
2.7 %
53 / 1,983

42.2 %
1,284 / 3,041

45.0 %
1,266 / 2,812

11.4 %
465 / 4,082

10.3 %
356 / 3,455

9.4 %
279 / 2,982

9.0 %
277 / 3,088

9.4 %
414 / 4,395

15.5 %
567 / 3,658

12.3 %
394 / 3,206

12.6 %
420 / 3,344

11.6 %
367 / 3,175

12.7 %
399 / 3,142

14.4 %
546 / 3,803

21.7 %
719 / 3,311

12.1 %
440 / 3,633

12.0 %
438 / 3,653

12.3 %
440 / 3,564

11.6 %
455 / 3,911

11.4 %
447 / 3,913

12.8 %
493 / 3,840

11.1 %
491 / 4,410

11.2 %
395 / 3,523

10.8 %
389 / 3,586

11.3 %
404 / 3,586

11.2 %
403 / 3,591

11.5 %
405 / 3,510

11.4 %
406 / 3,563

11.3 %
403 / 3,581

10.6 %
390 / 3,685

10.4 %
344 / 3,315

5.3 %
115 / 2,173

87.3 %
1,983 / 2,271

10.3 %
449 / 4,376

9.2 %
348 / 3,767

8.8 %
286 / 3,260

8.4 %
284 / 3,364

8.4 %
396 / 4,726

12.5 %
505 / 4,046

11.1 %
391 / 3,525

11.4 %
418 / 3,661

10.6 %
369 / 3,467

11.1 %
384 / 3,473

12.3 %
510 / 4,149

19.6 %
709 / 3,625

10.6 %
419 / 3,948

10.5 %
417 / 3,984

10.6 %
413 / 3,891

10.3 %
431 / 4,203

10.6 %
445 / 4,201

11.4 %
474 / 4,153

9.9 %
471 / 4,734

10.2 %
388 / 3,818

10.0 %
388 / 3,891

10.5 %
405 / 3,866

10.4 %
407 / 3,898

10.4 %
398 / 3,826

10.5 %
407 / 3,869

10.4 %
405 / 3,889

9.8 %
390 / 3,980

9.6 %
347 / 3,616

1.6 %
33 / 2,060

10.7 %
443 / 4,145

9.9 %
346 / 3,502

9.5 %
287 / 3,012

9.0 %
282 / 3,119

8.9 %
397 / 4,459

13.5 %
509 / 3,777

12.1 %
394 / 3,257

12.2 %
415 / 3,397

11.5 %
370 / 3,216

12.1 %
387 / 3,205

13.2 %
513 / 3,883

21.3 %
716 / 3,356

11.3 %
418 / 3,692

11.3 %
420 / 3,714

11.4 %
415 / 3,625

10.6 %
424 / 3,982

11.2 %
443 / 3,959

12.1 %
471 / 3,895

10.6 %
474 / 4,464

10.9 %
390 / 3,565

10.7 %
387 / 3,631

11.2 %
405 / 3,622

11.1 %
403 / 3,636

11.2 %
398 / 3,560

11.3 %
407 / 3,603

11.1 %
404 / 3,624

10.5 %
390 / 3,729

10.4 %
347 / 3,350

4.0 %
96 / 2,398

9.3 %
362 / 3,890

7.1 %
247 / 3,461

7.0 %
249 / 3,557

15.5 %
702 / 4,527

11.6 %
487 / 4,214

10.2 %
377 / 3,679

10.9 %
414 / 3,809

9.2 %
336 / 3,660

10.3 %
373 / 3,622

28.9 %
1,071 / 3,706

12.4 %
496 / 3,992

54.0 %
1,564 / 2,897

56.5 %
1,619 / 2,866

55.9 %
1,574 / 2,814

53.1 %
1,612 / 3,035

56.1 %
1,688 / 3,008

33.1 %
1,171 / 3,538

12.3 %
586 / 4,766

11.1 %
436 / 3,927

10.8 %
432 / 3,991

11.3 %
451 / 3,988

11.3 %
451 / 3,995

11.7 %
456 / 3,910

11.4 %
454 / 3,966

11.5 %
457 / 3,977

10.7 %
439 / 4,088

11.1 %
410 / 3,698

1.7 %
30 / 1,718

32.0 %
714 / 2,233

31.4 %
728 / 2,319

7.6 %
320 / 4,185

13.8 %
481 / 3,479

14.3 %
414 / 2,898

15.7 %
471 / 3,005

14.1 %
402 / 2,846

14.5 %
412 / 2,841

10.5 %
385 / 3,673

11.8 %
394 / 3,350

11.1 %
376 / 3,394

10.2 %
350 / 3,437

10.7 %
358 / 3,337

9.8 %
363 / 3,720

9.4 %
350 / 3,706

10.9 %
394 / 3,627

8.9 %
378 / 4,255

15.4 %
481 / 3,118

15.1 %
479 / 3,174

15.0 %
478 / 3,192

15.1 %
483 / 3,208

15.2 %
477 / 3,134

15.4 %
488 / 3,175

15.2 %
487 / 3,197

14.4 %
471 / 3,280

15.1 %
439 / 2,914

1.5 %
18 / 1,183

74.4 %
1,058 / 1,422

7.1 %
264 / 3,694

13.4 %
402 / 3,006

15.4 %
369 / 2,389

14.4 %
368 / 2,551

15.8 %
366 / 2,322

16.0 %
371 / 2,325

8.8 %
284 / 3,226

10.3 %
300 / 2,907

8.4 %
249 / 2,974

8.1 %
243 / 2,998

8.5 %
246 / 2,907

7.6 %
251 / 3,286

7.5 %
244 / 3,266

8.4 %
269 / 3,214

7.9 %
300 / 3,779

14.2 %
380 / 2,679

13.8 %
377 / 2,740

14.2 %
389 / 2,744

14.2 %
391 / 2,752

14.3 %
384 / 2,679

14.1 %
386 / 2,732

14.0 %
386 / 2,748

13.1 %
374 / 2,849

14.3 %
350 / 2,449

1.7 %
22 / 1,279

7.0 %
265 / 3,792

12.9 %
402 / 3,106

15.0 %
374 / 2,486

14.0 %
372 / 2,649

15.2 %
369 / 2,426

15.6 %
377 / 2,422

8.4 %
279 / 3,333

9.8 %
296 / 3,013

8.1 %
248 / 3,076

8.0 %
246 / 3,091

8.4 %
251 / 3,001

7.5 %
253 / 3,385

7.4 %
248 / 3,359

8.1 %
268 / 3,314

7.8 %
302 / 3,879

13.7 %
380 / 2,778

13.5 %
382 / 2,835

13.8 %
391 / 2,843

13.7 %
392 / 2,852

13.9 %
387 / 2,778

13.7 %
388 / 2,831

13.8 %
392 / 2,842

12.9 %
379 / 2,939

13.6 %
348 / 2,554

1.6 %
43 / 2,704

11.2 %
500 / 4,453

9.5 %
375 / 3,935

9.8 %
398 / 4,078

9.3 %
363 / 3,887

9.8 %
378 / 3,872

20.1 %
840 / 4,173

11.3 %
483 / 4,258

15.7 %
645 / 4,108

16.4 %
673 / 4,093

16.4 %
659 / 4,019

15.0 %
662 / 4,404

15.4 %
671 / 4,356

17.7 %
751 / 4,245

11.4 %
573 / 5,017

10.3 %
429 / 4,181

10.2 %
431 / 4,234

10.3 %
437 / 4,241

10.5 %
445 / 4,241

10.6 %
440 / 4,168

10.5 %
441 / 4,220

10.4 %
440 / 4,236

9.8 %
426 / 4,343

10.2 %
403 / 3,941

3.1 %
65 / 2,112

35.9 %
983 / 2,741

35.4 %
1,015 / 2,867

33.6 %
922 / 2,743

36.4 %
978 / 2,684

16.5 %
635 / 3,850

14.1 %
520 / 3,676

12.2 %
460 / 3,763

12.3 %
463 / 3,775

11.9 %
443 / 3,709

11.4 %
465 / 4,066

11.6 %
467 / 4,039

13.4 %
530 / 3,942

11.3 %
512 / 4,528

16.9 %
587 / 3,471

16.5 %
583 / 3,532

16.3 %
580 / 3,552

16.2 %
576 / 3,560

16.6 %
577 / 3,481

16.5 %
582 / 3,529

16.2 %
574 / 3,551

15.5 %
567 / 3,651

15.7 %
516 / 3,282

1.8 %
28 / 1,529

34.8 %
841 / 2,415

61.3 %
1,145 / 1,868

81.8 %
1,352 / 1,653

12.3 %
423 / 3,434

13.3 %
416 / 3,130

11.3 %
363 / 3,209

11.3 %
364 / 3,228

11.5 %
360 / 3,143

10.3 %
362 / 3,524

10.5 %
366 / 3,491

12.3 %
420 / 3,409

11.5 %
455 / 3,952

17.0 %
496 / 2,917

16.8 %
498 / 2,972

16.3 %
487 / 2,996

16.4 %
491 / 3,000

16.7 %
489 / 2,922

16.4 %
488 / 2,978

16.3 %
488 / 2,990

15.7 %
485 / 3,085

17.7 %
474 / 2,675

2.2 %
37 / 1,678

33.3 %
799 / 2,396

35.7 %
841 / 2,356

12.8 %
456 / 3,569

13.2 %
433 / 3,280

12.9 %
426 / 3,313

12.0 %
404 / 3,355

12.5 %
409 / 3,260

11.4 %
414 / 3,636

11.3 %
408 / 3,614

12.6 %
447 / 3,543

10.8 %
445 / 4,126

19.0 %
570 / 3,003

18.4 %
565 / 3,064

18.5 %
569 / 3,074

18.4 %
567 / 3,089

18.7 %
563 / 3,014

18.3 %
562 / 3,070

18.6 %
571 / 3,076

17.6 %
558 / 3,175

17.7 %
498 / 2,817

1.4 %
20 / 1,474

60.1 %
1,111 / 1,850

12.0 %
407 / 3,389

12.6 %
389 / 3,099

10.8 %
343 / 3,169

10.8 %
343 / 3,190

10.6 %
331 / 3,110

9.8 %
342 / 3,483

9.9 %
342 / 3,456

11.6 %
392 / 3,378

10.6 %
418 / 3,928

16.6 %
478 / 2,872

16.4 %
481 / 2,928

16.1 %
474 / 2,944

16.1 %
475 / 2,955

16.5 %
475 / 2,877

16.2 %
475 / 2,932

16.3 %
480 / 2,939

15.6 %
473 / 3,037

17.8 %
466 / 2,621

1.8 %
27 / 1,466

12.6 %
424 / 3,375

13.3 %
408 / 3,079

11.6 %
365 / 3,146

11.5 %
364 / 3,165

11.8 %
363 / 3,081

10.6 %
365 / 3,458

10.8 %
369 / 3,424

12.4 %
417 / 3,353

11.8 %
458 / 3,885

17.4 %
497 / 2,854

17.2 %
500 / 2,909

16.6 %
488 / 2,938

16.7 %
491 / 2,939

17.2 %
491 / 2,859

16.9 %
492 / 2,913

16.7 %
490 / 2,930

16.0 %
485 / 3,028

18.1 %
474 / 2,617

1.9 %
43 / 2,249

14.3 %
536 / 3,760

31.0 %
1,016 / 3,279

32.1 %
1,050 / 3,268

32.1 %
1,026 / 3,196

28.2 %
1,014 / 3,596

29.8 %
1,052 / 3,533

30.9 %
1,078 / 3,484

14.0 %
631 / 4,512

12.7 %
471 / 3,696

12.4 %
465 / 3,760

12.2 %
460 / 3,781

12.6 %
475 / 3,770

12.6 %
465 / 3,701

12.8 %
478 / 3,742

12.9 %
484 / 3,751

11.7 %
452 / 3,875

12.0 %
418 / 3,486

2.4 %
46 / 1,945

13.2 %
466 / 3,541

12.7 %
455 / 3,574

13.6 %
471 / 3,463

12.0 %
463 / 3,856

12.0 %
459 / 3,840

14.5 %
538 / 3,712

13.7 %
581 / 4,256

12.8 %
436 / 3,418

12.4 %
432 / 3,480

12.4 %
433 / 3,493

12.3 %
431 / 3,504

12.8 %
438 / 3,416

12.5 %
435 / 3,473

12.3 %
431 / 3,492

11.9 %
426 / 3,582

12.5 %
400 / 3,196

1.9 %
37 / 1,983

60.5 %
1,512 / 2,498

63.5 %
1,519 / 2,393

70.6 %
1,759 / 2,493

55.8 %
1,526 / 2,737

33.9 %
1,077 / 3,175

13.4 %
574 / 4,291

12.7 %
437 / 3,435

12.6 %
439 / 3,491

12.5 %
438 / 3,508

12.5 %
439 / 3,516

12.8 %
441 / 3,435

12.7 %
443 / 3,487

12.9 %
452 / 3,492

12.0 %
432 / 3,602

12.5 %
403 / 3,217

1.5 %
31 / 2,007

66.2 %
1,565 / 2,365

54.1 %
1,515 / 2,798

65.1 %
1,685 / 2,590

33.7 %
1,078 / 3,199

13.6 %
586 / 4,298

12.3 %
427 / 3,471

11.8 %
417 / 3,541

12.0 %
427 / 3,548

11.8 %
420 / 3,561

12.3 %
426 / 3,474

12.0 %
423 / 3,530

12.1 %
429 / 3,538

11.4 %
417 / 3,645

11.9 %
387 / 3,253

2.0 %
39 / 1,909

56.0 %
1,514 / 2,705

57.3 %
1,526 / 2,665

33.8 %
1,060 / 3,133

13.4 %
566 / 4,231

12.5 %
424 / 3,380

12.1 %
418 / 3,445

12.3 %
425 / 3,457

12.3 %
427 / 3,459

12.7 %
430 / 3,376

12.6 %
432 / 3,429

12.6 %
433 / 3,442

11.9 %
423 / 3,545

12.6 %
398 / 3,150

3.9 %
84 / 2,172

53.3 %
1,561 / 2,931

31.0 %
1,079 / 3,481

12.5 %
576 / 4,604

11.4 %
428 / 3,761

11.1 %
425 / 3,827

11.2 %
428 / 3,835

11.2 %
429 / 3,842

11.4 %
430 / 3,761

11.4 %
435 / 3,807

11.4 %
437 / 3,819

10.7 %
422 / 3,931

11.5 %
407 / 3,529

2.6 %
59 / 2,246

33.6 %
1,136 / 3,382

12.9 %
589 / 4,558

11.7 %
435 / 3,727

11.3 %
430 / 3,794

11.4 %
434 / 3,805

11.3 %
432 / 3,816

11.6 %
432 / 3,735

11.6 %
437 / 3,781

11.6 %
440 / 3,792

10.7 %
419 / 3,910

11.1 %
392 / 3,517

2.3 %
50 / 2,197

14.6 %
650 / 4,467

12.7 %
466 / 3,658

12.6 %
467 / 3,713

12.2 %
457 / 3,743

12.6 %
471 / 3,736

12.9 %
472 / 3,663

12.7 %
473 / 3,710

12.8 %
475 / 3,725

11.9 %
456 / 3,831

12.3 %
425 / 3,452

5.0 %
134 / 2,693

11.5 %
487 / 4,233

11.3 %
484 / 4,297

11.4 %
489 / 4,305

11.5 %
496 / 4,301

11.8 %
497 / 4,222

11.7 %
500 / 4,271

11.6 %
496 / 4,290

11.0 %
484 / 4,401

11.3 %
452 / 4,006

2.1 %
39 / 1,815

80.7 %
1,652 / 2,048

69.2 %
1,522 / 2,201

67.0 %
1,504 / 2,246

70.3 %
1,513 / 2,153

69.1 %
1,524 / 2,204

67.5 %
1,505 / 2,230

64.9 %
1,494 / 2,303

37.4 %
936 / 2,504

2.1 %
39 / 1,874

67.2 %
1,520 / 2,263

66.9 %
1,525 / 2,281

70.1 %
1,534 / 2,189

69.0 %
1,543 / 2,236

68.0 %
1,536 / 2,258

64.2 %
1,502 / 2,339

36.6 %
937 / 2,557

2.5 %
47 / 1,878

71.5 %
1,592 / 2,226

73.3 %
1,582 / 2,159

74.1 %
1,614 / 2,177

73.8 %
1,612 / 2,184

71.8 %
1,614 / 2,247

37.4 %
955 / 2,556

1.5 %
29 / 1,912

80.3 %
1,667 / 2,077

80.2 %
1,690 / 2,107

78.2 %
1,672 / 2,139

69.5 %
1,592 / 2,292

37.4 %
957 / 2,561

2.0 %
36 / 1,824

84.0 %
1,696 / 2,019

82.1 %
1,676 / 2,042

70.2 %
1,572 / 2,239

38.7 %
959 / 2,478

1.7 %
32 / 1,884

81.8 %
1,705 / 2,084

69.1 %
1,582 / 2,288

37.9 %
959 / 2,533

2.1 %
40 / 1,892

71.6 %
1,612 / 2,251

37.9 %
963 / 2,541

2.9 %
56 / 1,947

36.2 %
955 / 2,638

1.3 %
20 / 1,583

Acidaminococcus fermentans DSM
 20731 ID 33685

2,063 proteins, 1,983 families

Acidaminococcus intestini RyC-M
R95 ID 32215

2,372 proteins, 2,173 families

Acidaminococcus sp D21 ID ACGB00000000

2,105 proteins, 2,060 families

Centipeda periodontii DSM
 2778 ID AFHQ00000000

2,512 proteins, 2,398 families

Dialister invisus DSM
 15470 ID GG698602

1,765 proteins, 1,718 families

Dialister micraerophilus DSM
 19965 ID AFBB00000000

1,206 proteins, 1,183 families

Dialister microaerophilus UPII 345-E ID AENT00000000

1,308 proteins, 1,279 families

M
egamonas hypermegale ART12 1 ID 39163

2,759 proteins, 2,704 families

M
egasphaera elsdenii DSM

 20460 ID RefSeq71135

2,222 proteins, 2,112 families

M
egasphaera genomosp type 1 str 28L ID ADGP00000000

1,560 proteins, 1,529 families

M
egasphaera micronuciformis F0359 ID AECS00000000

1,724 proteins, 1,678 families

M
egasphaera sp UPII 135-E ID AFUG00000000

1,497 proteins, 1,474 families

M
egasphaera sp UPII 199-6 ID AFIJ00000000

1,499 proteins, 1,466 families

M
itsuokella multacida DSM

 20544 ID ABW
K00000000

2,311 proteins, 2,249 families

Phascolarctobacterium succinatutens YIT 12067 ID AEVN00000000

2,012 proteins, 1,945 families

Selenomonas artemidis F0399 ID AECV00000000

2,024 proteins, 1,983 families

Selenomonas flueggei ATCC 43531 ID ACLA00000000

2,045 proteins, 2,007 families

Selenomonas noxia ATCC 43541 ID ACKT00000000

1,955 proteins, 1,909 families

Selenomonas sp oral taxon 137 str F0430 ID AENV00000000

2,341 proteins, 2,172 families

Selenomonas sp oral taxon 149 str 67H29BP ID AEEJ00000000

2,313 proteins, 2,246 families

Selenomonas sputigena ATCC 35185 ID 51247

2,283 proteins, 2,197 families

Thermosinus carboxydivorans Nor1 ID AAW
L00000000

2,886 proteins, 2,693 families

Veillonella atypica ACS-049-V-Sch6 ID AEDR00000000

1,865 proteins, 1,815 families

Veillonella atypica ACS-134-V-Col7a ID AEDS00000000

1,923 proteins, 1,874 families

Veillonella dispar ATCC 17748 ID ACIK00000000

1,941 proteins, 1,878 families

Veillonella parvula ATCC 17745 ID ADFU00000000

1,945 proteins, 1,912 families

Veillonella parvula DSM
 2008 ID 21091

1,865 proteins, 1,824 families

Veillonella sp 3 1 44 ID ADCV00000000

1,922 proteins, 1,884 families

Veillonella sp 6 1 27 ID ADCW
00000000

1,936 proteins, 1,892 families

Veillonella sp oral taxon 158 str F0412 ID AENU00000000

2,029 proteins, 1,947 families

Veillonella sp oral taxon 780 str F0422 ID AFUJ00000000

1,605 proteins, 1,583 families
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673 / 4,093

16.4 %
659 / 4,019

15.0 %
662 / 4,404
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426 / 4,343
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65 / 2,112

35.9 %
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978 / 2,684

16.5 %
635 / 3,850

14.1 %
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12.2 %
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11.9 %
443 / 3,709
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13.4 %
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11.3 %
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16.9 %
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16.6 %
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16.5 %
582 / 3,529
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15.7 %
516 / 3,282

1.8 %
28 / 1,529

34.8 %
841 / 2,415

61.3 %
1,145 / 1,868

81.8 %
1,352 / 1,653
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423 / 3,434
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11.3 %
363 / 3,209

11.3 %
364 / 3,228

11.5 %
360 / 3,143

10.3 %
362 / 3,524

10.5 %
366 / 3,491

12.3 %
420 / 3,409

11.5 %
455 / 3,952

17.0 %
496 / 2,917

16.8 %
498 / 2,972

16.3 %
487 / 2,996

16.4 %
491 / 3,000

16.7 %
489 / 2,922

16.4 %
488 / 2,978

16.3 %
488 / 2,990

15.7 %
485 / 3,085

17.7 %
474 / 2,675

2.2 %
37 / 1,678

33.3 %
799 / 2,396

35.7 %
841 / 2,356

12.8 %
456 / 3,569

13.2 %
433 / 3,280

12.9 %
426 / 3,313

12.0 %
404 / 3,355

12.5 %
409 / 3,260

11.4 %
414 / 3,636

11.3 %
408 / 3,614

12.6 %
447 / 3,543

10.8 %
445 / 4,126

19.0 %
570 / 3,003

18.4 %
565 / 3,064

18.5 %
569 / 3,074

18.4 %
567 / 3,089

18.7 %
563 / 3,014

18.3 %
562 / 3,070

18.6 %
571 / 3,076

17.6 %
558 / 3,175

17.7 %
498 / 2,817

1.4 %
20 / 1,474

60.1 %
1,111 / 1,850

12.0 %
407 / 3,389

12.6 %
389 / 3,099

10.8 %
343 / 3,169

10.8 %
343 / 3,190

10.6 %
331 / 3,110

9.8 %
342 / 3,483

9.9 %
342 / 3,456

11.6 %
392 / 3,378

10.6 %
418 / 3,928

16.6 %
478 / 2,872

16.4 %
481 / 2,928

16.1 %
474 / 2,944

16.1 %
475 / 2,955

16.5 %
475 / 2,877

16.2 %
475 / 2,932

16.3 %
480 / 2,939

15.6 %
473 / 3,037

17.8 %
466 / 2,621

1.8 %
27 / 1,466

12.6 %
424 / 3,375

13.3 %
408 / 3,079

11.6 %
365 / 3,146

11.5 %
364 / 3,165

11.8 %
363 / 3,081

10.6 %
365 / 3,458

10.8 %
369 / 3,424

12.4 %
417 / 3,353

11.8 %
458 / 3,885

17.4 %
497 / 2,854

17.2 %
500 / 2,909

16.6 %
488 / 2,938

16.7 %
491 / 2,939

17.2 %
491 / 2,859

16.9 %
492 / 2,913

16.7 %
490 / 2,930

16.0 %
485 / 3,028

18.1 %
474 / 2,617

1.9 %
43 / 2,249

14.3 %
536 / 3,760

31.0 %
1,016 / 3,279

32.1 %
1,050 / 3,268

32.1 %
1,026 / 3,196

28.2 %
1,014 / 3,596

29.8 %
1,052 / 3,533

30.9 %
1,078 / 3,484

14.0 %
631 / 4,512

12.7 %
471 / 3,696

12.4 %
465 / 3,760

12.2 %
460 / 3,781

12.6 %
475 / 3,770

12.6 %
465 / 3,701

12.8 %
478 / 3,742

12.9 %
484 / 3,751

11.7 %
452 / 3,875

12.0 %
418 / 3,486

2.4 %
46 / 1,945

13.2 %
466 / 3,541

12.7 %
455 / 3,574

13.6 %
471 / 3,463

12.0 %
463 / 3,856

12.0 %
459 / 3,840

14.5 %
538 / 3,712

13.7 %
581 / 4,256

12.8 %
436 / 3,418

12.4 %
432 / 3,480

12.4 %
433 / 3,493

12.3 %
431 / 3,504

12.8 %
438 / 3,416

12.5 %
435 / 3,473

12.3 %
431 / 3,492

11.9 %
426 / 3,582

12.5 %
400 / 3,196

1.9 %
37 / 1,983

60.5 %
1,512 / 2,498

63.5 %
1,519 / 2,393

70.6 %
1,759 / 2,493

55.8 %
1,526 / 2,737

33.9 %
1,077 / 3,175

13.4 %
574 / 4,291

12.7 %
437 / 3,435

12.6 %
439 / 3,491

12.5 %
438 / 3,508

12.5 %
439 / 3,516

12.8 %
441 / 3,435

12.7 %
443 / 3,487

12.9 %
452 / 3,492

12.0 %
432 / 3,602

12.5 %
403 / 3,217

1.5 %
31 / 2,007

66.2 %
1,565 / 2,365

54.1 %
1,515 / 2,798

65.1 %
1,685 / 2,590

33.7 %
1,078 / 3,199

13.6 %
586 / 4,298

12.3 %
427 / 3,471

11.8 %
417 / 3,541

12.0 %
427 / 3,548

11.8 %
420 / 3,561

12.3 %
426 / 3,474

12.0 %
423 / 3,530

12.1 %
429 / 3,538

11.4 %
417 / 3,645

11.9 %
387 / 3,253

2.0 %
39 / 1,909

56.0 %
1,514 / 2,705

57.3 %
1,526 / 2,665

33.8 %
1,060 / 3,133

13.4 %
566 / 4,231

12.5 %
424 / 3,380

12.1 %
418 / 3,445

12.3 %
425 / 3,457

12.3 %
427 / 3,459

12.7 %
430 / 3,376

12.6 %
432 / 3,429

12.6 %
433 / 3,442

11.9 %
423 / 3,545

12.6 %
398 / 3,150

3.9 %
84 / 2,172

53.3 %
1,561 / 2,931

31.0 %
1,079 / 3,481

12.5 %
576 / 4,604

11.4 %
428 / 3,761

11.1 %
425 / 3,827

11.2 %
428 / 3,835

11.2 %
429 / 3,842

11.4 %
430 / 3,761

11.4 %
435 / 3,807

11.4 %
437 / 3,819

10.7 %
422 / 3,931

11.5 %
407 / 3,529

2.6 %
59 / 2,246

33.6 %
1,136 / 3,382

12.9 %
589 / 4,558

11.7 %
435 / 3,727

11.3 %
430 / 3,794

11.4 %
434 / 3,805

11.3 %
432 / 3,816

11.6 %
432 / 3,735

11.6 %
437 / 3,781

11.6 %
440 / 3,792

10.7 %
419 / 3,910

11.1 %
392 / 3,517

2.3 %
50 / 2,197

14.6 %
650 / 4,467

12.7 %
466 / 3,658

12.6 %
467 / 3,713

12.2 %
457 / 3,743

12.6 %
471 / 3,736

12.9 %
472 / 3,663

12.7 %
473 / 3,710

12.8 %
475 / 3,725

11.9 %
456 / 3,831

12.3 %
425 / 3,452

5.0 %
134 / 2,693

11.5 %
487 / 4,233

11.3 %
484 / 4,297

11.4 %
489 / 4,305

11.5 %
496 / 4,301

11.8 %
497 / 4,222

11.7 %
500 / 4,271

11.6 %
496 / 4,290

11.0 %
484 / 4,401

11.3 %
452 / 4,006

2.1 %
39 / 1,815

80.7 %
1,652 / 2,048

69.2 %
1,522 / 2,201

67.0 %
1,504 / 2,246

70.3 %
1,513 / 2,153

69.1 %
1,524 / 2,204

67.5 %
1,505 / 2,230

64.9 %
1,494 / 2,303

37.4 %
936 / 2,504

2.1 %
39 / 1,874

67.2 %
1,520 / 2,263

66.9 %
1,525 / 2,281

70.1 %
1,534 / 2,189

69.0 %
1,543 / 2,236

68.0 %
1,536 / 2,258

64.2 %
1,502 / 2,339

36.6 %
937 / 2,557

2.5 %
47 / 1,878

71.5 %
1,592 / 2,226

73.3 %
1,582 / 2,159

74.1 %
1,614 / 2,177

73.8 %
1,612 / 2,184

71.8 %
1,614 / 2,247

37.4 %
955 / 2,556

1.5 %
29 / 1,912

80.3 %
1,667 / 2,077

80.2 %
1,690 / 2,107

78.2 %
1,672 / 2,139

69.5 %
1,592 / 2,292

37.4 %
957 / 2,561

2.0 %
36 / 1,824

84.0 %
1,696 / 2,019

82.1 %
1,676 / 2,042

70.2 %
1,572 / 2,239

38.7 %
959 / 2,478

1.7 %
32 / 1,884

81.8 %
1,705 / 2,084

69.1 %
1,582 / 2,288

37.9 %
959 / 2,533

2.1 %
40 / 1,892

71.6 %
1,612 / 2,251

37.9 %
963 / 2,541

2.9 %
56 / 1,947

36.2 %
955 / 2,638

1.3 %
20 / 1,583

Acidaminococcus fermentans DSM
 20731 ID 33685

2,063 proteins, 1,983 families

Acidaminococcus intestini RyC-M
R95 ID 32215

2,372 proteins, 2,173 families

Acidaminococcus sp D21 ID ACGB00000000

2,105 proteins, 2,060 families

Centipeda periodontii DSM
 2778 ID AFHQ00000000

2,512 proteins, 2,398 families

Dialister invisus DSM
 15470 ID GG698602

1,765 proteins, 1,718 families

Dialister micraerophilus DSM
 19965 ID AFBB00000000

1,206 proteins, 1,183 families

Dialister microaerophilus UPII 345-E ID AENT00000000

1,308 proteins, 1,279 families

M
egamonas hypermegale ART12 1 ID 39163

2,759 proteins, 2,704 families

M
egasphaera elsdenii DSM

 20460 ID RefSeq71135

2,222 proteins, 2,112 families

M
egasphaera genomosp type 1 str 28L ID ADGP00000000

1,560 proteins, 1,529 families

M
egasphaera micronuciformis F0359 ID AECS00000000

1,724 proteins, 1,678 families

M
egasphaera sp UPII 135-E ID AFUG00000000

1,497 proteins, 1,474 families

M
egasphaera sp UPII 199-6 ID AFIJ00000000

1,499 proteins, 1,466 families

M
itsuokella multacida DSM

 20544 ID ABW
K00000000

2,311 proteins, 2,249 families

Phascolarctobacterium succinatutens YIT 12067 ID AEVN00000000

2,012 proteins, 1,945 families

Selenomonas artemidis F0399 ID AECV00000000

2,024 proteins, 1,983 families

Selenomonas flueggei ATCC 43531 ID ACLA00000000

2,045 proteins, 2,007 families

Selenomonas noxia ATCC 43541 ID ACKT00000000

1,955 proteins, 1,909 families

Selenomonas sp oral taxon 137 str F0430 ID AENV00000000

2,341 proteins, 2,172 families

Selenomonas sp oral taxon 149 str 67H29BP ID AEEJ00000000

2,313 proteins, 2,246 families

Selenomonas sputigena ATCC 35185 ID 51247

2,283 proteins, 2,197 families

Thermosinus carboxydivorans Nor1 ID AAW
L00000000

2,886 proteins, 2,693 families

Veillonella atypica ACS-049-V-Sch6 ID AEDR00000000

1,865 proteins, 1,815 families

Veillonella atypica ACS-134-V-Col7a ID AEDS00000000

1,923 proteins, 1,874 families

Veillonella dispar ATCC 17748 ID ACIK00000000

1,941 proteins, 1,878 families

Veillonella parvula ATCC 17745 ID ADFU00000000

1,945 proteins, 1,912 families

Veillonella parvula DSM
 2008 ID 21091

1,865 proteins, 1,824 families

Veillonella sp 3 1 44 ID ADCV00000000

1,922 proteins, 1,884 families

Veillonella sp 6 1 27 ID ADCW
00000000

1,936 proteins, 1,892 families

Veillonella sp oral taxon 158 str F0412 ID AENU00000000

2,029 proteins, 1,947 families

Veillonella sp oral taxon 780 str F0422 ID AFUJ00000000

1,605 proteins, 1,583 families

Acid
am

inoco
ccu

s fe
rm

en
tan

s D
SM

 20
73

1 I
D 33

68
5

2,0
63

 pro
tei

ns, 1
,98

3 f
am

ilie
s

Acid
am

inoco
ccu

s in
tes

tin
i R

yC
-M

R95
 ID

 32
21

5

2,3
72

 pro
tei

ns, 2
,17

3 f
am

ilie
s

Acid
am

inoco
ccu

s s
p D

21
 ID

 A
CGB00

00
00

00

2,1
05

 pro
tei

ns, 2
,06

0 f
am

ilie
s

Cen
tip

eda
 pe

rio
do

ntii 
DSM

 27
78

 ID
 A

FHQ00
00

00
00

2,5
12

 pro
tei

ns, 2
,39

8 f
am

ilie
s

Dial
ist

er 
invis

us D
SM

 15
47

0 I
D G

G69
86

02

1,7
65

 pro
tei

ns, 1
,71

8 f
am

ilie
s

Dial
ist

er 
micr

aer
op

hil
us D

SM
 19

96
5 I

D A
FBB00

00
00

00

1,2
06

 pro
tei

ns, 1
,18

3 f
am

ilie
s

Dial
ist

er 
micr

oae
rop

hil
us U

PII 3
45

-E
 ID

 A
ENT00

00
00

00

1,3
08

 pro
tei

ns, 1
,27

9 f
am

ilie
s

M
ega

mon
as 

hy
per

mega
le A

RT12
 1 

ID
 39

16
3

2,7
59

 pro
tei

ns, 2
,70

4 f
am

ilie
s

M
ega

sph
aer

a e
lsd

en
ii D

SM
 20

46
0 I

D RefS
eq7

11
35

2,2
22

 pro
tei

ns, 2
,11

2 f
am

ilie
s

M
ega

sph
aer

a g
en

om
osp

 ty
pe 

1 s
tr 

28
L ID

 A
DGP00

00
00

00

1,5
60

 pro
tei

ns, 1
,52

9 f
am

ilie
s

M
ega

sph
aer

a m
icr

on
ucif

orm
is F

03
59

 ID
 A

ECS00
00

00
00

1,7
24

 pro
tei

ns, 1
,67

8 f
am

ilie
s

M
ega

sph
aer

a s
p U

PII 1
35

-E
 ID

 A
FUG00

00
00

00

1,4
97

 pro
tei

ns, 1
,47

4 f
am

ilie
s

M
ega

sph
aer

a s
p U

PII 1
99

-6 
ID

 A
FIJ0

00
00

00
0

1,4
99

 pro
tei

ns, 1
,46

6 f
am

ilie
s

M
its

uoke
lla

 m
ulta

cid
a D

SM
 20

54
4 I

D A
BW

K00
00

00
00

2,3
11

 pro
tei

ns, 2
,24

9 f
am

ilie
s

Pha
sco

lar
cto

bac
ter

ium su
cci

natu
ten

s Y
IT

 12
06

7 I
D A

EVN00
00

00
00

2,0
12

 pro
tei

ns, 1
,94

5 f
am

ilie
s

Sele
nom

on
as 

art
em

idi
s F

03
99

 ID
 A

ECV00
00

00
00

2,0
24

 pro
tei

ns, 1
,98

3 f
am

ilie
s

Sele
nom

on
as 

flu
egg

ei A
TCC 43

53
1 I

D A
CLA00

00
00

00

2,0
45

 pro
tei

ns, 2
,00

7 f
am

ilie
s

Sele
nom

on
as 

nox
ia 

ATCC 43
54

1 I
D A

CKT00
00

00
00

1,9
55

 pro
tei

ns, 1
,90

9 f
am

ilie
s

Sele
nom

on
as 

sp 
ora

l ta
xo

n 13
7 s

tr 
F04

30
 ID

 A
ENV00

00
00

00

2,3
41

 pro
tei

ns, 2
,17

2 f
am

ilie
s

Sele
nom

on
as 

sp 
ora

l ta
xo

n 14
9 s

tr 
67

H29
BP ID

 A
EEJ00

00
00

00

2,3
13

 pro
tei

ns, 2
,24

6 f
am

ilie
s

Sele
nom

on
as 

spu
tig

en
a A

TCC 35
18

5 I
D 51

24
7

2,2
83

 pro
tei

ns, 2
,19

7 f
am

ilie
s

Ther
mosi

nus c
arb

ox
yd

ivo
ran

s N
or1

 ID
 A

AW
L00

00
00

00

2,8
86

 pro
tei

ns, 2
,69

3 f
am

ilie
s

Veil
lon

ell
a a

typ
ica

 A
CS-04

9-V
-Sch6

 ID
 A

EDR00
00

00
00

1,8
65

 pro
tei

ns, 1
,81

5 f
am

ilie
s

Veil
lon

ell
a a

typ
ica

 A
CS-13

4-V
-C

ol7
a I

D A
EDS00

00
00

00

1,9
23

 pro
tei

ns, 1
,87

4 f
am

ilie
s

Veil
lon

ell
a d

isp
ar 

ATCC 17
74

8 I
D A

CIK
00

00
00

00

1,9
41

 pro
tei

ns, 1
,87

8 f
am

ilie
s

Veil
lon

ell
a p

arv
ula 

ATCC 17
74

5 I
D A

DFU00
00

00
00

1,9
45

 pro
tei

ns, 1
,91

2 f
am

ilie
s

Veil
lon

ell
a p

arv
ula 

DSM
 20

08
 ID

 21
09

1

1,8
65

 pro
tei

ns, 1
,82

4 f
am

ilie
s

Veil
lon

ell
a s

p 3
 1 

44
 ID

 A
DCV00

00
00

00

1,9
22

 pro
tei

ns, 1
,88

4 f
am

ilie
s

Veil
lon

ell
a s

p 6
 1 

27
 ID

 A
DCW

00
00

00
00

1,9
36

 pro
tei

ns, 1
,89

2 f
am

ilie
s

Veil
lon

ell
a s

p o
ral

 ta
xo

n 15
8 s

tr 
F04

12
 ID

 A
ENU00

00
00

00

2,0
29

 pro
tei

ns, 1
,94

7 f
am

ilie
s

Veil
lon

ell
a s

p o
ral

 ta
xo

n 78
0 s

tr 
F04

22
 ID

 A
FUJ00

00
00

00

1,6
05

 pro
tei

ns, 1
,58

3 f
am

ilie
s

Homology within proteomes

5.3 %1.3 %

Homology between proteomes

87.3 %7.0 %
2.7 %

53 / 1,983

42.2 %
1,284 / 3,041

45.0 %
1,266 / 2,812

11.4 %
465 / 4,082

10.3 %
356 / 3,455

9.4 %
279 / 2,982

9.0 %
277 / 3,088

9.4 %
414 / 4,395

15.5 %
567 / 3,658

12.3 %
394 / 3,206

12.6 %
420 / 3,344

11.6 %
367 / 3,175

12.7 %
399 / 3,142

14.4 %
546 / 3,803

21.7 %
719 / 3,311

12.1 %
440 / 3,633

12.0 %
438 / 3,653

12.3 %
440 / 3,564

11.6 %
455 / 3,911

11.4 %
447 / 3,913

12.8 %
493 / 3,840

11.1 %
491 / 4,410

11.2 %
395 / 3,523

10.8 %
389 / 3,586

11.3 %
404 / 3,586

11.2 %
403 / 3,591

11.5 %
405 / 3,510

11.4 %
406 / 3,563

11.3 %
403 / 3,581

10.6 %
390 / 3,685

10.4 %
344 / 3,315

5.3 %
115 / 2,173

87.3 %
1,983 / 2,271

10.3 %
449 / 4,376

9.2 %
348 / 3,767

8.8 %
286 / 3,260

8.4 %
284 / 3,364

8.4 %
396 / 4,726

12.5 %
505 / 4,046

11.1 %
391 / 3,525

11.4 %
418 / 3,661

10.6 %
369 / 3,467

11.1 %
384 / 3,473

12.3 %
510 / 4,149

19.6 %
709 / 3,625

10.6 %
419 / 3,948

10.5 %
417 / 3,984

10.6 %
413 / 3,891

10.3 %
431 / 4,203

10.6 %
445 / 4,201

11.4 %
474 / 4,153

9.9 %
471 / 4,734

10.2 %
388 / 3,818

10.0 %
388 / 3,891

10.5 %
405 / 3,866

10.4 %
407 / 3,898

10.4 %
398 / 3,826

10.5 %
407 / 3,869

10.4 %
405 / 3,889

9.8 %
390 / 3,980

9.6 %
347 / 3,616

1.6 %
33 / 2,060

10.7 %
443 / 4,145

9.9 %
346 / 3,502

9.5 %
287 / 3,012

9.0 %
282 / 3,119

8.9 %
397 / 4,459

13.5 %
509 / 3,777

12.1 %
394 / 3,257

12.2 %
415 / 3,397

11.5 %
370 / 3,216

12.1 %
387 / 3,205

13.2 %
513 / 3,883

21.3 %
716 / 3,356

11.3 %
418 / 3,692

11.3 %
420 / 3,714

11.4 %
415 / 3,625

10.6 %
424 / 3,982

11.2 %
443 / 3,959

12.1 %
471 / 3,895

10.6 %
474 / 4,464

10.9 %
390 / 3,565

10.7 %
387 / 3,631

11.2 %
405 / 3,622

11.1 %
403 / 3,636

11.2 %
398 / 3,560

11.3 %
407 / 3,603

11.1 %
404 / 3,624

10.5 %
390 / 3,729

10.4 %
347 / 3,350

4.0 %
96 / 2,398

9.3 %
362 / 3,890

7.1 %
247 / 3,461

7.0 %
249 / 3,557

15.5 %
702 / 4,527

11.6 %
487 / 4,214

10.2 %
377 / 3,679

10.9 %
414 / 3,809

9.2 %
336 / 3,660

10.3 %
373 / 3,622

28.9 %
1,071 / 3,706

12.4 %
496 / 3,992

54.0 %
1,564 / 2,897

56.5 %
1,619 / 2,866

55.9 %
1,574 / 2,814

53.1 %
1,612 / 3,035

56.1 %
1,688 / 3,008

33.1 %
1,171 / 3,538

12.3 %
586 / 4,766

11.1 %
436 / 3,927

10.8 %
432 / 3,991

11.3 %
451 / 3,988

11.3 %
451 / 3,995

11.7 %
456 / 3,910

11.4 %
454 / 3,966

11.5 %
457 / 3,977

10.7 %
439 / 4,088

11.1 %
410 / 3,698

1.7 %
30 / 1,718

32.0 %
714 / 2,233

31.4 %
728 / 2,319

7.6 %
320 / 4,185

13.8 %
481 / 3,479

14.3 %
414 / 2,898

15.7 %
471 / 3,005

14.1 %
402 / 2,846

14.5 %
412 / 2,841

10.5 %
385 / 3,673

11.8 %
394 / 3,350

11.1 %
376 / 3,394

10.2 %
350 / 3,437

10.7 %
358 / 3,337

9.8 %
363 / 3,720

9.4 %
350 / 3,706

10.9 %
394 / 3,627

8.9 %
378 / 4,255

15.4 %
481 / 3,118

15.1 %
479 / 3,174

15.0 %
478 / 3,192

15.1 %
483 / 3,208

15.2 %
477 / 3,134

15.4 %
488 / 3,175

15.2 %
487 / 3,197

14.4 %
471 / 3,280

15.1 %
439 / 2,914

1.5 %
18 / 1,183

74.4 %
1,058 / 1,422

7.1 %
264 / 3,694

13.4 %
402 / 3,006

15.4 %
369 / 2,389

14.4 %
368 / 2,551

15.8 %
366 / 2,322

16.0 %
371 / 2,325

8.8 %
284 / 3,226

10.3 %
300 / 2,907

8.4 %
249 / 2,974

8.1 %
243 / 2,998

8.5 %
246 / 2,907

7.6 %
251 / 3,286

7.5 %
244 / 3,266

8.4 %
269 / 3,214

7.9 %
300 / 3,779

14.2 %
380 / 2,679

13.8 %
377 / 2,740

14.2 %
389 / 2,744

14.2 %
391 / 2,752

14.3 %
384 / 2,679

14.1 %
386 / 2,732

14.0 %
386 / 2,748

13.1 %
374 / 2,849

14.3 %
350 / 2,449

1.7 %
22 / 1,279

7.0 %
265 / 3,792

12.9 %
402 / 3,106

15.0 %
374 / 2,486

14.0 %
372 / 2,649

15.2 %
369 / 2,426

15.6 %
377 / 2,422

8.4 %
279 / 3,333

9.8 %
296 / 3,013

8.1 %
248 / 3,076

8.0 %
246 / 3,091

8.4 %
251 / 3,001

7.5 %
253 / 3,385

7.4 %
248 / 3,359

8.1 %
268 / 3,314

7.8 %
302 / 3,879

13.7 %
380 / 2,778

13.5 %
382 / 2,835

13.8 %
391 / 2,843

13.7 %
392 / 2,852

13.9 %
387 / 2,778

13.7 %
388 / 2,831

13.8 %
392 / 2,842

12.9 %
379 / 2,939

13.6 %
348 / 2,554

1.6 %
43 / 2,704

11.2 %
500 / 4,453

9.5 %
375 / 3,935

9.8 %
398 / 4,078

9.3 %
363 / 3,887

9.8 %
378 / 3,872

20.1 %
840 / 4,173

11.3 %
483 / 4,258

15.7 %
645 / 4,108

16.4 %
673 / 4,093

16.4 %
659 / 4,019

15.0 %
662 / 4,404

15.4 %
671 / 4,356

17.7 %
751 / 4,245

11.4 %
573 / 5,017

10.3 %
429 / 4,181

10.2 %
431 / 4,234

10.3 %
437 / 4,241

10.5 %
445 / 4,241

10.6 %
440 / 4,168

10.5 %
441 / 4,220

10.4 %
440 / 4,236

9.8 %
426 / 4,343

10.2 %
403 / 3,941

3.1 %
65 / 2,112

35.9 %
983 / 2,741

35.4 %
1,015 / 2,867

33.6 %
922 / 2,743

36.4 %
978 / 2,684

16.5 %
635 / 3,850

14.1 %
520 / 3,676

12.2 %
460 / 3,763

12.3 %
463 / 3,775

11.9 %
443 / 3,709

11.4 %
465 / 4,066

11.6 %
467 / 4,039

13.4 %
530 / 3,942

11.3 %
512 / 4,528

16.9 %
587 / 3,471

16.5 %
583 / 3,532

16.3 %
580 / 3,552

16.2 %
576 / 3,560

16.6 %
577 / 3,481

16.5 %
582 / 3,529

16.2 %
574 / 3,551

15.5 %
567 / 3,651

15.7 %
516 / 3,282

1.8 %
28 / 1,529

34.8 %
841 / 2,415

61.3 %
1,145 / 1,868

81.8 %
1,352 / 1,653

12.3 %
423 / 3,434

13.3 %
416 / 3,130

11.3 %
363 / 3,209

11.3 %
364 / 3,228

11.5 %
360 / 3,143

10.3 %
362 / 3,524

10.5 %
366 / 3,491

12.3 %
420 / 3,409

11.5 %
455 / 3,952

17.0 %
496 / 2,917

16.8 %
498 / 2,972

16.3 %
487 / 2,996

16.4 %
491 / 3,000

16.7 %
489 / 2,922

16.4 %
488 / 2,978

16.3 %
488 / 2,990

15.7 %
485 / 3,085

17.7 %
474 / 2,675

2.2 %
37 / 1,678

33.3 %
799 / 2,396

35.7 %
841 / 2,356

12.8 %
456 / 3,569

13.2 %
433 / 3,280

12.9 %
426 / 3,313

12.0 %
404 / 3,355

12.5 %
409 / 3,260

11.4 %
414 / 3,636

11.3 %
408 / 3,614

12.6 %
447 / 3,543

10.8 %
445 / 4,126

19.0 %
570 / 3,003

18.4 %
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558 / 3,175
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407 / 3,389
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33.8 %
1,060 / 3,133

13.4 %
566 / 4,231

12.5 %
424 / 3,380

12.1 %
418 / 3,445

12.3 %
425 / 3,457

12.3 %
427 / 3,459

12.7 %
430 / 3,376

12.6 %
432 / 3,429

12.6 %
433 / 3,442

11.9 %
423 / 3,545

12.6 %
398 / 3,150

3.9 %
84 / 2,172

53.3 %
1,561 / 2,931

31.0 %
1,079 / 3,481

12.5 %
576 / 4,604

11.4 %
428 / 3,761

11.1 %
425 / 3,827

11.2 %
428 / 3,835

11.2 %
429 / 3,842
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430 / 3,761

11.4 %
435 / 3,807

11.4 %
437 / 3,819

10.7 %
422 / 3,931

11.5 %
407 / 3,529

2.6 %
59 / 2,246

33.6 %
1,136 / 3,382
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589 / 4,558

11.7 %
435 / 3,727
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430 / 3,794
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434 / 3,805
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432 / 3,816
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432 / 3,735

11.6 %
437 / 3,781

11.6 %
440 / 3,792

10.7 %
419 / 3,910
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392 / 3,517

2.3 %
50 / 2,197

14.6 %
650 / 4,467
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466 / 3,658
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467 / 3,713
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471 / 3,736

12.9 %
472 / 3,663
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473 / 3,710
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475 / 3,725
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456 / 3,831

12.3 %
425 / 3,452

5.0 %
134 / 2,693

11.5 %
487 / 4,233

11.3 %
484 / 4,297

11.4 %
489 / 4,305

11.5 %
496 / 4,301

11.8 %
497 / 4,222

11.7 %
500 / 4,271

11.6 %
496 / 4,290

11.0 %
484 / 4,401

11.3 %
452 / 4,006

2.1 %
39 / 1,815

80.7 %
1,652 / 2,048

69.2 %
1,522 / 2,201

67.0 %
1,504 / 2,246

70.3 %
1,513 / 2,153

69.1 %
1,524 / 2,204

67.5 %
1,505 / 2,230

64.9 %
1,494 / 2,303

37.4 %
936 / 2,504

2.1 %
39 / 1,874

67.2 %
1,520 / 2,263

66.9 %
1,525 / 2,281

70.1 %
1,534 / 2,189

69.0 %
1,543 / 2,236

68.0 %
1,536 / 2,258

64.2 %
1,502 / 2,339

36.6 %
937 / 2,557

2.5 %
47 / 1,878

71.5 %
1,592 / 2,226

73.3 %
1,582 / 2,159

74.1 %
1,614 / 2,177

73.8 %
1,612 / 2,184

71.8 %
1,614 / 2,247

37.4 %
955 / 2,556

1.5 %
29 / 1,912

80.3 %
1,667 / 2,077

80.2 %
1,690 / 2,107

78.2 %
1,672 / 2,139

69.5 %
1,592 / 2,292

37.4 %
957 / 2,561

2.0 %
36 / 1,824

84.0 %
1,696 / 2,019

82.1 %
1,676 / 2,042

70.2 %
1,572 / 2,239

38.7 %
959 / 2,478

1.7 %
32 / 1,884

81.8 %
1,705 / 2,084

69.1 %
1,582 / 2,288

37.9 %
959 / 2,533

2.1 %
40 / 1,892

71.6 %
1,612 / 2,251

37.9 %
963 / 2,541

2.9 %
56 / 1,947

36.2 %
955 / 2,638

1.3 %
20 / 1,583

Acidaminococcus fermentans DSM
 20731 ID 33685

2,063 proteins, 1,983 families

Acidaminococcus intestini RyC-M
R95 ID 32215

2,372 proteins, 2,173 families

Acidaminococcus sp D21 ID ACGB00000000

2,105 proteins, 2,060 families

Centipeda periodontii DSM
 2778 ID AFHQ00000000

2,512 proteins, 2,398 families

Dialister invisus DSM
 15470 ID GG698602

1,765 proteins, 1,718 families

Dialister micraerophilus DSM
 19965 ID AFBB00000000

1,206 proteins, 1,183 families

Dialister microaerophilus UPII 345-E ID AENT00000000

1,308 proteins, 1,279 families

M
egamonas hypermegale ART12 1 ID 39163

2,759 proteins, 2,704 families

M
egasphaera elsdenii DSM

 20460 ID RefSeq71135

2,222 proteins, 2,112 families

M
egasphaera genomosp type 1 str 28L ID ADGP00000000

1,560 proteins, 1,529 families

M
egasphaera micronuciformis F0359 ID AECS00000000

1,724 proteins, 1,678 families

M
egasphaera sp UPII 135-E ID AFUG00000000

1,497 proteins, 1,474 families

M
egasphaera sp UPII 199-6 ID AFIJ00000000

1,499 proteins, 1,466 families

M
itsuokella multacida DSM

 20544 ID ABW
K00000000

2,311 proteins, 2,249 families

Phascolarctobacterium succinatutens YIT 12067 ID AEVN00000000

2,012 proteins, 1,945 families

Selenomonas artemidis F0399 ID AECV00000000

2,024 proteins, 1,983 families

Selenomonas flueggei ATCC 43531 ID ACLA00000000

2,045 proteins, 2,007 families

Selenomonas noxia ATCC 43541 ID ACKT00000000

1,955 proteins, 1,909 families

Selenomonas sp oral taxon 137 str F0430 ID AENV00000000

2,341 proteins, 2,172 families

Selenomonas sp oral taxon 149 str 67H29BP ID AEEJ00000000

2,313 proteins, 2,246 families

Selenomonas sputigena ATCC 35185 ID 51247

2,283 proteins, 2,197 families

Thermosinus carboxydivorans Nor1 ID AAW
L00000000

2,886 proteins, 2,693 families

Veillonella atypica ACS-049-V-Sch6 ID AEDR00000000

1,865 proteins, 1,815 families

Veillonella atypica ACS-134-V-Col7a ID AEDS00000000

1,923 proteins, 1,874 families

Veillonella dispar ATCC 17748 ID ACIK00000000

1,941 proteins, 1,878 families

Veillonella parvula ATCC 17745 ID ADFU00000000

1,945 proteins, 1,912 families

Veillonella parvula DSM
 2008 ID 21091

1,865 proteins, 1,824 families

Veillonella sp 3 1 44 ID ADCV00000000

1,922 proteins, 1,884 families

Veillonella sp 6 1 27 ID ADCW
00000000

1,936 proteins, 1,892 families

Veillonella sp oral taxon 158 str F0412 ID AENU00000000

2,029 proteins, 1,947 families

Veillonella sp oral taxon 780 str F0422 ID AFUJ00000000

1,605 proteins, 1,583 families
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