. red_actinobactel S 05 05
0.0 0.0 0.0 0.0 0.0 27 15
004 002 003 0.0 002 001 Absconditabacteriales 115 655
680 702 043 001 027 170 _(SR1)_SR1_bacteriu Acidimicrobiia_uncultu Candidatus_Woeseba E- E-
A _Sp. 2 1 ASV_8009 2 757 Catenulispora_rubra 3 5 m red_Actinomyct cteria_sp. 05 05
0.0 0.0 0.0 0.0 0.0 27 15
004 002 003 0.0 001 001 Absconditabacteriales Acidimicrobiia_uncultu 115 655
680 702 043 001 880 085 _(SR1)_uncultured_ca red_bacterium_YC- Caulobacter_metagen E- E-
Incertae_Sedis_sp. 2 1 ASV_8275 2 757 ASV_256 7 8 ndidate 7SS-LKJ199 ome 05 05
0.0 0.0 0.0 0.0 0.0 27 15
004 002 003 0.0 001 001 Absconditabacteriales Flavobacteriales_NS9 15 655
Leeia_uncultured_bac 680 702 Candidatus_Yanofsky 043 001 880 085 _(SR1)_uncultured_E Acidiphilium__uncultur _marine_group_metag E- E-
terium 2 1 bacteria 2 757 ASV_292 7 8 psilonpra ia ed_bacterium enome 05 05
0.0 0.0 0.0 0.0 0.0 0.0 27 15
004 002 002 001 001 001 Absconditabacteriales 115 655
Pedosphaeraceae_un 680 702 621 513 880 085 _(SR1)_uncultured_or Peredibactermicrobial E- E-
cultured__sp. 2 1 ASV_21722 2 4 ASV_366 7 8 ganism Acidiphilium_sp. _mat 05 05
0.0 0.0 0.0 0.0 0.0 27 15
004 0.0 002 001 001 001 Absconditabacteriales 115 655
459 001 621 513 Candidatus_Falkowbact 880 085 _(SR1)_uncultured_pr Saccharimonadales_s E- E-
ASV_1592 2 451 Bosea_sp. 2 4 eria__uncultured_soil 7 8 okaryote Acidisoma_sp. p. 05 05
0.0 0.0 0.0 0.0 0.0 0.0 27 15
003 002 002 001 001 001 115 655
865 231 621 513 Dialister_uncultured_bac 880 085 Acidithiobacillaceae_K E- E-
ASV_19746 5 7 Clostridia_sp. 2 4 terium 7 8 ABY1_sp. CM-B-112_sp. Sellimonas_sp. 05 05
0.0 0.0 0.0 0.0 00 0.0 25 14
003 002 Acetobacteraceae_un 002 001 001 001 045 459
865 231 cultured_alpha_proteo 360 362 Planctomycetes_WD210 880 085 Acanthopleuribacter__ Acidithiobacillus_ferro Gammaproteobacteria E- E-
ASV_19752 5 7 bacterium 4 7 1_soil_group_sp. 7 8 |_bacterium oxidans _uncultured_marine 05 05
0.0 0.0 0.0 0.0 0.0 0.0 25 14
003 002 002 001 Terrimicrobiaceae_Fuku 001 001 045 459
Brevundimonas_dimin 865 231 360 362 N18_freshwater_group_ 880 085 Acetitomaculum__unc Acidobacteria_bacteri E- E-
uta 5 7 Atopobium_sp. 4 7 uncultured_bacterium 7 8 ultured_bacterium um LD29_sp. 05 05
0.0 0.0 0.0 0.0 0.0 0.0 13 78
003 002 Candidatus_Yanofsky 002 001 001 001 557 273
BSV26_denitrifying_b 865 231 bacteria_uncultured_o 360 362 737 003 Acetitomaculum__unc Acidobacteriaceae_(S E- E-
acterium 5 7 rganism 4 7 ASV_5084 7 3 ultured_rumen ubgroup_1)_sp. ASV_1161 05 06
0.0 0.0 0.0 0.0 00 0.0 12 72
003 002 002 001 001 001 522 297
Murdochiella_asaccha 865 231 Cellvibrio_uncultured_ 360 362 Sericytochromatiauncult 737 003 Acidobacteriae_Elev- E- E-
rolytica 5 7 bacterium 4 7 ured_cyanobacterium 7 3 Acetitomaculum_sp. 16S-1166_sp. ASV_3568 05 06
0.0 0.0 0.0 0.0 0.0 47 Acidobacteriae_Elev- 12 72
003 002 002 001 001 437 16S- 522 297
Oligoflexales_uncultur 865 231 Deinococcus_uncultur 360 362 519 E- Acetivibrio_uncultured 1166_uncultured_bact Lawsonella_unculture E- E-
ed__soil 5 7 ed_bacterium 4 7 ASV_2180 6 05 _bacterium erium d_bacterium 05 06
0.0 0.0 0.0 0.0 0.0 83 12 72
003 001 002 001 001 606 522 297
120 801 360 362 Actinomycetaceae_F033 448 E- Acetoanaerobium_unc E- E-
ASV_21727 1 4 Eikenella_sp. 4 7 2unidentified 1 05 ultured_bacterium Acidobacteriae_sp. Leptospira_wolffi 05 06
0.0 0.0 0.0 0.0 00 8.1
003 001 002 001 001 435 009E01-B-SD-
Candidatus_Berkiella_ 120 801 360 362 410 E- Acidocella__unculture P15__uncultured_bact
unidentified_marine 1 4 Omnitrophia_sp. 4 7 Aeromicrobium_sp. 5 05 Acetobacter_sp. d_bacterium erium 0 0
0.0 0.0 0.0 00 00 8.1
Candidatus_Yanofsky 002 001 002 001 001 435 1013-28-
bacteria_uncultured_d 899 673 Trabulsiella_unculture 360 362 410 E- Acidothermus__uncult CG33__uncultured_so
eep-sea 1 8 d_bacterium 4 7 ASV_363 5 05 }_Sp. ured_bacterium il 0 0
0.0 0.0 0.0 0.0 8.1
002 001 001 9.0 001 435
899 673 573 85E 410 E- Acetobacteraceae_un
Gaiella_sp. 1 8 ASV_21979 6 -05 Flexithrix_dorotheae 5 05 cultured__bacterium Acidothermus_sp. _Sp. 0 0
0.0 0.0 0.0 0.0 8.1
002 001 001 9.0 001 435 Acetobacteraceae_un Absconditabacteriales
Pedosphaeraceae_un 899 673 Gammaproteobacteria 573 85E Gallicola_uncultured_ba 410 E- cultured__metagenom _(SR1)__metagenom
cultured__bacterium 1 8 _Sp. 6 -05 cterium 5 05 e Acidovorax_sp. e 0 0
0.0 0.0 00 8.1
002 001 009E01-B-SD- 001 435 Absconditabacteriales
Rhodobacteraceae_sp 899 673 P15__uncultured_bact Kiritimatiellae_WCHB1- 410 E- Acetobacteraceae_un Acinetobacter__metag _(SR1)__uncultured_b
. 1 8 erium 0 0 41_sp. 5 05 cultured__sp. enome acterium 0 0
0.0 0.0 0.0 8.1
002 001 1013-28- 001 435 Absconditabacteriales
347 355 CG33__uncultured_so Legionella_uncultured_b 410 E- Acinetobacter_bauma _(SR1)_candidate_div
Eikenella_sp. 2 2 il 0 0 acterium 5 05 _Sp. nnii ision 0 0
0.0 0.0 0.0 8.1
Absconditabacteriales 001 001 001 435
_(SR1)_uncultured_pr 932 115 Patescibacteria_CPR2_ 410 E- Acetothermiia__uncult Acinetobacter_kyongg Absconditabacteriales
okaryote 7 9 Abditibacterium_sp. 0 0 uncultured_Clostridium 5 05 ured_bacterium iensis _(SR1)_sp. 0 0
0.0 0.0 00 8.1
001 001 Absconditabacteriales 001 435 Absconditabacteriales
932 115 _(SR1)_metagenom Prevotellaceae_uncultur 410 E- Acholeplasma__uncult _(SR1)_SR1_bacteriu
ASV_21709 7 9 e 0 0 ed_Prevotella_sp. 5 05 ured_bacterium Acinetobacter_sp. m 0 0
0.0 0.0 0.0 8.1
001 001 Absconditabacteriales 001 435 Absconditabacteriales
Bacteriovoracaceae_u 932 115 _(SR1)_uncultured_b 410 E- Acholeplasma_axanth _(SR1)_uncultured_ca
ncultured__bacterium 7 9 acterium 0 0 Psychrobacter_sp. 5 05 um _towneri ndidate 0 0
0.0 0.0 0.0 8.1
001 001 Absconditabacteriales 001 435 Absconditabacteriales
Candidatus_Nomurab 932 115 _(SR1)_candidate_div Sandaracinaceae_uncult 410 E- Acholeplasma_brassic _(SR1)_uncultured_E
acteria_sp. 7 9 ision 0 0 ured__uncultured_soil 5 05 ae Acremonium_fuci psilonproteobacteria 0 0
0.0 0.0 0.0 8.1
001 001 001 435 Absconditabacteriales
Ruminiclostridium_me 932 115 Absconditabacteriales Spirosomaceae_uncultur 410 E- Acholeplasma_laidlaw _(SR1)_uncultured_or
tagenome 7 9 _(SR1)_sp. 0 0 ed__metagenome 5 05 i Actinobacillus_sp. ganism 0 0
0.0 0.0 6.6
001 9.0 Absconditabacteriales 001 885 Actinobacteria_0319- Absconditabacteriales
Gemmatimonas_phot 560 07E _(SR1)_SR1_bacteriu Patescibacteria_CPR2_ 158 E- 7L14_uncultured_acti _(SR1)_uncultured_pr
otrophica 1 -05 m 0 0 |_Firmicutes 5 05 ._morum ne i okaryote 0 0
0.0 75 0.0 6.6
001 889 Absconditabacteriales 001 885
314 E- _(SR1)_uncultured_ca 158 E- Actinobacteria_PeM15
ASV_292 4 05 ndidate 0 0 Ph terium_sp. 5 05 _Sp. _bacterium_rJ7 ABY1_sp. 0 0
93 54 0.0 6.4 Acholeplasmataceae_
Acidimicrobiia_IMCC2 888 206 Absconditabacteriales 001 586 EMP-
6256_uncultured_bact E- E- _(SR1)_uncultured_E 118 E- G18_uncultured_Molli Actinobacteria_PeM15 Acanthopleuribacter__
erium 05 05 psilonproteobacteria 0 0 Peptococcus_niger 7 05 cutes _metagenome uncultured_bacterium 0 0




84 48 0.0 5.8
499 786 Absconditabacteriales Acetobacteraceae_uncul 001 127 Acholeplasmauncultur
E- E- _(SR1)_uncultured_or tured_alpha_proteobact 006 E- ed_Acholeplasmatace Actinobacteria_PeM15 Acetitomaculum__unc
ASV_256 05 05 ganism erium 8 05 ae _sp. ultured_bacterium
8.4 4.8 0.0 58
499 786 Absconditabacteriales 001 127
E- E- _(SR1)_uncultured_pr 006 E- Actinobacteria_PeM15 Acetitomaculum__unc
C86_sp. 05 05 okaryote Proteiniphilum_sp. 8 05 Achromatium_sp. _uncultured_soil ultured_rumen
84 4.8 94
499 786 034 54 Actinobacteria_PeM15
E- E- E- 29E Acidaminobacter__un uncultured_actinobact
Slackia_exigua 05 05 ABY1_sp. ASV_4527 05 -05 cultured_bacterium erium Acetitomaculum_sp.
56 3.2 9.4
Acetobacteraceae_un 333 524 034 54 Acidaminococcaceae_
cultured_alpha_proteo E- E- Acanthopleuribacter__ Bacteroidales_RF16_gro E- 29E uncultured__bacteriu Acetivibrio_uncultured
bacterium 05 05 uncultured_bacterium up_sp. 05 -05 m Actinobacteria_sp. _bacterium
56 32 94
333 524 034 54
Cellvibrio_uncultured_ E- E- Acetitomaculum__unc E- 29E Acidibacter__metagen Actinobacteria_uncult Acetoanaerobium_unc
Cellvibrio 05 05 ultured_bacterium C0119__uncultured_soil 05 -05 ome ured__bacterium ultured_bacterium
46 27 94
944 103 034 54
Butyrivibrio_Eubacteri E- E- E- 29E Acidibacter__uncultur Actinobacteria_uncult
um_sp. 05 05 Acetitomaculum_sp. Collinsella_sp. 05 -05 ed_bacterium ured__metagenome Acetobacter_sp.
46 27 9.4
944 103 034 54
E- E- Acetivibrio_uncultured Gracilibacteria_metagen E- 29E Actinobacteria_uncult
Collimonas_sp. 05 05 _bacterium ome 05 -05 Acidibacter_sp. ured_ sp. Acetobacteraceae_sp.
Solirubrobacterales_6 46 2.7 9.4
- 944 103 034 54 Actinobacteria_uncult
14__uncultured_bacte E- E- Acetoanaerobium_unc Phycisphaeraceae_SM1 E- 29E Acidimicrobiia_IMCC2 ured_Actinomycetales Acetobacteraceae_un
rium 05 05 ultured_bacterium A02_ 05 -05 6256_ _bacterium cultured__bacterium
37 21 94
Flavobacterium_uncult 555 683 034 54 Acetobacteraceae_un
ured_Flavobacteriace E- E- Sphingobacteriales_env. E- 29E Acidimicrobiia_IMCC2 Actinobacteriota_MB- cultured__metagenom
ae 05 05 Acetobacter_sp. OPS_17_uncultured_soil 05 -05 6256_sp. 'A2-108_metagenome e
Kiritimatiellae_WCHB 37 21 94
- 555 683 034 54 Acidimicrobiia_IMCC2
41uncultured_Verruco E- E- E- 29E 6256_uncultured_bact Actinobacteriota_MB-
microbia 05 05 Acetobacteraceae_sp. Turneriella_sp. 05 -05 erium A2-108_sp. Acetobacterium_sp.
37 21 94 Actinobacteriota_MB-
555 683 034 54 -
Peptoclostridium_unc E- E- Acetobacteraceae_un WPS- E- 29E Acidimicrobiia_IMCC2 108_uncultured_bacte Acetothermiia__uncult
ultured_organism 05 05 cultured__bacterium 2hydrothermal_vent 05 -05 6256_uncultured_soil rium ured_bacterium
2.8 16 8.6 5.0 Actinobacteriota_MB-
Anaerovoracaceae_F 166 262 Acetobacteraceae_un 886 164 Acidimicrobiia_IMCC2 -
amily_XIl_UCG- E- E- cultured__metagenom Methanobacterium_flexil E- E- 6256uncultured_Acidit 108uncultured_actino Acholeplasma__uncult
00: ium_sp. 05 05 e e 05 05 bacterium ured_bacterium
Gracilibacteria_JGI_0 28 16 78
000069- 166 262 306 45 Acidimicrobiia_IMCC2
P22Gracilibacteria_ba E- E- Acetobacteraceae_un Beijerinckiaceae_uncultu E- 21E 6256uncultured_actin Acholeplasma_axanth
cterium 05 05 cultured__sp. red__uncultured_soil 05 -05 obacterium Actinomadura_sp. um
28 16 78
166 262 306 45 Acidimicrobiia_IMCC2
E- E- Niabella_uncultured_bac E- 21E 6256uncultured_Actin Actinomyces__uncultu Acholeplasma_brassic
Leptotrichia_wadei 05 05 Acetobacterium_sp. terium 05 -05 omycetales red_bacterium ae
18 1.0 6.7 38
Alphaproteobacteria_u 778 841 119 751
ncultured_Rhodospirill E- E- Acetothermiia__uncult E- E- Acholeplasma_laidlaw
aceae_bacterium 05 05 ured_bacterium _Sp. 05 05 Acidimicrobiia_sp. Acti _dentalis i
18 10 5.7 33
Anaerovoracaceae_F 778 841 Candidatus_Woesebact 924 442
amily_XIl_UCG- E- E- Acholeplasma__uncult eria_uncultured_Microge E- E- Acidimicrobiia_uncultu Actinomyces_graeveni
005Eubacterium_sp. 05 05 ured_bacterium nomates 05 05 red__bacterium tzii Acholeplasma_morum
18 1.0 55 32
778 841 933 293
E- E- Acholeplasma_axanth Acetoanaerobium_uncult E- E- Acidimicrobiia_uncultu
Chitinophagaceae_sp. 05 05 um ured_bacterium 05 05 red__metagenome Actinomyces_israeli Acholeplasma_sp.
18 1.0 5.5 3.2 Acholeplasmataceae_
Oligoflexia_0319- 778 841 933 293 EMP-
6G20_marine__metag E- E- Acholeplasma_brassic E- E- Acidimicrobiia_uncultu G18_uncultured_Molli
enome 05 05 ae Acidisoma_sp. 05 05 red__sp. Actinomyces_sp. cutes
18 10 55 32
778 841 933 293 Acholeplasmauncultur
E- E- Acholeplasma_laidlaw E- E- Acidimicrobiia_uncultu Actinomyces_unidentif ed_Acholeplasmatace
Tyzzerella_sp. 05 05 ii Bifidobacteriaceae_sp. 05 05 red_Acidimicrobiia ied ae
55 3.2
009E01-B-SD- 933 293 Actinomycetaceae_F0
P15__uncultured_bact Methylomonas_uncultur E- E- Acidimicrobiia_uncultu 332_uncultured_bacte
erium 0 0 Acholeplasma_morum ed_bacterium 05 05 red_actinobacterium rium Achromatium_sp.
47 27
1013-28- 017 145
CG33__uncultured_so E- E- Acidimicrobiia_uncultu Actinomycetaceae_F0 Acidaminobacter__un
il 0 0 _Sp. ASV_6240 05 05 red_/ | 33 i cultured_bacterium
Acholeplasmataceae_ 44 25
EMP- 746 834 Acidimicrobiia_uncultu Acidaminococcaceae_
G18_uncultured_Molli E- E- red_bacterium_YC- Actinomycetaceae_un uncultured__bacteriu
_Sp. 0 0 cutes ASV_20280 05 05 ZSS-LKJ199 cultured__bacterium m
44 25
Absconditabacteriales Acholeplasmauncultur 746 834 Actinomycetaceae_un
_(SR1)_metagenom ed_Acholeplasmatace E- E- Acidiphilium__uncultur cultured__metagenom Acidibacter__metagen
e 0 0 ae ASV_20283 05 05 ed_bacterium e ome
44 25
Absconditabacteriales 746 834
_(SR1)_uncultured_b Campylobacter_concisu E- E- Actinomycetaceae_un Acidibacter__uncultur
acterium 0 0 Achromatium_sp. S 05 05 Acidiphilium_sp. cultured__rumen ed_bacterium
44 25
Absconditabacteriales 746 834
_(SR1)_candidate_div Acidaminobacter__un E- E- Actinomycetaceae_un
ision 0 0 cultured_bacterium C imicrobium_sp. 05 05 Acidisoma_sp. cultured__sp. Acidibacter_sp.
44 25
Acidaminococcaceae_ 746 834
Absconditabacteriales uncultured__bacteriu Chloroplast_Juniperus_v E- E- Acidithiobacillaceae_K Actinomycetospora_s Acidimicrobiia_IMCC2
_(SR1)_sp. 0 0 m irginiana 05 05 CM-B-112_sp. p. 6256_metagenome
44 25
Absconditabacteriales 746 834
_(SR1)_SR1_bacteriu Acidibacter__metagen E- E- Acidithiobacillus_ferro Actinoplanes_garbadi Acidimicrobiia_IMCC2
m 0 0 ome Corynebacterium_sp. 05 05 oxidans nensis 6256_sp.
44 25
Absconditabacteriales 746 834 Acidimicrobiia_IMCC2
_(SR1)_uncultured_ca Acidibacter__uncultur E- E- Acidobacteria_bacteri 6256_uncultured_bact
ndidate 0 0 ed_bacterium Hydrogenophilus_sp 05 05 um Actinoplanes_sp. erium
44 25
Absconditabacteriales 746 834
_(SR1)_uncultured_E Oligoflexia_0319- E- E- Acidobacteriaceae_(S Acidimicrobiia_IMCC2
psilonp i 0 0 Acidibacter_sp. 6G20_1 |_soil 05 05 ubgroup_1)_sp. Actinotalea_sp. |_soil
44 25
Absconditabacteriales 746 834 Acidimicrobiia_IMCC2
_(SR1)_uncultured_or Acidimicrobiia_IMCC2 Spirosoma_uncultured_ E- E- Acidobacteriae_Elev- 6256uncultured_Acidit
ganism 0 0 6256_metagenome bacterium 05 05 16S-1166_sp. Actinotignum_sp. errimonas




376

Acidobacteriae_Elev-

33 16S- Acidimicrobiia_IMCC2
Acidimicrobiia_IMCC2 Candidatus_BabelaCan 56E E- 1166_uncultured_bact Adhaeribacter__meta 6256uncultured_actin
ABY1_sp. 6256_sp. didatus_Babela -05 05 erium genome obacterium
19
Acidimicrobiia_IMCC2 Candidatus_Falkowbact 33 376 Acidimicrobiia_IMCC2
Acanthopleuribacter__ 6256_uncultured_bact eria_uncultured_anaero 56E E- Adhaeribacter__uncult 6256uncultured_Actin
|_bacterium erium bic -05 05 _sp. ured_soil omycef
19
33 376
Acetitomaculum__unc Acidimicrobiia_IMCC2 Hyphomicrobium_vulgar 56E E- Acidocella__unculture
ultured_bacterium 6256_uncultured_soil e -05 05 d_bacterium Adhaeribacter_sp. Acidimicrobiia_sp.
19
Acidimicrobiia_IMCC2 33 376
Acetitomaculum__unc 6256uncultured_Acidit 56E E- Acidothermus__uncult Acidimicrobiia_uncultu
ultured_rumen errimonas Legionella_t -05 05 ured_bacterium Advenella_sp. red__bacterium
19
Acidimicrobiia_IMCC2 Solirubrobacterales_67- 33 376
6256uncultured_actin 14_uncultured_Rubroba 56E E- Aenigmarchaeales_sp Acidimicrobiia_uncultu
titomaculum_sp. obacterium cteria -05 05 Sp. . red__r
19
Acidimicrobiia_IMCC2 33 376
Acetivibrio_uncultured 6256uncultured_Actin Turicella_uncultured_ba 56E E- Acidimicrobiia_uncultu
_bacterium omycetales cterium -05 05 Acidovorax_sp. Aenigmarcheota_sp. red__sp.
28 16
962 721
Acetoanaerobium_unc Oligoflexales_uncultured E- E- Acinetobacter__metag Acidimicrobiia_uncultu
ultured_bacterium Acidimicrobiia_sp. __soil 05 05 enome Aequorivita_sp. red_Acidimicrobiia
2.2 12
373 917
Acidimicrobiia_uncultu E- E- Acinetobacter_bauma Acidimicrobiia_uncultu
Acetobacter_sp. red__bacterium Aerococcus_sp. 05 05 nnii Aerococcaceae_sp. red_actinobacterium
22 12
373 917
Acetobacteraceae_un Acidimicrobiia_uncultu Parcubacteria_metagen E- E- Acinetobacter_kyongg Aerococcaceae_uncul Acidimicrobiia_uncultu
cultured__bacterium red__metagenome ome 05 05 iensis tured__bacterium red_Actinomycetales




