
S1 Fig. Phylogenetic Trees of 16 individual phylum

Evolutionary analysis by Maximum Likelihood method  
The evolutionary history was inferred by using the Maximum Likelihood method 
and Tamura-Nei model [1]. The percentage of trees in which the associated 
taxa clustered together is shown next to the branches. Initial tree(s) for the 
heuristic search were obtained automatically by applying Neighbor-Join and 
BioNJ algorithms to a matrix of pairwise distances estimated using the Tamura-
Nei model, and then selecting the topology with superior log likelihood value. 
The tree is drawn to scale, with branch lengths measured in the number of 
substitutions per site (next to the branches). All positions with less than 95% 
site coverage were eliminated, i.e., fewer than 5% alignment gaps, missing 
data, and ambiguous bases were allowed at any position (partial deletion 
option). Evolutionary analyses were conducted in MEGA X [2] 
 
 
1. Tamura K. and Nei M. (1993). Estimation of the number of nucleotide 
substitutions in the control region of mitochondrial DNA in humans and 
chimpanzees. Molecular Biology and Evolution 10:512-526. 

2. Kumar S., Stecher G., Li M., Knyaz C., and Tamura K. (2018). MEGA X: 
Molecular Evolutionary Genetics Analysis across computing platforms. 
Molecular Biology and Evolution 35:1547-1549. 

Disclaimer: Although utmost care has been taken to ensure the correctness of 
the caption, the caption text is provided "as is" without any warranty of any 
kind. Authors advise the user to carefully check the caption prior to its use for 
any purpose and report any errors or problems to the authors immediately 
(www.megasoftware.net). In no event shall the authors and their employers be 
liable for any damages, including but not limited to special, consequential, or 
other damages. Authors specifically disclaim all other warranties expressed or 
implied, including but not limited to the determination of suitability of this 
caption text for a specific purpose, use, or application.
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Figure S1A. Acidobacteria Phylogenetic tree



 KF926068.1: 1.. 734 Corynebacterium riegelii V17 2012172

 CP012342.1:complement(793524..795045) Corynebacterium riegelii PUDD 83A45

 EU848548.1: 1.. 1457 Corynebacterium riegelii CTF08-1967

 AF537602.1: 1.. 1454 Corynebacterium riegelii National Microbiology Laboratory Special Bacteriology identifier 99-0185

 Y14651.1: 1.. 1383 Corynebacterium riegelii dmmz 2415

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium riegelii Otu0408

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium pseudogenitalium Otu0069

 X81905.1:1..1405 Corynebacterium sp. CDC G4330

 X81872.1: 1.. 1430 Corynebacterium pseudogenitalium NCTC 11860

 GU238412.1: 1.. 1448 Corynebacterium sp. NML 98-0116

 KF925986.1: 1.. 722 Corynebacterium sp. V17 2011353

 KR232870.1: 1.. 1326 Corynebacterium sp. S32

 X96497.1:1..1483 Corynebacterium coyleae (T) type strain: DSM 44184 = CCUG 35014 = DMMZ 214

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium coyleae* Otu0095

 AY244774.1: 1.. 1221 Corynebacterium sp. 2002-79006

 AF537592.1: 1.. 1453 Corynebacterium coyleae National Microbiology Laboratory Special Bacteriology identifier 97-0171

 AF537601.1: 1.. 1468 Corynebacterium mucifaciens National Microbiology Laboratory Special Bacteriology identifier 97-0160

 KF925897.1: 1.. 701 Corynebacterium coyleae V17 2011152

 X84253.1:1..1392 Corynebacterium genitalium NCTC 11859

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium tuscaniense Otu0093

 AY677186.1: 1.. 1502 Corynebacterium tuscaniense (T) ISS-5309 ATCC BAA-1141 CCUG 51321

 KF280284.1: 1.. 1228 Corynebacterium tuscaniense DNF00037

 GU238409.1: 1.. 1445 Corynebacterium sp. NML 93-0481

 KJ081507.1: 1.. 730 Corynebacterium sp. 201263693

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium glucuronolyticum Otu0195

 X84375.1:1..1323 Corynebacterium glucuronolyticum CIP 104297T

 X86688.1:1..1483 Corynebacterium glucuronolyticum GF 838 (=DSM 44120)

 AJ277970.1: 1..1459 Corynebacterium glucuronolyticum COR 232

 AJ277971.1: 1..1392 Corynebacterium glucuronolyticum COR 252

 AF537595.1: 1.. 1461 Corynebacterium glucuronolyticum National Microbiology Laboratory Special Bacteriology identifier 98-0013

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium thomssenii* Otu0108

 Y09655.1: 1.. 1468 Corynebacterium sundsvallense (T) CCUG 36622

 AF010474.1: 1.. 1472 Corynebacterium thomssenii

 AF537605.1: 1.. 1445 Corynebacterium sundsvallense National Microbiology Laboratory Special Bacteriology identifier 93-0639

 AF537606.1: 1.. 1467 Corynebacterium sundsvallense National Microbiology Laboratory Special Bacteriology identifier 99-0121

 AF537607.1: 1.. 1461 Corynebacterium thomssenii National Microbiology Laboratory Special Bacteriology identifier 97-0130

 AJ438046.1: 1.. 1512 Corynebacterium tuberculostearicum CIP102211

 AJ438047.1: 1.. 1512 Corynebacterium tuberculostearicum CIP102124

 AJ438048.1: 1.. 1512 Corynebacterium tuberculostearicum CIP102076

 AJ438041.1: 1.. 1512 Corynebacterium tuberculostearicum CIP102857

 X80498.1:1.. 1393 Corynebacterium sp. CDC G5840

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium tuberculostearicum Otu0089

 CP004085.1:complement(1288148..1289657) Corynebacterium urealyticum DSM 7111

 CP004085.1:complement(1819660..1821165) Corynebacterium urealyticum DSM 7111

 CP004085.1:138972..140478 Corynebacterium urealyticum DSM 7111

 AM942444.1:complement(1853332..1854780) Corynebacterium urealyticum DSM 7109

 AM942444.1:complement(1853302..1854822) Corynebacterium urealyticum DSM 7109

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium urealyticum Otu0517

 CP001601.1:815367..816884 Corynebacterium aurimucosum ATCC 700975 DSM 44827 ATCC 700975

 CP001601.1:complement(2332091..2333608) Corynebacterium aurimucosum ATCC 700975 DSM 44827 ATCC 700975

 AF033314.1: 1.. 1428 Corynebacterium sp. CDC B8037

 AY227208.1: 1.. 1441 Corynebacterium aurimucosum CN-3415

 AJ315961.1: 1..1468 Corynebacterium aurimucosum IMMIB R-222

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium aurimucosum Otu0064

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium genitalium* Otu0257

 U87820.1:1..1443 Corynebacterium genitalium ATCC 33033

 AY581881.1: 1.. 1472 Corynebacterium sp. 25850

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium jeikeium Otu0550

 CR931997.1:472764..474290 Corynebacterium jeikeium K411 K411 = NCTC 11915

 X82062.1:1..1333 Corynebacterium jeikeium CIP 103337T

 X84250.1:1..1494 Corynebacterium jeikeium (T) NCTC 11913

 AY581882.1: 1.. 1489 Corynebacterium sp. 59614

 CR931997.1:108684..110210 Corynebacterium jeikeium K411 K411 = NCTC 11915

 AF537603.1: 1.. 1465 Corynebacterium simulans National Microbiology Laboratory Special Bacteriology identifier 81-0613

 AF537604.1: 1.. 1469 Corynebacterium simulans National Microbiology Laboratory Special Bacteriology identifier 00-0186

 X84442.1: 1.. 1477 Corynebacterium striatum (T) NCTC 764

 X81906.1:1..1324 Corynebacterium xerosis IAM 12431

 X81910.1:1..1324 Corynebacterium striatum CIP 81.15T

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium striatum* Otu0163

 Actinobacteriota Actinobacteria Mycobacteriales Lawsonellaceae Lawsonella clevelandensis Otu0084

 JX877776.1: 1.. 1445 Lawsonella clevelandensis (T) X1036

 KC669624.1: 1.. 1454 Corynebacterineae bacterium NML 120705

 KM401816.1: 1.. 1444 Corynebacterineae bacterium X1698

 CP009312.1:complement(554489..556018) Corynebacteriales bacterium X1036

 CP009312.1:1832900..1834429 Corynebacteriales bacterium X1036

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium amycolatum* Otu0106

 X82050.1:1..1322 Corynebacterium amycolatum CIP 52.13

 X82057.1:1..1401 Corynebacterium amycolatum (T) CIP 103452T

 AY230773.1: 1.. 1398 Corynebacterium sp. Smarlab BioMol-2301292 Smarlab BioMol 2301292

 AY831726.1: 1.. 1420 Corynebacterium amycolatum

 DQ406842.1: 1.. 831 Corynebacterium amycolatum YNLB30-34-191104

 Actinobacteriota Actinobacteria Mycobacteriales Corynebacteriaceae Corynebacterium kroppenstedtii Otu0330

 Y10077.1: 1.. 1400 Corynebacterium kroppenstedtii (T) CCUG 35717

 AY524774.1: 1.. 1442 Corynebacterium kroppenstedtii VA1719 2000

 AF537598.1: 1.. 1470 Corynebacterium kroppenstedtii National Microbiology Laboratory Special Bacteriology identifier 00-0244

 AY581885.1: 1.. 1455 Corynebacterium sp. 89349

 CP001620.1:112976..114476 Corynebacterium kroppenstedtii DSM 44385

 Actinobacteriota Actinobacteria Mycobacteriales Mycobacteriaceae Mycobacterium vaccae* Otu0431

 AB074710.1: 1.. 1053 actinobacterium S-A(1)-8A

 X93184.1:1..1459 Mycobacterium hodleri (T) DSM 44183

 AF480591.1: 1.. 1439 Mycobacterium vaccae (T) ATCC 15483

 AB299709.1: 1.. 610 Mycobacterium sp. SSRB8-6

 KM096754.1: 1.. 1393 Mycobacterium vaccae 12/13

 EF618707.1: 1.. 855 Nocardioides sp. DJHH52

 Actinobacteriota Actinobacteria Propionibacteriales Nocardioidaceae Aeromicrobium ponti Otu0320

 EF618711.1: 1.. 835 Aeromicrobium sp. DJHH57

 AM778683.1: 1.. 1396 Aeromicrobium ponti (T) type strain: HSW-1

 KF815228.1: 1.. 695 Aeromicrobium ponti B02u-2

 LN830920.1: 1.. 1101 Aeromicrobium sp. SeCd76b

 Actinobacteriota Actinobacteria Geodermatophilales Geodermatophilaceae Blastococcus aggregatus Otu0441

 AJ430193.1:1..1471 Blastococcus aggregatus DSM 4725T

 X92364.1:1..1477 Geodermatophilus G1S leachate of a landfill Vancouver Canada

 AJ316573.1:1..1475 Blastococcus sp. BC521

 L40614.1:1..1441 Blastococcus aggregatus

 FJ214361.1: 1.. 1414 Blastococcus sp. YIM 65287

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Pauljensenia hongkongensis Otu0059

 AF433168.1: 1.. 1425 Pauljensenia hongkongensis (T) HKU8

 JQ309825.1: 1.. 1476 Allonocardiopsis opalescens (T) I10A-01259

 Actinobacteriota Actinobacteria Micromonosporales Micromonosporaceae Spirilliplanes yamanashiensis Otu0461

 LC068779.1: 1.. 1465 Spirilliplanes yamanashiensis JCM 10032

 D63912.1: 1.. 1470 Spirilliplanes yamanashiensis (T) IFO 15828 YU 127-1

 GU929199.1: 1.. 1440 Micromonospora sp. 5-1-48

 AB454379.1: 1.. 1446 Plantactinospora siamensis (T) CM2-8

 KC856848.1: 1.. 1371 Micromonospora sp. WMMB 418

 X76564.1:1..1450 Brevibacterium casei NCDO 2048

 AJ251418.1:1..1423 Brevibacterium casei (T) DSM 20657

 X76565.1:1..1482 Brevibacterium epidermidis (T) NCDO 2286

 X83813.1: 1.. 1485 Brevibacterium iodinum DSM 2062T

 Actinobacteriota Actinobacteria Micrococcales Brevibacteriaceae Brevibacterium iodinum* Otu0396

 X76567.1:1..1438 Brevibacterium iodinum NCDO 613

 AJ251463.1:1..1412 Brevibacterium paucivorans (T) CF 62

 EU086796.1: 1.. 1444 Brevibacterium paucivorans 28

 X93594.1:1..1404 Brevibacterium mcbrellneri (T) ATCC 49030

 Actinobacteriota Actinobacteria Micrococcales Brevibacteriaceae Brevibacterium paucivorans* Otu0509

 Actinobacteriota Actinobacteria Micrococcales Brevibacteriaceae Brevibacterium ravenspurgense Otu0171

 KR232919.1: 1.. 1372 Brevibacterium sp. S56

 EU086793.1: 1.. 1470 Brevibacterium ravenspurgense (T) 20

 EU086808.1: 1.. 1449 Brevibacterium ravenspurgense 744

 EU868814.1: 1.. 1450 Brevibacterium sp. 5401308

 KJ081489.1: 1.. 745 Brevibacterium ravenspurgense 201221490-2

 FJ200385.1: 1.. 1392 Dermabacter hominis 3361BRRJ

 JX435046.1: 1.. 1323 Dermabacter hominis 362-2

 EU888584.1: 1.. 931 Dermabacter hominis FR2 MS10c

 AY561545.1: 1.. 985 Dermabacter sp. 9c-4

 Actinobacteriota Actinobacteria Micrococcales Dermabacteraceae Dermabacter hominis Otu0337

 AF343728.1: 1.. 1468 Dermabacter hominis

 Actinobacteriota Actinobacteria Micrococcales Intrasporangiaceae 1 Otu0278

 AM945547.1: 1.. 1072 Tetrasphaera sp. MOLA 314

 FJ796074.1: 1.. 1441 Ornithinibacter aureus (T) HB09001

 AB522644.1: 1.. 1455 marine actinobacterium YM26-77

 FJ482120.1: 1.. 743 bacterium SRU 17

 HM113577.1: 1.. 746 Intrasporangiaceae bacterium 01xTSA28A F10

 Actinobacteriota Actinobacteria Micrococcales Dermacoccaceae Kytococcus sedentarius Otu0791

 KC583230.1: 1.. 1046 Kytococcus sedentarius LAMA 951

 X87755.1: 1.. 1480 Kytococcus sedentarius DSM

 DQ447775.1:1..1288 Kytococcus sedentarius MSFC 3-M5-R-5

 EU090136.1: 1.. 1423 Kytococcus sp. 9X-22

 HM629370.1: 1.. 1285 Kytococcus sedentarius B-G-TSA6

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Actinobaculum massiliense Otu0154

 FJ711191.1: 1.. 1473 Actinobaculum massiliense NML 070284

 FJ390117.1: 1.. 1223 Actinobaculum massiliense 8

 FJ390118.1: 1.. 1228 Actinobaculum massiliense 232

 FJ390119.1: 1.. 1211 Actinobaculum massiliense 252

 FJ390120.1: 1.. 1235 Actinobaculum massiliense 85

 FN562995.1: 1.. 1256 Arcanobacterium phocae DSM 10003

 FR749960.1: 1.. 1519 Arcanobacterium phocae (T) type strain: DSM 10002

 X97049.1:1..1416 Arcanobacterium phocae DSM 10004

 EF061225.1: 1.. 1471 Arcanobacterium sp. NML 06501

 JX262685.1: 1.. 1373 Actinomycetaceae bacterium S5-BM8

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Arcanobacterium phocae Otu0338

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Arcanobacterium haemolyticum Otu0085

 JX104007.1: 1.. 1388 Arcanobacterium sp. S3PF19

 EU409524.1: 1.. 1309 Arcanobacterium haemolyticum 6879

 CP002045.1:493734..495263 Arcanobacterium haemolyticum DSM 20595

 CP002045.1:complement(1073244..1074774) Arcanobacterium haemolyticum DSM 20595

 CP002045.1:complement(1814607..1816137) Arcanobacterium haemolyticum DSM 20595

 KJ662671.1: 1.. 1430 Pseudoclavibacter sp. SAE

 EU648112.1: 1.. 467 Microbacteriaceae bacterium MUU1

 KC297222.1: 1.. 1215 Pseudoclavibacter sp. DNF00083

 FJ375951.1: 1.. 1445 Pseudoclavibacter sp. Timone

 Actinobacteriota Actinobacteria Micrococcales Microbacteriaceae Pseudoclavibacter 1 Otu0230

 HM468074.1: 1.. 1343 Microbacteriaceae bacterium a001-146

 Actinobacteriota Actinobacteria Micrococcales Microbacteriaceae Microbacterium koreense Otu0186

 DQ232611.2: 1..1500 Agrococcus sp. DNPRC1034

 AY962574.1: 1.. 1436 Microbacterium koreense (T) JS53-2

 AY962575.1: 1.. 1433 Microbacterium koreense JS53-5

 EU419907.1: 1.. 1322 Microbacterium koreense RW20

 HQ166192.1: 1.. 1360 bacterium BrCerrado21

 EF204382.1: 1.. 835 Kocuria rhizophila H23

 LN589841.1: 1.. 1355 Kocuria salsicia G1

 EF204381.1: 1.. 830 Kocuria rhizophila F144

 AB192355.1: 1.. 648 Kocuria sp. AMi16

 AF542074.1: 1.. 1333 Kocuria varians ATCC 15306

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Kocuria varians* Otu0312

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Rothia kristinae Otu0536

 X80749.1:1..1475 Rothia kristinae (T) DSM 20032

 AF323746.1: 1.. 768 Kocuria kristinae BK3721 00

 AY327845.1: 1.. 912 Streptomyces sp. MSU 2110 p25-2-4

 AY241411.1: 1.. 694 Micrococcus sp. UST010620-001

 AF501368.1: 1.. 810 Kocuria kristinae HAMBI2407 N1a1d

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Arthrobacter cumminsii* Otu0110

 EU086788.1: 1.. 1451 Arthrobacter cumminsii 1391

 AY244783.1: 1.. 1160 Arthrobacter cumminsii 2002-56752

 EU086785.1: 1.. 1483 Arthrobacter cumminsii 1361

 EU086786.1: 1.. 1483 Arthrobacter albus 1366

 EU086787.1: 1.. 1446 Arthrobacter cumminsii 1378

 GQ900840.1: 1.. 740 Rothia sp. sp2-iso-om10x3

 KC632201.1: 1.. 736 Rothia mucilaginosa OTG 36

 DQ673321.1: 1.. 1109 Rothia mucilaginosa SMC-A6087

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Rothia mucilaginosa Otu0191

 X87758.1: 1.. 1467 Rothia mucilaginosa DSM

 FJ823142.1: 1.. 1422 Rothia mucilaginosa TeTT

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Rothia aeria* Otu0556

 AJ131122.1:1..1478 Rothia sp. CCUG 25688

 Y13025.1: 1.. 1474 Actinomyces sp. CCUG 25688

 Y12925.1: 1.. 556 Rothia dentocariosa CCUG 25688 II

 AB071952.1: 1.. 1338 Rothia aeria (T) GTC867

 AY538697.1: 1.. 1462 Rothia sp. Smarlab 3302411

 X80750.1:1..1472 Micrococcus lylae (T) DSM 20315

 EU169525.1: 1.. 639 Micrococcus lylae DJQE29-1

 EU379259.1: 1.. 1397 Micrococcus lylae 1RN-5A

 EF672084.1: 1.. 720 Micrococcus lylae CJJK22

 EU049518.1: 1.. 856 Micrococcus lylae DJJH12

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Micrococcus lylae Otu0141

 Actinobacteriota Actinobacteria Micrococcales Micrococcaceae Arthrobacter russicus* Otu0123

 AB017540.1: 1.. 1459 Arthrobacter sp. O-IIA-1

 AB017539.1: 1.. 1458 Arthrobacter sp. H-I-2

 AB071950.1: 1.. 1341 Arthrobacter russicus (T) GTC863

 AF099202.1:complement( 1.. 1463) Arthrobacter davidanieli RSX II

 EU515341.1: 1.. 745 soil bacterium Amik-S1P-M1LLLSSL-1

 AJ576080.1:1..1478 Mobiluncus mulieris CCUG 22335

 AJ576076.1:1..1439 Mobiluncus mulieris CCUG 22331

 AJ576078.1:1..1485 Mobiluncus mulieris CCUG 22333

 AJ576077.1:1..1490 Mobiluncus mulieris CCUG 22332

 AJ576050.1: 1.. 1394 Mobiluncus mulieris CCUG 17992

 AJ576081.1:1..1496 Mobiluncus mulieris CCUG 22336

 AJ318410.1: 1.. 1404 Mobiluncus mulieris (T) CCUG 20071T

 AJ427625.1: 1.. 1404 Mobiluncus mulieris CCUG 20071

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Mobiluncus mulieris Otu0035

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Mobiluncus mulieris Otu0742

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Mobiluncus mulieris Otu0341

 JX986964.1: 1.. 1481 Bifidobacterium cuniculi (T) LMG 10738

 LC071801.1: 1.. 1429 Bifidobacterium cuniculi JCM 1213

 GU361818.1: 1.. 1492 Bifidobacterium cuniculi KCTC 3276

 AB438223.1: 1.. 1521 Bifidobacterium cuniculi YIT 4093

 KC807989.1: 1.. 1421 Bifidobacterium aesculapii (T) MRM 3/1

 Actinobacteriota Actinobacteria Bifidobacteriales Bifidobacteriaceae Bifidobacterium cuniculi* Otu0411

 Actinobacteriota Actinobacteria Bifidobacteriales Bifidobacteriaceae Bifidobacterium bifidum Otu0128

 S83624.1:1..1532 Bifidobacterium bifidum

 GU361820.1: 1.. 1495 Bifidobacterium gallicum KCTC 3277

 JF519679.1: 1.. 1038 Bifidobacterium sp. HMSH1

 KJ412976.1: 1.. 1291 Bifidobacterium kashiwanohense BSM11-1

 KJ412985.1: 1.. 1234 Bifidobacterium kashiwanohense BRS11-1

 AF491833.1: 1.. 1454 Bifidobacterium breve JCM 7020

 AF491832.1: 1.. 1454 Bifidobacterium breve JCM 1273

 AF491834.1: 1.. 1454 Bifidobacterium breve JCM 7016

 AF491836.1: 1.. 1453 Bifidobacterium breve JCM 7019

 AF491835.1: 1.. 1454 Bifidobacterium breve JCM 7017

 Actinobacteriota Actinobacteria Bifidobacteriales Bifidobacteriaceae Bifidobacterium breve Otu0075

 AY880048.1: 1.. 1281 Bifidobacterium sp. S13-05

 Actinobacteriota Actinobacteria Bifidobacteriales Bifidobacteriaceae Alloscardovia omnicolens Otu0134

 AY880049.1: 1.. 1303 Bifidobacterium sp. S18-11

 AF385524.1: 1.. 1503 Bifidobacterium sp. oral strain H6-M4

 AM419459.1:1..1482 Alloscardovia omnicolens CCUG 18650

 AM419460.1:1..1482 Alloscardovia omnicolens (T) type strain: CCUG 31649

 AY831724.1: 1.. 1465 Varibaculum cambriense

 AM084231.1: 1.. 1509 Varibaculum cambriense CCUG 44998T

 AJ491326.1:1..1510 Varibaculum cambriense type strain: CCUG 44998

 AJ428402.1: 1.. 1510 Varibaculum cambriense (T) CCUG 44998

 FJ169866.1: 1.. 1483 Varibaculum cambriense M124

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Varibaculum cambriense Otu0137

 KR232881.1: 1.. 1347 Actinomyces sp. S385

 LN870295.1: 1.. 1504 Actinomyces sp. FC2

 JX104046.1: 1.. 1389 Actinomyces sp. S4-C9

 AM084230.1: 1.. 1510 Actinomyces europaeus CCUG 32789AT

 Y08828.1:1..1410 Gleimia europaea (T) CCUG 32789A

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Gleimia europaea Otu0447

 AY244766.1: 1.. 1329 Actinomyces sp. 2002-2301122

 AY244767.1: 1.. 1099 Actinomyces sp. 2002-112570

 X71862.1:1..1489 Actinomyces neuii subsp. anitratus 50/90

 X71861.1:1..1487 Winkia neuii (T) 97/90

 AM084228.1: 1.. 1495 Winkia neuii (T) DSM 8576

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Winkia neuii Otu0099

 KF925886.1: 1.. 726 Actinomyces radingae V17 201131

 KF925997.1: 1.. 704 Actinomyces radingae V17 2011415

 X78719.1:1..1429 Schaalia radingae (T) APL1

 LN866997.1: 1.. 1514 Actinomyces sp. SD1

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Schaalia radingae Otu0410

 AY230769.1: 1.. 1028 Actinomyces sp. Smarlab BioMol-2300463 Smarlab BioMol 2300463

 KC311738.1: 1.. 1384 Actinomyces sp. S7-8-2

 KC999378.1: 1.. 1367 Actinomyces sp. S8 86-2a

 HQ850579.1: 1.. 1397 Actinomyces turicensis WSB-1012

 HM210084.1: 1.. 1346 Actinomyces turicensis A35750/P1

 X87133.1:1..1476 unidentified bacterium LMG 14331

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Actinomyces turicensis Otu0165

 AF355192.1: 1.. 1477 Actinomyces sp. VA20732 01

 HQ906497.1: 1.. 1503 Actinomyces funkei 402670/2010

 JQ031122.1: 1.. 1509 Actinomyces funkei 2142/2007

 AJ697609.1:1..1517 Actinomyces dentalis (T) type strain: R18165

 AJ575186.1:1..1517 Actinomyces orihominis type strain: val 1

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Actinomyces dentalis* Otu0626

 CP012590.1:803764..805329 Actinomyces sp. oral taxon 414 F0588

 CP012590.1:complement(1917683..1919248) Actinomyces sp. oral taxon 414 F0588

 CP012590.1:complement(2804580..2806145) Actinomyces sp. oral taxon 414 F0588

 Actinobacteriota Actinobacteria Actinomycetales Actinomycetaceae Actinomyces urogenitalis Otu0315

 AJ243791.1:1..1423 Actinomyces urogenitalis

 AJ243792.1:1..1430 Actinomyces cf. urogenitalis M560/98/1

 AJ243893.1:1..1440 Actinomyces urogenitalis CCUG 28744

 AJ243894.1:1..1426 Actinomyces urogenitalis CCUG 42029

 KC311756.1: 1.. 1402 Actinomyces urogenitalis S6-C4

 Actinobacteriota Thermoleophilia Solirubrobacterales Solirubrobacteraceae Solirubrobacter ginsenosidimutans* Otu0716

 AY234700.1: 1.. 1470 bacterium Ellin6048

 AB245334.1: 1.. 1495 Solirubrobacter soli (T) Gsoil 355

 AB245335.1: 1.. 1502 Solirubrobacter sp. Gsoil 917

 AB245336.1: 1.. 1511 Solirubrobacter sp. Gsoil 921

 EU332825.1: 1.. 1489 Solirubrobacter ginsenosidimutans (T) BXN5-15

 AB266102.1: 1.. 1428 Adlercreutzia equolifaciens (T) do03

 AB306660.1: 1.. 1469 Adlercreutzia equolifaciens FJC-A10

 AY310748.1:complement(1..1429) human intestinal bacterium SNU-Julong732 julong 732

 GQ456228.2: 1.. 1442 Adlercreutzia caecicola (T) NR06

 Actinobacteriota Coriobacteriia Eggerthellales Eggerthellaceae 1 Otu0037

 Actinobacteriota Coriobacteriia Eggerthellales Eggerthellaceae 2 Otu0503

 KP192306.1: 1.. 1372 Coriobacteriales bacterium DNF00809

 Actinobacteriota Coriobacteriia Eggerthellales Eggerthellaceae 3 Otu0229

 KF195925.1: 1.. 1089 Coriobacteriaceae bacterium S9 PR-11

 CP009302.1:complement(1365918..1367435) Coriobacteriaceae bacterium 68-1-3

 CP009302.1:complement(1804949..1806466) Coriobacteriaceae bacterium 68-1-3

 Actinobacteriota Coriobacteriia Eggerthellales Eggerthellaceae Slackia exigua Otu0246

 AF101240.1:1..1465 Slackia exigua (T) ATCC 700122

 GU395299.1: 1.. 1454 Slackia exigua 07-2037

 GU395300.1: 1.. 1450 Slackia exigua 07-1951

 JX104045.1: 1.. 1361 Slackia sp. S4-C6

 LC007113.1: 1.. 1474 Slackia exigua JCM 11022

 AJ131149.1:1..1456 Coriobacterium sp. CCUG 33917

 AJ245920.1: 1.. 1417 Collinsella aerofaciens H818

 AJ131150.1:1..1456 Coriobacterium sp. CCUG 33918

 AJ245919.1: 1.. 1432 Collinsella aerofaciens G118

 GU723308.1: 1.. 960 Collinsella aerofaciens KCTC5916

 Actinobacteriota Coriobacteriia Coriobacteriales Coriobacteriaceae Collinsella aerofaciens Otu0435

 Actinobacteriota Coriobacteriia Coriobacteriales 1 Otu0484

 AB490807.1: 1.. 1491 Collinsella tanakaei (T) YIT 12063

 AB490808.1: 1.. 1460 Collinsella tanakaei YIT 12064

 JN837493.1: 1.. 1464 Enorma massiliensis (T) phI

 KP233317.1: 1.. 1433 Enorma sp. D12 D12-104

 LN827536.1: 1.. 1467 Olsenella sp. SIT9

 FN178468.2: 1.. 1433 Atopobium minutum type strain: DSM 20586

 KF537630.1: 1.. 1368 Atopobium deltae (T) HHRM1715

 S44204.1:1..1454 Atopobium minutum

 X67148.1:1..1454 Atopobium minutum (T) NCFB 2751

 KP192308.1: 1.. 1318 Atopobium deltae DNF00019

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium minutum* Otu0125

 JN809777.1: 1.. 1383 Coriobacteriaceae bacterium BV3C25

 JX103993.1: 1.. 1350 Coriobacteriaceae bacterium MVA10

 JN809768.1: 1.. 1370 Coriobacteriaceae bacterium BV3Ac1

 JX262675.1: 1.. 1362 Coriobacteriaceae bacterium S5-A3

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae 1 Otu0136

 EU592966.1: 1.. 1487 Atopobium sp. F0209

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0593

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0462

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0584

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0034

 AJ585206.2:1..1357 Atopobium vaginae BVS059A5

 JX103999.1: 1.. 1385 Atopobium sp. S3MV26

 JX104018.1: 1.. 1377 Atopobium sp. S4-5

 KC311741.1: 1.. 1361 Atopobium sp. S7-8-9

 KC311743.1: 1.. 1357 Atopobium sp. S7MP14

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0366

 AY269023.1: 1.. 843 Atopobium vaginae FX102-1

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0026

 JX104011.1: 1.. 1383 Atopobium sp. S3PFAA1-4

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0560

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0442

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0564

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0589

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0406

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0271

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0507

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0361

 Actinobacteriota Coriobacteriia Coriobacteriales Atopobiaceae Atopobium vaginae Otu0709

 Y17195.1:1..1351 Fannyhessea vaginae (T) CCUG 38953

 AY269020.1: 1.. 848 Atopobium vaginae FX26-1

 AY269021.1: 1.. 851 Atopobium vaginae FX65-1

 AY269022.1: 1.. 846 Atopobium vaginae FX96-1

 AY269024.1: 1.. 848 Atopobium vaginae FX103-1

 AY269027.1: 1.. 852 Atopobium vaginae FX135-1

 AF325325.1: 1.. 1437 Atopobium vaginae VA14183 00

 HM007563.1: 1.. 1331 Fannyhessea vaginae (T) DSM 15829

 JQ511973.1: 1.. 1252 Atopobium vaginae PW2458

 JX103998.1: 1.. 1369 Atopobium sp. S3MV24

 AY269026.1: 1.. 844 Atopobium vaginae FX131-1

 KC311748.1: 1.. 1386 Atopobium sp. S7MSR3
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Figure S1B. Actinobacteria Phylogenetic tree



 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Brevundimonas diminuta Otu0840

 D49422.1: 1.. 1415 Brevundimonas diminuta IFO 3140

 AY948228.1: 1.. 738 Brevundimonas diminuta HPC 1017

 AY972871.1: 1.. 1422 alpha proteobacterium BAL284

 DQ910255.1: 1.. 522 soil bacterium LM2-P2-6

 DQ910277.1: 1.. 522 soil bacterium PM2-P1-7

 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Brevundimonas diminuta* Otu0225

 X87274.1:1..1456 Brevundimonas diminuta DSM 1635

 AJ227778.1: 1.. 1418 Brevundimonas diminuta LMG 2089 (T)

 AJ227779.1: 1.. 1418 Brevundimonas vancanneytii (T) type strain: LMG 2337

 DQ979376.1: 1.. 1433 Brevundimonas diminuta KACC 10306

 AB509280.1: 1.. 1285 Brevundimonas diminuta Ni12

 AJ227780.1: 1.. 1416 Brevundimonas vesicularis LMG 2350 (T)

 AJ227781.1: 1.. 1416 Brevundimonas vesicularis LMG 11141

 AF137356.1: 1.. 1281 alpha proteobacterium VUN10077

 AJ007801.1:1..1390 Brevundimonas vesicularis ATCC 11426 (T)

 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Brevundimonas vesicularis Otu0242

 AB021414.1:1..1450 Brevundimonas vesicularis IAM 12105

 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Brevundimonas variabilis Otu0339

 AJ007808.1:1..1391 Brevundimonas variabilis ATCC 15255 (T)

 AJ227783.1: 1.. 1416 Brevundimonas variabilis ATCC 15255 (T)

 AY328800.1: 1.. 1356 drinking water bacterium OR3

 AY328802.1: 1.. 1353 drinking water bacterium OR12

 AY328804.1: 1.. 1354 drinking water bacterium OR15

 FJ197848.1: 1.. 1359 Brevundimonas sp. 39(2008)

 FJ605405.1: 1.. 1374 Brevundimonas sp. AbaT-2

 FM998728.1: 1.. 1046 Afipia sp. BALT12-S13

 JQ917774.1: 1.. 1343 Phenylobacterium sp. I 10-G7401D6

 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae 1 Otu0319

 AB192400.1: 1.. 879 Caulobacter sp. Lo8

 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Caulobacter vibrioides Otu0173

 AJ009957.1: 1.. 1458 Caulobacter vibrioides CB51

 AJ227757.1: 1.. 1439 Caulobacter vibrioides ATCC 19089

 AJ227761.1: 1.. 1439 Caulobacter sp. FWC06

 AJ227756.1: 1.. 1439 Caulobacter vibrioides ATCC 15252T

 AJ227755.1: 1.. 1439 Caulobacter vibrioides ATCC 11764

 AM411917.1: 1.. 1305 Phenylobacterium sp. P-32

 Y18216.1:1..1466 Phenylobacterium immobile E (T)

 Proteobacteria Alphaproteobacteria Caulobacterales Caulobacteraceae Phenylobacterium immobile* Otu0526

 AB127785.1: 1.. 638 bacterium PE03-6G6

 AB299771.1: 1.. 618 Caulobacteraceae bacterium SSRW8-2

 JQ897431.1: 1.. 820 Phenylobacterium immobile 17778 C26

 Proteobacteria Alphaproteobacteria Rhizobiales Boseaceae Bosea thiooxidans Otu0240

 DQ440827.1: 1.. 1452 Bosea sp. CRIB-12

 EF219051.1: 1.. 1398 Bosea sp. MF18

 AF508803.1: 1.. 1447 Bosea thiooxidans BI-42 DSM 9653 ATCC700366

 AJ250796.1:1..1465 Bosea thiooxidans (T) DSM 9653

 AJ224610.1: 1.. 1375 alpha proteobacterium 5Z2111

 AY177351.2: 1.. 1360 Methylobacterium sp. I1

 AB220074.1: 1.. 1361 Methylobacterium sp. PB21

 AY336549.1: 1.. 838 Methylobacterium sp. pfB20

 AF547053.1: 1.. 541 bacterium 407

 AF361189.1: 1.. 1276 Methylobacterium sp. A4

 Proteobacteria Alphaproteobacteria Rhizobiales Methylobacteriaceae MethylobacteriumMethylorubrum 5 Otu0094

 Proteobacteria Alphaproteobacteria Rhizobiales Methylobacteriaceae MethylobacteriumMethylorubrum brachiatum* Otu0155

 X89904.1: 1.. 1215 Methylobacterium sp. PC30.38 PC30.38 (pink colony type)

 Z23160.1:1..1440 Methylobacterium sp. BF15 BF15 (pink colony type) = DSM 9264

 Z23158.1:1..1440 Methylobacterium sp. PC30.39 PC30.39 (pink colony type) = DSM 9262

 AJ416978.1:1..1390 Methylobacterium sp. A1

 AB074749.1: 1.. 1045 alpha proteobacterium S-Su(1)-8E

 JQ659489.1: 1.. 1420 Methylobacterium sp. L9-448

 JQ659502.1: 1.. 1410 Methylobacterium sp. L9-480

 JQ659423.1: 1.. 1387 Methylobacterium sp. L7-470-1

 JQ659422.1: 1.. 1403 Methylobacterium sp. L7-470

 JQ659336.1: 1.. 1421 Methylobacterium sp. L3-215

 Proteobacteria Alphaproteobacteria Rhizobiales Methylobacteriaceae MethylobacteriumMethylorubrum 2 Otu0255

 JX097020.1: 1.. 1379 Methylobacterium sp. C3102

 JX993432.1: 1.. 1105 Methylobacterium populi UP027

 HQ220082.1: 1.. 1448 Methylobacterium podarium SNA24

 GU294329.1: 1.. 1537 Methylobacterium zatmanii 7211

 Proteobacteria Alphaproteobacteria Rhizobiales Methylobacteriaceae MethylobacteriumMethylorubrum zatmanii*Otu0143

 EU741082.1: 1.. 1427 Methylobacterium sp. 13635J

 Proteobacteria Alphaproteobacteria Rhizobiales Methylobacteriaceae MethylobacteriumMethylorubrum aquaticum Otu0114

 AJ278347.1: 1.. 1241 Methylobacterium sp. SY-2

 AJ635303.1:1..1406 Methylobacterium aquaticum (T) type strain: GR16

 AJ785571.1:1..1409 Methylobacterium aquaticum GP22

 AJ785572.1:1..1409 Methylobacterium aquaticum GP32

 AB220086.1: 1.. 1337 Methylobacterium sp. PB140

 AM411922.1: 1.. 1275 Devosia sp. P-39

 EU180511.1: 1.. 1386 alpha proteobacterium BAC47

 EF012357.1: 1.. 1437 Devosia insulae (T) DS-56

 AB271045.1: 1.. 1418 Devosia ginsengisoli Gsoil 326

 AY669108.1: 1.. 522 unidentified bacterium 19a

 Proteobacteria Alphaproteobacteria Rhizobiales Devosiaceae Devosia insulae* Otu0578

 AJ224614.1: 1.. 1375 alpha proteobacterium TV6-2b

 AJ224615.1: 1.. 1360 alpha proteobacterium Z2A-6A

 X99469.1: 1.. 1412 Xanthobacter tagetidis (T) TagT2C

 Proteobacteria Alphaproteobacteria Rhizobiales Xanthobacteraceae Xanthobacter tagetidis Otu0518

 AJ313028.1:1..1411 Xanthobacter sp. MN 45.1

 AJ224616.1: 1.. 1364 alpha proteobacterium Z4A-2

 Proteobacteria Alphaproteobacteria Rhizobiales Bradyrhizobiaceae Bradyrhizobium japonicum Otu0220

 AB121773.1:1..1482 Bradyrhizobium sp. Shinshu-th2

 JF905597.1: 1.. 1445 Bradyrhizobium sp. 45

 KF408402.1: 1.. 1197 Bradyrhizobium sp. WBOS16

 Proteobacteria Alphaproteobacteria Rhizobiales Bradyrhizobiaceae Bradyrhizobium elkanii* Otu0170

 AB272335.1: 1.. 1200 Bradyrhizobium elkanii SM7

 AB973679.1: 1.. 1361 Bradyrhizobium sp. SUT-PR9

 AY904744.1: 1.. 1450 Bradyrhizobium elkanii SEMIA 6028

 DQ517954.1: 1.. 1486 Bradyrhizobium japonicum HHB-02

 FJ687959.1: 1.. 1280 Bradyrhizobium sp. T130

 FN600561.2: 1.. 1298 Bradyrhizobium sp. GSM-469

 HQ698307.1: 1.. 1237 Bradyrhizobium sp. 82CASAPT

 GU479373.1: 1.. 1349 Mesorhizobium sp. Mezo1

 JN590309.1: 1.. 1218 Mesorhizobium sp. mat904

 AJ746089.1: 1.. 814 Rhizobium sp. MG32

 AJ011760.1: 1.. 1467 Aminobacter aganoensis (T) DSM7051T

 AF256055.1: 1.. 1354 Aminobacter aminovorans Cit1

 Proteobacteria Alphaproteobacteria Rhizobiales Phyllobacteriaceae Aminobacter aminovorans* Otu0232

 Y10176.1: 1.. 1332 Rhizobium sp. CIAM2927

 AF214120.1: 1.. 884 bacterium P91650

 AF547039.1: 1.. 549 bacterium 320

 AJ295441.1: 1.. 1300 rape rhizosphere bacterium tsb051

 Proteobacteria Alphaproteobacteria Rhizobiales Phyllobacteriaceae Phyllobacterium myrsinacearum* Otu0265

 AJ011330.1:1..1462 Phyllobacterium myrsinacearum HM35

 EU338486.1: 1.. 1354 Rubellimicrobium aerolatum (T) 5715S-9

 AB682444.1: 1.. 1395 Rubellimicrobium aerolatum NBRC 106433

 EF547368.1: 1.. 1429 Rubellimicrobium mesophilum (T) MSL 20

 Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Rubellimicrobium roseum* Otu0353

 GU109478.1: 1.. 1466 Rubellimicrobium roseum (T) YIM 48858

 DQ640643.1: 1.. 1428 Wenxinia marina (T) HY34

 JN837486.1: 1.. 1427 Albimonas pacifica (T) p-50-3

 Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae 3 Otu0555

 U88042.1:1..1427 Amaricoccus macauensis (T) Ben104

 EU016198.1: 1.. 1417 Antarcticicola litoralis IMCC3295

 AB246747.1: 1.. 1394 Loktanella atrilutea (T) IG8 (= IAM 15450 = NCIMB 14280)

 EU374896.1: 1.. 1188 Loktanella sp. AP16

 JX033628.1: 1.. 726 bacterium H C14 166

 KC294118.1: 1.. 1372 Paracoccus sp. TM12

 HM854527.1: 1.. 760 Paracoccus sp. DWS61

 HM854523.1: 1.. 731 Paracoccus sp. DFM79

 FN652906.1: 1.. 1151 Paracoccus sp. MB2009-P1

 Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Paracoccus siganidrum Otu0263

 Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae 2 Otu0464

 AB041770.1:1..1407 Paracoccus kawasakiensis AS-8

 AB681137.1: 1.. 1390 Gemmobacter nectariphilus NBRC 100046

 D16427.1:1..1389 Rhodobacter capsulatus C5

 AB017796.1: 1.. 1459 Rhodobacter sp. TCRI 3

 KF268394.1: 1.. 1382 Falsirhodobacter deserti (T) W402

 Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Falsirhodobacter halotolerans* Otu0318

 HM099648.1: 1.. 1432 Rhodobacter sp. oral taxon C30 WC014

 KJ846491.1: 1.. 800 Rhodobacter sp. F016

 EU636059.1: 1.. 1343 Antarctic bacterium L04

 HE662814.1: 1.. 1357 Falsirhodobacter halotolerans (T) type strain: JA744

 HE662815.1: 1.. 1361 Falsirhodobacter halotolerans JA745

 AJ276036.1: 1.. 1426 Ochrobactrum anthropi GH 1568

 AY429607.1: 1.. 1478 Ochrobactrum tritici 5bvl1

 AF452128.1: 1.. 1442 Ochrobactrum sp. LMG 20564

 AJ002812.1: 1.. 1438 Ochrobactrum sp. S1

 Proteobacteria Alphaproteobacteria Rhizobiales Brucellaceae Ochrobactrum anthropi* Otu0654

 AJ249458.1: 1.. 1214 Ochrobactrum sp. FRG11/sat

 Proteobacteria Alphaproteobacteria Rhizobiales Rhizobiaceae Rhizobium rhizogenes* Otu0302

 KJ482821.1: 1.. 1219 Rhizobium sp. CO61May

 KF113106.2: 1.. 1342 Rhizobium sp. M30

 AY904729.1: 1.. 1456 Rhizobium leguminosarum SEMIA 222

 AY904747.1: 1.. 1450 Rhizobium rhizogenes SEMIA 6070

 KF996558.1: 1.. 1431 Rhizobium sp. FYRM13

 Proteobacteria Alphaproteobacteria Rhizobiales Rhizobiaceae Rhizobium radiobacter Otu0294

 AJ389907.1: 1.. 1437 Rhizobium radiobacter 0362 = CFBP 5507 = LMG 26 = DSM 30201

 AJ389899.1: 1.. 1437 Rhizobium radiobacter CIP 28-75 = CFBP 5495

 AJ389905.1: 1.. 1437 Rhizobium radiobacter Mushin 6 = CFBP 6550 = LMG 201

 AJ130721.1:1..1435 Agrobacterium sp. LMG 11936

 AJ004859.1: 1.. 1462 Agrobacterium sp. MSMC211

 AB261013.1: 1.. 1374 Sphingomonas anadarae KMM 3933 16S rRNA

 EF424400.1: 1.. 1378 Sphingomonas mathurensis SM13

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas mathurensis* Otu0345

 AF548567.1: 1.. 1450 Sphingomonas sp. eh2

 HQ327152.1: 1.. 1455 Sphingomonas sp. TP-Snow-C44

 KF805079.1: 1.. 1402 Sphingomonas sp. Tibet-YD5003-4

 AB220126.1: 1.. 1366 Sphingomonadaceae bacterium PB211

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas kaistensis Otu0378

 AY785128.1: 1.. 1393 Sphingomonas kaistensis PB229

 AB220132.1: 1.. 1364 Sphingomonadaceae bacterium PB254

 AB220134.1: 1.. 793 Sphingomonadaceae bacterium PB262

 AB220142.1: 1.. 1366 Sphingomonadaceae bacterium PB306

 KM253081.1: 1.. 1432 Sphingomonas sp. GR 7-02

 JQ236840.1: 1.. 1406 Sphingomonas sp. hswX148

 CP010836.1:join(5190637..5191536 1..612) Sphingomonas sp. WHSC-8

 JQ236839.1: 1.. 1393 Sphingomonas sp. hswX147

 CP010836.1:4632322..4633832 Sphingomonas sp. WHSC-8

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas 1 Otu0414

 AJ007799.1:1..1405 Asticcacaulis biprosthecium ATCC 27554 (T)

 AJ227812.1: 1.. 1442 Sphingomonas leidyi ATCC 15260(T)

 AJ007800.1:1..1416 Asticcacaulis excentricus ATCC 15261 (T)

 AJ007806.1:1..1393 Sphingomonas leidyi ATCC 15260 (T)

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae 1 Otu0079

 EF636085.1: 1.. 763 Sphingomonadales bacterium TP697

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas ginsenosidimutans* Otu0434

 HM204925.1: 1.. 1439 Sphingomonas ginsenosidimutans (T) Gsoil 1429

 AB202193.2:1..1445 bacterium 072814

 D16146.1: 1.. 1445 Sphingomonas adhaesiva GIFU11458

 EU741013.1: 1.. 1367 Sphingomonas sp. AeL06

 GU980215.1: 1.. 1357 Sphingomonas sp. CCGE4004

 JX949595.1: 1.. 1360 Sphingomonas sp. MDB1-53-1

 KJ654749.1: 1.. 763 Sphingomonas sp. M72C13

 KJ654753.1: 1.. 782 Sphingomonas sp. M72C17

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas rubra Otu0474

 EU400649.1: 1.. 1314 Sphingomonas sp. LBS8

 KJ654756.1: 1.. 683 Sphingomonas sp. M72C20

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium yanoikuyae Otu0107

 JN082746.1: 1.. 1400 Sphingomonas sp. MN35

 KJ438694.1: 1.. 1329 Sphingobium yanoikuyae O3

 JF772521.1: 1.. 1428 Sphingobium sp. bB5(2011)

 GQ205098.1: 1.. 1358 Sphingomonas sp. RF-12

 FJ204471.1: 1.. 1348 groundwater planktonic bacterium Y2

 KM020013.1: 1.. 1462 Starria zimbabweensis SAG 74.90

 KP997219.1: 1.. 1427 Altererythrobacter rigui (T) WW3

 AY676115.1: 1.. 1389 Altererythrobacter troitsensis (T) KMM 6042

 AJ252582.1: 1.. 1001 agricultural soil bacterium SI-15

 Proteobacteria Alphaproteobacteria Sphingomonadales Erythrobacteraceae 2 Otu0248

 JN244985.1: 1.. 1389 Erythrobacter sp. DHXJ15

 JQ661221.1: 1.. 1360 Altererythrobacter sp. g89

 KC117535.1: 1.. 1403 Altererythrobacter sp. MMH1-3

 Proteobacteria Alphaproteobacteria Sphingomonadales Erythrobacteraceae Altererythrobacter dongtanensis Otu0235

 GU166344.1: 1.. 1436 Altererythrobacter dongtanensis (T) JM27

 KJ802242.1: 1.. 686 bacterium SCSIO13143

 AJ416411.1: 1.. 1485 Novosphingobium hassiacum (T) W-51

 AY328807.1: 1.. 1369 drinking water bacterium OR23

 AY328813.1: 1.. 1382 drinking water bacterium Y5

 AY328806.1: 1.. 1379 drinking water bacterium OR21

 AY328805.1: 1.. 1388 drinking water bacterium OR18

 AB025014.1:1..1446 Novosphingobium subterraneum (T) IFO 16086

 Proteobacteria Alphaproteobacteria Sphingomonadales Erythrobacteraceae Novosphingobium subterraneum Otu0285

 Proteobacteria Alphaproteobacteria Sphingomonadales Erythrobacteraceae 1 Otu0677

 HM989884.1: 1.. 1411 bacterium WM06i A1D

 AY571829.1: 1.. 1404 Sphingomonas sp. 44/40

 AJ617690.1: 1..1374 Sphingomonas sp. CJ-5

 GU086416.1: 1.. 1453 Novosphingobium sp. N8

 KP721487.1: 1.. 1560 Novosphingobium endophyticum (T) EGI60015

 AB202176.2:1..1447 bacterium 070409

 JF459965.1: 1.. 1369 Novosphingobium subterraneum W5AR49

 AB220125.1: 1.. 1401 Sphingomonadaceae bacterium PB208

 AB220123.1: 1.. 1373 Sphingomonadaceae bacterium PB205

 AB195721.1: 1.. 799 aquatic bacterium R1-A3

 Proteobacteria Alphaproteobacteria Sphingomonadales 1 Otu0629

 Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingopyxis alaskensis Otu0292

 AJ557858.1: 1.. 1173 marine arctic deep-sea bacterium FD10

 Z73631.1:1..1445 Sphingopyxis alaskensis (T) RB2256

 AB161684.1: 1.. 1484 Sphingopyxis sp. C-1

 AB242807.1: 1.. 878 Sphingomonas sp. 42NP4

 CP000356.1:complement(2851568..2853056) Sphingopyxis alaskensis RB2256

 Proteobacteria Alphaproteobacteria Rhodospirillales Azospirillaceae Nitrospirillum amazonense Otu0251

 EU409478.1: 1.. 445 bacterium Fuku2-ISO-153

 AY741146.1: 1.. 1435 Nitrospirillum amazonense 21R

 AY741153.1: 1.. 691 Nitrospirillum amazonense S07

 DQ387436.1: 1.. 1427 Azospirillum sp. 21R

 DQ387440.1: 1.. 1414 Azospirillum sp. S07

 Proteobacteria Alphaproteobacteria Rhodospirillales Reyranellaceae Reyranella massiliensis Otu0313

 AB245345.1: 1.. 1434 alpha proteobacterium Gsoil 264

 FJ459993.1: 1.. 1322 alpha proteobacterium L9(2008) L9 IMER-A3-22

 FJ711195.1: 1.. 1424 alpha proteobacterium KC-IT-F1

 HM048834.1: 1.. 1452 Reyranella massiliensis 3B26

 AM411928.1: 1.. 1314 alpha proteobacterium P-61

 EU180520.1: 1.. 1451 alpha proteobacterium BAC233

 Proteobacteria Alphaproteobacteria Reyranellales Reyranellaceae 1 Otu0567

 FN554393.1: 1.. 1417 alpha proteobacterium CN37

 KT888017.1: 1.. 1284 Rhodospirillales bacterium BRJL4

 AF498713.1: 1.. 1411 bacterium Ellin331

 KP185143.1: 1.. 1420 Reyranella terrae (T) 11G32

 KP711589.1: 1.. 1142 Oceanibaculum sp. SLG310B1-41

 EU675666.1: 1.. 1454 marine magnetic spirillum QH-2

 FO538765.1:complement(3670074..3671557) Magnetospira sp. QH-2

 EU861390.1: 1.. 1417 Magnetospira thiophila (T) MMS-1

 FO538765.1:complement(2426209..2427693) Magnetospira sp. QH-2

 Proteobacteria Alphaproteobacteria Rhodospirillales 1 Otu0828

 JQ390518.1: 1.. 1448 Acetobacteraceae bacterium GIMN 1.016

 Proteobacteria Alphaproteobacteria Rhodospirillales Acetobacteraceae 1 Otu0306

 JQ390519.1: 1.. 1427 Acetobacteraceae bacterium GIMN 1.017

 EU379242.1: 1.. 1361 Paracraurococcus sp. 1N-11

 KF309177.1: 1.. 1411 Dankookia rubra (T) WS10

 LN614690.1: 1.. 1356 Acetobacteraceae bacterium D2B06

 AY549548.1: 1.. 1420 endosymbiont of Acanthamoeba sp. AC305

 AF132138.1: 1.. 1490 endosymbiont of Acanthamoeba polyphaga

 CP008936.1:309660..311166 Candidatus Caedibacter acanthamoebae 30173

 Proteobacteria Alphaproteobacteria 1 Otu0357

 X71837.1:join(1..177 373..1695) Caedibacter caryophilus 221

 AM236091.1: 1.. 1659 Caedibacter macronucleorum cm 26

 AJ509026.1: 1.. 1426 Wolbachia endosymbiont of Paratullbergia callipygos

 JQ726767.1: 1.. 1426 Wolbachia endosymbiont of Nysius expressus NeWlbSpr

 GQ981315.1: 1.. 1127 Wolbachia pipientis wFlu

 FJ774974.1: 1.. 1466 proteobacterium symbiont of Nilaparvata lugens TM86-2

 GU124506.1: 1.. 1465 Wolbachieae bacterium endosymbiont of Nilaparvata lugens W269

 Proteobacteria Alphaproteobacteria Rickettsiales 1 Otu0495

 Proteobacteria Alphaproteobacteria Rickettsiales Mitochondria Fungus 1 Otu0437

 Proteobacteria Alphaproteobacteria Rickettsiales Mitochondria Fungus 2 Otu0770

 Proteobacteria Alphaproteobacteria Rickettsiales Mitochondria Fungus 2 Otu0368
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Figure S1C. Alphaproteobacteria Phylogenetic Tree



 Firmicutes Bacilli Bacillales Bacillales Incertae Sedis XI Gemella asaccharolytica* Otu0607

 Firmicutes Bacilli Bacillales Bacillales Incertae Sedis XI Gemella asaccharolytica* Otu0452

 EU427463.1: 1.. 1403 Gemella asaccharolytica (T) WAL 1945J

 KJ868802.1: 1.. 1358 Gemella asaccharolytica KA00071

 Firmicutes Bacilli Bacillales Bacillales Incertae Sedis XI Gemella asaccharolytica* Otu0020

 Y13365.1:1..1508 Gemella bergeri (T) 617-93

 AY005050.1: 1.. 1491 Gemella sp. oral strain A31SC

 AJ251987.1: 1.. 1451 Gemella sp. M60449/99/1 M60449/99/1 T

 Y13366.1:1..1508 Gemella sp. 933-88

 L14326.1:1..1537 Gemella haemolysans (T)

 AM157450.1:1..1517 Gemella haemolysans mother V4 12V4

 HM103934.1: 1.. 1426 Gemella haemolysans NTUH 5572

 KP192305.1: 1.. 1431 Gemella haemolysans DNF01167

 Firmicutes Bacilli Bacillales Bacillales Incertae Sedis XI Gemella haemolysans Otu0077

 X70316.1:1..1527 Exiguobacterium aurantiacum NCDO 2321

 Firmicutes Bacilli Bacillales Bacillales Incertae Sedis XII Exiguobacterium aurantiacum Otu0623

 AF275715.1: 1.. 1518 unidentified Hailaer soda lake bacterium Z8

 AJ539235.1: 1..871 bacterium FLA21

 AF227839.1: 1.. 1522 bacterium str. 61610

 AY205564.1: 1.. 1479 Exiguobacterium sp. BTAH1

 Y13065.1:1..1473 Bacillus circulans WSBC20061

 AJ586361.1: 1.. 1440 Bacillus thermoamylovorans R-19047

 Y13064.1:1..1473 Bacillus circulans WSBC20060

 Y13063.1:1..1473 Bacillus circulans WSBC20059

 AB020197.1:1..1512 Bacillus sp. TGS650

 Firmicutes Bacilli Bacillales Bacillaceae 1 Bacillus circulans* Otu0671

 AY608961.1:1..1560 Geobacillus thermodenitrificans (T) OHT-1

 AY608962.1:1..1560 Bacillus sp. BGSC W9A21

 AY608960.1:1..1560 Geobacillus thermodenitrificans subsp. null BGSC 94A1

 Firmicutes Bacilli Bacillales Bacillaceae 1 Thermicanus aegyptius Otu0450

 AJ242495.1: 1.. 1426 Thermicanus aegyptius (T) ET-5b

 CM001483.1:complement(3429899..3431456) Geobacillus thermoglucosidans TNO-09.020

 Firmicutes Bacilli Bacillales Planococcaceae Chryseomicrobium 1 Otu0305

 DQ375559.1: 1.. 1484 Planococcus sp. KRPC10y

 DQ416776.1: 1.. 1530 bacterium G1DM-2

 AM295339.1: 1.. 1444 Crocinobacterium jejui type strain: SW2G-14

 EU784649.1: 1.. 1515 Bacillus sp. CL1

 GQ342531.1: 1.. 1471 Psychrobacillus psychrotolerans VKSJ-4

 Firmicutes Bacilli Bacillales Staphylococcaceae Staphylococcus auricularis Otu0055

 HM451939.1: 1.. 974 Staphylococcus auricularis AK10SW

 Z26889.1:1..771 Staphylococcus auricularis NCTC 12101

 D83358.1: 1.. 1475 Staphylococcus auricularis ATCC 33753 (= MAFF 911484)

 FJ626632.1: 1.. 1457 Staphylococcus sp. MH119

 HM196861.1: 1.. 980 Staphylococcus auricularis CCUG 59667

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerosphaera taetra Otu0188

 AJ279038.1:1..1506 Aerosphaera taetra CCUG 43036T

 EF111256.1: 1.. 1293 Aerosphaera taetra RBE2CD-116

 JX519867.1: 1.. 834 Facklamia sp. HGB0016

 LN875488.1: 1.. 1423 Facklamia sp. 1548-02

 LN875489.1: 1.. 1427 Facklamia sp. 2320B-03

 Y10772.1:1..1505 Facklamia hominis (T) ATCC 700628 type strain

 AJ012666.1:1..1510 Dolosicoccus paucivorans (T) 2992-95

 Y17780.1: 1.. 1385 Eremococcus coleocola (T) M1832/95/2

 Firmicutes Bacilli Lactobacillales Aerococcaceae Facklamia languida Otu0508

 Y18053.1: 1.. 1473 Facklamia languida (T) 1144-97

 Firmicutes Bacilli Lactobacillales Carnobacteriaceae Trichococcus ilyis* Otu0150

 FJ374769.1: 1.. 1475 Trichococcus ilyis (T) R210

 AF255736.1: 1.. 1514 Nostocoida limicola I Ben206

 EU434534.1: 1.. 1479 Trichococcus collinsii b258

 AJ296179.1:1..1520 Trichococcus palustris (T) DSM 9172T

 X87150.1:1..1554 Trichococcus pasteurii (T) KoTa2

 AB607166.1: 1.. 1489 marine bacterium B44

 JN104594.1: 1.. 1492 Enterococcus sp. L177(2011)

 FJ982664.1: 1.. 1494 Enterococcus faecium JBE0015

 AY576724.1: 1.. 870 Enterococcus sp. 18III/A01/073

 AJ874342.1:1..1448 Enterococcus faecium RJ16

 Firmicutes Bacilli Lactobacillales Enterococcaceae Enterococcus faecium Otu0179

 AB022026.1: 1.. 1407 Granulicatella elegans HHC5

 AF016390.1:1..1538 Granulicatella elegans (T) DSM 11693 B1333

 Y15408.1:30..1400 Granulicatella elegans 2640-91

 Y15413.1:1..1422 Granulicatella elegans 4067-96

 AB252689.1: 1.. 1399 Granulicatella elegans PAGU 792

 Firmicutes Bacilli Lactobacillales Carnobacteriaceae Granulicatella elegans Otu0380

 Firmicutes Bacilli Lactobacillales Carnobacteriaceae Granulicatella adiacens* Otu0364

 AB022027.1: 1.. 1407 Abiotrophia para-adiacens TKT1

 AJ312377.1: 1..805 Granulicatella adiacens WG160

 AJ312375.1: 1..1456 Granulicatella adiacens 10/833

 AY879298.1: 1.. 1514 Granulicatella para-adiacens 04401102

 AY879299.1: 1.. 1513 Granulicatella adiacens 03252090

 Firmicutes Bacilli Lactobacillales Carnobacteriaceae Alloiococcus otitis Otu0183

 X59765.1: 1.. 1525 Alloiococcus otitis (T) NCFB 2890

 AY957475.1: 1.. 1489 Alloiococcus otitis

 AB680896.1: 1.. 1474 Alloiococcus otitis NBRC 15545

 AF124034.1: 1.. 1487 bacterium 1 from Psoroptes ovis

 AF124041.1: 1.. 1487 bacterium 1 from Psoroptes ovis

 AY422711.1: 1.. 1545 Aerococcus urinae NL 95031

 AY422712.1: 1.. 1545 Aerococcus urinae CDC 1515(85)

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0436

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0424

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0501

 Y17005.1: 1.. 1451 Aerococcus christensenii (T) CCUG 28831

 KP192302.1: 1.. 1415 Aerococcus christensenii KA00635

 Y17318.1:1..1501 Aerococcus christensenii CCUG 28826

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0011

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0272

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0619

 Firmicutes Bacilli Lactobacillales Aerococcaceae Aerococcus christensenii Otu0404

 Firmicutes Bacilli Lactobacillales Aerococcaceae Facklamia ignava Otu0275

 Y15038.1: 1.. 1409 Facklamia sp. 1440-97

 Y15716.1:1..1409 Facklamia ignava

 Y15037.1: 1.. 1432 Facklamia sp. 164-92

 Firmicutes Bacilli Lactobacillales Aerococcaceae Globicatella sanguinis* Otu0473

 GU904674.1: 1.. 1365 Globicatella sulfidifaciens AB60

 AB680901.1: 1.. 1475 Globicatella sanguinis (T) NBRC 15551

 JQ404470.1: 1.. 1380 bacterium XJ-N12

 JQ975943.1: 1.. 1417 bacterium XJ148-10-1NF1

 KJ680157.1: 1.. 1450 Globicatella sanguinis NM140

 DQ321751.1: 1.. 1569 Weissella confusa Inje LM S-338

 AM491820.1: 1.. 1529 Weissella cibaria R-32690

 AJ422031.1:1..1529 Weissella cibaria ACA-DC 3411t2 = R-13307

 AJ295989.1:1.. 1529 Weissella cibaria (T) LMG 17699T

 KC416978.1: 1.. 1514 Weissella cibaria PON10032

 Firmicutes Bacilli Lactobacillales Lactobacillaceae Weissella cibaria* Otu0423

 Firmicutes Bacilli Lactobacillales Lactobacillaceae Leuconostoc pseudomesenteroides Otu0422

 AF468002.1: 1.. 1474 Leuconostoc pseudomesenteroides CHCC2114

 AY929289.1: 1.. 1458 Leuconostoc pseudomesenteroides BFE 6644

 DQ523483.1: 1.. 1465 Leuconostoc pseudomesenteroides L7

 AJ937758.1:1..1466 Leuconostoc sp. R-19397

 AM491816.1: 1.. 1502 Leuconostoc pseudomesenteroides R-31675

 FJ751782.1: 1.. 1458 Lactobacillus salivarius DSPV 327T

 FJ751784.1: 1.. 1455 Lactobacillus salivarius DSPV 333T

 AF420311.1: 1.. 1515 Lactobacillus salivarius

 Firmicutes Bacilli Lactobacillales Lactobacillaceae Ligilactobacillus salivarius Otu0234

 AF335475.1:1..1517 Lactobacillus salivarius

 AF201900.1: 1.. 1484 chicken intestinal bacterium MRS 4.5

 AY370679.1: 1..1508 Lactobacillus rhamnosus B5269/99

 AY370682.1: 1..1508 Lactobacillus rhamnosus GG ATCC 53103

 AY370681.1: 1..1508 Lactobacillus rhamnosus SPAR CREME YOGHOURT LEICHT

 AY370680.1: 1..1531 Lactobacillus rhamnosus LCG SHARDINGER

 Firmicutes Bacilli Lactobacillales Lactobacillaceae Lactobacillus rhamnosus Otu0384

 AY363376.1: 1.. 1562 Lactobacillus sp. rennanqilfy10

 DQ267152.1: 1.. 1547 Pediococcus pentosaceus YB-50

 KJ477393.1: 1.. 1013 Pediococcus pentosaceus 18-4

 AY675243.1:1..1569 Pediococcus pentosaceus SL4

 AJ305321.1:1..1569 Pediococcus pentosaceus DSM 20336 (T)

 KP189218.1: 1.. 1435 Pediococcus pentosaceus V12-41

 Firmicutes Bacilli Lactobacillales Lactobacillaceae Pediococcus pentosaceus Otu0395

 GU428171.1: 1.. 667 Lactobacillus coleohominis WWC C5ALM115

 GU428172.1: 1.. 624 Lactobacillus coleohominis WWC C5MKM068

 AM113776.1: 1.. 1564 Limosilactobacillus coleohominis (T) type strain:DSM 14060

 AJ292530.2:41..1371 Lactobacillus coleohominis

 GU428173.1: 1.. 656 Lactobacillus coleohominis WWC C5MLM024

 Firmicutes Bacilli Lactobacillales Lactobacillaceae Limosilactobacillus coleohominis Otu0078

 Firmicutes Bacilli Lactobacillales Lactobacillaceae HT002 NA Otu0060

 HQ293058.1: 1.. 1364 Lactobacillus vaginalis NWL35

 HQ293066.1: 1.. 1341 Lactobacillus vaginalis NWL43

 JF927769.1: 1.. 1442 Lactobacillus vaginalis LET 203

 KC845203.1: 1.. 988 Lactobacillus fermentum Mu4

 AB976556.1: 1.. 1532 Lactobacillus vaginalis BC15

 AY699289.1: 1.. 1541 Lactococcus garvieae M79

 AF352163.1: 1.. 1544 Lactococcus garvieae FLG2

 AB026843.1:1..1007 Lactococcus garvieae ATCC 49156

 Firmicutes Bacilli Lactobacillales Streptococcaceae Lactococcus garvieae Otu0274

 AB012306.1: 1.. 1507 Lactococcus garvieae JCM 8735

 AB079371.1: 1.. 1444 Enterococcus sp. U5-1

 JF423946.1: 1.. 1491 Streptococcus agalactiae HN0302

 CP003919.1:16352..17900 Streptococcus agalactiae SA20-06

 HQ658089.1: 1.. 1456 Streptococcus agalactiae GY105

 HQ542194.1: 1.. 1373 Streptococcus sp. ST 991

 GQ338316.1: 1.. 1130 Streptococcus agalactiae JW16

 EU853495.1: 1.. 945 Streptococcus agalactiae SA 20-06

 AF459432.1: 1.. 1538 Streptococcus agalactiae

 AF015927.1: 1.. 1472 Streptococcus agalactiae ATCC 27956

 AB002479.1:1..1450 Streptococcus agalactiae ATCC 13813 NCTC 8181

 AB112407.1: 1.. 1451 Streptococcus agalactiae GTC 730 (T) =ATCC 51487

 AB023574.1:1..1501 Streptococcus agalactiae (T) JCM 5671

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus agalactiae Otu0032

 CP003919.1:22177..23725 Streptococcus agalactiae SA20-06

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus agalactiae Otu0711

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus agalactiae Otu0824

 CP003810.1:90916..92467 Streptococcus agalactiae GD201008-001

 AJ297217.1: 1.. 1479 Streptococcus pasteuri NEM1205 CIP 105073

 AY324631.1: 1.. 1427 Streptococcus alactolyticus ONK4

 Z94012.1:1..1542 Streptococcus gallolyticus subsp. null ACA-DC 206 LAB617

 Y10869.1:1..1371 Streptococcus gallolyticus ACM3968

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus pasteuri* Otu0470

 AJ297216.1: 1.. 1466 Streptococcus pasteuri NEM1202 CIP 105070

 FJ774964.1: 1.. 1512 proteobacterium symbiont of Nilaparvata lugens TM85-110

 HQ721274.1: 1.. 1680 Streptococcus salivarius subsp. null FMA327

 AF459433.1: 1.. 1545 Streptococcus salivarius subsp. null

 AF349932.1: 1.. 1445 Streptococcus sp. CR-314S crev-4

 X68418.1:1..1542 Streptococcus salivarius subsp. null DSM 20617

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus salivarius Otu0070

 EU200182.1: 1.. 1487 Streptococcus mitis

 FJ823147.1: 1.. 1444 Streptococcus pneumoniae ToTT

 AF316592.1: 1.. 1497 Streptococcus sp. 4093B

 AJ295853.1: 1.. 1568 Streptococcus mitis 209

 AJ295848.1: 1.. 1568 Streptococcus mitis 127R

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus mitis* Otu0049

 CP002843.1:1604674..1606221 Streptococcus parasanguinis ATCC 15912

 CP002843.1:1727453..1729000 Streptococcus parasanguinis ATCC 15912

 CP002843.1:4654..6201 Streptococcus parasanguinis ATCC 15912

 JQ607720.1: 1.. 1416 bacterium NLAE-zl-P891

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus australis* Otu0138

 FJ823144.1: 1.. 1455 Streptococcus australis ToTD

 Firmicutes Bacilli Lactobacillales Streptococcaceae Streptococcus anginosus* Otu0117

 X78825.1:1..1395 Streptococcus sp. 69130 isolated from urine sample Massachusetts General Hospital USA

 X81023.1:1..1450 Streptococcus milleri SJMC

 AF145243.1: 1.. 1500 Streptococcus anginosus subsp. null 414

 AF145244.1: 1.. 1527 Streptococcus anginosus subsp. null 1093

 AF145245.1: 1.. 1530 Streptococcus anginosus subsp. null 1007

 JF298897.1: 1.. 802 Holdemanella biformis EBA11-8

 M59230.2: 1.. 1487 Holdemanella biformis (T) ATCC 27806

 Firmicutes Erysipelotrichia Erysipelotrichales Erysipelotrichaceae Holdemanella biformis Otu0398

 EU728795.1: 1.. 1416 Eubacteriaceae bacterium DJF VR85

 HQ452863.2: 1.. 1343 Clostridiales bacterium 41-2a

 HQ452864.1: 1.. 1380 Faecalicoccus acidiformans (T) 37-2a

 Tenericutes Mollicutes Entomoplasmatales Spiroplasmataceae Spiroplasma leptinotarsae* Otu0293

 AY189305.1: 1.. 1517 Spiroplasma leptinotarsae (T) ATCC 43213 LD-1B

 AY189318.1: 1.. 1516 Spiroplasma sp. TIUS-1

 EF151267.1: 1.. 1478 Spiroplasma sp. CRW-1

 FR733690.1: 1.. 1507 Spiroplasma clarkii (T) type strain: DSM19994

 AY189126.1: 1.. 1516 Spiroplasma chinense (T) ATCC 43960 CCH

 AJ002265.1:245..1857 Mycoplasma hominis PG21

 AJ002267.1:245..1857 Mycoplasma hominis SC4

 AJ002268.1:245..1857 Mycoplasma hominis P2

 AJ002266.1:245..1857 Mycoplasma hominis DC63

 AJ002269.1:245..1857 Mycoplasma hominis 7488

 Tenericutes Mollicutes Mycoplasmoidales Metamycoplasmataceae Mycoplasma hominis Otu0016

 Tenericutes Mollicutes Mycoplasmoidales Metamycoplasmataceae Mycoplasma hominis Otu0663

 Tenericutes Mollicutes Mycoplasmoidales Metamycoplasmataceae Mycoplasma hominis Otu0407

 AM260712.1: 1.. 1490 marine bacterium SJ-BF12

 EU669822.1: 1.. 1483 haloalkaliphilic bacterium EMB4

 AF220064.1: 1.. 1479 Bulleidia extructa (T) DSM 13220

 U13036.1: 1.. 1348 Bulleidia extructa W1365 1365-12

 Z36271.1:1..1401 Bulleidia extructa 1365 1365-12

 Firmicutes Erysipelotrichia Erysipelotrichales Erysipelotrichaceae Bulleidia extructa Otu0061

 Firmicutes Erysipelotrichia Erysipelotrichales Erysipelotrichaceae Solobacterium moorei Otu0418

 AY044915.1: 1.. 1480 Bulleidia moorei AHP 13983

 AY044916.1: 1.. 1480 Solobacterium moorei JCM 10645

 AM238669.1: 1.. 1471 Bulleidia moorei N407 0592

 AB540987.1: 1.. 1486 Solobacterium moorei JCM 10645

 AB540988.1: 1.. 1486 Solobacterium moorei JCM 10646

 DQ057480.1: 1.. 1449 bacterium ic1391

 DQ100445.1: 1.. 1484 Clostridium saccharogumia (T) SDG-Mt85-3Db

 AJ315981.1: 1.. 1417 Clostridium sp. 14774

 AB739699.1: 1.. 1433 Clostridium sp. 826

 LK021123.1: 1.. 1724 bacterium LF-3

 Tenericutes Mollicutes Mycoplasmatales Mycoplasmataceae Ureaplasma urealyticum* Otu0672

 Tenericutes Mollicutes Mycoplasmatales Mycoplasmataceae Ureaplasma urealyticum Otu0488

 Tenericutes Mollicutes Mycoplasmatales Mycoplasmataceae Ureaplasma urealyticum* Otu0683

 Tenericutes Mollicutes Mycoplasmatales Mycoplasmataceae Ureaplasma urealyticum* Otu0419

 U06098.1:1..1439 Ureaplasma urealyticum Pi (serovar 6)

 Tenericutes Mollicutes Mycoplasmatales Mycoplasmataceae Ureaplasma urealyticum* Otu0029

 L08642.1:1..1585 Ureaplasma urealyticum 27

 U06094.1:1..1439 Ureaplasma urealyticum 7 (serovar 1)

 U06096.1:1..1434 Ureaplasma urealyticum 23 (serovar 2)

 U06097.1:1..1434 Ureaplasma urealyticum 354 (serovar 5)

 AF073446.1: 1.. 1435 Ureaplasma urealyticum serovar 2 ATCC27814
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Figure S1D. Bacilli Phylogenetic Tree (excluding Lactobacillus species)



 CP002122.1:369974..371504 Prevotella melaninogenica ATCC 25845

 JN867258.1: 1.. 1326 Prevotella melaninogenica SEQ182

 AB547694.1: 1.. 1479 Prevotella melaninogenica JCM 6321

 AB547693.1: 1.. 1480 Prevotella melaninogenica JCM 6325

 GQ900881.1: 1.. 775 Prevotella sp. 1ab33-1 x2

 AY323525.1: 1.. 1506 Prevotella melaninogenica ATCC 25845

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella melaninogenica Otu0734

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella melaninogenica Otu0031

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella melaninogenica Otu0369

 FJ545434.1: 1.. 1453 Prevotella scopos (T) W2052

 AB683253.1: 1.. 1492 Prevotella scopos JCM 17725

 FJ545433.1: 1.. 1453 Prevotella fusca (T) W1435

 AB683252.1: 1.. 1492 Prevotella fusca JCM 17724

 CP012074.1:75223..76760 Prevotella fusca JCM 17724 W1435

 CP012074.1:complement(1214369..1215906) Prevotella fusca JCM 17724 W1435

 CP012074.1:1676213..1677750 Prevotella fusca JCM 17724 W1435

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 1 Otu0072

 AF487886.1: 1.. 1489 Prevotella sp. Smarlab 121567

 GQ433639.1: 1.. 1408 Prevotella sp. WAL 2039G

 JN867222.1: 1.. 1374 Prevotella sp. SEQ053

 KC311744.1: 1.. 1417 Prevotella sp. S7 MS 2 S7MP18a

 KF280297.1: 1.. 1315 Prevotella sp. DNF00663

 HQ616399.1: 1.. 1464 Prevotella sp. ICM55

 JN867233.1: 1.. 1437 Prevotella salivae SEQ064

 GU409596.1: 1.. 1218 Prevotella salivae WWP SS5 P01

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella salivae Otu0187

 AB108826.1:1..1493 Prevotella salivae (T) JCM 12084 EPSA11

 JN867237.1: 1.. 1437 Prevotella salivae SEQ071

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella oris Otu0325

 GQ131410.1: 1.. 1506 Prevotella oris F0302

 GU409637.1: 1.. 467 Prevotella oris WWC C3ALM025

 GU409638.1: 1.. 587 Prevotella oris WWC C3ALM099

 GU409708.1: 1.. 1017 Prevotella oris WWP SS10 G26

 GU409743.1: 1.. 695 Prevotella oris WWC C3MLM065

 L16472.2: 1.. 1513 Prevotella oulorum (T) ATCC43324

 GU470906.1: 1.. 1504 Prevotella oulorum F0390

 GQ422734.1: 1.. 1505 Prevotella oulorum C08KA

 AB547702.1: 1.. 1491 Prevotella oulorum JCM 14966

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotellaceae Prevotella 2 Otu0245

 JX104032.1: 1.. 1389 Prevotellaceae bacterium S4-A16

 AB547672.1: 1.. 1495 Prevotella bergensis JCM 13869

 JN867296.1: 1.. 1431 Prevotella bergensis SEQ221

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bergensis Otu0122

 AY350613.1: 1.. 1456 Prevotella bergensis (T) 94067913

 JN867239.1: 1.. 1439 Prevotella bergensis SEQ073

 AJ011683.1:1..1495 Prevotella albensis (T) M384

 AB547669.1: 1.. 1481 Prevotella albensis JCM 12258

 X81876.1: 1.. 1482 Prevotella dentalis (T) DSM 3688

 X81877.1: 1.. 1463 Hallella seregens ATCC 51272

 JX104043.1: 1.. 1382 Prevotella sp. S4-BM14

 L16465.1: 1.. 1473 Prevotella corporis (T) ATCC 33547

 AB547677.1: 1.. 1479 Prevotella corporis JCM 8529

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella corporis Otu0046

 JN867255.1: 1.. 1409 Prevotella corporis SEQ179

 JN867271.1: 1.. 1429 Prevotella corporis SEQ196

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella corporis Otu0162

 JN867291.1: 1.. 1432 Prevotella disiens SEQ216

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 3 Otu0167

 KJ868805.1: 1.. 1417 Bacteroides sp. KA00344

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 4 Otu0591

 KC311735.1: 1.. 1026 Prevotella sp. S7-1-8

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 4 Otu0194

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 4 Otu0019

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 4 Otu0160

 KC297227.1: 1.. 1183 Prevotellaceae bacterium DNF00733

 L16470.1:1..1473 Prevotella melaninogenica

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella denticola Otu0074

 GU470898.1: 1.. 1505 Prevotella denticola F0289

 CP002589.1:complement(319122..320652) Prevotella denticola F0289

 CP002589.1:complement(535380..536910) Prevotella denticola F0289

 CP002589.1:1026254..1027784 Prevotella denticola F0289

 CP002589.1:2480773..2482303 Prevotella denticola F0289

 EU728732.1: 1.. 1487 Prevotellaceae bacterium DJF CR21k6

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 5 Otu0392

 EU728740.1: 1.. 1484 Prevotellaceae bacterium DJF LS10

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella copri Otu0159

 AY028442.1:complement( 1.. 1311) bacterium mpn-isolate group 1

 AB064923.2: 1.. 1494 Prevotella copri (T) CB7

 AB244770.1: 1.. 1491 Prevotella copri CB18

 AB244771.1: 1.. 1493 Prevotella copri CB23

 AB244772.1: 1.. 1493 Prevotella copri CB26

 EU728712.1: 1.. 1486 Prevotella sp. DJF B112

 EU728757.1: 1.. 1485 Prevotella sp. DJF RP53

 AB649279.1: 1.. 1493 Prevotella copri JCM 13464

 JN867253.1: 1.. 1403 Prevotella disiens SEQ177

 JN867276.1: 1.. 1419 Prevotella disiens SEQ201

 JN867227.1: 1.. 1436 Prevotella disiens SEQ058

 AB547683.1: 1.. 1480 Prevotella disiens JCM 6333

 AB547682.1: 1.. 1492 Prevotella disiens JCM 6334

 L16483.1:1..1479 Prevotella disiens

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella disiens Otu0427

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella disiens Otu0022

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella disiens Otu0081

 JN867252.1: 1.. 1410 Prevotella corporis SEQ176

 GQ422737.1: 1.. 1505 Prevotella sp. oral taxon 310 DR022

 AY689221.1: 1.. 1494 Prevotella intermedia ChDC KB3

 AY689224.1: 1.. 1123 Prevotella intermedia ChDC KB19

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella nigrescens Otu0532

 X73963.1: 1.. 1453 Prevotella nigrescens (T) NCTC 9336

 AF201971.1: 1.. 769 human oral bacterium C64

 AF414833.1: 1.. 1363 Prevotella nigrescens ATCC 33563

 AF414834.1: 1.. 1363 Prevotella nigrescens 7-PNIG

 AF414835.1: 1.. 1363 Prevotella nigrescens 8-PNIG

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella disiens Otu0382

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella amnii* Otu0030

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella nanceiensis Otu0586

 EF405530.1: 1.. 1379 Prevotella nanceiensis LBN 298

 FJ577257.2: 1.. 1503 Prevotella sp. oral taxon 299 F0039

 JF803579.1: 1.. 799 Prevotella nanceiensis C1116

 JN867278.1: 1.. 1430 Prevotella nanceiensis SEQ203

 JN867310.1: 1.. 1424 Prevotella nanceiensis SEQ237

 KF280286.1: 1.. 1186 Prevotella amnii DNF00058

 KJ082040.1: 1.. 1193 Prevotella amnii DNF00307

 AB547670.1: 1.. 1491 Prevotella amnii JCM 14753

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella amnii Otu0533

 AM422125.1: 1.. 1474 Prevotella amnii (T) type strain: CCUG 53648

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella amnii Otu0010

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0372

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella amnii1* Otu0451

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0381

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0780

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0264

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0172

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella amnii Otu0140

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0006

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0702

 JN867270.1: 1.. 1553 Prevotella bivia SEQ195

 KP944198.1: 1.. 1435 Prevotella bivia N81706

 JN867251.1: 1.. 1430 Prevotella bivia SEQ175

 JN867250.1: 1.. 1431 Prevotella bivia SEQ174

 JN867244.1: 1.. 1455 Prevotella bivia SEQ078

 AB547673.1: 1.. 1490 Prevotella bivia JCM 6331

 AB547674.1: 1.. 1479 Prevotella bivia JCM 6332

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0363

 JN587277.1: 1.. 872 Prevotella bivia B11

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella bivia Otu0500

 JN867259.1: 1.. 1419 Prevotella bivia SEQ184

 JN867273.1: 1.. 1430 Prevotella bivia SEQ198

 JN867274.1: 1.. 1431 Prevotella bivia SEQ199

 JN867318.1: 1.. 1428 Prevotella bivia SEQ245

 L16475.1: 1.. 1471 Prevotella bivia (T) ATCC 29303

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotellaceae Prevotella albensis* Otu0793

 EU728713.1: 1.. 1458 Prevotella sp. DJF B116

 AB244774.1: 1.. 1488 Prevotella stercorea (T) CB35

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella 6 Otu0376

 EU728738.1: 1.. 1482 Prevotellaceae bacterium DJF CR62

 AF357576.1: 1.. 1363 bacterium mpn-isolate group 3

 EU728742.1: 1.. 1477 Prevotella sp. DJF LS16

 KC311742.1: 1.. 1376 Prevotella timonensis S7MP12

 KF007179.1: 1.. 1352 Prevotella timonensis S9 Pr-14

 JN867321.1: 1.. 1416 Prevotella timonensis SEQ251

 AB547706.1: 1.. 1493 Prevotella timonensis JCM 15640

 DQ518919.1: 1.. 1454 Prevotella timonensis (T) 4401737

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella timonensis Otu0005

 JN867224.1: 1.. 1398 Prevotella timonensis SEQ055

 JX104020.1: 1.. 1390 Prevotella sp. S4-10

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella timonensis Otu0147

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella timonensis Otu0492

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella timonensis Otu0298

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella timonensis Otu0559

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella timonensis Otu0300

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella amii2* Otu0042

 JN867226.1: 1.. 1334 Prevotella buccalis SEQ057

 JN867261.1: 1.. 1433 Prevotella buccalis SEQ186

 AB547676.1: 1.. 1493 Prevotella buccalis JCM 12246

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0445

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0371

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0017

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0219

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0400

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0524

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotella buccalis Otu0033

 JN809764.1: 1.. 1390 Prevotella sp. BV3P1

 JN809774.1: 1.. 1397 Prevotella sp. BV3C7

 JN867243.1: 1.. 1335 Prevotella buccalis SEQ077

 JX104019.1: 1.. 1369 Prevotella sp. S4-8

 KC311753.1: 1.. 1063 Prevotella sp. S7-23-39

 AF481226.1: 1.. 1480 Prevotella sp. E7 34

 GU413632.1: 1.. 1083 Prevotella sp. oral taxon 515 WWP SS3 P13

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae 1 Otu0690

 DQ139963.1: 1.. 1451 Candidatus Prevotella conceptionensis

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Prevotellaceae Prevotella copri* Otu0723

 DQ278861.1: 1.. 1441 Prevotella sp. 152R-1a

 JN867266.1: 1.. 1418 Prevotella buccae SEQ191

 JN867316.1: 1.. 1418 Prevotella buccae SEQ243

 HM245214.1: 1.. 862 Prevotella sp. HGBC34

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae 2 Otu0148

 GU413888.1: 1.. 991 Prevotella sp. oral taxon 526 WWP SS7 P11

 GU413887.1: 1.. 995 Prevotella sp. oral taxon 526 WWP SS7 G16

 AY944134.1: 1.. 1453 Prevotella genomosp. P4 P4P 53

 JN713360.1: 1.. 1491 Prevotella sp. canine oral taxon 195 QD038

 JN713390.1: 1.. 1485 Prevotella sp. canine oral taxon 226 2A167

 JN713391.1: 1.. 1520 Prevotella sp. canine oral taxon 226 PW058

 JN713465.1: 1.. 1485 Prevotella sp. canine oral taxon 298 ZY032

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae 3 Otu0146

 GU413313.1: 1.. 916 Prevotella sp. oral taxon 474 WWP SS1 P18

 JN713451.1: 1.. 1486 Prevotella sp. canine oral taxon 284 ZP074

 GU470887.1: 1.. 1507 Alloprevotella rava F0323

 JQ039189.1: 1.. 1455 Alloprevotella rava (T) 81/4-12

 AY207061.1: 1.. 1468 Prevotellaceae bacterium P4P 62 P1

 GQ422736.1: 1.. 1507 Alloprevotella rava F0020

 JQ039190.1: 1.. 1455 Alloprevotella rava W6968

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Alloprevotella rava Otu0465

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Alloprevotella rava Otu0332

 Bacteroidota Bacteroidia Bacteroidales Prevotellaceae Alloprevotella tannerae Otu0502

 GU413087.1: 1.. 1017 Alloprevotella tannerae WWP SS8 C40

 GU413089.1: 1.. 1006 Alloprevotella tannerae WWP SS9 C28

 GU413084.1: 1.. 989 Alloprevotella tannerae WWP SS3 C16

 AF183404.1:1..1453 Alloprevotella tannerae 83-10-2

 GU413079.1: 1.. 593 Alloprevotella tannerae WWE MCE9 77

 L16489.1:1..1475 Bacteroides thetaiotaomicron

 AY895182.1: 1.. 1345 Bacteroides thetaiotaomicron DOT2

 AY319392.1: 1.. 1396 Bacteroides thetaiotaomicron 17.4

 Bacteroidota Bacteroidia Bacteroidales Bacteroidaceae Bacteroides thetaiotaomicron Otu0531

 AY230770.1: 1.. 1245 Bacteroides sp. Smarlab BioMol-2301151 Smarlab BioMol 2301151

 AF139525.1: 1.. 1490 Bacteroides sp. AR29

 AB510703.1: 1.. 1478 Bacteroides massiliensis JCM 13223

 KC153155.1: 1.. 998 bacterium IARFR573

 EU136696.1: 1.. 1944 Bacteroides massiliensis JCM12982

 AY126616.1: 1.. 1493 Bacteroides massiliensis (T) B84634

 Bacteroidota Bacteroidia Bacteroidales Bacteroidaceae Bacteroides massiliensis Otu0329

 AB200226.1: 1.. 1455 Bacteroides massiliensis EG4-8-2

 AM230647.1: 1.. 1411 Bacteroides sp. XO77B42

 EU722737.1: 1.. 1493 Bacteroides dorei B11

 DQ217839.2: 1.. 1487 Bacteroides sp. D8

 AB242143.1:1.. 1490 Bacteroides dorei JCM 13472 219

 Bacteroidota Bacteroidia Bacteroidales Bacteroidaceae Bacteroides dorei Otu0346

 AB242142.1:1.. 1493 Phocaeicola dorei (T) JCM 13471 175

 Bacteroidota Bacteroidia Bacteroidales Bacteroidaceae 1 Otu0519

 EU728720.1: 1.. 1429 Bacteroidaceae bacterium DJF B220

 AY721625.1: 1.. 1490 bacterium New Zealand B

 AB200224.1: 1.. 1490 Phocaeicola coprocola (T) M16

 AB200223.1: 1.. 1491 Bacteroides coprocola M11

 AB200225.1: 1.. 1491 Bacteroides coprocola M158

 LC014934.1: 1.. 1491 Porphyromonas pasteri (T) KUFDS01

 KP192300.1: 1.. 1415 Porphyromonadaceae bacterium KA00676

 GQ900876.1: 1.. 815 Porphyromonas sp. 1aAG15-1 x3

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas pasteri* Otu0579

 AF201974.1: 1.. 823 human oral bacterium C67

 GQ900830.1: 1.. 803 Porphyromonas sp. sp2-iso-ab4

 AB730710.1: 1.. 1471 Bacteroidetes bacterium RM69

 AB730712.1: 1.. 1471 Bacteroidales bacterium RM71

 Bacteroidota Bacteroidia Bacteroidales 1 Otu0486

 AB730680.1: 1.. 1486 Bacteroidales bacterium RM21

 AB239488.1: 1.. 1485 rumen bacterium R-23

 AB730676.1: 1.. 1486 Bacteroidales bacterium RM8

 Bacteroidota Bacteroidia Bacteroidales 2 Otu0056

 Bacteroidota Bacteroidia Bacteroidales 3 Otu0142

 GU410816.1: 1.. 542 Bacteroidetes bacterium oral taxon 365 WWE MCE7 164

 GU410821.1: 1.. 1096 Bacteroidetes bacterium oral taxon 365 WWP SS4 G09

 GU410819.1: 1.. 619 Bacteroidetes bacterium oral taxon 365 WWE MCE9 120

 GU410828.1: 1.. 1116 Bacteroidetes bacterium oral taxon 365 WWP SS3 G15

 GU409323.1: 1.. 607 Bacteroidetes bacterium oral taxon 281 WWE MCE9 174

 GU410827.1: 1.. 1132 Bacteroidetes bacterium oral taxon 365 WWP SS3 G12

 GU410829.1: 1.. 1074 Bacteroidetes bacterium oral taxon 365 WWP SS3 G23

 GU410830.1: 1.. 1122 Bacteroidetes bacterium oral taxon 365 WWP SS4 G05

 AY239469.1:1..1487 Gram-negative bacterium cL10-2b-4

 AY239461.1:1..1420 Gram-negative bacterium cTPY-13

 JF803519.1: 1.. 1479 Porphyromonadaceae bacterium C941

 KF007168.1: 1.. 1376 Porphyromonadaceae bacterium S9 HS-8

 Bacteroidota Bacteroidia Bacteroidales Muribaculaceae 1 Otu0048

 JX104042.1: 1.. 1376 Porphyromonadaceae bacterium S4-BM13m-a

 Bacteroidota Bacteroidia Bacteroidales Barnesiellaceae 1 Otu0358

 KR232873.1: 1.. 1315 Propionibacterium sp. S342

 KR232914.1: 1.. 1380 Barnesiella sp. S496

 EF608208.1: 1.. 1206 Barnesiella sp. EBA4-14

 AB370251.1: 1.. 1484 Barnesiella intestinihominis (T) YIT 11860

 AB547647.1: 1.. 1481 Barnesiella intestinihominis JCM 15079

 EU414673.1: 1.. 1489 Porphyromonas bennonis (T) WAL 1926C

 AB588020.1: 1.. 1498 Porphyromonas bennonis JCM 16335

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas bennonis* Otu0076

 FJ822182.1: 1.. 1373 Porphyromonas levii 2047

 FJ822319.1: 1.. 1351 Porphyromonas levii 2259

 KM360064.1: 1.. 1408 Porphyromonas katsikii JF5581

 AB547667.1: 1.. 1486 Porphyromonas somerae JCM 13867

 KP192301.1: 1.. 1435 Porphyromonas somerae KA00683

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas somerae Otu0130

 AY968205.1: 1.. 1466 Porphyromonas somerae (T) WAL 6690

 GU409156.1: 1.. 985 Porphyromonas endodontalis WWP SS4 C14

 AB547659.1: 1.. 1435 Porphyromonas endodontalis JCM 8526

 GU409120.1: 1.. 998 Porphyromonas endodontalis WWP SS8 P24

 GU409115.1: 1.. 993 Porphyromonas endodontalis WWP SS7 G12

 GU409112.1: 1.. 948 Porphyromonas endodontalis WWP SS1 G09

 AY253728.1: 1.. 1441 Porphyromonas endodontalis (T) ATCC 35406

 GU409114.1: 1.. 1093 Porphyromonas endodontalis WWP SS3 P29

 AB547657.1: 1.. 1476 Porphyromonas circumdentaria JCM 13864

 KM462003.1: 1.. 1524 Porphyromonas circumdentaria TE045

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas endodontalis Otu0284

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas circumdentaria* Otu0115

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas endodontalis Otu0044

 KJ868803.1: 1.. 1435 Bacteroides sp. KA00251

 FJ848555.1: 1.. 1359 Porphyromonas sp. 2007b

 FJ848560.1: 1.. 1350 Porphyromonas sp. 2024b

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas uenonis Otu0025

 GQ422746.1: 1.. 1508 Porphyromonas uenonis F0120

 KC999379.1: 1.. 1359 Porphyromonas sp. S8 86-12

 AY570514.1: 1.. 1457 Porphyromonas uenonis (T) WAL 9902 ATCC BAA-906 CCUG 48615

 AB547668.1: 1.. 1490 Porphyromonas uenonis JCM 13868

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas uenonsis Otu0467

 Bacteroidota Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas uenonis Otu0621

 KF999878.1: 1.. 1475 Porphyromonas asaccharolytica MG6

 AY360344.1: 1.. 1016 Porphyromonas asaccharolytica 090703/22-6225

 FJ792537.1: 1.. 1368 Porphyromonas asaccharolytica ATCC 25260

 AB547653.1: 1.. 1479 Porphyromonas asaccharolytica JCM 6326

 CP002689.1:744996..746512 Porphyromonas asaccharolytica DSM 20707

 CP002689.1:1352301..1353817 Porphyromonas asaccharolytica DSM 20707

99

99

45

37

31

63

4

99

97

99

85

97

97

67

97

67

55

99

73

85

89

83

89

99

85

75

27

75

81

11

69

57

99

59

25

99

97

97

51

97

15

97

25

25

87

31

97

95

57

19

35

27

61

49

35

47

57

51

87

89

15

63

73

95

85

97

51

93

7

37

51

55

89

97

75

73

37

63

69

2197

73

89

69

39

9

65

99

89

83

97

79

55

99

77

97

97

51

11

2

51

45

97

99

0

57

75

0

0

2

0

83

85

97

51

33

93

53

33

77

55

2

97

63

81

49

0

97

2

29

69

59

0

0

0

9

19

0

0

0

0

45

81

11

0

4

0

0

2

0

2

0

57

0

4

0

23

39

25

0

25

33

17

4

29

0

4

27

17

0.01

0.02

0.02

0.03

0.03

0.05

0.01

0.01

0.01

0.01

0.02

0.01

0.01

0.03

0.01

0.03

0.02

0.00

0.02

0.02

0.05

0.01

0.00

0.04

0.00

0.00

0.01

0.01

0.02

0.01

0.07

0.00

0.02

0.01

0.07

0.03

0.04

0.02

0.05

0.02

0.01

0.00

0.01

0.01

0.05

0.02

0.00

0.00

0.02

0.02

0.01

0.01

0.00

0.00

0.00

0.01

0.02

0.01

0.01

0.02

0.02

0.05

0.01

0.01

0.08

0.02

0.00

0.08

0.04

0.00

0.02

0.04

0.02

0.02

0.01

0.01

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.02

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.03

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.01

0.00

0.04

0.01

0.00

0.00

0.00

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.00

0.02

0.01

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.05

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.05

0.00

0.00

0.00

0.02

0.00

0.01

0.04

0.00

0.00

0.00

0.06

0.00

0.00

0.00

0.08

0.00

0.00

0.00

0.00

0.00

0.00

0.01

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.00

0.07

0.00

0.00

0.08

0.13

0.00

0.00

0.00

0.09

0.00

0.06

0.02

0.09

0.00

0.01

0.09

0.00

0.07

0.01

0.00

0.02

0.03

0.00

0.01

0.01

0.07

0.06

0.00

0.03

0.02

0.05

0.02

0.01

0.02

0.00

0.12

0.00

0.03

0.05

0.02

0.02

0.07

0.02

0.00

0.04

0.02

0.02

0.04

0.03

0.02

0.02

0.02

0.01

0.01

0.02

0.06

0.03

0.02

0.02

0.02

0.01

0.05

0.10

0.02

0.00

0.03

0.05

0.04

0.07

0.02

0.05

0.01

0.01

0.04

0.03

0.06

0.06

0.00

0.00

0.00

0.00

0.00

0.020.06

0.00

0.01

0.01

0.03

0.03

0.00

0.00

0.03

0.08

0.01

0.04

0.02

0.00

0.07

0.04

0.07

0.02

0.00

0.02

0.02

0.02

0.01

0.03

0.03

0.05

0.00

0.00

0.01

0.03

0.01

0.03

0.01

0.03

0.05

0.05

0.01

0.02

0.02

0.01

0.01

0.01

0.03

0.02

0.01

0.00

0.02

0.02

0.02

0.02

0.05

0.04

0.00

0.01

0.01

0.01

0.02

0.01

0.02

0.00

0.01

0.00

0.02

0.09

0.01

0.01

0.01

0.02

0.00

0.02

0.01

0.00

0.01

0.04

0.03

0.02

0.03

0.00

0.01

0.02

0.01

0.01

0.02

0.01

0.01

0.00

0.01

0.00

0.00

0.00

0.050

Figure S1E. Bacteroidota (Bacteriodales) Phylogenetic Tree 



 AM177627.1: 1.. 1491 Flavobacterium hercynium WB 4.2-78

 AM177628.1: 1.. 1493 Flavobacterium sp. WB 4.3-15

 AM177617.1: 1.. 1491 Flavobacterium sp. WB 3.3.27

 Bacteroidota Flavobacteriia Flavobacteriales Flavobacteriaceae Flavobacterium hercynium Otu0428

 AF493635.1: 1.. 1300 Flavobacterium sp. EP030

 HM638229.1: 1.. 1388 Flavobacterium sp. HME6645

 Bacteroidota Flavobacteriia Flavobacteriales Flavobacteriaceae Flavobacterium 1 Otu0603

 AF493695.1: 1.. 1341 Flavobacterium sp. SW254

 Bacteroidota Flavobacteriia Flavobacteriales Flavobacteriaceae Myroides phaeus* Otu0496

 JF327459.1: 1.. 1354 Myroides sp. KB31

 KT260380.1: 1.. 1437 Myroides phaeus RCB168

 KT260381.1: 1.. 1425 Myroides phaeus RCB169

 AB818539.1: 1.. 1431 Flavobacteriaceae bacterium PAGU1467

 Bacteroidota Flavobacteriia Flavobacteriales Weeksellaceae 1 Otu0266

 JN713490.1: 1.. 1476 Cloacibacterium sp. canine oral taxon 320 1C012

 Bacteroidota Flavobacteriia Flavobacteriales Weeksellaceae 2 Otu0344

 AB035150.2:1..1518 Haloanella gallinarum PS3

 EF204450.1: 1.. 1480 Chryseobacterium haifense (T) H38

 AM982787.1: 1..1483 Chryseobacterium sp. NF 450

 KJ190174.1: 1.. 1332 Chryseobacterium sp. CUVET1217

 Bacteroidota Flavobacteriia Flavobacteriales Weeksellaceae 3 Otu0471

 AY230767.1: 1.. 1481 Flavobacterium sp. Smarlab BioMol-2300973

 AF532186.1: 1.. 1469 trichloroacetic-acid-degrading bacterium TCAA1

 AY730716.1: 1.. 1329 Flavobacterium sp. 130704W2

 Bacteroidota Flavobacteriia Flavobacteriales Weeksellaceae Riemerella 1 Otu0362

 AB192380.1: 1.. 644 Riemerella sp. AHi41

 X85207.1: 1.. 1475 unidentified F006

 X85208.1: 1.. 1470 unidentified F006C

 HM163273.1: 1.. 1429 Bacteroidetes bacterium OR-53

 JQ638910.1: 1.. 1441 Sediminibacterium lactis (T) LCJ02

 JN999927.1: 1.. 1433 Hydrotalea flava FJLY16

 Bacteroidota Chitinophagia Chitinophagales Chitinophagaceae 1 Otu0387

 Bacteroidota Chitinophagia Chitinophagales Chitinophagaceae Sediminibacterium goheungense Otu0483

 EF636196.1: 1.. 976 Sphingobacteriales bacterium TP91

 JN674641.1: 1.. 1390 Sediminibacterium goheungense (T) HME7863

 KC505149.1: 1.. 1393 Sediminibacterium sp. JJ2209

 AB682352.1: 1.. 1454 Flavihumibacter petaseus NBRC 106054

 Bacteroidota Chitinophagia Chitinophagales Chitinophagaceae Terrimonas arctica Otu0684

 AB127780.1: 1.. 619 bacterium PE03-6G1

 AJ252591.1: 1.. 1050 rhizosphere soil bacterium RSI-24

 KJ631121.1: 1.. 1419 Terrimonas arctica (T) R9-86

 KF360048.1: 1.. 1399 Ferruginibacter sp. DS48-5-3

 KF360049.1: 1.. 1401 Ferruginibacter sp. DS48-6-1

 KF360050.1: 1.. 1397 Ferruginibacter sp. DS48-6-2

 Bacteroidota Chitinophagia Chitinophagales Chitinophagaceae Ferruginibacter 1 Otu0568

 FJ177530.1: 1.. 1470 Ferruginibacter alkalilentus (T) HU1-GD23

 Bacteroidota Chitinophagia Chitinophagales Chitinophagaceae Lacibacter cauensis Otu0324

 EU521690.1: 1.. 1412 Lacibacter cauensis (T) NJ-8

 Bacteroidota Chitinophagia Chitinophagales Chitinophagaceae 3 Otu0421 Otu0421

 AB529691.1: 1.. 710 bacterium MI-10

 JN679216.1: 1.. 1396 Lacibacter sp. JJ009

 JN836542.1: 1.. 1255 Lacibacter sp. TR7-06

 AF097805.1: 1.. 1438 unidentified bacterium 49511

 Bacteroidota 5 Otu0816

 AB078046.1: 1.. 1475 Solitalea canadensis (T) IFO 15130

 HQ290503.1: 1.. 804 bacterium SCGC AAA018-K8

 Bacteroidota 2 Otu0645

 AF233292.1: 1.. 1420 Tuber borchii symbiont b-Z43 b-Z431

 AF070444.1:1..1457 Tuber borchii symbiont b-17BO

 Bacteroidota 4 Otu0385

 AF233293.1: 1.. 1422 Tuber borchii symbiont b-1BO

 Bacteroidota Cytophagia Cytophagales Cytophagaceae Spirosoma 1 Otu0522

 KP979541.1: 1.. 1378 Spirosoma sp. HJX10

 AB539840.1: 1.. 1439 Spirosoma sp. APU1a

 JX089328.1: 1.. 1449 Spirosoma metallicum (T) PR1014k

 Bacteroidota Sphingobacteriia Sphingobacteriales Sphingobacteriaceae Sphingobacterium spiritivorum Otu0310

 EF090267.1: 1.. 1445 Sphingobacterium spiritivorum (T) NCTC 11386 KC1803

 AB680718.1: 1.. 1448 Sphingobacterium spiritivorum NBRC 14948

 KF551111.1: 1.. 750 Sphingobacterium sp. GTGT-1

 AJ496037.1:1..1395 Sphingobacterium sp. p11E

 AB020205.1:1..1448 Sphingobacterium multivorum OM-A8

 AB100738.1: 1.. 1439 Sphingobacterium multivorum (T) IAM14316

 Bacteroidota Sphingobacteriia Sphingobacteriales Sphingobacteriaceae Sphingobacterium multivorum Otu0481

 GQ225682.1: 1.. 1407 Pedobacter sp. HMD1013

 GU391547.1: 1.. 1461 Pedobacter kribbensis Nl1

 EF660752.1: 1.. 1461 Pedobacter kribbensis PB93

 Bacteroidota Sphingobacteriia Sphingobacteriales Sphingobacteriaceae Pedobacter kribbensis Otu0314

 Bacteroidota Sphingobacteriia Sphingobacteriales Sphingobacteriaceae Pedobacter boryungensis* Otu0699

 KC855481.1: 1.. 1365 Pedobacter boryungensis CH1-48

 JX971552.1: 1.. 1306 Pedobacter heparinus CH1-26

 JQ977531.1: 1.. 1368 Pedobacter sp. Bca39

 Bacteroidota Sphingobacteriia Sphingobacteriales Sphingobacteriaceae 1 Otu0728

 KF358271.1: 1.. 1428 Nubsella zeaxanthinifaciens M8

 DQ118958.1: 1.. 1497 fenpropathrin-degrading bacterium JQL3-5

 Bacteroidota Sphingobacteriia Sphingobacteriales Sphingobacteriaceae Pedobacter 1 Otu0455

 EF204468.1: 1.. 1373 Pedobacter sp. H37

 EF204469.1: 1.. 1003 bacterium F163

 AJ746140.1: 1.. 1387 Arcicella sp. MG83

 Bacteroidota Cytophagia Cytophagales Cytophagaceae 1 Otu0209

 FJ177421.1: 1.. 1351 Siphonobacter aquaeclarae (T) P2

 JQ291601.1: 1.. 1466 Siphonobacter aquaeclarae HPG59

 FJ662629.1: 1.. 806 unidentified bacterium panc1-59

 Bacteroidota Cytophagia Cytophagales 3 Otu0565

 EF605985.1: 1.. 729 unidentified bacterium 3 C3 RHIZO T7s

 AB360413.1: 1.. 710 bacterium RS19G

 AB308367.1: 1.. 1415 bacterium TG141

 Bacteroidota Cytophagia Cytophagales 2 Otu0394

 EF636197.1: 1.. 978 Sphingobacteriales bacterium TP498

 AB540001.1: 1.. 1382 Bacteroidetes bacterium N2

 Bacteroidota Cytophagia Cytophagales Spirosomaceae Dyadobacter 1 Otu0718

 AM110777.1: 1.. 726 rhizosphere soil bacterium BEM-478

 GU205378.1: 1.. 1431 Dyadobacter sp. DD-d2

 KF441558.1: 1.. 1497 Dyadobacter sp. A1-18A

 Bacteroidota 6 Otu0504

 KM462160.1: 1.. 1476 Bacteroidia bacterium feline oral taxon 312 UI046

 AY548787.1: 1.. 1458 Bacteroidetes bacterium PPf50E2

 HM579810.1: 1.. 1430 Pontibacter sp. HY19(2010)

 AY439245.1: 1.. 1387 Taxeobacter sp. GIC34

 DQ089669.1: 1.. 1418 Hymenobacter rigui (T) WPCB131

 Bacteroidota Cytophagia Cytophagales Hymenobacteraceae Hymenobacter xinjiangensis* Otu0493

 DQ888329.1: 1.. 1407 Hymenobacter xinjiangensis (T) X2-1g
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Figure S1F. Bacteroidota Phylogenetic Tree (excluding Bacteroidales)



 Firmicutes Clostridia Clostridiales Lachnospiraceae Roseburia hominis Otu0228

 CP003040.1:625894..627428 Roseburia hominis A2-183

 AJ270482.2:1..1485 Roseburia hominis (T) type strain: A2-183

 CP003040.1:25465..26999 Roseburia hominis A2-183

 CP001107.1:307094..308626 Eubacterium rectale ATCC 33656

 FP929043.1:complement(489815..491335) Eubacterium rectale M104/1

 FP929042.1:53..1573 Eubacterium rectale DSM 17629

 Firmicutes Clostridia Clostridiales Lachnospiraceae Roseburia inulinivorans Otu0253

 AJ270473.3:1..1454 Roseburia inulinivorans (T) type strain: A2-194

 AJ270474.2:1..1508 Roseburia inulinivorans L1-83

 AB661436.1: 1.. 1494 Roseburia inulinivorans JCM 17584

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium rectale Otu0182

 HQ616383.1: 1.. 1451 Shuttleworthia sp. MSX8B

 AF399956.1: 1.. 1456 Shuttleworthia satelles (T) D143K-13

 JN713282.1: 1.. 1526 Shuttleworthia satelles OI063

 JX629259.1: 1.. 1464 Roseburia sp. 499

 KM462024.1: 1.. 1523 Lachnospiraceae bacterium feline oral taxon 021 TE093

 KM462029.1: 1.. 1523 Lachnospiraceae bacterium feline oral taxon 021 TE107

 JN713186.1: 1.. 1523 Lachnospiraceae bacterium canine oral taxon 024 OB020

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0351

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0489

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0577

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0348

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0379

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0239

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0546

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0417

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0415

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0540

 GU324369.1: 1.. 1502 Lachnospiraceae bacterium NK3A20

 Firmicutes Clostridia Clostridiales Lachnospiraceae Ruminococcus torques Otu0299

 FJ748582.1: 1.. 1393 Clostridiales bacterium L2-14

 FP929055.1:159..1677 Ruminococcus torques L2-14

 FP929055.1:152..1682 Ruminococcus torques L2-14

 AB534168.1: 1.. 1492 Blautia hansenii (T) JCM 14655

 JN713311.1: 1.. 1522 Blautia hansenii PP015

 AY169419.1: 1.. 1490 Blautia obeum 1-33

 AB222208.1: 1.. 1442 Ruminococcus sp. K-1

 AF357566.1: 1.. 1338 bacterium mpn-isolate group 18

 Firmicutes Clostridia Clostridiales Lachnospiraceae Blautia obeum Otu0386

 Firmicutes Clostridia Clostridiales Lachnospiraceae Blautia obeum Otu0704

 X85101.1:1..1457 Blautia obeum

 L76601.1:1..1398 Blautia obeum ATCC 29174

 EU728790.1: 1.. 1459 Ruminococcus sp. DJF VR66

 HQ417162.1: 1.. 1394 Hungatella hathewayi RCGLD1

 JQ608200.1: 1.. 1405 bacterium NLAE-zl-C499

 EU770629.1: 1.. 588 Hungatella hathewayi LEMC7

 Firmicutes Clostridia Clostridiales Lachnospiraceae Hungatella hathewayi Otu0608

 AY552788.2:1..1493 Hungatella hathewayi

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0673

 AJ270472.1:1..1242 butyrate-producing bacterium T2-145

 Firmicutes Clostridia Clostridiales 16 Otu0590

 AY654966.1: 1.. 953 unidentified bacterium CCCM79

 Firmicutes Clostridia Clostridiales Lachnospiraceae Syntrophococcus 1 Otu0311

 GU045475.1: 1.. 1281 Syntrophococcus sp. BS-2

 AY178842.1: 1.. 1524 Eubacterium cellulosolvens Ce2

 CM001487.1:2460673..2462204 Eubacterium cellulosolvens 6

 AB239490.1: 1.. 1506 rumen bacterium R-26

 AB849420.1: 1.. 1486 Butyrivibrio sp. CA52

 AY699275.1: 1.. 1537 Butyrivibrio fibrisolvens L10

 Firmicutes Clostridia Clostridiales Lachnospiraceae 2 Otu0082

 Firmicutes Clostridia Clostridiales Lachnospiraceae 2 Otu0558

 DQ377946.1: 1.. 1378 Moryella indoligenes AIP 241.03

 DQ377947.1: 1.. 1374 Moryella indoligenes (T) AIP 220.04

 AF527773.1: 1.. 1489 Moryella indoligenes MDA2477

 Firmicutes Clostridia Clostridiales Lachnospiraceae Moryella indoligenes Otu0161

 Firmicutes Clostridia Clostridiales Lachnospiraceae 1 Otu0065

 JX103996.1: 1.. 1397 Lachnospiraceae bacterium S3MV16

 Firmicutes Clostridia Clostridiales Lachnospiraceae 1 Otu0198

 JX104000.1: 1.. 1400 Lachnospiraceae bacterium S3MVA2

 JX104039.1: 1.. 1379 Lachnospiraceae bacterium S4-BM2

 Firmicutes Clostridia Clostridiales Lachnospiraceae Howardella ureilytica Otu0120

 DQ925472.1: 1.. 1531 Howardella ureilytica (T) GPC 589

 DQ497993.1: 1.. 1426 Bacteroides pectinophilus

 FJ966227.1: 1.. 1490 bacterium YE257

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium eligens Otu0365

 JN583454.1: 1.. 1453 Eubacterium eligens I42

 CP001104.1:413146..414677 Eubacterium eligens ATCC 27750

 CP001104.1:15554..17084 Eubacterium eligens ATCC 27750

 AJ270490.2:1..1482 Anaerobutyricum soehngenii (T) L2-7

 AY305317.1: 1.. 1452 butyrate-producing bacterium SL6/1/1

 Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerobutyricum soehngenii Otu0388

 DQ144125.1: 1.. 1200 butyrate-producing bacterium Ph07AY04

 AB008552.1: 1.. 1508 Eubacterium ruminantium GA195

 AY442828.1: 1.. 1510 bacterium YE64

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium ruminantium Otu0506

 AJ270489.1:1..1239 butyrate-producing bacterium A2-166

 KJ875867.1: 1.. 1453 Ruminococcaceae bacterium LM158

 KM043765.1: 1.. 1467 bacterium P2C1

 KJ875866.1: 1.. 1453 Ruminococcaceae bacterium LM158

 Firmicutes Clostridia Clostridiales Ruminococcaceae 1 Otu0610

 Firmicutes Clostridia Clostridiales Ruminococcaceae Intestinimonas butyriciproducens Otu0752

 LN870298.1: 1.. 1495 Intestinimonas sp. GD4

 JX101685.1: 1.. 1488 Intestinimonas butyriciproducens AP4

 JX629258.1: 1.. 1426 Clostridiales bacterium 27-5-10

 Firmicutes Clostridia Clostridiales Ruminococcaceae Eubacterium siraeum Otu0798

 EU266550.1: 1.. 1431 Eubacterium siraeum 70/3

 FP929059.1:complement(2595678..2597174) Eubacterium siraeum V10Sc8a

 FP929059.1:complement(2595673..2597181) Eubacterium siraeum V10Sc8a

 X85100.1:1..1458 Ruminococcus callidus

 L76596.1:1..1371 Ruminococcus callidus (T) ATCC 27760

 Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus callidus Otu0534

 JF970204.1: 1.. 1375 Ruminococcus flavefaciens H20

 L76600.1:1..1380 Ruminococcus bromii (T) ATCC 27255

 EU266549.1: 1.. 1452 Ruminococcus bromii L2-63

 Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus bromii Otu0331

 X85099.1:1..1478 Ruminococcus bromii

 KM043751.1: 1.. 1028 bacterium P1C10

 Firmicutes Clostridia Clostridiales 14 Otu0764

 AF357573.1:complement( 1.. 1302) bacterium mpn-isolate group 25

 EU728744.1: 1.. 1471 Clostridiaceae bacterium DJF LS40

 Firmicutes Clostridia Clostridiales Ruminococcaceae Gemmiger formicilis Otu0454

 GU562446.1: 1.. 1426 Gemmiger formicilis (T) ATCC 27749 X2-56

 HQ452855.1: 1.. 1422 Clostridiales bacterium 40-4c

 AJ518869.1:1..1428 Subdoligranulum variabile (T) type strain:BI 114=CCUG 47106=DSM 15176

 HQ457026.1: 1.. 1378 Faecalibacterium prausnitzii HTF-A

 HQ457027.1: 1.. 1402 Faecalibacterium prausnitzii HTF-B

 AJ270469.2:1..1466 Faecalibacterium prausnitzii A2-165

 Firmicutes Clostridia Clostridiales Ruminococcaceae Faecalibacterium prausnitzii Otu0200

 Firmicutes Clostridia Clostridiales Ruminococcaceae Faecalibacterium prausnitzii Otu0463

 KP005715.1: 1.. 687 Faecalibacterium prausnitzii CD 391

 KP005592.1: 1.. 687 Faecalibacterium prausnitzii CD 220

 KP005714.1: 1.. 689 Faecalibacterium prausnitzii CD 390

 AY167965.1: 1.. 1508 swine manure bacterium 37-3

 FM865923.1: 1.. 1424 Clostridium sp. H2-3

 Y12669.1:1..1504 Clostridium perfringens antibiotic (Nitrofurantoin)-resistant

 AB075767.1: 1.. 1460 Clostridium perfringens ATCC 13124

 Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens Otu0333

 CP000312.1:9992..11504 Clostridium perfringens SM101

 Firmicutes Clostridia Clostridiales Clostridiales Incertae Sedis XIII Mogibacterium timidum Otu0098

 HG315672.2: 1.. 1477 Clostridium sp. ND2

 Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium colicanis Otu0277

 FJ957863.1: 1.. 1454 Clostridium colicanis JPL 8

 FJ957864.1: 1.. 1456 Clostridium colicanis JPL 9

 FJ957865.1: 1.. 1456 Clostridium colicanis JPL 10

 CP000939.1:48537..50048 Clostridium botulinum B1 str. Okra

 CP000939.1:55144..56655 Clostridium botulinum B1 str. Okra

 CP001083.1:64078..65589 Clostridium botulinum Ba4 str. 657

 JN713245.1: 1.. 1524 Clostridiales bacterium canine oral taxon 082 OC038

 GU411033.1: 1.. 538 Clostridiales bacterium oral taxon 381 WWP P4PA 122

 Firmicutes Clostridia Clostridiales 13 Otu0073

 JN713505.1: 1.. 1488 Clostridiales bacterium canine oral taxon 336 1G044

 AY383733.1: 1.. 1483 bacterium str. Rauti

 KJ419955.1: 1.. 1362 Fastidiosipila sanguinis BRE20130822

 Firmicutes Clostridia Clostridiales Ruminococcaceae Fastidiosipila sanguinis Otu0268

 AJ575187.1:1..1389 Fastidiosipila sanguinis (T) type strain: CCUG 47367 = CIP 108292

 AY949857.1:1..1510 Saccharofermentans acetigenes (T) P6

 GU324373.1: 1.. 1484 rumen bacterium NK4A65

 AY345513.2: 1.. 998 unidentified bacterium W4A-A09

 HG003572.1: 1.. 1376 Ruminococcaceae bacterium ZWB 5

 LK391549.1: 1.. 1428 Ruminococcaceae bacterium S37 03 1

 GQ900631.1: 1.. 1480 Mageeibacillus indolicus 0004-9

 GQ900632.1: 1.. 1480 Mageeibacillus indolicus 0009-5

 GQ900633.1: 1.. 1480 Mageeibacillus indolicus 0019-D

 Firmicutes Clostridia Clostridiales Ruminococcaceae Mageeibacillus indolicus Otu0041

 Firmicutes Clostridia Clostridiales 12 Otu0103

 Firmicutes Clostridia Clostridiales 12 Otu0573

 Firmicutes Clostridia Clostridiales 12 Otu0475

 Firmicutes Clostridia Clostridiales 12 Otu0695

 Firmicutes Clostridia Clostridiales 12 Otu0668

 KJ868804.1: 1.. 1408 Clostridiales bacterium KA00274

 Firmicutes Clostridia Clostridiales 12 Otu0604

 Firmicutes Clostridia Clostridiales 12 Otu0651

 Firmicutes Clostridia Clostridiales 12 Otu0014

 Firmicutes Clostridia Clostridiales 12 Otu0717

 AY654952.1: 1.. 832 unidentified bacterium CCCM26

 HM099644.1: 1.. 1532 Clostridiales bacterium oral taxon F32 VO026

 Firmicutes Clostridia Clostridiales 11 Otu0630

 Firmicutes Clostridia Clostridiales 10 Otu0490

 JN713395.1: 1.. 1508 Clostridiales bacterium canine oral taxon 230 PU001

 Firmicutes Clostridia Clostridiales Peptococcaceae Peptococcus 1 Otu0657

 GQ422727.1: 1.. 1541 Peptococcus sp. oral taxon 167 GEA8

 GU407065.1: 1.. 593 Peptococcus sp. oral taxon 167 WWE MCE10 252

 GU407058.1: 1.. 625 Peptococcus sp. oral taxon 167 WWE MCE10 265

 Firmicutes Clostridia Clostridiales Peptococcaceae Peptococcus niger Otu0083

 X55797.1: 1.. 1410 Peptococcus niger

 AB644260.1: 1.. 1528 Peptococcus niger JCM 6506

 KF007166.1: 1.. 1354 Peptococcus sp. S9 B-15

 Firmicutes Clostridia Clostridiales 4 Otu0157

 Firmicutes Clostridia Clostridiales 3 Otu0197

 EU917052.1: 1.. 1451 Eubacteriaceae bacterium NML 070849

 HM587320.1: 1.. 1480 Casaltella massiliensis 9400853

 JX262679.1: 1.. 1365 Clostridiales bacterium S5-A14a

 Firmicutes Clostridia Clostridiales ClostridialesIncertaeSedisXIII Mogibacterium timidum Otu0210

 Z36296.1:1..1498 Mogibacterium timidum (T) ATCC 33093 93-3

 U13042.1: 1.. 1434 Mogibacterium timidum ATCC 33093 93-3

 HQ610183.1: 1.. 1197 Mogibacterium sp. CM50

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Peptoclostridium Eubacterium acidaminophilum Otu0520

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae 3 Otu0633

 JN713321.1: 1.. 1509 Peptostreptococcaceae bacterium canine oral taxon 155 PR011

 JN713384.1: 1.. 1509 Peptostreptococcaceae bacterium canine oral taxon 221 PV088

 AB118593.1:1..1442 bacterium TC8

 CP007452.1:11853..13380 Eubacterium acidaminophilum DSM 3953

 CP007452.1:188312..189839 Eubacterium acidaminophilum DSM 3953

 AB640688.1: 1.. 1479 Peptostreptococcus anaerobius JCM 1470

 AB640692.1: 1.. 1479 Peptostreptococcus anaerobius JCM 1769

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Peptostreptococcus anaerobius Otu0050

 AY326462.1: 1.. 1473 Peptostreptococcus anaerobius (T) NCTC 11460

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Peptostreptococcus stomatis Otu0231

 DQ160208.1: 1.. 1465 Peptostreptococcus stomatis (T) W2278

 GQ422715.1: 1.. 1516 Peptostreptococcus stomatis A21H2

 GU401283.1: 1.. 1495 Peptostreptococcus stomatis S016

 KM461994.1: 1.. 1519 Filifactor sp. feline oral taxon 047 TE029

 JN713329.1: 1.. 1520 Filifactor sp. canine oral taxon 163 PS019

 KM462053.1: 1.. 1520 Filifactor sp. feline oral taxon 046 TE165

 FR749894.1: 1.. 1517 Gottschalkia purinilytica (T) type strain: DSM 1384

 Firmicutes Clostridia Clostridiales 5 Otu0659

 AB739699.1: 1.. 1433 Clostridium sp. 826

 LK021123.1: 1.. 1724 bacterium LF-3

 DQ057480.1: 1.. 1449 bacterium ic1391

 AB730752.1: 1.. 1096 Clostridiales bacterium P40

 AB730671.1: 1.. 1509 Clostridiales bacterium RM3

 AB239481.1: 1.. 1508 rumen bacterium R-7

 JN713307.1: 1.. 1524 Clostridiales bacterium canine oral taxon 141 PP036

 JN713308.1: 1.. 1524 Clostridiales bacterium canine oral taxon 141 PU008

 Firmicutes Clostridia Clostridiales 9 Otu0174

 Firmicutes Clostridia Clostridiales 8 Otu0350

 JN713309.1: 1.. 1523 Clostridiales bacterium canine oral taxon 142 PP057

 JN713323.1: 1.. 1524 Clostridiales bacterium canine oral taxon 157 PR054

 JN713556.1: 1.. 1487 Clostridiales bacterium canine oral taxon 386 2C108

 Firmicutes Clostridia Clostridiales 6 Otu0156

 Firmicutes Clostridia Clostridiales 7 Otu0322

 GU401483.1: 1.. 535 Peptostreptococcus sp. oral taxon 113 WWP P4PA 144

 GU401484.1: 1.. 1068 Peptostreptococcus sp. oral taxon 113 WWP SS3 P02

 KM461993.1: 1.. 1519 Peptostreptococcaceae bacterium feline oral taxon 027 TE028

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae 1 Otu0133

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae 2 Otu0111

 AY244779.1: 1.. 1432 Peptoniphilus sp. 2002-2300004

 DQ986463.1: 1.. 1394 Peptoniphilus asaccharolyticus ATCC 29743

 AY244778.1: 1.. 1444 Peptoniphilus sp. 2002-38328

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus asaccharolyticus Otu0027

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus lacrimalis Otu0028

 AF542230.1: 1.. 1406 Peptoniphilus lacrimalis (T) CCUG 31350

 GQ422750.1: 1.. 1503 Peptoniphilus sp. oral taxon 836 F0141

 JX103997.1: 1.. 1380 Peptoniphilus sp. S3MV20

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus 1 Otu0063

 JX104028.1: 1.. 1382 Peptoniphilus sp. S4-A10

 JN809778.1: 1.. 1390 Peptoniphilus sp. BV3C26

 JX104012.1: 1.. 1397 Peptoniphilus sp. S3PFAA2-6

 Firmicutes Clostridia Clostridiales 2 Otu0121

 KP192304.1: 1.. 1284 Clostridiales bacterium KA00134

 KC999384.1: 1.. 1342 Peptoniphilus sp. S8-AA1-7

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus obesi Otu0180

 JN837495.1: 1.. 1476 Peptoniphilus obesi ph1

 EU526290.1: 1.. 1405 Peptoniphilus duerdenii (T) WAL 18896

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus duerdenii Otu0101

 JN809769.1: 1.. 1265 Peptoniphilus sp. BV3AC2

 KF007162.1: 1.. 1370 Peptoniphilus sp. S9 AA1-4

 JX262678.1: 1.. 1354 Clostridiales bacterium S5-A11

 JX262682.1: 1.. 1363 Clostridiales bacterium S5-A19 S5-19

 Firmicutes Clostridia Clostridiales 1 Otu0189

 LN866993.1: 1.. 1486 Clostridiales bacterium SIT11

 EU526292.1: 1.. 1375 Candidatus Peptoniphilus massiliensis WAL 1804I

 KR232877.1: 1.. 1380 Peptoniphilus sp. S362

 FR798912.1: 1.. 1473 Candidatus Peptoniphilus massiliensis CCUG 60630

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus massiliensis Otu0446

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus massiliensis Otu0045

 GU938836.1: 1.. 1465 Peptoniphilus coxii (T) RMA 16757

 JX104013.1: 1.. 1397 Peptoniphilus sp. S3PFAA2-10

 KF007178.1: 1.. 1366 Peptoniphilus sp. S9 PR-13

 KF007171.1: 1.. 1390 Clostridiales bacterium S9 HS-16

 LN881613.1: 1.. 1499 Tissierellia bacterium GD9

 KC999381.1: 1.. 1375 Clostridiales bacterium S8 87-8

 HM587321.1: 1.. 1120 Fenollaria massiliensis 9401234

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Fenollaria massiliensis Otu0043

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Fenollaria massiliensis Otu0193

 HM587324.1: 1.. 1489 Levyella massiliensis 9403326

 JX262681.1: 1.. 1368 Murdochiella sp. S5-A16

 AY880043.1: 1.. 1279 bacterium N14-24

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Levyella massiliensis Otu0062

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Murdochiella massiliensis Otu0570

 LN866998.1: 1.. 1487 Murdochiella massiliensis (T) SIT12

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Kallipyga massiliensis Otu0557

 JN837487.1: 1.. 1474 Kallipyga massiliensis (T)

 LN849790.1: 1.. 1486 Kallipyga sp. GM4

 Firmicutes Clostridia Clostridiales 18 Otu0538

 JN713502.1: 1.. 1434 Peptostreptococcaceae bacterium canine oral taxon 332 1G085

 JN713501.1: 1.. 1486 Peptostreptococcaceae bacterium canine oral taxon 332 1G022

 AB109770.1:615..2139 Finegoldia magna ATCC 29328

 AB109771.1:667..2190 Finegoldia magna ATCC 29328

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Finegoldia magna Otu0052

 AB109769.1:669..2189 Finegoldia magna ATCC 29328

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Finegoldia 1 Otu0151

 JX104001.1: 1.. 1382 Finegoldia sp. S3MVA7

 JX104002.1: 1.. 1390 Finegoldia sp. S3MVA9

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 3 Otu0202

 LN870299.1: 1.. 1491 Peptoniphilaceae bacterium SIT14

 AB038361.1:1..1357 Gallicola barnesae (T) DSM 3244

 AB377177.1: 1.. 1475 Peptostreptococcaceae bacterium SK031

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Helcococcus sueciensis* Otu0254

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Helcococcus seattlensis Otu0472

 KF780874.1: 1.. 1529 Helcococcus seattlensis F5780

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Helcococcus sueciensis Otu0301

 AJ579914.1:1..1512 Helcococcus sueciensis (T) type strain: CCUG 47334

 HQ215522.1: 1.. 1477 Helcococcus sueciensis 604224/2010

 KM462018.1: 1.. 1519 Peptostreptococcaceae bacterium feline oral taxon 028 TE085

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Parvimonas micra Otu0036

 KP192303.1: 1.. 1413 Tissierellia bacterium KA00581

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Parvimonas micra Otu0214

 AY323523.1: 1.. 1481 Parvimonas micra (T) ATCC 33270

 AF542231.1: 1.. 1414 Parvimonas micra ATCC 33270

 GU401067.1: 1.. 601 Parvimonas micra WWC C4AKM085

 AB729072.1: 1.. 1487 Parvimonas micra JCM 12970

 CP009761.1:137054..138589 Parvimonas micra KCOM 1535 ChDC B708

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 1 Otu0071

 AY169425.1: 1.. 1500 Finegoldia magna 1-68

 AB547639.1: 1.. 1489 Ezakiella coagulans (T) JCM 12528

 DQ497990.1: 1.. 1441 Bacteroides coagulans

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 2 Otu0222

 AB038360.1:1..1378 Peptostreptococcus genosp. 4 GIFU 7729

 KJ469554.1: 1.. 1367 Ezakiella peruensis (T) M6.X2

 KR911910.1: 1.. 1367 Peptoniphilus catoniae (T) M6.X2D

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus obesiensis* Otu0067

 JN837490.1: 1.. 1469 Anaerococcus obesiensis ph10

 AB538433.1: 1.. 1488 Anaerococcus hydrogenalis JCM 7635

 LN866994.1: 1.. 1490 Anaerococcus sp. SB3

 HM587318.1: 1.. 1492 Anaerococcus sp. 8404299

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus 2 Otu0297

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus provencensis* Otu0223

 HM587323.1: 1.. 1378 Anaerococcus provencensis (T) 9402080

 DQ029051.2: 1.. 910 Candidatus Anaerococcus phoceensis 1

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus 1 Otu0505

 HM587319.1: 1.. 1486 Anaerococcus sp. 8405254

 AB853090.1: 1.. 1522 Anaerococcus sp. SJ-2013

 LN898272.1: 1.. 1490 Anaerococcus sp. FC4

 HM587322.1: 1.. 1435 Anaerococcus sp. 9401487

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus octavius Otu0544

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus octavius Otu0168

 Y07841.1:1..1407 Anaerococcus octavius (T) NCTC 9810

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus lactolyticus Otu0087

 AF542233.1: 1.. 1411 Anaerococcus lactolyticus (T) CCUG 31351

 KC311750.1: 1.. 1083 Anaerococcus lactolyticus S7-1-13

 AB673373.1: 1.. 1489 Anaerococcus lactolyticus JCM 8140

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus murdochii Otu0343

 DQ029050.2: 1.. 936 Candidatus Anaerococcus massiliensis 2

 DQ911243.1: 1.. 1388 Anaerococcus murdochii (T) WAL 17230

 AM176522.1: 1.. 1449 Anaerococcus sp. gpac028

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus murdochii Otu0024

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus prevotii* Otu0458

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus prevotii* Otu0665

 AF542232.1: 1.. 1381 Anaerococcus prevotii (T) CCUG 41932

 AF542234.1: 1.. 1418 Anaerococcus tetradius (T) CCUG 46590

 GQ422749.1: 1.. 1501 Anaerococcus tetradius F0127

 CP001708.1:81690..83216 Anaerococcus prevotii DSM 20548
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Figure S1G. Clostridiales Phylogenetic Tree



 AB239481.1: 1.. 1508 rumen bacterium R-7

 AB730671.1: 1.. 1509 Clostridiales bacterium RM3

 AB730742.1: 1.. 1033 Clostridiales bacterium P29

 AB730752.1: 1.. 1096 Clostridiales bacterium P40

 AB730655.1: 1.. 1134 Clostridiales bacterium R56

 Firmicutes Clostridia Clostridiales 1 Otu0350

 Firmicutes Clostridia Clostridiales 2 Otu0174

 JN713307.1: 1.. 1524 Clostridiales bacterium canine oral taxon 141 PP036

 JN713308.1: 1.. 1524 Clostridiales bacterium canine oral taxon 141 PU008

 AJ229190.1:1..1420 unidentified eubacterium clone BSV28

 Firmicutes Clostridia Clostridiales 3 Otu0322

 Firmicutes Clostridia Clostridiales 3 Otu0156

 JN713323.1: 1.. 1524 Clostridiales bacterium canine oral taxon 157 PR054

 JN713556.1: 1.. 1487 Clostridiales bacterium canine oral taxon 386 2C108

 JN713309.1: 1.. 1523 Clostridiales bacterium canine oral taxon 142 PP057

 Firmicutes Erysipelotrichia Erysipelotrichales Erysipelatoclostridiaceae Clostridium 1 Otu0659

 LK021123.1: 1.. 1724 bacterium LF-3

 AB739699.1: 1.. 1433 Clostridium sp. 826

 AJ315981.1: 1.. 1417 Clostridium sp. 14774

 DQ057480.1: 1.. 1449 bacterium ic1391

 DQ100445.1: 1.. 1484 Clostridium saccharogumia (T) SDG-Mt85-3Db

 Y13365.1:1..1508 Gemella bergeri (T) 617-93

 AY005050.1: 1.. 1491 Gemella sp. oral strain A31SC

 KF007166.1: 1.. 1354 Peptococcus sp. S9 B-15

 KF007177.1: 1.. 1350 Peptococcus sp. S9 Pr-12

 AB644260.1: 1.. 1528 Peptococcus niger JCM 6506

 X55797.1: 1.. 1410 Peptococcus niger

 Firmicutes Clostridia Clostridiales Peptococcaceae Peptococcus niger* Otu0083

 KP322014.1: 1.. 1330 Peptococcus simiae (T) M108

 Firmicutes Clostridia Clostridiales Peptococcaceae Peptococcus 1 Otu0657

 GQ422727.1: 1.. 1541 Peptococcus sp. oral taxon 167 GEA8

 GU407058.1: 1.. 625 Peptococcus sp. oral taxon 167 WWE MCE10 265

 GU407065.1: 1.. 593 Peptococcus sp. oral taxon 167 WWE MCE10 252

 GU407066.1: 1.. 540 Peptococcus sp. oral taxon 167 WWP P2PB 38

 GU407070.1: 1.. 1491 Peptococcus sp. oral taxon 168 I070

 CP000728.1:71340..72851 Clostridium botulinum F str. Langeland

 CP001083.1:9395..10906 Clostridium botulinum Ba4 str. 657

 CP000939.1:48537..50048 Clostridium botulinum B1 str. Okra

 CP001083.1:64078..65589 Clostridium botulinum Ba4 str. 657

 CP000939.1:55144..56655 Clostridium botulinum B1 str. Okra

 Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium colicanis Otu0277

 FJ957863.1: 1.. 1454 Clostridium colicanis JPL 8

 FJ957864.1: 1.. 1456 Clostridium colicanis JPL 9

 FJ957865.1: 1.. 1456 Clostridium colicanis JPL 10

 FJ957866.1: 1.. 1458 Clostridium colicanis JPL 11

 FJ957867.1: 1.. 1455 Clostridium colicanis JPL 12

 Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens* Otu0098

 HG315672.2: 1.. 1477 Clostridium sp. ND2

 CP000312.1:9992..11504 Clostridium perfringens SM101

 FR733677.1: 1.. 1497 Clostridium tarantellae (T) type strain: DSM3997

 Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens* Otu0333

 AB075767.1: 1.. 1460 Clostridium perfringens ATCC 13124

 Y12669.1:1..1504 Clostridium perfringens antibiotic (Nitrofurantoin)-resistant

 AY167965.1: 1.. 1508 swine manure bacterium 37-3

 AB045282.1:835..2353 Clostridium perfringens 13

 AB045283.1:555..2071 Clostridium perfringens 13

 FM865923.1: 1.. 1424 Clostridium sp. H2-3

 FM865932.1: 1.. 801 Clostridium sp. AG04-18

 HQ283402.1: 1.. 1494 Clostridiales bacterium CAT 12a

 JN713505.1: 1.. 1488 Clostridiales bacterium canine oral taxon 336 1G044

 Firmicutes Clostridia Clostridiales Ruminococcaceae 1 Otu0073

 JN713245.1: 1.. 1524 Clostridiales bacterium canine oral taxon 082 OC038

 GU411033.1: 1.. 538 Clostridiales bacterium oral taxon 381 WWP P4PA 122

 GU411034.1: 1.. 565 Clostridiales bacterium oral taxon 381 WWP P4PB 122

 HG003569.1: 1.. 1376 Ruminococcaceae bacterium ZWB 2

 HG003572.1: 1.. 1376 Ruminococcaceae bacterium ZWB 5

 HG003571.1: 1.. 1376 Ercella succinigenes (T) ZWB 4

 HG003574.1: 1.. 1376 Ruminococcaceae bacterium ZWB 7

 LK391549.1: 1.. 1428 Ruminococcaceae bacterium S37 03 1

 AY345513.2: 1.. 998 unidentified bacterium W4A-A09

 GU324373.1: 1.. 1484 rumen bacterium NK4A65

 AY949857.1:1..1510 Saccharofermentans acetigenes (T) P6

 AB910750.1: 1.. 1485 Saccharofermentans acetigenes JCM 14006

 GQ900634.1: 1.. 1480 bacterium BVAB3-Strain 4

 GQ900635.1: 1.. 1480 bacterium BVAB3-Strain 5

 GQ900633.1: 1.. 1480 Mageeibacillus indolicus 0019-D

 GQ900632.1: 1.. 1480 Mageeibacillus indolicus 0009-5

 GQ900631.1: 1.. 1480 Mageeibacillus indolicus 0004-9

 Firmicutes Clostridia Clostridiales Ruminococcaceae Mageeibacillus indolicus Otu0041

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0103

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0604

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0651

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0668

 KJ868804.1: 1.. 1408 Clostridiales bacterium KA00274

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0717

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0014

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0695

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0573

 Firmicutes Clostridia Clostridiales Ruminococcaceae 2 Otu0475

 Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum Otu0490

 JN713395.1: 1.. 1508 Clostridiales bacterium canine oral taxon 230 PU001

 JN713264.1: 1.. 1509 Clostridiales bacterium canine oral taxon 100 PO005

 GU400522.1: 1.. 1329 Clostridiales bacterium oral taxon 075 I076

 AY654952.1: 1.. 832 unidentified bacterium CCCM26

 Firmicutes Clostridia Clostridiales 4 Otu0630

 HM099644.1: 1.. 1532 Clostridiales bacterium oral taxon F32 VO026

 AY383733.1: 1.. 1483 bacterium str. Rauti

 KJ419955.1: 1.. 1362 Fastidiosipila sanguinis BRE20130822

 Firmicutes Clostridia Clostridiales Ruminococcaceae Fastidiosipila sanguinis Otu0268

 AJ575187.1:1..1389 Fastidiosipila sanguinis (T) type strain: CCUG 47367 = CIP 108292

 X71854.1:1..1511 Clostridium termitidis DSM 5396

 X71856.1:1..1510 Ruminiclostridium cellobioparum (T) DSM 1351

 KJ875866.1: 1.. 1453 Ruminococcaceae bacterium LM158

 KM043765.1: 1.. 1467 bacterium P2C1

 KJ875867.1: 1.. 1453 Ruminococcaceae bacterium LM158

 AB702937.1: 1.. 1496 Clostridiales bacterium CIEAF 021

 Firmicutes Clostridia Clostridiales Ruminococcaceae 3 Otu0610

 JN713380.1: 1.. 1517 Clostridiales bacterium canine oral taxon 217 PU072

 Firmicutes Clostridia Clostridiales Ruminococcaceae Intestinimonas butyriciproducens Otu0752

 HQ452851.1: 1.. 1156 Clostridiales bacterium 53-4c

 LN870298.1: 1.. 1495 Intestinimonas sp. GD4

 KC311367.1: 1.. 1475 Intestinimonas butyriciproducens (T) SRB-521-5-I

 JX101685.1: 1.. 1488 Intestinimonas butyriciproducens AP4

 JX629258.1: 1.. 1426 Clostridiales bacterium 27-5-10

 JX101688.1: 1.. 1513 Candidatus Soleaferrea massiliensis AP7

 FP929059.1:complement(2595678..2597174) Eubacterium siraeum V10Sc8a

 FP929059.1:complement(2595673..2597181) Eubacterium siraeum V10Sc8a

 Firmicutes Clostridia Clostridiales Ruminococcaceae Eubacterium siraeum Otu0798

 EU266550.1: 1.. 1431 Eubacterium siraeum 70/3

 L34625.2: 1.. 1453 Eubacterium siraeum (T) ATCC 29066

 X85100.1:1..1458 Ruminococcus callidus

 L76596.1:1..1371 Ruminococcus callidus (T) ATCC 27760

 Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus callidus Otu0534

 JF970204.1: 1.. 1375 Ruminococcus flavefaciens H20

 AY445595.1:1..1503 Ruminococcus flavefaciens JM1

 AY445599.1:1..1503 Ruminococcus flavefaciens B146

 L76600.1:1..1380 Ruminococcus bromii (T) ATCC 27255

 EU266549.1: 1.. 1452 Ruminococcus bromii L2-63

 X85099.1:1..1478 Ruminococcus bromii

 AB239485.1: 1.. 1490 rumen bacterium R-15

 Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus bromii Otu0331

 DQ882649.1: 1.. 1481 Ruminococcus bromii YE282

 AB622825.1: 1.. 1524 Clostridium sp. Culture Jar-8

 AB622828.1: 1.. 1520 Clostridium sp. Culture Jar-17

 KM043751.1: 1.. 1028 bacterium P1C10

 Firmicutes Clostridia Clostridiales Ruminococcaceae 4 Otu0764

 AF357573.1:complement( 1.. 1302) bacterium mpn-isolate group 25

 EU728744.1: 1.. 1471 Clostridiaceae bacterium DJF LS40

 Firmicutes Clostridia Clostridiales Ruminococcaceae 5 Otu0454

 GU562446.1: 1.. 1426 Gemmiger formicilis (T) ATCC 27749 X2-56

 EU728786.1: 1.. 1477 Subdoligranulum sp. DJF VR33k2

 AJ518869.1:1..1428 Subdoligranulum variabile (T) type strain:BI 114=CCUG 47106=DSM 15176

 HQ452855.1: 1.. 1422 Clostridiales bacterium 40-4c

 DQ057482.2: 1.. 1450 bacterium ic1395

 KP005714.1: 1.. 689 Faecalibacterium prausnitzii CD 390

 KP005715.1: 1.. 687 Faecalibacterium prausnitzii CD 391

 KP005592.1: 1.. 687 Faecalibacterium prausnitzii CD 220

 Firmicutes Clostridia Clostridiales Ruminococcaceae Faecalibacterium prausnitzii Otu0463

 KP005499.1: 1.. 700 Faecalibacterium prausnitzii CD 84

 KP005676.1: 1.. 689 Faecalibacterium prausnitzii CRC 333

 Firmicutes Clostridia Clostridiales Ruminococcaceae Faecalibacterium prausnitzii Otu0200

 AJ270469.2:1..1466 Faecalibacterium prausnitzii A2-165

 HQ457026.1: 1.. 1378 Faecalibacterium prausnitzii HTF-A

 HQ457027.1: 1.. 1402 Faecalibacterium prausnitzii HTF-B

 HQ457028.1: 1.. 1424 Faecalibacterium prausnitzii HTF-C

 HQ457029.1: 1.. 1406 Faecalibacterium prausnitzii HTF-E
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Figure S1H. Clostridiales Phylogenetic Tree (excluding Peptococcus species and Lachnospiraceae species)



 JQ087392.2:1..1501 Leptotrichia amnionii CCUG 52976

 CP011280.1:158246..159758 Sneathia sp. Sn35 SN35

 JQ839147.1: 1.. 1290 Leptotrichia amnionii LAQ

 HM567404.1: 1.. 1324 Sneathia sanguinegens NTS65407

 EF218612.1: 1.. 1318 Leptotrichia amnionii CCUG 51846

 AY489565.1:complement( 1.. 1468) Leptotrichia amnionii

 EF218611.1: 1.. 1314 Leptotrichia amnionii CCUG 51847

 CP011280.1:complement(1320835..1322347) Sneathia sp. Sn35 SN35

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia amnii* Otu0691

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia amnii* Otu0258

 AY078425.1:complement( 1.. 1493) Leptotrichia amnionii AMN-1

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0309

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia amnii* Otu0190

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia amnii Otu0175

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia amnii* Otu0185

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0279

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Streptobacillus moniliformis Otu0051

 CP001779.1:293359..294864 Streptobacillus moniliformis DSM 12112

 CP001779.1:507453..508958 Streptobacillus moniliformis DSM 12112

 CP001779.1:complement(1243386..1244891) Streptobacillus moniliformis DSM 12112

 CP001779.1:complement(1454239..1455744) Streptobacillus moniliformis DSM 12112

 CP001779.1:complement(1586463..1587968) Streptobacillus moniliformis DSM 12112

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0448

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0290

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0303

 AJ344093.1: 1.. 1362 Sneathia sanguinegens (T) CCUG 41628T

 L37789.1:1..1462 Sneathia sanguinegens

 JQ087391.2:1..1503 Sneathia sanguinegens CCUG 41628

 KP318828.1: 1.. 1456 Sneathia sanguinegens 357015/2014

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0012

 CP012410.1:complement(1844142..1845660) Leptotrichia sp. oral taxon 212 W10393

 CP012410.1:complement(2180431..2181949) Leptotrichia sp. oral taxon 212 W10393

 CP012410.1:800592..802110 Leptotrichia sp. oral taxon 212 W10393

 CP012410.1:49758..51276 Leptotrichia sp. oral taxon 212 W10393

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Sneathia sanguinegens* Otu0477

 GU408396.1: 1.. 1154 Leptotrichia sp. oral taxon 212 WWP SS4 P01

 GQ422731.1: 1.. 1486 Leptotrichia sp. oral taxon 225 FEA2

 GQ422732.1: 1.. 1486 Leptotrichia sp. oral taxon 225 HE052

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Leptotrichia buccalis Otu0237

 CP001685.1:477549..479060 Leptotrichia buccalis C-1013-b DSM 1135

 AF530464.1:complement( 1.. 936) Leptotrichia buccalis RLUH-1

 GU415713.1: 1.. 1008 Leptotrichia buccalis WWP SS3 C18

 Fusobacteriota Fusobacteriia Fusobacteriales Leptotrichiaceae Leptotrichia wadei Otu0113

 AY278621.1: 1.. 1434 Leptotrichia genomosp. C1 C3MKM102

 GU412245.1: 1.. 714 Leptotrichia sp. oral taxon 417 WWC C3MKM102

 GU561366.1: 1.. 1374 Leptotrichia sp. PTE15

 AF287816.1: 1.. 1449 Leptotrichia sp. oral isolate A39FD

 FJ717336.2: 1.. 1486 Leptotrichia wadei F0279

 EF447429.1: 1.. 1288 Fusobacterium equinum E2

 AB639144.1: 1.. 1469 Fusobacterium equinum JCM 11174

 EF447428.1: 1.. 1298 Fusobacterium equinum E1

 AJ295750.1: 1.. 1472 Fusobacterium equinum (T) horse VPB 4027

 Fusobacteriota Fusobacteriia Fusobacteriales Fusobacteriaceae Fusobacterium equinum* Otu0158

 X55410.1: 1.. 1333 Fusobacterium gonidiaformans (T) ATCC 25563T

 Fusobacteriota Fusobacteriia Fusobacteriales Fusobacteriaceae Fusobacterium nucleatum Otu0118

 FJ471657.1: 1.. 1441 Fusobacterium nucleatum subsp. null ChDC F315

 X55404.1: 1.. 1331 Fusobacterium nucleatum (T) NCTC 12276T

 AJ810279.1:1.. 933 Fusobacterium nucleatum subsp. animalis OMZ 990

 AF543300.1: 1.. 1479 Fusobacterium nucleatum subsp. null ChDC OS50

 DQ440565.1: 1.. 1325 Fusobacterium nucleatum subsp. null Ulm C
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Figure S1I. Fusobacteria Phylogenetic Tree
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Figure S1J. Gardnerella Phylogenetic Tree



 AJ270490.2:1..1482 Anaerobutyricum soehngenii (T) L2-7

 AY305317.1: 1.. 1452 butyrate-producing bacterium SL6/1/1

 Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerobutyricum soehngenii Otu0388

 DQ144125.1: 1.. 1200 butyrate-producing bacterium Ph07AY04

 AY305318.1: 1.. 1452 butyrate-producing bacterium SM6/1

 KC153156.1: 1.. 761 bacterium IARFR575

 AB849415.1: 1.. 1478 Lachnospiraceae bacterium CA4

 EU728773.1: 1.. 1442 Clostridiales bacterium DJF VP35

 AY442828.1: 1.. 1510 bacterium YE64

 AB008552.1: 1.. 1508 Eubacterium ruminantium GA195

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium ruminantium Otu0506

 AJ270489.1:1..1239 butyrate-producing bacterium A2-166

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium eligens Otu0365

 JN583454.1: 1.. 1453 Eubacterium eligens I42

 CP001104.1:872235..873765 Eubacterium eligens ATCC 27750

 CP001104.1:413146..414677 Eubacterium eligens ATCC 27750

 CP001104.1:15554..17084 Eubacterium eligens ATCC 27750

 CP001104.1:complement(2029858..2031388) Eubacterium eligens ATCC 27750

 FJ966227.1: 1.. 1490 bacterium YE257

 JN196964.1: 1.. 1454 Lachnospiraceae bacterium TWA4 TWA4 69 rrs

 Firmicutes Clostridia Clostridiales Lachnospiraceae Howardella ureilytica Otu0120

 DQ925472.1: 1.. 1531 Howardella ureilytica (T) GPC 589

 DQ497993.1: 1.. 1426 Bacteroides pectinophilus

 HM989805.1: 1.. 1376 Acetatifactor muris (T) CT-m2

 Firmicutes Clostridia Clostridiales Lachnospiraceae 1 Otu0161

 HQ223106.1: 1.. 1473 Fusobacterium naviforme

 AF527773.1: 1.. 1489 Moryella indoligenes MDA2477

 DQ377946.1: 1.. 1378 Moryella indoligenes AIP 241.03

 DQ377947.1: 1.. 1374 Moryella indoligenes (T) AIP 220.04

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium cellulosolvens Otu0311

 GU045475.1: 1.. 1281 Syntrophococcus sp. BS-2

 AY654966.1: 1.. 953 unidentified bacterium CCCM79

 AY178842.1: 1.. 1524 Eubacterium cellulosolvens Ce2

 AB372004.1: 1.. 1493 Eubacterium cellulosolvens NE13

 CM001487.1:1805267..1806799 Eubacterium cellulosolvens 6

 CM001487.1:2460673..2462204 Eubacterium cellulosolvens 6

 Firmicutes Clostridia Clostridiales Lachnospiraceae Blautia hansenii* Otu0590

 EU770629.1: 1.. 588 Hungatella hathewayi LEMC7

 HQ417162.1: 1.. 1394 Hungatella hathewayi RCGLD1

 AY552788.2:1..1493 Hungatella hathewayi

 Firmicutes Clostridia Clostridiales Lachnospiraceae Hungatella hathewayi* Otu0608

 EF408243.1: 1.. 1494 Hungatella hathewayi

 HE603919.1: 1.. 1409 Hungatella effluvii (T) UB-B.2

 JQ607808.1: 1.. 1412 bacterium NLAE-zl-C21

 JQ608200.1: 1.. 1405 bacterium NLAE-zl-C499

 JX048076.1: 1.. 1412 bacterium NLAE-zl-G14

 Firmicutes Clostridia Clostridiales Lachnospiraceae Hungatella hathewayi* Otu0673

 AJ270472.1:1..1242 butyrate-producing bacterium T2-145

 KM360180.1: 1.. 1492 Clostridium sp. BPY5

 X94964.1:1..1482 Blautia schinkii Bie 41

 EF036467.1: 1.. 1438 Blautia wexlerae (T) WAL 14507

 EU728770.1: 1.. 1485 Lachnospiraceae bacterium DJF VP18k1

 AB222208.1: 1.. 1442 Ruminococcus sp. K-1

 AY169419.1: 1.. 1490 Blautia obeum 1-33

 AF357566.1: 1.. 1338 bacterium mpn-isolate group 18

 Firmicutes Clostridia Clostridiales Lachnospiraceae 2 Otu0386

 X94966.1:1..1482 Blautia producta (T) ATCC 27340

 EF025906.1: 1.. 1521 Blautia coccoides 8F

 AB534168.1: 1.. 1492 Blautia hansenii (T) JCM 14655

 JN713311.1: 1.. 1522 Blautia hansenii PP015

 AF357567.1: 1.. 1385 bacterium mpn-isolate group 19

 Firmicutes Clostridia Clostridiales Lachnospiraceae Blautia obeum* Otu0704

 X85101.1:1..1457 Blautia obeum

 L76601.1:1..1398 Blautia obeum ATCC 29174

 EU728790.1: 1.. 1459 Ruminococcus sp. DJF VR66

 JN713203.1: 1.. 1524 Lachnospiraceae bacterium canine oral taxon 037 OD066

 Firmicutes Clostridia Clostridiales Lachnospiraceae Butyrivibrio fibrisolvens Otu0558

 Firmicutes Clostridia Clostridiales Lachnospiraceae Butyrivibrio fibrisolvens Otu0082

 KC904269.1: 1.. 1445 Butyrivibrio fibrisolvens INlla16

 AB849420.1: 1.. 1486 Butyrivibrio sp. CA52

 AB239490.1: 1.. 1506 rumen bacterium R-26

 AY699275.1: 1.. 1537 Butyrivibrio fibrisolvens L10

 DQ393006.1: 1.. 1460 rumen bacterium 7/94-26

 Firmicutes Clostridia Clostridiales Lachnospiraceae 2 Otu0198

 KC297223.1: 1.. 1307 Lachnospiraceae bacterium DNF00160

 Firmicutes Clostridia Clostridiales Lachnospiraceae 2 Otu0065

 JX103996.1: 1.. 1397 Lachnospiraceae bacterium S3MV16

 JX104000.1: 1.. 1400 Lachnospiraceae bacterium S3MVA2

 JX104039.1: 1.. 1379 Lachnospiraceae bacterium S4-BM2

 FP929055.1:159..1677 Ruminococcus torques L2-14

 FP929055.1:152..1682 Ruminococcus torques L2-14

 FJ748582.1: 1.. 1393 Clostridiales bacterium L2-14

 Firmicutes Clostridia Clostridiales Lachnospiraceae Ruminococcus torques Otu0299

 FJ611794.2: 1.. 1404 Mediterraneibacter faecis (T) Eg2

 LC033794.1: 1.. 1508 Ruminococcus sp. W22

 AF157053.1: 1.. 1495 Clostridium sp. ASF502 ASF 502

 GU324369.1: 1.. 1502 Lachnospiraceae bacterium NK3A20

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0348

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0577

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0379

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0239

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0546

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0417

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0415

 Firmicutes Clostridia Clostridiales Lachnospiraceae 3 Otu0540

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0489

 Firmicutes Clostridia Clostridiales Lachnospiraceae 4 Otu0351

 JN713301.1: 1.. 1524 Lachnospiraceae bacterium canine oral taxon 136 OK054

 JN713186.1: 1.. 1523 Lachnospiraceae bacterium canine oral taxon 024 OB020

 KM462024.1: 1.. 1523 Lachnospiraceae bacterium feline oral taxon 021 TE093

 KM462029.1: 1.. 1523 Lachnospiraceae bacterium feline oral taxon 021 TE107

 GU432167.1: 1.. 1241 Shuttleworthia sp. oral taxon G69 WWP SS5 P11

 JN713282.1: 1.. 1526 Shuttleworthia satelles OI063

 AF399956.1: 1.. 1456 Shuttleworthia satelles (T) D143K-13

 HQ616383.1: 1.. 1451 Shuttleworthia sp. MSX8B

 JX629259.1: 1.. 1464 Roseburia sp. 499

 Firmicutes Clostridia Clostridiales Lachnospiraceae Eubacterium rectale Otu0182

 AJ270474.2:1..1508 Roseburia inulinivorans L1-83

 AB661436.1: 1.. 1494 Roseburia inulinivorans JCM 17584

 Firmicutes Clostridia Clostridiales Lachnospiraceae Roseburia inulinivorans Otu0253

 AJ270473.3:1..1454 Roseburia inulinivorans (T) type strain: A2-194

 CP003040.1:625894..627428 Roseburia hominis A2-183

 CP003040.1:1035384..1036918 Roseburia hominis A2-183

 CP003040.1:25465..26999 Roseburia hominis A2-183

 AJ270482.2:1..1485 Roseburia hominis (T) type strain: A2-183

 Firmicutes Clostridia Clostridiales Lachnospiraceae Roseburia hominis Otu0228

 CP003040.1:complement(3095887..3097421) Roseburia hominis A2-183

 AY305310.1: 1.. 1456 Roseburia faecis (T) M72/1

 AY804149.1: 1.. 1497 Roseburia faecis M6/1

 FP929043.1:complement(489815..491335) Eubacterium rectale M104/1

 FP929042.1:53..1573 Eubacterium rectale DSM 17629

 CP001107.1:1425070..1426602 Eubacterium rectale ATCC 33656

 CP001107.1:762998..764530 Eubacterium rectale ATCC 33656

 CP001107.1:307094..308626 Eubacterium rectale ATCC 33656
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Figure S1K. Lachnospiraceae phylogenetic tree
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Figure S1L. Lactobacillus Phylogenetic Tree



 AF544207.1: 1.. 1520 rumen bacterium YS2

 EF067829.1: 1.. 738 bacterium JRI27

 Bacteria Deltaproteobacteria Bdellovibrionales Bdellovibrionaceae 1 Otu0561

 HM038000.1: 1.. 1446 Vampirovibrio chlorellavorus (T) ICPB 3707

 HE975019.1: 1.. 1971 Leptolyngbya sp. CCAP 1442/1

 Bacteria Deltaproteobacteria Bdellovibrionales Bdellovibrionaceae Vampirovibrio 1 Otu0706

 KJ599678.1: 1.. 1463 cyanobacterium TDX16

 KC964537.1: 1.. 1493 Sinomonas humi (T) MUSC117

 KF479686.1: 1.. 1487 Sinomonas sp. D-16

 KF150404.1: 1.. 1514 Sinomonas atrocyanea JN139

 Bacteria Actinobacteria Actinobacteria Bifidobacteriales Bifidobacteriaceae Bifidobacterium pullorum* Otu0494

 D86196.1: 1..1517 Bifidobacterium pullorum (T) JCM 1214

 GU361830.1: 1.. 1477 Bifidobacterium pullorum KCTC 3274

 LC071802.1: 1.. 1425 Bifidobacterium pullorum JCM 1214

 AB167239.1: 1.. 1443 Actinomyces sp. c109

 AB193261.1: 1.. 1528 Patulibacter minatonensis (T) KV-614

 KT581436.1: 1.. 1494 Patulibacter brassicae (T) SD

 Bacteria Actinobacteria 1 Otu0815

 KP174570.1: 1..1487 bacterium YC-ZSS-LKJ173

 KP174611.1: 1..1419 bacterium YC-ZSS-LKJ62

 KP174631.1: 1..1422 bacterium YC-LK-LKJ19

 Bacteria 1 Otu0569

 AB573431.1: 1.. 1497 Carboxydothermus pertinax (T) Ug1 A

 AB573433.1: 1.. 1497 Carboxydothermus pertinax Ug1

 AB573432.1: 1.. 1497 Carboxydothermus pertinax Ug1 B

 Bacteria 2 Otu0682

 AB154390.1:1..1571 Pelotomaculum propionicicum (T) MGP

 AB159558.1:1..1499 Pelotomaculum sp. FP

 AB232785.1:1..1455 Pelotomaculum isophthalicicum (T) JI

 Bacteria Firmicutes Clostridia Clostridiales Clostridiales Incertae Sedis III Thermoanaerobacterium thermosaccharolyticum* Otu0270

 X93359.1:1..1478 Thermoanaerobacterium aotearoense (T) JW/SL-NZ613T

 EF680277.1: 1.. 1511 Thermoanaerobacterium thermosaccharolyticum GD17

 EU563362.1: 1.. 1509 Thermoanaerobacterium thermosaccharolyticum W16

 HE614874.1: 1.. 1449 Vogesella perlucida GR-9

 KR363129.1: 1.. 1484 Vogesella oryzae (T) L3B39

 JX566634.1: 1.. 1523 Vogesella sp. 5137

 Bacteria 3 Otu0282

 Bacteria 3 Otu0102

 GU410618.1: 1.. 1394 TM7 phylum sp. oral taxon 356 I025

 KM067151.1: 1.. 1321 Candidatus Saccharibacteria bacterium UB2523

 AY331416.1: 1.. 1392 candidate division TM7 genomosp. P1 P4PB 40

 Bacteria 4 Otu0057

 Bacteria 4 Otu0342

 Bacteria Armatimonadetes Armatimonadetes gp5 Otu0367

 Bacteria Armatimonadetes Armatimonadetes gp5 Otu0576

 GQ339893.1: 1.. 1443 Fimbriimonas ginsengisoli (T) Gsoil 348

 CP002763.1:complement(946807..948306) Fimbriimonas ginsengisoli Gsoil 348 GSoil 348

 CP002763.1:2288885..2290384 Fimbriimonas ginsengisoli Gsoil 348 GSoil 348

 Bacteria Gemmatimonadetes Gemmatimonadetes Gemmatimonadales Gemmatimonadaceae 1 Otu0730

 EF605725.1: 1.. 712 unidentified bacterium 37 C1 BULK T7s

 KM020014.1: 1.. 1496 Microcystis sp. SAG 43.90

 KC854968.1: 1.. 1459 Gemmatimonadetes bacterium WY71

 AY234571.1: 1.. 1447 bacterium Ellin5220

 Bacteria Gemmatimonadetes Gemmatimonadetes Gemmatimonadales Gemmatimonadaceae 2 Otu0554

 KF228166.1: 1.. 850 Gemmatimonas aurantiaca H9-0AF4E 11038

 KC854897.1: 1.. 1448 Gemmatimonadetes bacterium LP81

 Bacteria 5 Otu0289

 Bacteria Synergistetes Synergistia Synergistales Synergistaceae Jonquetella anthropi Otu0177

 AF481216.1: 1.. 1452 Flexistipes sp. E3 33

 EF436500.1: 1.. 1394 Jonquetella anthropi (T) ADV 126

 EF436501.1: 1.. 1408 Jonquetella anthropi ADV116

 Bacteria Synergistetes Synergistia Synergistales Synergistaceae Rarimicrobium hominis Otu0276

 GQ258967.1: 1.. 1402 Synergistetes bacterium ADV787

 EF468685.1: 1.. 1392 Rarimicrobium hominis (T) ADV70

 EF468687.1: 1.. 1417 bacterium ADV403

 Bacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio intestinalis* Otu0420

 AF192154.1:1..1542 Desulfovibrio desulfuricans subsp. desulfuricans MB ATCC27774

 AB111106.1: 1.. 1512 proteobacterium Core-3

 Y12254.1: 1.. 1509 Desulfovibrio intestinalis (T) KMS2

 Bacteria Proteobacteria Deltaproteobacteria Myxococcales Nannocystineae Haliangiaceae Haliangium ochraceum Otu0598

 AB246770.1: 1.. 1232 myxobacterium AT3-03

 KC854877.1: 1.. 1477 Myxococcales bacterium LWH177

 AB016470.1: 1.. 1507 Haliangium ochraceum (T) SMP-2

 Bacteria Deltaproteobacteria Myxococcales Sorangiineae Labilitrichaceae Labilithrix luteola Otu0757

 AB246772.1: 1.. 1240 myxobacterium AT3-01

 JF719608.1: 1.. 1524 Sorangiineae bacterium 706

 EF636113.1: 1.. 822 delta proteobacterium TP492

 Bacteria Proteobacteria Deltaproteobacteria Myxococcales Sorangiineae Polyangiaceae 1 Otu0261

 Bacteria Deltaproteobacteria Myxococcales Sorangiineae 1 Otu0698

 FJ176772.1: 1.. 1546 Chondromyces crocatus KYC2823

 AJ233939.1:1..1535 Chondromyces lanuginosus (T) Sy t2

 FJ176774.1: 1.. 1553 Chondromyces lanuginosus KYC2904

 Bacteria Deltaproteobacteria Myxococcales Sorangiineae 2 Otu0432

 AJ233948.1:1..1539 Phaselicystis flava NOSO-1

 AJ233943.1:1..1541 Polyangium thaxteri Pl t3

 DQ491075.1: 1.. 1156 Polyangium thaxteri BICC 8959

 HG793133.1:complement(503490..505018) Candidatus Babela massiliensis 673862

 HG793133.1:complement(503485..505025) delta proteobacterium BABL1 673862

 GQ495224.1: 1.. 1410 delta proteobacterium BABL1

 Bacteria 6 Otu0252

 AF062491.1: 1.. 1454 Campylobacter hominis HS-B

 DQ174182.1: 1.. 1339 Campylobacter hominis NCTC 13146

 AJ251584.1: 1.. 1414 Campylobacter hominis (T) NCTC 13146 CH001A

 Bacteria Campilobacterota Campylobacteria Campylobacterales Campylobacteraceae Campylobacter hominis Otu0181

 Bacteria Campilobacterota Campylobacteria Campylobacterales Campylobacteraceae Campylobacter concisus Otu0679

 AF550654.1: 1.. 1415 Campylobacter concisus LMG 13937

 CP000792.1:complement(1086387..1087844) Campylobacter concisus 13826

 CP000792.1:708608..710065 Campylobacter concisus 13826

 Bacteria Campilobacterota Campylobacteria Campylobacterales Campylobacteraceae Campylobacter cuniculorum* Otu0213

 EU636820.1: 1.. 1414 Campylobacter cuniculorum 120/07

 DQ400345.1: 1.. 1390 Campylobacter cuniculorum (T) 150B

 EU636816.1: 1.. 1414 Campylobacter cuniculorum 114/07

 Bacteria Campilobacterota Campylobacteria Campylobacterales Campylobacteraceae Campylobacter sputorum Otu0126

 FN401323.1: 1.. 1481 Campylobacter ureolyticus LMG 24746

 FN401324.1: 1.. 1478 Campylobacter ureolyticus LMG 24747

 EU781617.1: 1.. 1337 Campylobacter ureolyticus 4

 Bacteria Campilobacterota Campylobacteria Campylobacterales Campylobacteraceae Campylobacter ureolyticus Otu0091

 DQ174156.1: 1.. 1339 Campylobacter showae CCUG 11641

 JF747611.1: 1.. 1274 Campylobacter showae ATCC 51146

 DQ174155.1: 1.. 1339 Campylobacter showae (T) CCUG 30254

 Bacteria Campilobacterota Campylobacteria Campylobacterales Campylobacteraceae Campylobacter showae Otu0692

 EU781616.1: 1.. 1329 Campylobacter showae 3

 GQ167660.1: 1.. 1449 Campylobacter showae UNSWCD

 JQ228541.1: 1..1440 Campylobacter showae WAL 18653

 Bacteria Verrucomicrobia Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae 1 Otu0652

 X64381.1:1..1065 unidentified bacterium soil clone novel line of descented MC17

 AY344427.1: 1.. 1508 unidentified bacterium K2-30-31

 AB552872.1: 1.. 1469 Brevifollis gellanilyticus (T) DC2c-G4

 Bacteria Verrucomicrobia Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Akkermansia muciniphila Otu0543

 AY271254.1:1..1433 Akkermansia muciniphila (T) Muc

 CP001071.1:989909..991420 Akkermansia muciniphila ATCC BAA-835

 CP001071.1:1459754..1461265 Akkermansia muciniphila ATCC BAA-835

 Bacteria candidate division WPS-1 WPS-1 genera incertae sedis 1 Otu0592

 KC921163.1: 1.. 1294 planctomycete LX80

 KC921154.1: 1.. 1320 Planctomycetia bacterium LP82

 AY673390.1: 1.. 1406 Planctomycetales bacterium Ellin7224

 Bacteria Planctomycetes Planctomycetacia Pirellulales 1 Otu0795

 AY345494.1: 1.. 1492 unidentified bacterium W4-B52

 KR872395.1: 1.. 1490 Thermostilla marina (T) SVX8

 KC867695.1: 1.. 1445 Thermogutta hypogea (T) SBP2

 Bacteria Planctomycetes Planctomycetacia Planctomycetales Isosphaeraceae Singulisphaera mucilaginosa Otu0523

 HM748856.1: 1.. 1336 Singulisphaera mucilaginosa Z-0071

 AJ231192.1: 1.. 1468 planctomycete str. 394

 FN391026.1: 1.. 1431 Singulisphaera rosea (T) type strain: S26

 AB127858.1: 1.. 609 bacterium DR2A-7G19

 KC854967.1: 1.. 1480 planctomycete WY69

 Bacteria Planctomycetes Planctomycetacia Planctomycetales Gemmataceae Otu0601

 X64377.1:1..1238 unidentified bacterium soil clone p1 anctomycetes related MC55

 GQ889466.1: 1.. 1352 Gemmata sp. Io1-6

 GQ889484.1: 1.. 1344 Gemmata sp. Wa1-6

 FJ662704.1: 1.. 836 unidentified bacterium panc2-53

 Bacteria Planctomycetes Planctomycetacia Planctomycetales Gemmataceae Fimbriiglobus 1 Otu0393

 GQ889455.1: 1.. 1362 Gemmata sp. Br1-2

 Bacteria Planctomycetes Planctomycetacia Planctomycetales Gemmataceae Fimbriiglobus 2 Otu0738

 GQ889433.1: 1.. 1373 Gemmata sp. Ha1-6

 GQ889431.1: 1.. 1374 Gemmata sp. Ha1-2
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 GQ179689.1: 1.. 1505 uncultured Dialister sp. VE58E12

 HM263877.1: 1.. 1388 uncultured bacterium ncd290c11c1

 GQ026906.1: 1.. 1388 uncultured bacterium nbw843g11c1

 GQ004972.1: 1.. 1388 uncultured bacterium nbu65d09c1

 FM873553.1: 1.. 1519 uncultured bacterium MA03C03

 AM696964.1: 1.. 1522 uncultured bacterium BF0002A149

 AY958874.1: 1.. 1517 uncultured bacterium rRNA101

 AY850118.1: 1.. 1395 Dialister micraerophilus ADV 1417.04

 AY850117.1: 1.. 1427 Dialister micraerophilus ADV 5347.03

 AY850116.1: 1.. 1431 Dialister micraerophilus ADV 5155.03

 AY850115.1: 1.. 1388 Dialister micraerophilus ADV 4163.03

 AY850114.1: 1.. 1397 Dialister micraerophilus ADV 7057.03

 AY850113.1: 1.. 1349 Dialister micraerophilus ADV 5290.03

 AY850112.1: 1.. 1394 Dialister micraerophilus ADV 1413.03

 AY850111.1: 1.. 1327 Dialister micraerophilus ADV 4318.03

 AY850110.1: 1.. 1382 Dialister micraerophilus ADV 3269.02

 AY850109.1: 1.. 1429 Dialister micraerophilus ADV 2470.02

 AY850108.1: 1.. 1416 Dialister micraerophilus ADV 1368.02

 AY850107.1: 1.. 1419 Dialister micraerophilus ADV 253.01

 AF473837.2: 1.. 1440 Dialister micraerophilus (T) ADV 04.01

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1 Otu0021

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1 Otu0499

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1 Otu0401

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1 Otu0280

 GQ043015.1: 1.. 1388 uncultured bacterium nbw1012b06c1

 GQ042933.1: 1.. 1388 uncultured bacterium nbw1011b04c1

 AY959060.1: 1.. 1544 uncultured bacterium rRNA287

 JX104025.1: 1.. 1424 Dialister sp. S4-23

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1 Otu0308

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1.1 Otu0429

 FJ504714.1: 1.. 1417 uncultured bacterium 16slp50-04a08.p1k

 FJ504791.1: 1.. 1416 uncultured bacterium 16slp50-01c05.p1k

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1.2 Otu0625

 HQ744827.1: 1.. 1475 uncultured organism ELU0018-T230-S-NIPCRAMgANa 000294

 X82500.1:1..1504 Dialister pneumosintes (T) ATCC 33048

 GQ006590.1: 1.. 1392 uncultured bacterium nbu85c10c1

 GQ006700.1: 1.. 1392 uncultured bacterium nbu86f03c1

 GQ006779.1: 1.. 1392 uncultured bacterium nbu87e12c1

 GQ159651.1: 1.. 1512 uncultured bacterium 16slp119-1h07.w2k

 GQ159652.1: 1.. 1512 uncultured bacterium 16slp119-2b01.p1k

 HM596297.1: 1.. 1547 Dialister pneumosintes F0409

 FJ504553.1: 1.. 1416 uncultured bacterium 16slp50-04c02.p1k

 FJ504568.1: 1.. 1416 uncultured bacterium 16slp50-04e12.p1k

 FJ504625.1: 1.. 1416 uncultured bacterium 16slp50-06b11.p1k

 FJ504646.1: 1.. 1416 uncultured bacterium 16slp50-06e04.p1k

 FJ504697.1: 1.. 1416 uncultured bacterium 16slp50-02h02.p1k

 JF207180.1: 1.. 1392 uncultured bacterium ncd2375b12c1

 JF795442.1: 1.. 1513 uncultured Dialister sp. HLB-52

 HQ750866.1: 1.. 1473 uncultured organism ELU0030-T148-S-NIPCRAMgANa 000058

 HQ751065.1: 1.. 1468 uncultured organism ELU0030-T148-S-NIPCRAMgANa 000257

 JQ467865.1: 1.. 1418 uncultured bacterium 071031 334

 FJ364586.1: 1.. 1409 uncultured bacterium TS15 a04g02

 GQ018968.1: 1.. 1390 uncultured bacterium nbu192h03c1

 FJ364453.1: 1.. 1397 uncultured bacterium TS15 a03b06

 FJ364330.1: 1.. 1416 uncultured bacterium TS15 a01f09

 FJ364318.1: 1.. 1396 uncultured bacterium TS15 a01e08

 AB370249.1: 1.. 1521 Dialister succinatiphilus (T) YIT 11850

 AF371695.1: 1.. 1484 uncultured bacterium p-1740-b3

 EU764680.1: 1.. 1390 uncultured bacterium B1 274

 EU764953.1: 1.. 1390 uncultured bacterium B2 537

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 1.3 Otu0039

 AY850119.1: 1.. 1396 Dialister propionicifaciens (T) ADV 1053.03

 AY850120.1: 1.. 1401 Dialister propionicifaciens ADV 4162.03

 AY850121.1: 1.. 1399 Dialister propionicifaciens ADV 2463.03

 AY850122.1: 1.. 1428 Dialister propionicifaciens ADV 3202.03

 DQ130020.1: 1.. 1474 uncultured Allisonella sp. BL34

 AM697408.1: 1.. 1522 uncultured bacterium BF0001D023

 AM697483.1: 1.. 1520 uncultured bacterium BF0001D098

 GQ003914.1: 1.. 1390 uncultured bacterium nbu66b05c1

 GQ003927.1: 1.. 1390 uncultured bacterium nbu66d01c1

 GQ003935.1: 1.. 1390 uncultured bacterium nbu66d10c1

 GQ003971.1: 1.. 1390 uncultured bacterium nbu67a07c1

 GQ003989.1: 1.. 1390 uncultured bacterium nbu67c04c1

 GQ004006.1: 1.. 1390 uncultured bacterium nbu67d10c1

 GQ004010.1: 1.. 1390 uncultured bacterium nbu67e05c1

 GQ004011.1: 1.. 1389 uncultured bacterium nbu67e06c1

 GQ004027.1: 1.. 1390 uncultured bacterium nbu67f11c1

 GQ004028.1: 1.. 1390 uncultured bacterium nbu67f12c1

 GQ004036.1: 1.. 1390 uncultured bacterium nbu67g10c1

 HM021512.1: 1.. 1469 uncultured bacterium 14L-39

 HQ761434.1: 1.. 1460 uncultured organism ELU0047-T268-S-NIPCRAMgANa 000616

 DQ325713.1: 1.. 1388 uncultured bacterium B350

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2 Otu0328

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2 Otu0612

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0321

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0575

 KF089376.1: 1.. 1390 uncultured bacterium nck118e11c1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0588

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0013

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0327

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0399

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0515

 KF089853.1: 1.. 1390 uncultured bacterium nck125h09c1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 2.1 Otu0375

 AY995269.1: 1.. 1366 uncultured bacterium FX1B4-5

 KF076278.1: 1.. 1390 uncultured bacterium nck110g10c1

 KP192307.1: 1.. 1422 Veillonellaceae bacterium DNF00626

 HM335315.1: 1.. 1389 uncultured bacterium ncd1000a01c1

 AY958979.1: 1.. 1547 uncultured bacterium rRNA206

 AY959109.1: 1.. 1554 uncultured bacterium rRNA336

 AY959160.1: 1.. 1545 uncultured bacterium rRNA387

 DQ666096.1: 1.. 1530 uncultured bacterium K1

 AM696914.1: 1.. 1528 uncultured bacterium BF0002A099

 FM872697.1: 1.. 1521 uncultured bacterium FA02F02

 FM872730.1: 1.. 1521 uncultured bacterium FB01B06

 GQ156995.1: 1.. 1459 uncultured bacterium 16slp107-3a05.p1k

 HM260477.1: 1.. 1390 uncultured bacterium ncd155a05c1

 HM334797.1: 1.. 1390 uncultured bacterium ncd991g05c1

 HM335749.1: 1.. 1390 uncultured bacterium ncd1064a06c1

 HM344442.1: 1.. 1390 uncultured bacterium ncd1057a03c1

 KF083225.1: 1.. 1390 uncultured bacterium nck113g04c1

 KF089000.1: 1.. 1390 uncultured bacterium nck114c11c1

 KF089268.1: 1.. 1390 uncultured bacterium nck113h01c1

 KF089486.1: 1.. 1390 uncultured bacterium nck120c05c1

 KF089496.1: 1.. 1390 uncultured bacterium nck120b11c1

 KF089523.1: 1.. 1390 uncultured bacterium nck120g03c1

 KF089700.1: 1.. 1390 uncultured bacterium nck122h07c1

 KF089957.1: 1.. 1390 uncultured bacterium nck127b10c1

 KF090070.1: 1.. 1390 uncultured bacterium nck128g10c1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 3 Otu0370

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Dialister 4 Otu0336

 DQ666099.1: 1.. 1529 uncultured bacterium C7

 KF094306.1: 1.. 1389 uncultured bacterium nck189g04c1

 DQ666098.1: 1.. 1529 uncultured bacterium C6

 AY995255.1: 1.. 1360 uncultured Megasphaera sp. FX8B2-5

 EF120359.1: 1.. 1490 uncultured Megasphaera sp. MZH4520

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 2 Otu0018

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 2* Otu0439

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 2 Otu0535

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 2 Otu0480

 KP192298.1: 1.. 1449 Veillonellaceae bacterium KA00182

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 2.1 Otu0356

 HQ777159.1: 1.. 1482 uncultured organism ELU0081-T382-S-NI 000404

 HQ777190.1: 1.. 1486 uncultured organism ELU0081-T382-S-NI 000435

 HQ776989.1: 1.. 1474 uncultured organism ELU0081-T382-S-NI 000234

 HQ776971.1: 1.. 1490 uncultured organism ELU0081-T382-S-NI 000216

 HQ776883.1: 1.. 1487 uncultured organism ELU0081-T382-S-NI 000128

 JF178883.1: 1.. 1384 uncultured bacterium ncd2082f05c1

 JF168356.1: 1.. 1384 uncultured bacterium ncd2055c08c1

 JF167587.1: 1.. 1384 uncultured bacterium ncd2014h06c1

 JF151606.1: 1.. 1384 uncultured bacterium ncd1736h08c1

 GQ094220.1: 1.. 1384 uncultured bacterium nbw371c12c1

 GQ094074.1: 1.. 1384 uncultured bacterium nbw369f10c1

 GQ073954.1: 1.. 1384 uncultured bacterium nbw159g11c1

 GQ019418.1: 1.. 1384 uncultured bacterium nbu189g08c1

 GQ019363.1: 1.. 1384 uncultured bacterium nbu189b08c1

 GQ018831.1: 1.. 1384 uncultured bacterium nbu191c08c1

 GQ014591.1: 1.. 1384 uncultured bacterium nbw761f08c1

 FJ715930.1: 1.. 1401 Negativicoccus succinicivorans (T) ADV 07/08/06-B-1388

 FJ715929.1: 1.. 1401 Negativicoccus succinicivorans ADV 03/08/05-B-3158

 FJ715928.1: 1.. 1401 Negativicoccus succinicivorans ADV 12/01/04-B-1195

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Negativicoccus succinicivorans Otu0360

 AY958803.1: 1.. 1514 uncultured bacterium rRNA030

 HM344519.1: 1.. 1389 uncultured bacterium ncd1058c02c1

 HM344525.1: 1.. 1389 uncultured bacterium ncd1058b09c1

 HM334558.1: 1.. 1389 uncultured bacterium ncd988d02c1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0433

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 2.2 Otu0513

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0009

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0614

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0638

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0352

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0689

 HM344597.1: 1.. 1388 uncultured bacterium ncd1059g06c1

 JX871293.1: 1.. 1412 uncultured bacterium 17.002-2

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0583

 GQ037647.1: 1.. 1389 uncultured bacterium nbu405f07c1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0440

 HM335259.1: 1.. 1389 uncultured bacterium ncd999b10c1

 AY995241.1: 1.. 1368 uncultured Dialister sp. FX44B4-3

 AY995254.1: 1.. 1368 uncultured Megasphaera sp. FX33B4-3

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0444

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0354

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0572

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 1 Otu0273

 AY959093.1: 1.. 1543 uncultured bacterium rRNA320

 GQ038512.1: 1.. 1389 uncultured bacterium nbu407d10c1

 GQ047125.1: 1.. 1389 uncultured bacterium nbw1009a04c1

 AY958804.1: 1.. 1519 uncultured bacterium rRNA031

 AY958931.1: 1.. 1545 uncultured bacterium rRNA158

 AY959012.1: 1.. 1546 uncultured bacterium rRNA239

 DQ666094.1: 1.. 1529 uncultured bacterium Y14

 EF120358.1: 1.. 1490 uncultured Megasphaera sp. MZH9600

 AM697092.1: 1.. 1520 uncultured bacterium BF0002B042

 GQ037649.1: 1.. 1389 uncultured bacterium nbu405f09c1

 GQ038474.1: 1.. 1389 uncultured bacterium nbu406g09c1

 GQ038479.1: 1.. 1389 uncultured bacterium nbu406h05c1

 GQ038493.1: 1.. 1389 uncultured bacterium nbu407b06c1

 GQ038515.1: 1.. 1389 uncultured bacterium nbu407e03c1

 GQ038520.1: 1.. 1389 uncultured bacterium nbu407f02c1

 GQ038530.1: 1.. 1389 uncultured bacterium nbu407h01c1

 GQ038535.1: 1.. 1389 uncultured bacterium nbu407h08c1

 GQ038559.1: 1.. 1389 uncultured bacterium nbu408c02c1

 GQ038572.1: 1.. 1389 uncultured bacterium nbu408d10c1

 GQ038581.1: 1.. 1389 uncultured bacterium nbu408e10c1

 GQ038584.1: 1.. 1389 uncultured bacterium nbu408f04c1

 GQ042988.1: 1.. 1389 uncultured bacterium nbw1011g08c1

 GQ043037.1: 1.. 1389 uncultured bacterium nbw1012d10c1

 GQ047185.1: 1.. 1389 uncultured bacterium nbw1009f11c1

 HM334683.1: 1.. 1389 uncultured bacterium ncd989g12c1

 HM334773.1: 1.. 1389 uncultured bacterium ncd991e08c1

 HM335254.1: 1.. 1389 uncultured bacterium ncd998g09c1

 HM340570.1: 1.. 1389 uncultured bacterium ncd1059a09c1

 FJ508243.1: 1.. 1403 uncultured bacterium 16slp83-06b03.p1k

 JX104005.1: 1.. 1404 Veillonellaceae bacterium S3PF10

 JX871283.1: 1.. 1492 uncultured bacterium 21.001-2

 JX871287.1: 1.. 1412 uncultured bacterium 25.001-2

 JX871291.1: 1.. 1413 uncultured bacterium 13.002-2

 JX871292.1: 1.. 1413 uncultured bacterium 16.002-2

 JQ471892.1: 1.. 1428 uncultured bacterium 071054 229

 JQ474519.1: 1.. 1427 uncultured bacterium 071063 205

 JQ469467.1: 1.. 1426 uncultured bacterium 071050 119

 HQ794143.1: 1.. 1494 uncultured organism ELU0134-T353-S-NI 000025

 HQ745814.1: 1.. 1476 uncultured organism ELU0019-T101-S-NIPCRAMgANa 000626

 HQ745232.1: 1.. 1487 uncultured organism ELU0019-T101-S-NIPCRAMgANa 000044

 HQ745002.1: 1.. 1483 uncultured organism ELU0018-T230-S-NIPCRAMgANa 000469

 HQ744832.1: 1.. 1477 uncultured organism ELU0018-T230-S-NIPCRAMgANa 000299

 HQ744650.1: 1.. 1474 uncultured organism ELU0018-T230-S-NIPCRAMgANa 000117

 AF481223.1: 1.. 1480 Megasphaera sp. oral clone MCE3 141

 JQ477008.1: 1.. 1426 uncultured bacterium 071072 307

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Anaeroglobus geminatus Otu0145

 AF287783.1: 1.. 1549 Megasphaera sp. oral clone BB166

 FJ982979.1: 1.. 1549 uncultured bacterium OPEN ROOT 27

 GQ086332.1: 1.. 1390 uncultured bacterium nbw288c12c1

 FJ976316.1: 1.. 1390 uncultured Anaeroglobus sp. 10B655

 JN713287.1: 1.. 1560 Anaeroglobus geminatus OI032

 JX104031.1: 1.. 1420 Anaeroglobus sp. S4-A15

 AF338413.1: 1.. 1408 Anaeroglobus geminatus (T) AIP313.00 CIP 106856 CCUG 44773

 HQ757405.1: 1.. 1472 uncultured organism ELU0040-T218-S-NIPCRAMgANa 000101

 HQ757553.1: 1.. 1470 uncultured organism ELU0040-T218-S-NIPCRAMgANa 000249

 HQ794983.1: 1.. 1481 uncultured organism ELU0137-T294-S-NIPCRAMgANa 000013

 HQ795106.1: 1.. 1485 uncultured organism ELU0137-T294-S-NIPCRAMgANa 000136

 FJ369775.1: 1.. 1410 uncultured bacterium TS51 a04f08

 AY985344.1: 1.. 1383 uncultured bacterium C261

 AY985264.1: 1.. 1386 uncultured bacterium C146

 AY984024.1: 1.. 1383 uncultured bacterium MD73

 AY982529.1: 1.. 1385 uncultured bacterium MN75

 AY982398.1: 1.. 1375 uncultured bacterium MK58

 AY981020.1: 1.. 1383 uncultured bacterium V206

 AY980911.1: 1.. 1383 uncultured bacterium LQ96

 AY980849.1: 1.. 1383 uncultured bacterium LP31

 AY980786.1: 1.. 1383 uncultured bacterium LN90

 AY979797.1: 1.. 1383 uncultured bacterium M602

 AY979763.1: 1.. 1384 uncultured bacterium M524

 AY979621.1: 1.. 1383 uncultured bacterium M315

 AY979620.1: 1.. 1383 uncultured bacterium M314

 AY978009.1: 1.. 1383 uncultured bacterium LH48

 AY977948.1: 1.. 1383 uncultured bacterium LG68

 AY977671.1: 1.. 1383 uncultured bacterium LD23

 AY976447.1: 1.. 1383 uncultured bacterium LZ44

 AY976324.1: 1.. 1383 uncultured bacterium LX84

 AY975963.1: 1.. 1383 uncultured bacterium LS79

 DQ905651.1: 1.. 1509 uncultured bacterium 014C-C5

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera 3 Otu0217

 DQ904857.1: 1.. 1515 uncultured bacterium 001C-c8

 DQ904858.1: 1.. 1497 uncultured bacterium 001C-c9

 DQ904839.1: 1.. 1516 uncultured bacterium 001C-b1

 DQ904811.1: 1.. 1507 uncultured bacterium 001B-g7

 DQ904716.1: 1.. 1259 uncultured bacterium 001-g6

 DQ904715.1: 1.. 1508 uncultured bacterium 001-g5

 DQ904713.1: 1.. 1508 uncultured bacterium 001-g3

 DQ904657.1: 1.. 1516 uncultured bacterium 001-b7

 DQ904878.1: 1.. 1495 uncultured bacterium 001C-e7

 DQ904642.1: 1.. 1511 uncultured bacterium 001-a3

 DQ904875.1: 1.. 1496 uncultured bacterium 001C-e3

 DQ904805.1: 1.. 1484 uncultured bacterium 001B-g12

 DQ904817.1: 1.. 1506 uncultured bacterium 001B-h2

 DQ904881.1: 1.. 1497 uncultured bacterium 001C-f10

 DQ904884.1: 1.. 1514 uncultured bacterium 001C-f1

 DQ904900.1: 1.. 1512 uncultured bacterium 001C-g5

 DQ904828.1: 1.. 1492 uncultured bacterium 001C-a2

 GU366015.1: 1.. 1554 Lactobacillus sp. AB032

 JN809775.1: 1.. 1452 Megasphaera sp. BV3C16-1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera vaginalis Otu0090

 AM697380.1: 1.. 1520 uncultured bacterium BF0002C077

 AY278622.1: 1.. 1525 Megasphaera genomosp. C1 C3MLM013

 AF385566.1: 1.. 1527 Candidatus Megasphaera micronuciformis BU057

 AF473833.1: 1.. 1416 Megasphaera micronuciformis AIP 49.01

 AY958842.1: 1.. 1545 uncultured bacterium rRNA069

 DQ441292.1: 1.. 1351 uncultured bacterium CD41

 AY672079.2:complement( 1.. 1646) uncultured Megasphaera sp. SNH07

 GQ048002.1: 1.. 1392 uncultured bacterium nbw140b04c1

 GU470904.1: 1.. 1546 Megasphaera micronuciformis F0359

 FJ557615.1: 1.. 1429 uncultured bacterium ET F 2a01

 FJ557685.1: 1.. 1429 uncultured bacterium ET F 1h08

 FJ557774.1: 1.. 1430 uncultured bacterium ET F 3f05

 HM259177.1: 1.. 1391 uncultured bacterium ncd135h10c1

 HM327211.1: 1.. 1391 uncultured bacterium ncd472a10c1

 HM330415.1: 1.. 1391 uncultured bacterium ncd949b02c1

 HM334644.1: 1.. 1391 uncultured bacterium ncd989b02c1

 FM995642.1: 1.. 1511 uncultured bacterium 16sps14-1b12.p1k

 FM995723.1: 1.. 1513 uncultured bacterium 16sps14-2e03.p1k

 FM996620.1: 1.. 1514 uncultured bacterium 16sps19-4f01.p1k

 JF119604.1: 1.. 1391 uncultured bacterium ncd1363e05c1

 JF175166.1: 1.. 1391 uncultured bacterium ncd2022d11c1

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Megasphaera micronuciformis Otu0226

 GQ073335.1: 1.. 1382 uncultured bacterium nbw207g11c1

 GQ073422.1: 1.. 1383 uncultured bacterium nbw208h03c1

 GQ072782.1: 1.. 1382 uncultured bacterium nbw201b04c1

 GQ071993.1: 1.. 1382 uncultured bacterium nbw190h04c1

 GQ067817.1: 1.. 1383 uncultured bacterium nbw143b01c1

 GQ060746.1: 1.. 1382 uncultured bacterium nbw04h11c1

 GQ060541.1: 1.. 1382 uncultured bacterium nbw03a10c1

 GQ060486.1: 1.. 1382 uncultured bacterium nbw02b10c1

 GQ060471.1: 1.. 1382 uncultured bacterium nbw01h02c1

 GQ057450.1: 1.. 1382 uncultured bacterium nbw1058c08c1

 GQ030037.1: 1.. 1383 uncultured bacterium nbw866c08c1

 GQ030006.1: 1.. 1383 uncultured bacterium nbw865g11c1

 GQ012845.1: 1.. 1382 uncultured bacterium nbw802d04c1

 GQ011614.1: 1.. 1383 uncultured bacterium nbw794c08c1

 GQ006819.1: 1.. 1382 uncultured bacterium nbu88b03c1

 GQ000812.1: 1.. 1382 uncultured bacterium nbu108b05c1

 EU137396.1: 1.. 1522 uncultured bacterium Oh 3137A4D

 EU137382.1: 1.. 1522 uncultured bacterium Oh 3137A2B

 AM157449.1:1..1585 uncultured Veillonella sp. mother V4 11V4

 DQ087189.1: 1.. 1529 Veillonella sp. oral clone HB016

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Veillonella 1 Otu0391

 HQ739141.1: 1.. 1428 uncultured organism ELU0003-T9-S-N1 000046

 JQ460056.1: 1.. 1423 uncultured bacterium 070054 246

 GQ009480.1: 1.. 1384 uncultured bacterium nbw777a11c1

 FM873417.1: 1.. 1515 uncultured bacterium FD03C07

 EU764934.1: 1.. 1384 uncultured bacterium B2 052

 EU670064.1:1..1524 uncultured bacterium FIU KM MD 012

 EU670057.1:1..1526 uncultured bacterium FIU KM MD 005

 EU670054.1:1..1524 uncultured bacterium FIU KM MD 002

 EU670053.1:1..1526 uncultured bacterium FIU KM MD 001

 EF399116.1: 1.. 1524 uncultured bacterium SJTU F 11 93

 EF399093.1: 1.. 1524 uncultured bacterium SJTU F 11 45

 AY995765.1: 1.. 1459 Veillonella sp. oral clone VeillE4

 AY995766.1: 1.. 1459 Veillonella sp. oral clone VeillG1

 AY995764.1: 1.. 1459 Veillonella sp. oral clone VeillC8

 DQ003631.1: 1.. 1486 Veillonella genomosp. P1 oral clone MB5 P17

 AY995763.1: 1.. 1459 Veillonella sp. oral clone VeillF3

 AY995770.1: 1.. 1498 Veillonella dispar ATCC 17748

 AY985003.1: 1.. 1382 uncultured bacterium BA05

 AF439639.1: 1.. 1375 Veillonella dispar (T) ATCC 17748

 X84006.1:1..1513 Veillonella dispar DSM 20735

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Veillonella dispar Otu0092

 JX104038.1: 1.. 1411 Veillonella sp. S4-AA2-6

 KP944176.1: 1.. 1473 Veillonella montpellierensis N80101

 GQ179687.1: 1.. 1503 uncultured Veillonella sp. VE28C02

 AY995236.1: 1.. 1358 uncultured Veillonella sp. FX50B4-3

 AY244769.1: 1.. 1531 Veillonella montpellierensis 2001-112662

 AF473836.1: 1.. 1409 Veillonella montpellierensis (T) ADV 281.99

 AY355141.1: 1.. 1388 Veillonella montpellierensis ADV 2216.03

 Firmicutes Negativicutes Veillonellales-Selenomonadales Veillonellaceae Veillonella montpellierensis Otu0047

 AY355142.1: 1.. 1374 Veillonella montpellierensis ADV 3198.03

 GQ022180.1: 1.. 1384 uncultured bacterium nbu303c05c1

 JF219468.1: 1.. 1385 uncultured bacterium ncd2589d08c1

 JF224003.1: 1.. 1384 uncultured bacterium ncd2807h01c1

 JF224170.1: 1.. 1384 uncultured bacterium ncd2816e10c1

 JF224172.1: 1.. 1384 uncultured bacterium ncd2816f02c1

 JF227528.1: 1.. 1385 uncultured bacterium ncd2597c09c1

 JF227582.1: 1.. 1385 uncultured bacterium ncd2597g11c1

 JF227615.1: 1.. 1385 uncultured bacterium ncd2598d02c1

 JF227724.1: 1.. 1385 uncultured bacterium ncd2600b06c1

 JF240782.1: 1.. 1384 uncultured bacterium ncd2807h07c1

 JF241261.1: 1.. 1384 uncultured bacterium ncd2815b12c1

 JF241283.1: 1.. 1384 uncultured bacterium ncd2815e07c1
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Figure S1N. Negativicutes Phylogenetic Tree



 JX104006.1: 1.. 1391 Anaerococcus sp. S3PF17

 KC999380.1: 1.. 1368 Anaerococcus sp. S8 87-3

 CP001708.1:81690..83216 Anaerococcus prevotii DSM 20548

 AB558162.1: 1.. 1427 Anaerococcus prevotii JCM 6490

 GQ422749.1: 1.. 1501 Anaerococcus tetradius F0127

 AF542232.1: 1.. 1381 Anaerococcus prevotii (T) CCUG 41932

 AF542234.1: 1.. 1418 Anaerococcus tetradius (T) CCUG 46590

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus prevotii* Otu0665

 CP001708.1:235843..237370 Anaerococcus prevotii DSM 20548

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus prevotii* Otu0458

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus murdochii* Otu0343

 AM176536.1: 1.. 1440 Anaerococcus sp. gpac155

 AM176522.1: 1.. 1449 Anaerococcus sp. gpac028

 DQ911243.1: 1.. 1388 Anaerococcus murdochii (T) WAL 17230

 DQ029050.2: 1.. 936 Candidatus Anaerococcus massiliensis 2

 AM176534.1: 1.. 1446 Anaerococcus sp. gpac137

 D14154.1: 1.. 1375 Anaerococcus lactolyticus JCM 8140 GIFU 8586

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus lactolyticus Otu0087

 KR232853.1: 1.. 1371 Anaerococcus sp. S194

 AF542233.1: 1.. 1411 Anaerococcus lactolyticus (T) CCUG 31351

 AB673373.1: 1.. 1489 Anaerococcus lactolyticus JCM 8140

 KC311750.1: 1.. 1083 Anaerococcus lactolyticus S7-1-13

 LN898272.1: 1.. 1490 Anaerococcus sp. FC4

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus provencensis Otu0223

 DQ029051.2: 1.. 910 Candidatus Anaerococcus phoceensis 1

 HM587323.1: 1.. 1378 Anaerococcus provencensis (T) 9402080

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus pacaensis* Otu0505

 AB853090.1: 1.. 1522 Anaerococcus sp. SJ-2013

 HM587319.1: 1.. 1486 Anaerococcus sp. 8405254

 HM587325.1: 1.. 1289 Anaerococcus pacaensis (T) 9403502

 HM587322.1: 1.. 1435 Anaerococcus sp. 9401487

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus octavius* Otu0544

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus octavius* Otu0168

 Y07841.1:1..1407 Anaerococcus octavius (T) NCTC 9810

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus vaginalis* Otu0297

 KC999385.1: 1.. 1364 Anaerococcus sp. S8 F2

 HM587318.1: 1.. 1492 Anaerococcus sp. 8404299

 AB691575.1: 1.. 1488 Anaerococcus vaginalis JCM 8138

 AF542229.1: 1.. 1412 Anaerococcus vaginalis (T) CCUG 31349

 LN866994.1: 1.. 1490 Anaerococcus sp. SB3

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Anaerococcus obesiensis* Otu0067

 JN837490.1: 1.. 1469 Anaerococcus obesiensis ph10

 AB538433.1: 1.. 1488 Anaerococcus hydrogenalis JCM 7635

 KC311747.1: 1.. 1401 Anaerococcus hydrogenalis S7MS10

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 1 Otu0222

 AB038360.1:1..1378 Peptostreptococcus genosp. 4 GIFU 7729

 KJ469554.1: 1.. 1367 Ezakiella peruensis (T) M6.X2

 KR911910.1: 1.. 1367 Peptoniphilus catoniae (T) M6.X2D

 AY169425.1: 1.. 1500 Finegoldia magna 1-68

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 2 Otu0071

 DQ497990.1: 1.. 1441 Bacteroides coagulans

 AB547639.1: 1.. 1489 Ezakiella coagulans (T) JCM 12528

 HF558387.1: 1.. 1473 Bacteroides coagulans EUH 581-73

 KF007174.1: 1.. 1379 Clostridiales bacterium S9 PR-1

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 3 Otu0202

 LN870299.1: 1.. 1491 Peptoniphilaceae bacterium SIT14

 AB038361.1:1..1357 Gallicola barnesae (T) DSM 3244

 AB377177.1: 1.. 1475 Peptostreptococcaceae bacterium SK031

 AB109772.2:582..2105 Finegoldia magna ATCC 29328

 AY169413.1: 1.. 1386 Finegoldia magna 1-9

 AB109771.1:667..2190 Finegoldia magna ATCC 29328

 AB109770.1:615..2139 Finegoldia magna ATCC 29328

 AB109769.1:669..2189 Finegoldia magna ATCC 29328

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Finegoldia magna Otu0052

 JX104001.1: 1.. 1382 Finegoldia sp. S3MVA7

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Finegoldia magna Otu0151

 JX104002.1: 1.. 1390 Finegoldia sp. S3MVA9

 D14149.1: 1.. 1365 Finegoldia magna ATCC 15794 GIFU 7881

 JN837487.1: 1.. 1474 Kallipyga massiliensis (T)

 LN849790.1: 1.. 1486 Kallipyga sp. GM4

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 4 Otu0557

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Murdochiella massiliensis Otu0570

 LN866998.1: 1.. 1487 Murdochiella massiliensis (T) SIT12

 AY880043.1: 1.. 1279 bacterium N14-24

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 4 Otu0062

 HM587324.1: 1.. 1489 Levyella massiliensis 9403326

 JX262681.1: 1.. 1368 Murdochiella sp. S5-A16

 KF007176.1: 1.. 1367 Murdochiella sp. S9 PR-10

 KR232878.1: 1.. 1282 Murdochiella sp. S370

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 5 Otu0193

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 5 Otu0043

 HM587321.1: 1.. 1120 Fenollaria massiliensis 9401234

 KC999381.1: 1.. 1375 Clostridiales bacterium S8 87-8

 KF007171.1: 1.. 1390 Clostridiales bacterium S9 HS-16

 KC311430.1: 1.. 1502 Peptostreptococcaceae bacterium Smarlab 11151532

 LN881613.1: 1.. 1499 Tissierellia bacterium GD9

 JX262678.1: 1.. 1354 Clostridiales bacterium S5-A11

 JX262682.1: 1.. 1363 Clostridiales bacterium S5-A19 S5-19

 Firmicutes Clostridia Clostridiales Peptoniphilaceae 6 Otu0189

 LN881616.1: 1.. 1486 Peptoniphilaceae bacterium FC1

 LN881610.1: 1.. 1486 Porphyromonadaceae bacterium FC4

 LN866993.1: 1.. 1486 Clostridiales bacterium SIT11

 DQ029044.2: 1.. 953 Candidatus Peptoniphilus massiliensis 2

 KF007178.1: 1.. 1366 Peptoniphilus sp. S9 PR-13

 JX104013.1: 1.. 1397 Peptoniphilus sp. S3PFAA2-10

 GU938836.1: 1.. 1465 Peptoniphilus coxii (T) RMA 16757

 AM176516.1: 1.. 1421 Peptoniphilus sp. gpac003

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus coxii Otu0045

 FR798912.1: 1.. 1473 Candidatus Peptoniphilus massiliensis CCUG 60630

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus massiliensis Otu0446

 EU526292.1: 1.. 1375 Candidatus Peptoniphilus massiliensis WAL 1804I

 KR232877.1: 1.. 1380 Peptoniphilus sp. S362

 KF007162.1: 1.. 1370 Peptoniphilus sp. S9 AA1-4

 KR232905.1: 1.. 1369 Peptoniphilus sp. S470

 JN809769.1: 1.. 1265 Peptoniphilus sp. BV3AC2

 EU526290.1: 1.. 1405 Peptoniphilus duerdenii (T) WAL 18896

 KR232854.1: 1.. 1330 Peptoniphilus sp. S197

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus duerdenii Otu0101

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus obesi Otu0180

 JN837495.1: 1.. 1476 Peptoniphilus obesi ph1

 KC999384.1: 1.. 1342 Peptoniphilus sp. S8-AA1-7

 LM997412.1:117622..119140 Peptoniphilus sp. 1-1

 LM997412.1:307188..308706 Peptoniphilus sp. 1-1

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus 1 Otu0121

 KP192304.1: 1.. 1284 Clostridiales bacterium KA00134

 JX262674.1: 1.. 1369 Peptoniphilus sp. S5-A2

 KC999387.1: 1.. 1323 Peptoniphilus sp. S8-F6

 JX104028.1: 1.. 1382 Peptoniphilus sp. S4-A10

 JX104012.1: 1.. 1397 Peptoniphilus sp. S3PFAA2-6

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus 2 Otu0063

 JN809778.1: 1.. 1390 Peptoniphilus sp. BV3C26

 JX104022.1: 1.. 1374 Peptoniphilus sp. S4-13

 KF280292.1: 1.. 1288 Peptoniphilus lacrimalis DNF00528

 JX103997.1: 1.. 1380 Peptoniphilus sp. S3MV20

 GQ422750.1: 1.. 1503 Peptoniphilus sp. oral taxon 836 F0141

 AF542230.1: 1.. 1406 Peptoniphilus lacrimalis (T) CCUG 31350

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus lacrimalis Otu0028

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Peptoniphilus asaccharolyticus* Otu0027

 AY244778.1: 1.. 1444 Peptoniphilus sp. 2002-38328

 AY244779.1: 1.. 1432 Peptoniphilus sp. 2002-2300004

 DQ986463.1: 1.. 1394 Peptoniphilus asaccharolyticus ATCC 29743

 JN809772.1: 1.. 1387 Peptoniphilus sp. BV3BML2

 JN837491.1: 1.. 1482 Peptoniphilus grossensis ph5

 GU401482.1: 1.. 527 Peptostreptococcus sp. oral taxon 113 WWP P2PA 62

 JN713240.1: 1.. 1518 Peptostreptococcaceae bacterium canine oral taxon 077 OC007

 KM461993.1: 1.. 1519 Peptostreptococcaceae bacterium feline oral taxon 027 TE028

 GU401483.1: 1.. 535 Peptostreptococcus sp. oral taxon 113 WWP P4PA 144

 GU401484.1: 1.. 1068 Peptostreptococcus sp. oral taxon 113 WWP SS3 P02

 Firmicutes Clostridia Clostridiales 1 Otu0111

 Firmicutes Clostridia Clostridiales 2 Otu0133

 JN713502.1: 1.. 1434 Peptostreptococcaceae bacterium canine oral taxon 332 1G085

 JN713501.1: 1.. 1486 Peptostreptococcaceae bacterium canine oral taxon 332 1G022

 Firmicutes Clostridia Clostridiales 3 Otu0538

 LN828926.1: 1.. 1538 Bacillaceae bacterium mt6

 JN713194.1: 1.. 1519 Peptostreptococcaceae bacterium canine oral taxon 030 OB047

 KM462018.1: 1.. 1519 Peptostreptococcaceae bacterium feline oral taxon 028 TE085

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Parvimonas micra Otu0036

 KP192303.1: 1.. 1413 Tissierellia bacterium KA00581

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Parvimonas micra Otu0214

 AY323523.1: 1.. 1481 Parvimonas micra (T) ATCC 33270

 AF542231.1: 1.. 1414 Parvimonas micra ATCC 33270

 GU401067.1: 1.. 601 Parvimonas micra WWC C4AKM085

 GU401076.1: 1.. 659 Parvimonas micra WWC C4MKM100

 GU401077.1: 1.. 685 Parvimonas micra WWC C4MKM123

 AB729072.1: 1.. 1487 Parvimonas micra JCM 12970

 CP009761.1:137054..138589 Parvimonas micra KCOM 1535 ChDC B708

 CP009761.1:556932..558467 Parvimonas micra KCOM 1535 ChDC B708

 CP009761.1:complement(1344718..1346253) Parvimonas micra KCOM 1535 ChDC B708

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Filifactor 1 Otu0157

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Helcococcus seattlensis Otu0472

 KF780874.1: 1.. 1529 Helcococcus seattlensis F5780

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Helcococcus ovis* Otu0254

 JQ404450.1: 1.. 1320 Helcococcus ovis XJDY-N1-3

 Y16279.1: 1.. 1423 Helcococcus ovis s840-96-2 (=CCUG 37441)

 AB542078.1: 1.. 1398 Helcococcus ovis H1-Yamagata-980922

 AF521147.1: 1.. 973 Peptostreptococcaceae bacterium STV110602

 AJ579914.1:1..1512 Helcococcus sueciensis (T) type strain: CCUG 47334

 Firmicutes Clostridia Clostridiales Peptoniphilaceae Helcococcus sueciensis Otu0301

 HQ215522.1: 1.. 1477 Helcococcus sueciensis 604224/2010

 HQ610183.1: 1.. 1197 Mogibacterium sp. CM50

 JN713280.1: 1.. 1508 Mogibacterium timidum OI044

 U13042.1: 1.. 1434 Mogibacterium timidum ATCC 33093 93-3

 Z36296.1:1..1498 Mogibacterium timidum (T) ATCC 33093 93-3

 Firmicutes Clostridia Clostridiales Clostridiales IncertaeSedisXIII Mogibacterium timidum Otu0210

 GU398230.1: 1.. 671 Mogibacterium timidum WWP P2PA 35

 JN713503.1: 1.. 1475 Peptostreptococcaceae bacterium canine oral taxon 333 1G023

 Firmicutes Clostridia Clostridiales 4 Otu0197

 EU917052.1: 1.. 1451 Eubacteriaceae bacterium NML 070849

 HM587320.1: 1.. 1480 Casaltella massiliensis 9400853

 JX262679.1: 1.. 1365 Clostridiales bacterium S5-A14a

 JN713238.1: 1.. 1507 Peptostreptococcaceae bacterium canine oral taxon 074 OC009

 JN713231.1: 1.. 1510 Peptostreptococcaceae bacterium canine oral taxon 066 OF005

 AB118593.1:1..1442 bacterium TC8

 JN713321.1: 1.. 1509 Peptostreptococcaceae bacterium canine oral taxon 155 PR011

 JN713278.1: 1.. 1512 Peptostreptococcaceae bacterium canine oral taxon 110 OI084

 JN713384.1: 1.. 1509 Peptostreptococcaceae bacterium canine oral taxon 221 PV088

 Firmicutes Clostridia Clostridiales Clostridiales IncertaeSedisXIII 1 Otu0633

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Eubacterium acidaminophilum Otu0520

 FR749894.1: 1.. 1517 Gottschalkia purinilytica (T) type strain: DSM 1384

 JN713228.1: 1.. 1519 Filifactor sp. canine oral taxon 064 OF011

 JN713329.1: 1.. 1520 Filifactor sp. canine oral taxon 163 PS019

 KM461994.1: 1.. 1519 Filifactor sp. feline oral taxon 047 TE029

 KM462013.1: 1.. 1519 Filifactor sp. feline oral taxon 047 TE071

 KM462053.1: 1.. 1520 Filifactor sp. feline oral taxon 046 TE165

 CP007452.1:195415..196942 Eubacterium acidaminophilum DSM 3953

 CP007452.1:48652..50179 Eubacterium acidaminophilum DSM 3953

 CP007452.1:188312..189839 Eubacterium acidaminophilum DSM 3953

 CP007452.1:11853..13380 Eubacterium acidaminophilum DSM 3953

 GU401373.1: 1.. 557 Peptostreptococcus stomatis WWE MCE10 105

 GU401375.1: 1.. 569 Peptostreptococcus stomatis WWE MCE10 134

 GU401283.1: 1.. 1495 Peptostreptococcus stomatis S016

 GQ422715.1: 1.. 1516 Peptostreptococcus stomatis A21H2

 DQ160208.1: 1.. 1465 Peptostreptococcus stomatis (T) W2278

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Peptostreptococcus stomatis Otu0231

 Firmicutes Clostridia Clostridiales Peptostreptococcaceae Peptostreptococcus anaerobius Otu0050

 AY326462.1: 1.. 1473 Peptostreptococcus anaerobius (T) NCTC 11460

 AB640688.1: 1.. 1479 Peptostreptococcus anaerobius JCM 1470

 AB640692.1: 1.. 1479 Peptostreptococcus anaerobius JCM 1769

 AB640695.1: 1.. 1479 Peptostreptococcus anaerobius JCM 6477

 AB640696.1: 1.. 1479 Peptostreptococcus anaerobius JCM 6478
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Figure S1O. Peptostreptococcus Phylogenetic Tree



 Z97852.1: 1.. 979 unidentified bacterium env 2

 AJ871436.1: 1.. 554 Massilia timonae CP155-8a

 Z97853.1: 1.. 979 unidentified bacterium env 5

 Z97856.1: 1.. 979 unidentified bacterium env 18

 Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Massilia timonae* Otu0112

 Z97854.1: 1.. 979 unidentified bacterium env 11

 Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Massilia dura* Otu0097

 AY965998.1: 1.. 1478 Massilia dura (T) 16

 AY966000.1: 1.. 1471 Massilia plicata (T) 76

 AY966001.1: 1.. 1464 Massilia lutea (T) 101

 JF496353.1: 1.. 1385 Massilia plicata A5-15

 JF496488.1: 1.. 1402 Massilia dura WA5-4

 Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Undibacterium oligocarboniphilum Otu0247

 DQ388765.1: 1.. 1430 Oxalobacteraceae bacterium QD1

 FJ973466.1: 1.. 1293 Rhodococcus sp. VITSNK6

 GQ379228.1: 1.. 1527 Undibacterium oligocarboniphilum (T) EM 1

 JQ435710.1: 1.. 1527 bacterium PH1(2012)

 JQ435711.1: 1.. 1527 bacterium PH2(2012)

 AJ239281.1: 1.. 1355 Neisseria pharyngis NCTC4590

 AJ239293.1: 1.. 1355 Neisseria sicca Q28

 AJ239282.1: 1.. 1355 Neisseria mucosa LNP405

 AJ239298.1: 1.. 1355 Neisseria polysaccharea P8

 Proteobacteria Betaproteobacteria Burkholderiales Neisseriaceae Neisseria mucosa* Otu0267

 AJ239301.1: 1.. 1355 Neisseria flava U40

 X84659.1: 1.. 1384 Nitrosospira sp. GM4

 Proteobacteria Betaproteobacteria Nitrosomonadales Methylophilaceae Methylotenera methylotrophus* Otu0269

 AY436797.1: 1.. 1466 Methylophilus sp. EHg7

 AY436800.1: 1.. 1430 Methylophilus sp. EM8

 AY360349.1: 1.. 1020 Methylophilus sp. 040703/8067S

 AB193724.1: 27.. 1492 Methylophilus methylotrophus (T) NCIMB 10515

 AB195745.1: 1.. 851 aquatic bacterium R1-B13

 Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Noviherbaspirillum denitrificans Otu0244

 Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Collimonas pratensis* Otu0806

 HM063927.1: 1.. 1500 Collimonas sp. S5.TSA.20

 JQ086580.1: 1.. 966 bacterium SFY00T4

 AY281138.1: 1.. 1373 Collimonas pratensis CTO 94

 AY281143.1: 1.. 1453 Collimonas pratensis CTO 291

 AY281146.1: 1.. 1453 Collimonas arenae (T) NCCB 100031

 AB542393.1: 1.. 1453 Herbaspirillum sp. TSA31

 AB542397.1: 1.. 1458 Noviherbaspirillum denitrificans (T) TSA40

 AB542392.1: 1.. 1453 Herbaspirillum sp. TSA29

 AY429715.1: 1.. 1433 Oxalobacteraceae bacterium HTCC315

 AB542386.1: 1.. 1453 Herbaspirillum sp. TSA21

 Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Herbaspirillum rhizosphaerae Otu0323

 DQ188985.1: 1.. 1488 Herbaspirillum rhizosphaerae UMS-40

 DQ188986.1: 1.. 1488 Herbaspirillum rhizosphaerae (T) UMS-37

 KM187089.1: 1.. 1270 Oxalobacteraceae bacterium BFE64B

 DQ486503.1: 1.. 1427 Limnobacter sp. DG1290

 EF540452.1: 1.. 1451 Limnobacter sp. 9 1V

 AY429718.1: 1.. 1411 Limnobacter sp. HTCC376

 AB195734.1: 1.. 831 aquatic bacterium R1-B2

 EU304288.1: 1.. 1411 Limnobacter sp. 83

 Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Limnobacter 1 Otu0238

 AY345517.1: 1.. 1499 unidentified bacterium W1B-B04

 AY344371.1: 1.. 1489 unidentified bacterium K2-30-11

 AJ002802.1: 1.. 1486 Alcaligenes sp. 151

 AJ278451.1: 1..1523 Achromobacter denitrificans DSM 30026 (T)

 Proteobacteria Betaproteobacteria Burkholderiales Alcaligenaceae Achromobacter denitrificans Otu0127

 AJ002808.1: 1.. 1486 Alcaligenes sp. R5

 KF692037.1: 1.. 1480 Pelistega indica (T) HM-7

 LN881604.1: 1.. 1500 Pelistega sp. MC2

 Proteobacteria Betaproteobacteria Burkholderiales Alcaligenaceae Pelistega indica* Otu0256

 JN713430.1: 1.. 1494 Pelistega sp. canine oral taxon 267 ZJ025

 LN830267.1: 1.. 1424 Pelistega suis (T) 3340-03

 LN830268.1: 1.. 1417 Pelistega suis DICM11-00060-1A

 Proteobacteria Betaproteobacteria Burkholderiales Alcaligenaceae Oligella urethralis Otu0199

 AJ251911.1:1..1489 Oligella urethralis LMG 1015

 AY513496.1: 1.. 1457 Oligella urethralis 2001034128

 AY513497.1: 1.. 1427 Oligella urethralis 2002020954

 AY513498.1: 1.. 1405 Oligella urethralis 2001034309

 KF246520.1: 1.. 919 Oligella urethralis PCH-169

 Proteobacteria Betaproteobacteria Burkholderiales 1 Otu0326

 LK054638.1: 1.. 1489 Sutterellaceae bacterium ND3

 HM037997.1: 1.. 1462 Sutterella wadsworthensis WAL 9799

 JN664092.1: 1.. 1344 Sutterella wadsworthensis SW1

 GU585669.1: 1.. 1449 Sutterella wadsworthensis (T) WAL 9799

 L37786.1:1..1454 Sutterella wadsworthensis 9054

 L37785.1:1..1419 Sutterella wadsworthensis 7877

 Proteobacteria Betaproteobacteria Burkholderiales Sutterellaceae Sutterella wadsworthensis Otu0184

 AB300989.1: 1.. 1489 Sutterella parvirubra (T) YIT 11816 (= JCM 14724 = DSM 19354)

 Proteobacteria Betaproteobacteria Burkholderiales Sutterellaceae Sutterella stercoricanis* Otu0166

 AJ566849.1:1..1455 Sutterella stercoricanis (T) type strain: CCUG 47620

 AY538692.1: 1.. 1457 Burkholderiales bacterium Smarlab 3302047

 Proteobacteria Betaproteobacteria Burkholderiales Sutterellaceae Sutterella morbirenis* Otu0164

 AJ748647.1: 1.. 1457 Sutterella sanguinus type strain: CCUG 49335

 AJ832129.1: 1.. 1391 Sutterella morbirenis type strain:CCUG 49335

 DQ532120.1: 1.. 1330 Ultramicrobacter hongkongensis 5a1

 DQ923115.1: 1.. 1391 Methyloversatilis universalis 500

 DQ442273.1: 1.. 1391 Methyloversatilis universalis (T) FAM5

 AY436796.2: 1.. 1455 Methyloversatilis universalis EHg5

 Proteobacteria Betaproteobacteria Nitrosomonadales Sterolibacteriaceae Methyloversatilis universalis Otu0459

 AB195744.1: 1.. 827 aquatic bacterium R1-B12

 Y09967.1: 1.. 1483 denitrifying bacterium 72Chol

 AJ306683.1:1..1531 Sterolibacterium denitrificans (T) Chol-1S

 AY538709.1: 1.. 1522 Schlegelella thermodepolymerans KA1

 AY152824.2: 1.. 1517 Schlegelella thermodepolymerans (T) K14

 AY538708.1: 1.. 1489 Schlegelella thermodepolymerans SA8

 AY538707.1: 1.. 1516 Schlegelella thermodepolymerans SA1

 JX458425.1:1..1524 Ramlibacter sp. W1.09-2

 KF441662.1: 1.. 1528 Ramlibacter sp. 7B-217

 EU423304.1: 1.. 1465 Ramlibacter ginsenosidimutans (T) BXN5-27

 AY429716.1: 1.. 1440 Ramlibacter sp. HTCC332

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Ramlibacter ginsenosidimutans Otu0719

 AY566579.1: 1.. 1437 Acidovorax sp. PG-06

 AM412130.1: 1.. 1356 Aquabacterium sp. P-119

 AM412131.1: 1.. 1430 Aquabacterium sp. P-132

 AM412129.1: 1.. 1404 Aquabacterium sp. P-137

 AM412128.1: 1.. 1357 Aquabacterium sp. P-130

 AM412132.1: 1.. 1365 Aquabacterium sp. P-111

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Aquabacterium 1 Otu0457

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Aquabacterium citratiphilum Otu0260

 EF179861.1: 1.. 1521 Aquabacterium sp. DQS-11

 KP717085.1: 1.. 1434 Aquabacterium citratiphilum ZMF5

 AF035050.1: 1.. 1418 Aquabacterium citratiphilum (T) B4

 AM990747.1: 1.. 1380 Leptothrix sp. MOLA 523

 AF089859.1: 1.. 1275 Aquabacterium sp. Aqua3 Aqua316S

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae 1 Otu0203

 AF035053.1: 1.. 1409 beta proteobacterium B7

 EF636186.1: 1.. 944 Burkholderiales bacterium TP705

 HM163244.1: 1.. 1430 beta proteobacterium OR-189

 EF636116.1: 1.. 812 Burkholderiales bacterium TP509

 HQ341760.1: 1.. 860 beta proteobacterium WD179

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae 2 Otu0708

 FJ464985.1: 1.. 1523 Methylibium sp. DR10

 AB245356.1: 1.. 1477 Rhizobacter fulvus (T) Gsoil 322

 AB245357.1: 1.. 1489 Rhizobacter fulvus Gsoil 328

 EF636175.1: 1.. 746 Burkholderiales bacterium TP685

 AB649013.1: 1.. 1491 Rhizobacter fulvus S32403

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Aquabacterium parvum Otu0053

 AF035052.1: 1.. 1416 Aquabacterium parvum (T) B6

 GU397916.1: 1.. 588 Leptothrix sp. oral taxon 025 WWE MCE10 71

 GU397917.1: 1.. 595 Leptothrix sp. oral taxon 025 WWE MCE10 74

 HM163247.1: 1.. 762 beta proteobacterium OR-202

 JQ435699.1: 1.. 1527 Bacillus sp. CE2(2012)

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Mitsuaria chitosanitabida Otu0178

 HQ341779.1: 1.. 906 beta proteobacterium WD261

 AB560543.1: 1.. 1245 Mitsuaria sp. BcRB002

 AB560544.1: 1.. 1246 Mitsuaria sp. BcRB003

 AB560542.1: 1.. 1245 Mitsuaria sp. BcRB001

 FJ535862.1: 1.. 1440 Mitsuaria chitosanitabida CAH4

 EF636139.1: 1.. 783 Burkholderiales bacterium TP295

 AB022678.1: 1.. 1462 beta proteobacterium MBIC3293 S6-1-2w2

 AF236006.1: 1.. 1490 beta proteobacterium A0618

 AF236008.1: 1.. 1484 beta proteobacterium A1040

 AB021407.1:1..1502 Pelomonas saccharophila (T) DSM 654

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Pelomonas saccharophila Otu0058

 AB087564.1: 1.. 1041 Sphaerotilus sp. L7

 AB087565.1: 1.. 1458 Sphaerotilus sp. L8

 AB087562.1: 1.. 1038 Sphaerotilus sp. L3

 AB087561.1: 1.. 1459 Sphaerotilus sp. L2

 AB087560.1: 1.. 1040 Sphaerotilus sp. L1

 Proteobacteria Betaproteobacteria Burkholderiales Burkholderiales incertae sedis Sphaerotilus 1 Otu0243

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Acidovorax defluvii Otu0129

 Z93964.1:1..1527 unidentified bacterium T20

 AJ012071.1:1..1521 Acidovorax sp. G8B1

 Y18616.1:1..1526 Acidovorax defluvii (T) BSB411

 AJ012070.1:1..1521 Acidovorax sp. G7A1

 AY928211.1: 1.. 1342 bacterium N3352

 EU979529.1: 1.. 1529 Variovorax paradoxus B4

 KM077440.1: 1.. 1404 Variovorax sp. TRS11

 AJ969086.2: 1.. 883 Variovorax paradoxus PhSt1-2-1

 AJ313017.1:1..1488 Variovorax sp. MN 36.2

 KR051070.1: 1.. 1476 Variovorax sp. YN34

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Variovorax paradoxus Otu0100

 Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Variovorax paradoxus Otu0119

 AY571831.1: 1.. 1469 Variovorax sp. 44/31

 DQ257419.1: 1.. 1483 Variovorax paradoxus CAI-26

 EU725663.1: 1.. 846 bacterium 15Q

 GU300561.1: 1.. 897 Comamonadaceae bacterium MIDA05

 GU932948.1: 1.. 826 Variovorax sp. SOK15

 KC854910.1: 1.. 1458 beta proteobacterium LX29

 Proteobacteria Betaproteobacteria 1 Otu0296

 KC855000.1: 1.. 1458 beta proteobacterium WWH132

 DQ851143.1: 1.. 1540 Haemophilus simiae ROG53

 GU413631.1: 1.. 964 Aggregatibacter sp. oral taxon 513 WWP SS3 C38

 KC203060.1: 1.. 1462 Aggregatibacter sp. HS19 2W I12

 AY331417.1: 1.. 977 Haemophilus genomosp. P1 P4PC 39

 GU413626.1: 1.. 523 Aggregatibacter sp. oral taxon 512 WWP P2PC 80

 Proteobacteria Gammaproteobacteria Enterobacterales Pasteurellaceae 1 Otu0347

 KM887158.1: 1.. 841 Mannheimia succiniciproducens FDBB135

 AY360336.1: 1.. 1018 Haemophilus influenzae 090703/458604

 GU561423.1: 1.. 1426 Haemophilus haemolyticus TG21

 AF224308.1: 1.. 1515 Haemophilus influenzae MCCM 02082

 AF224306.1: 1.. 1499 Haemophilus influenzae ATCC 9833 ATCC9833

 X87976.1:1..1442 Haemophilus influenzae CCUG 7585

 Proteobacteria Gammaproteobacteria Enterobacterales Pasteurellaceae Haemophilus influenzae* Otu0192

 L06088.1: 1.. 1476 Pasteurella bettyae CCUG 2042 T

 KC866143.1: 1.. 747 Pasteurella bettyae Melo36 2012255V17

 AY362917.1: 1.. 1362 Pasteurella bettyae (T) CCUG 2042

 Proteobacteria Gammaproteobacteria Pasteurellales Pasteurellaceae Pasteurella bettyae Otu0132

 LN795822.1: 1.. 1528 Mannheimia sp. MG13 type strain: MG13

 EU083530.1: 1.. 1505 Haemophilus parainfluenzae CIP 102513

 FJ939586.1: 1.. 1362 Haemophilus parainfluenzae PN116

 AY365450.1: 1.. 1322 Haemophilus parainfluenzae 225322

 AY362908.1: 1.. 1362 Haemophilus parainfluenzae (T) CCUG 12836

 AB098612.1: 1.. 1502 Terrahaemophilus aromaticivorans 127W

 Proteobacteria Gammaproteobacteria Pasteurellales Pasteurellaceae Haemophilus parainfluenzae Otu0068

 Proteobacteria Gammaproteobacteria Enterobacterales Pasteurellaceae Haemophilus parahaemolyticus Otu0438

 AJ290758.2: 1.. 1466 Haemophilus parahaemolyticus HIM570-6

 FJ939596.1: 1.. 1364 Haemophilus parahaemolyticus PN137

 GU561424.1: 1.. 1419 Haemophilus parahaemolyticus TTE8

 HQ680861.1: 1.. 1388 Haemophilus parahaemolyticus 12d

 JF506634.1: 1.. 1362 Haemophilus parahaemolyticus CCUG 36104

 EF178670.1: 1.. 1344 Dickeya chrysanthemi NZEC135

 EF530551.1: 1.. 1344 Dickeya chrysanthemi NZEC151

 DQ418491.1: 1.. 1500 Pectobacterium sp. Zhaotong

 EU727119.1: 1.. 759 Pectobacterium symbiont of Cicadella viridis

 Proteobacteria Gammaproteobacteria Enterobacterales Pectobacteriaceae Dickeya chrysanthemi Otu0340

 EU727118.1: 1.. 759 Pectobacterium symbiont of Pieris brassicae

 CP003546.1:complement(1056733..1058274) secondary endosymbiont of Ctenarytaina eucalypti

 AB772203.1: 1.. 1487 Sodalis-like endosymbiont of Philaenarcys bilineata PBIL

 HE586115.1: 1.. 1461 bacterium endosymbiont of Ischnodemus sabuleti 1

 HE586112.1: 1.. 1480 Candidatus Schneideria nysicola 17

 Proteobacteria Gammaproteobacteria Enterobacterales 1 Otu0233

 DQ115535.1: 1.. 1525 primary endosymbiont of Pseudolynchia canariensis

 HQ880297.1: 1.. 1438 Cronobacter sakazakii G3883

 HQ880331.1: 1.. 1463 Cronobacter sakazakii G4070

 Proteobacteria Gammaproteobacteria Enterobacterales Enterobacteriaceae Cronobacter dublinensis* Otu0402

 JX500184.1: 1.. 1425 Cronobacter dublinensis subsp. null EAPL12

 HM598080.1: 1.. 971 bacterium W14/2

 KR189284.1: 1.. 1253 Enterobacter sp. UIWRF1318

 Proteobacteria Gammaproteobacteria Enterobacterales Enterobacteriaceae 2 Otu0206

 Proteobacteria Gammaproteobacteria Enterobacterales Enterobacteriaceae 2 Otu0104

 AY946286.1:complement( 1.. 1464) bacterium 38

 AB004755.1: 1.. 1451 Raoultella planticola JCM7251

 AF025366.1: 1.. 1501 Citrobacter koseri CDC 8132-86

 AF025372.1: 1.. 1512 Citrobacter koseri CDC 3613-63

 EF059858.1: 1.. 1421 Citrobacter koseri E639 ATCC 25408

 KF280293.1: 1.. 1244 Citrobacter koseri DNF00568

 CP000822.1:complement(2929973..2931514) Citrobacter koseri ATCC BAA-895

 KP120821.1: 1.. 1250 Citrobacter sp. 118 38

 JX273762.1: 1.. 1392 Klebsiella sp. M3

 JQ950454.1: 1.. 1462 bacterium symbiont of Bactrocera correcta F2-1

 Proteobacteria Gammaproteobacteria Enterobacterales Enterobacteriaceae 1 Otu0169

 FM212208.1: 1.. 696 bacterium 2-TKL1

 AY335553.1: 1.. 1494 Klebsiella sp. HK 34-2

 FJ527483.1: 1.. 1290 Pectobacterium carotovorum subsp. carotovorum Ecc3-7

 X74684.1:1..1460 Aeromonas veronii ATCC 35624T

 X74679.1:1..1460 Aeromonas media ATCC 33907T

 AB076859.1: 1.. 1505 Aeromonas sp. PG4-1

 AJ224309.1: 1.. 1407 Aeromonas encheleia (T) A 1881

 X74680.1:1..1460 Aeromonas salmonicida ATCC 27013T

 Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas salmonicida* Otu0307

 LN558635.1: 1.. 1383 Proteus mirabilis DD2

 KP257790.1: 1.. 1262 Proteus mirabilis N10 BW

 JQ608020.1: 1.. 1432 bacterium NLAE-zl-C305

 AY167934.1: 1.. 1537 swine manure bacterium RT-2B

 AF008582.1: 1.. 1497 Proteus mirabilis ATCC 29906

 Proteobacteria Gammaproteobacteria Enterobacterales Morganellaceae Proteus mirabilis Otu0287

 Proteobacteria Gammaproteobacteria Enterobacterales Morganellaceae Arsenophonus nasoniae Otu0498

 AF400481.1: 1.. 1408 secondary endosymbiont of Bemisia tabaci UG26

 AY264665.1: 1..1511 Arsenophonus endosymbiont of Aleuroplatus gelatinosus

 AY264666.1: 1..1515 Arsenophonus endosymbiont of Aleyrodes elevatus

 AY264673.1: 1..1513 Arsenophonus endosymbiont of Australiococcus greville

 AY264674.1: 1..1511 Arsenophonus nasoniae (T) ATCC 49151

 KC907303.1: 1.. 1389 actinobacterium 2c

 LN611363.1: 1.. 1300 Acinetobacter baumannii 6120/13

 JN668831.1: 1.. 1422 Acinetobacter baumannii OIFC143 1061064264271

 HQ645938.1: 1.. 1435 Acinetobacter baumannii bp4

 X81667.1:1..1459 Acinetobacter baumannii DSM 30008

 Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Acinetobacter baumannii* Otu0086

 Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Acinetobacter junii Otu0088

 AB195775.1: 1.. 826 aquatic bacterium R1-G8

 AM235168.1: 1.. 909 Acinetobacter sp. HB1

 AM184279.1: 1.. 1470 Acinetobacter junii WAB1940

 EU073105.1: 1.. 1413 Acinetobacter sp. TS39

 EU841482.1: 1.. 1455 Acinetobacter sp. 409

 Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Acinetobacter haemolyticus* Otu0316

 X81662.1:1..1460 Acinetobacter haemolyticus (T) DSM 6962

 Z93987.1:1..1532 unidentified bacterium T27

 Z93980.1:1..1188 unidentified bacterium T57

 AJ293691.1:1..1465 Acinetobacter parvus LUH4616 (Aci602)

 AJ293690.2: 1..1448 Acinetobacter parvus LUH3313 (Aci 583)

 X81666.1:1..1459 Acinetobacter radioresistens (T) DSM 6976

 Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Acinetobacter radioresistens Otu0249

 AY568487.1:complement( 1.. 1259) Acinetobacter radioresistens NW3-3

 AY568489.1:complement( 1.. 1259) Acinetobacter radioresistens NW3-34

 AY568500.1:complement( 1.. 1259) Acinetobacter radioresistens SW3-84

 Z93445.1: 1.. 1416 Acinetobacter radioresistens M 17694T DNA Group twelve

 Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae 2 Otu0211

 Y15855.1: 1.. 1448 Moraxella osloensis 3

 X95304.1:1..1488 Moraxella osloensis Ben 58

 AB074738.1: 1.. 1084 gamma proteobacterium S-St(0)-7B

 AJ550856.1: 1.. 1484 Enhydrobacter aerosaccus type strain: LMG 21877 = ATCC 27094

 JX845725.1: 1.. 1436 Enhydrobacter aerosaccus G1

 HE582776.1: 1.. 1512 Agitococcus lubricus (T) type strain: DSM 5822

 JX458449.2: 1.. 1376 Cavicella subterranea (T) W2.09-231

 KT036642.1: 1.. 976 bacterium EFRS3101

 AB362308.1: 1.. 1452 gamma proteobacterium JAM-GA1201

 Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae 1 Otu0207

 KT888025.1: 1.. 1327 Moraxellaceae bacterium POES9

 KP174448.1: 1..1520 bacterium YC-ZSS-LKJ134

 KP174449.1: 1..1520 bacterium YC-ZSS-LKJ146

 Proteobacteria Gammaproteobacteria 1 Otu0810

 HQ263240.1: 1.. 1477 Haliea sp. DSW4-36

 AY386337.1: 1.. 1350 marine gamma proteobacterium HTCC2246

 AB646259.1: 1.. 1494 Haliea sp. ETY-M

 HM439397.1: 1.. 1360 Pseudomonas aeruginosa PCP11

 DQ889450.1: 1.. 1520 Pseudomonas aeruginosa K

 FN663622.1:1..1670 Pseudomonas sp. OU-67

 EF062511.2: 1.. 1498 Pseudomonas aeruginosa MCCB 117

 AY486357.1: 1.. 1457 Pseudomonas aeruginosa AU2418

 Proteobacteria Gammaproteobacteria Pseudomonadales Pseudomonadaceae Pseudomonas aeruginosa Otu0491

 AB021382.1:1..1505 Pseudomonas meliae MAFF 301463

 AB021402.1:1..1502 Pseudomonas savastanoi (T) ATCC 13522

 D84010.1:1..1456 Pseudomonas caricapapayae (T) ATCC33615

 AJ002813.1: 1.. 1492 Pseudomonas sp. S2

 Proteobacteria Gammaproteobacteria Pseudomonadales Pseudomonadaceae Pseudomonas koreensis* Otu0066

 JQ649387.1: 1.. 950 Pseudomonas koreensis Acr01

 AJ308308.1: 1.. 1371 Pseudomonas fluorescens type strain:ICMP 3512 = ATCC 13525 = NCIB 9046

 Proteobacteria Gammaproteobacteria Pseudomonadales Pseudomonadaceae Pseudomonas fluorescens* Otu0176

 AJ308307.1: 1.. 1371 Pseudomonas fluorescens Biotype G ICMP 13621 ATCC 17518

 AF137359.1: 1.. 1357 Pseudomonas fluorescens

 AJ308303.1: 1.. 1371 Pseudomonas fluorescens Biotype A ICMP 13622 ATCC 17555

 AJ244725.1: 1.. 1493 Pseudomonas cf. synxantha V4.BP.03 V4.BP.03 = MM 2415

 Proteobacteria Gammaproteobacteria 1 Otu0648

 AY741401.1: 1.. 1512 Legionella-like amoebal pathogen HT99

 D89791.1:1..1455 Coxiella burnetii Ohio

 KP994781.1: 1.. 1210 Coxiella endosymbiont of Ornithodoros maritimus Omari1

 KP994782.1: 1.. 1210 Coxiella endosymbiont of Ornithodoros maritimus Omari2

 KM034745.1: 1..1476 Woeseia oceani (T) XK5

 Proteobacteria Gammaproteobacteria Nevskiales Steroidobacteraceae Povalibacter uvarum Otu0390

 AB548216.1: 1.. 1508 Povalibacter uvarum (T) ZUMI 37

 AB819482.1: 1.. 1531 Pseudomonas sp. VM15C

 AB819626.1: 1.. 1531 Pseudomonas sp. VT1B

 AB174845.1: 1.. 1461 gamma proteobacterium SA29-B

 EF605262.1: 1.. 1407 Steroidobacter denitrificans (T) FS

 Proteobacteria Gammaproteobacteria 2 Otu0627

 AY234495.1: 1.. 1429 bacterium Ellin5078

 Proteobacteria Gammaproteobacteria GammaproteobacteriaIncertaeSedis Acidibacter 1 Otu0291

 AY234631.1: 1.. 1436 bacterium Ellin5280

 AF408981.1: 1.. 1439 proteobacterium Ellin139

 AF409023.1: 1.. 1352 proteobacterium Ellin181

 AF498721.1: 1.. 1461 bacterium Ellin339

 X93482.1:1..1467 Ectothiorhodospira mobilis (T) DSM 4180

 FM244738.1: 1.. 1348 Ectothiorhodospira salini (T) type strain: JA430

 AM902494.1: 1.. 1474 Ectothiorhodospira imhoffii type strain: JA319

 Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylomonas 1 Otu0403

 KJ081955.1: 1.. 1413 Methylomonas sp. BG3

 AB636300.1: 1.. 1495 Methylomonas sp. R4F

 AB683103.1: 1.. 1321 Methylomonas sp. B2Z

 FR798968.1: 1.. 1486 Methylomonas sp. R-45383

 FR798969.1: 1.. 1486 Methylomonas sp. R-45384

 FJ482231.2: 1.. 1455 Thiohalobacter thiocyanaticus (T) HRh1

 Proteobacteria Gammaproteobacteria Nevskiales Nevskiaceae Nevskia terrae Otu0349

 GQ845011.1: 1.. 1461 Nevskia terrae (T) KIS13-15

 EF178286.1: 1.. 1462 Nevskia soli (T) GR15-1

 AB682417.1: 1.. 1451 Nevskia soli NBRC 106401

 Proteobacteria Gammaproteobacteria Nevskiales Nevskiaceae Nevskia persephonica* Otu0040

 JQ710441.1: 1.. 1369 Nevskia persephonica (T) G6M-30

 JQ710442.1: 1.. 1403 Nevskia persephonica G6-54

 JQ710439.1: 1.. 1385 Nevskia aquatilis F2-178

 JQ710440.1: 1.. 1468 Nevskia aquatilis (T) F2-63

 Proteobacteria Gammaproteobacteria Nevskiales Nevskiaceae 1 Otu0131

 JX458423.1:1..1460 gamma proteobacterium W1.09-152

 AJ313020.1:1..1438 Alkanibacter difficilis (T) MN 154.3

 AJ863569.1: 1.. 730 gamma proteobacterium MN 157.2

 Proteobacteria Gammaproteobacteria Nevskiales Nevskiaceae Hydrocarboniphaga daqingensis Otu0236

 HM163252.1: 1.. 898 gamma proteobacterium OR-211

 KJ654669.1: 1.. 785 Hydrocarboniphaga sp. M47C10B1

 EU313812.1: 1.. 1487 Hydrocarboniphaga daqingensis (T) B2-9

 AB682161.1: 1.. 1451 Hydrocarboniphaga daqingensis NBRC 104238

 JX854527.1: 1.. 1470 Algiphilus sp. KYW537

 AB110497.1: 1.. 1482 Dyella japonica XD22

 AB110498.1: 1.. 1485 Dyella japonica (T) XD53

 AB110496.1: 1.. 1498 Dyella japonica XD10

 AY049941.1: 1.. 1497 gamma proteobacterium A40-1

 AB264175.1: 1.. 1531 Frateuria sp. EC-K130

 Proteobacteria Gammaproteobacteria Xanthomonadales Rhodanobacteraceae Dyella japonica Otu0241

 HQ698842.1: 1.. 1506 Arenimonas metalli (T) CF5-1

 KC686387.1: 1.. 1428 Arenimonas sp. DT55

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Arenimonas metalli Otu0430

 GU332843.1: 1.. 1456 Arenimonas sp. NA-09

 KJ513811.1: 1.. 728 Sphingopyxis sp. YIM103

 AB245362.1: 1.. 1473 Dokdonella ginsengisoli (T) Gsoil 191

 AY230768.1: 1.. 1297 Paenibacillus sanguinis Smarlab BioMol-2301083

 AF548381.1:1..1540 bacterium SG-3 SG-3 NRRL B-30043

 EU273938.1: 1.. 1501 Lysobacter pocheonensis (T) Gsoil 193

 KF289903.1: 1.. 1466 Luteimonas sp. ICM 3-2

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Luteimonas Otu0747

 KP398547.1: 1.. 1302 Luteimonas sp. UBH13 S30

 KF322147.1: 1.. 1444 Xanthomonadaceae bacterium B 57

 KM888877.1: 1.. 1419 Lysobacter tolerans (T) UM1

 KF322146.1: 1.. 1426 Xanthomonadaceae bacterium A 118

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Lysobacter tolerans* Otu0705

 KF705256.1: 1.. 907 Stenotrophomonas sp. APP-24

 LM994044.1: 1.. 1447 Lysobacter pythonis (T) 4284/11

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Thermomonas brevis Otu0661

 KC921170.1: 1.. 1380 Thermomonas brevis WY4

 KC252867.1: 1.. 1378 Thermomonas sp. R038

 KC252868.1: 1.. 1381 Thermomonas sp. R039N

 AF538773.1: 1.. 1497 enrichment culture bacterium LB-P

 AB355702.1: 1.. 1505 Thermomonas brevis S47

 AF511515.1: 1.. 1285 Stenotrophomonas maltophilia SaO5sm

 FJ486183.1: 1.. 789 Stenotrophomonas sp. 18

 AJ011332.1:1..1518 Stenotrophomonas maltophilia HK40

 AJ131912.1:1..1501 Stenotrophomonas maltophilia LMG 11104

 AJ131781.1:1..1502 Stenotrophomonas maltophilia LMG 10871

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Stenotrophomonas maltophilia* Otu0080

 AJ293468.1:7.. 1536 Stenotrophomonas maltophilia c6

 AJ293470.1:7.. 1535 Stenotrophomonas maltophilia e-a21

 AJ131783.1:1..1482 Stenotrophomonas maltophilia LMG 10874

 AJ131916.1:1..1398 Stenotrophomonas maltophilia LMG 11002

 AB021404.1:1..1497 Pseudomonas geniculata ATCC 19374

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Stenotrophomonas maltophilia Otu0124

 AF143449.1: 1.. 588 aquatic bacterium RUB MacConkey K33

 AF143454.1: 1.. 589 aquatic bacterium STS EndoC 11

 AF017749.1:1..1507 Stenotrophomonas maltophilia N4-15

 AB021406.1:1..1517 Stenotrophomonas maltophilia (T) ATCC 19861

 AY169434.1: 1.. 1435 Stenotrophomonas maltophilia 15

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Stenotrophomonas maltophilia Otu0096

 Proteobacteria Gammaproteobacteria Xanthomonadales Xanthomonadaceae Pseudoxanthomonas mexicana* Otu0485

 AF161808.1: 1.. 591 aquatic bacterium STS R2A 25

 KC252684.1: 1.. 1375 Pseudoxanthomonas sp. N012

 KC577712.1: 1.. 711 bacterium MS-AsIII-32

 KF906360.1: 1.. 778 Pseudoxanthomonas sp. AT6

 KT321679.1: 1.. 1505 Pseudoxanthomonas sp. 3HH-1
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Figure S1P. Proteobacteria Phylogenetic Tree (excluding Alphaproteobacteria specie)


