
ASV181
ASV277
ASV684
ASV703
ASV693
ASV725
ASV1634

B. vulgatus ATCC8482 NC 009614
ASV157
ASV12
ASV14

ASV163
ASV1776

ASV9
ASV1366

B. dorei JCM13471 AB242142
ASV1

ASV808
ASV427

ASV45
ASV137

ASV139

dorei/vulgatus

ASV3577
ASV3557

ASV2725
ASV3602

ASV3553
ASV4398

ASV3778
ASV4383

ASV3440
ASV4243

ASV2973
ASV3224
ASV3433

ASV3769
ASV3984

ASV4156
ASV3756

ASV2926
B. paurosaccharolyticus JCM15092 AB298727

ASV3830
B. helcogenes P36-108 NC014933

ASV4027
ASV4366

ASV3540
ASV3987
ASV4026
ASV4513

B. fluxus YIT12057 AB490802
B. rodentium JCM16496 AB531489
ASV1828

ASV3
ASV84

ASV8
ASV650
ASV479
ASV1587
ASV185

B. uniformis ATCC8492 AB050110

uniformis/rodentium/fluxus

B. oleiciplenus YIT12058 AB490803
ASV764
B. stercorirosoris ST161 AB574481

ASV298
B. intestinalis JCM13265 AB214328
ASV941
ASV366

ASV3089
ASV4186

ASV2967
ASV15

ASV343
B. cellulosilyticus DSM14838 AJ583243

cellulosilyticus

ASV18
B. eggerthii ATCC27754 AB050107

ASV7
ASV760

ASV1903

eggerthii

ASV74
ASV387
ASV471
B. stercoris ATCC43183T X83953
B. gallinarum JCM13658 AB253732

ASV254
ASV659
B. clarus YIT12056 AB490801

ASV25
ASV709

clarus

B. pyogenes JCM6294 AB200229
B. propionicifaciens SV434 AB264625

B. coprosuis PC139 AF319778
B. graminisolvens XDT-1 AB363973

ASV4014
B. luti UasXn-3 AB787271

ASV3535
B. forsythus ATCC43037 AB035460

ASV3402
ASV3416

ASV2569
ASV3236

ASV37
ASV90
B. plebeius M12 AB200217

plebeius

ASV3537
ASV3958

B. caecigallinarum C13EG111 AB861981
ASV3023

ASV31
B. coprocola M16 AB200224

ASV526
ASV754
ASV417

B. barnesiae JCM13652 AB253726
B. gallinaceum C13EG186 AB910339
B. caecicola C13EG70 AB910337

B. coprophilus CB42 AB260026
B. salanitronis DSM18170 NC015164

ASV2437
ASV3528

ASV4429
ASV233
ASV495
ASV488

ASV250
ASV317
ASV501

B. sartorii JCM17136 GQ456204
ASV475

ASV3124
ASV3502

ASV19
ASV47
ASV92
ASV1181
ASV434
B. massiliensis B84634 AY126616

massiliensis

B. koreensis YS-aM39 KX025133
B. kribbi R2F3-3-3 KX025134

ASV99
ASV20

ASV153
ASV224
ASV503
ASV642

ASV108
ASV22

ASV147
B. ovatus ATCC8483 AB050108

ASV177
ASV1843
ASV2220
ASV34
ASV133

ASV307
ASV1120

koreensis/kribbi/ovatus

ASV3106
ASV348
ASV1939
ASV1350
ASV2129
ASV338
B. caccae ATCC43185 X83951
ASV600
ASV313
ASV143

ASV195
B. finegoldii JCM13345 AB222699

ASV83
ASV757

ASV425
ASV1945

ASV46
ASV260
B. xylanisolvens XB1AT AM230650
ASV1576
ASV1995
B. acidofaciens A40 AB021164

B. caecimuris I48 KR364741

xylanisolvens/acidofaciens/caecimuris

ASV358
ASV3678

ASV4097
ASV3652
ASV4493

B. reticulotermitis Rs-03 AB692943
ASV2083
B. thetaiotaomicron VPI-5482 AE015928
ASV487
ASV1117
ASV1039

ASV367
ASV585
B. faecis MAJ27 GQ496624
ASV2311

ASV23
ASV866

ASV416
ASV803

ASV1351
ASV1501

ASV2447
ASV1545

B. faecichinchillae ST37 AB574480

faecichinchillae

ASV44
B. fragilis JCM11019 AB510701
ASV413
ASV827

ASV357

fragilis

ASV1513
ASV394
ASV365
ASV226
ASV309
B. salyersiae WAL10018 AY608696

ASV1203
B. nordii WAL11050 AY608697
ASV1026

ASV1377
ASV1162

ASV3742
ASV3225

ASV2905
ASV2740

ASV3134
ASV2802

ASV3589
ASV3732

ASV3771
ASV2711

ASV4413
ASV3067
ASV3367

ASV3614
ASV2876
ASV4449

ASV2968
ASV3511

ASV2356
ASV3299

ASV4039
ASV3374

ASV4573
ASV2923

ASV4019
ASV4464
ASV4572

ASV4445
ASV4446

ASV4286
ASV4036

ASV4469
ASV2794

ASV3973
ASV2960

ASV3398
ASV3659
ASV4472

ASV3669
ASV3844

ASV3397
ASV3232

ASV3798
ASV4191
ASV4583

B. coagulans CCUG48292T HF558387
B. cellulosolvens ATCC35603 L35517

B. xylanolyticus X5-1 HF558386
B. galacturonicus DSM3978 QEOA

B. pectinophilus ATCC43243 ABVQ0100003676
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Additional file 4: Figure S2. A tree showing the inferred relationship between the 225 ASVs 
classified in the genus Bacteroides and the 16S rRNA genes sequences from the type strain for 

each of the recognised species in the genus Bacteroides. Phylogeny Groups of related taxa 
shown and named according to the species of the type strain sequence included in the group, 

Phylogeny Group names are shown in italics. Those ASVs with relative abundance greater than
 0.5% are indicated by an orange box next to the taxon label. The evolutionary history was 
inferred using the Minimum Evolution method [1]. The optimal tree with the sum of branch 
length = 4.96440154 is shown. The percentage of replicate trees in which the associated taxa
 clustered together in the bootstrap test (100 replicates, only branches present in  >70 are 
replicates) are shown next to the branches [2]. The tree is drawn to scale, with branch lengths in 
the same units as those of the evolutionary distances used to infer the phylogenetic tree. The 
evolutionary distances were computed using the Maximum Composite Likelihood method [3] 
and are in the units of the number of base substitutions per site. The ME tree was searched using
 the Close-Neighbor-Interchange (CNI) algorithm [4] at a search level of 1. The Neighbor-joining 
algorithm [5] was used to generate the initial tree. The analysis involved 268 nucleotide sequences.
 All positions containing gaps and missing data were eliminated. There were a total of 388 
positions in the final dataset. Evolutionary analyses were conducted in MEGA7 [6].
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