
Table S3A. ASV ≥0.5% (5,603 counts) relative abundance of fecal samples.

Treatment or Control Qiime2 assigned ASV ID Domain Phylum Class Order Family Genus Species Top BLASTn hit Total 
Score

E value
Identity 

(%)

GenBank 
Accessio

n no.
size (bp) ASV ID Mean 

(n=12)
Standard 
deviation

Mean 
(n=12)

Standard 
deviation

Mean 
(n=12)

Standard 
deviation

Mean 
(n=12)

Standard 
deviation

Mean 
(n=12)

Standard 
deviation

Mean 
(n=12)

Standard 
deviation

Control 7c232ec4e6907a7cca660f44e6a4028f d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Bacteroidaceae  g__Bacteroides  s__Bacteroides_acidifaciens Bacteroides rodentium JCM 16496 344 1E-94 96.6% NR_113072.1 207 ASV-693 1.1 1.7 0.0 0.0 0.8 1.3 0.0 0.0 1.4 2.4 0.0 0.0

Control 365f27703c12c7e67b992b593268e39b d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum sp. strain TLL-A4 1193 9E-77 92.8% CP039393.1 206 ASV-571 0.0 0.0 0.0 0.0 1.4 2.4 0.0 0.0 3.3 3.0 0.0 0.0

Control b57b43492e13634a08252f2e28fd6de8 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum sp. strain TLL-A4 1193 9E-77 92.8% CP039393.1 206 ASV-801 0.0 0.0 0.0 0.0 1.4 2.3 0.0 0.0 3.2 2.9 0.0 0.0

Control 3cd8f78ca734cb7ad7e01cbbc421d45a d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale strain B1404 309 4E-80 93.7% MG970332.1 206 ASV-581 0.5 0.9 0.0 0.0 0.7 0.7 0.0 0.0 0.6 0.5 0.0 0.0

Control 58061e2c4b27b8c3cbdbdfa560b9ab4c d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Persicitalea jodogahamensis strain NBRC 103568 182 9E-46 82.7% NR_114246.1 206 ASV-632 4.8 4.0 0.0 0.0 1.1 1.3 0.0 0.0 0.7 0.8 0.0 0.0

Control 0741b17162fff6cee5d9e48e53d8d406 d__Bacteria  p__Cyanobacteria  c__Vampirivibrionia  o__Gastranaerophilales  f__Gastranaerophilales  g__Gastranaerophilales  s__Candidatus_Gastranaerophilales Vampirovibrio chlorellavorus strain ICPB 3707 183 2E-46 82.9% NR_104911.1 207 ASV-490 0.0 0.0 0.0 0.0 0.6 1.0 0.0 0.0 0.7 0.8 0.0 0.0

Control 83234e1f4ae55315af1f86abab195748 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__[Eubacterium]_xylanophilum_group  s__uncultured_bacterium Anaerobium acetethylicum strain GluBS11 348 8E-96 97.1% NR_137405.1 207 ASV-710 0.6 0.6 0.0 0.0 0.3 0.5 0.2 0.2 0.1 0.2 0.0 0.0

Control 495e2a658f7bd9c129e9458d6658917f d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - Anaerosporobacter mobilis strain IMSNU 40011 294 1E-79 92.3% NR_042953.1 207 ASV-607 0.0 0.1 0.0 0.0 0.0 0.0 0.2 0.2 0.7 0.7 0.0 0.0

Control f625c4758f38fe76f8ecb873d3b8b2ec d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__ASF356  s__uncultured_bacterium Anaerotignum lactatifermentans strain G17 327 1E-89 95.2% NR_025651.1 207 ASV-887 0.0 0.0 0.0 0.0 0.1 0.3 0.0 0.0 0.6 0.5 0.0 0.0

Control 392ae4879c5cd1ab682a0fb85d3ad64f d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Marvinbryantia  s__uncultured_bacterium Blautia faecicola strain KGMB01111 322 5E-88 94.7% NR_170495.1 207 ASV-574 0.3 0.3 0.0 0.1 0.4 0.2 0.3 0.3 0.5 0.3 0.0 0.0

Control d18ab3fe380a1647aa1e7a3c7a5c4a9d d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] aldenense strain RMA 9741 316 2E-86 94.2% NR_043680.1 207 ASV-833 0.0 0.0 0.0 0.0 0.5 0.9 0.0 0.0 0.2 0.3 0.0 0.0

Control 04e8940871149d5670e120cf004f7ad5 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_bacterium [Clostridium] aldenense strain RMA 9741 322 5E-88 94.7% NR_043680.1 207 ASV-486 0.2 0.4 0.0 0.0 0.5 0.8 0.2 0.3 0.0 0.1 0.0 0.0

Control af4c0f42268b839b9f6680a1d62f2bf0 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] aldenense strain RMA 9741 333 2E-91 95.7% NR_043680.1 207 ASV-792 0.2 0.4 0.0 0.0 0.5 0.4 0.0 0.0 0.4 0.5 0.0 0.0

Control d87fb194e515f16e14fbe7de4da9befa d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__uncultured - [Clostridium] asparagiforme strain N6 294 1E-79 92.3% NR_042200.1 207 ASV-848 1.0 1.2 0.0 0.0 0.3 0.5 0.1 0.1 0.1 0.3 0.0 0.0

Control feb3d7b89914bd8579587927a3018233 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - Eisenbergiella tayi strain B086562 300 2E-81 92.8% NR_118643.1 207 ASV-895 0.7 0.7 0.0 0.0 0.8 0.7 0.3 0.5 1.4 1.6 0.0 0.0

Control 1232fb6d095271e494873a81d88a6b97 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__uncultured - Faecalimonas umbilicata strain EGH7 300 2E-81 92.8% NR_156907.1 207 ASV-507 0.2 0.2 0.0 0.0 0.3 0.3 0.0 0.1 0.6 0.6 0.0 0.0

Control ff3c40e3d581cc8498dde4c0dcceb347 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_bacterium Kineothrix alysoides strain KNHs209 350 2E-96 97.1% NR_156080.1 207 ASV-897 0.6 0.6 0.0 0.0 0.9 1.2 0.1 0.2 0.1 0.3 0.0 0.0

Control e5bf38c9c3e7741f029e0753cc8e23d7 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_bacterium Kineothrix alysoides strain KNHs209 327 1E-89 95.2% NR_156080.1 207 ASV-861 0.2 0.3 0.0 0.0 0.9 2.8 0.0 0.0 1.5 2.8 0.0 0.0

Control 0290b716db5bb25fdbcff fa92b027c32 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - Lachnoclostridium pacaense strain Marseille-P3100 305 5E-83 93.2% NR_147396.1 207 ASV-482 0.6 0.8 0.0 0.0 0.4 0.5 0.2 0.2 0.2 0.2 0.0 0.1

Control 6cbcd07beccc0149852ea884c1f17199 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnoclostridium  s__human_gut Lachnoclostridium pacaense strain Marseille-P3100 344 1E-94 96.6% NR_147396.1 207 ASV-662 0.6 0.7 0.1 0.1 0.5 0.8 0.1 0.1 0.1 0.1 0.2 0.1

Control a374ebab5027932e19ad35278c153505 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - Lachnoclostridium pacaense strain Marseille-P3100 355 5E-98 97.6% NR_147396.1 207 ASV-775 0.3 0.4 0.0 0.1 0.6 1.3 0.0 0.1 0.0 0.0 0.4 0.7

Control ee23f9f53fe837b60c337185b07920fc d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Marvinbryantia  s__uncultured_bacterium Murimonas intestini strain SRB-530-5-H 316 2E-86 94.2% NR_134772.1 207 ASV-877 0.4 0.4 0.0 0.0 0.5 0.4 0.4 0.3 0.6 0.3 0.0 0.0

Control 1c6fa6b8b4582a31be296260e7f86fc8 d__Bacteria  p__Firmicutes  c__Clostridia  o__Oscillospirales  f__Oscillospiraceae  g__Oscillibacter - Oscillibacter ruminantium GH1 289 5E-78 91.8% NR_118156.1 207 ASV-519 0.5 0.6 0.1 0.1 0.4 0.5 0.3 0.5 0.4 0.5 0.1 0.1

Treatment/Control 8d7700346b10124f1412f2efb3928b9d d__Bacteria  p__Actinobacteriota  c__Actinobacteria  o__Bifidobacteriales  f__Bifidobacteriaceae  g__Bifidobacterium - Bifidobacterium choerinum strain Su 806 383 2E-106 100.0% NR_037116.1 207 ASV-734 7.7 6.0 1.9 1.4 1.5 1.1 1.9 2.3 4.7 5.7 1.8 1.1

Treatment/Control 207910b02d8e12d82f832f02e95e93ad d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Rikenellaceae  g__Alistipes  s__uncultured_bacterium Alistipes f inegoldii DSM 17242 strain CIP 107999 305 5E-83 93.2% NR_115300.1 207 ASV-526 3.2 2.0 0.0 0.0 3.0 1.7 1.6 2.6 3.1 0.8 0.0 0.0

Treatment/Control 9264d4982e6c5f60ed6784d69e111852 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_Bacteroidales Duncaniella dubosii strain H5 381 8E-102 100.0% MK521458.1 206 ASV-746 10.6 5.3 0.0 0.0 8.3 6.4 14.1 7.2 6.2 4.2 0.0 0.0

Treatment/Control 8dd67f77a093ef80f6f538b3da934eed d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Duncaniella dubosii strain H5 972 4E-60 87.9% CP039396.1 206 ASV-736 0.0 0.0 0.0 0.0 0.7 1.1 0.0 0.0 1.4 1.2 0.4 0.7

Treatment/Control c9cf983d649a7fc4fde7e1d6bba56240 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum intestinale strain YL27 320 2E-87 94.7% NR_144616.1 206 ASV-824 11.0 5.2 0.8 0.7 3.5 2.7 7.4 8.6 8.7 3.2 1.6 1.1

Treatment/Control f3ef1c9cf8c1261182b19d7e57532f38 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculum  s__uncultured_bacterium Muribaculum intestinale strain YL27 381 8E-106 100.0% NR_144616.1 206 ASV-883 3.1 2.1 0.1 0.2 1.0 0.6 0.5 0.4 1.4 0.9 0.2 0.1

Treatment/Control 20ff511ef293806443baa3804467f172 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum intestinale strain YL27 298 8E-81 92.7% NR_144616.1 206 ASV-529 1.1 0.5 0.0 0.1 0.8 0.5 0.7 0.6 0.8 0.4 0.2 0.2

Treatment/Control 3d2c0241d64db36e4c87bea094db3508 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum intestinale strain YL27 292 4E-79 92.2% NR_144616.1 206 ASV-583 4.0 1.7 1.4 1.3 1.5 1.3 2.2 1.8 1.8 1.2 2.9 1.5

Treatment/Control 1d953dd99e2bce983dcd9bef99c04a68 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale strain B1404 292 4E-75 92.2% MG970332.1 206 ASV-520 13.0 5.2 4.6 4.4 5.0 4.5 6.5 5.4 5.1 3.7 8.8 4.4

Treatment/Control 21789623bdf88206921172f87d34bacc d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale strain B1404 381 8E-102 100.0% MG970332.1 206 ASV-531 0.0 0.0 0.2 0.4 2.0 1.1 1.0 1.6 1.7 0.5 2.2 2.5

Treatment/Control 788cc0f5864a5a877af7fd66b088ee53 d__Bacteria  p__Firmicutes  c__Bacilli  o__Erysipelotrichales  f__Erysipelotrichaceae  g__Faecalibaculum - Faecalibaculum rodentium strain ALO17 383 2E-106 100.0% NR_146011.1 207 ASV-684 7.4 13.8 62.5 14.3 23.8 24.8 17.5 17.0 15.8 11.0 50.8 23.3

Treatment/Control 1100fb5ce0163da695ea15c75adab95c d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] asparagiforme strain N6 322 5E-88 94.7% NR_042200.1 207 ASV-504 0.5 0.6 0.0 0.0 1.0 1.8 1.7 1.7 0.7 0.8 0.0 0.0

Treatment/Control 1bc2e47c0f2272acc58fe22f57f1a773 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__A2 - [Clostridium] scindens strain DSM 5676 300 2E-81 92.8% NR_119285.1 207 ASV-517 6.3 6.7 0.0 0.0 1.2 2.2 0.9 1.6 1.8 2.1 0.0 0.0

Treatment/Control 339f59b86a6977e398d9a9f6df25e45d d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] aldenense strain RMA 9741 333 2E-91 95.7% NR_043680.1 207 ASV-564 0.9 0.9 0.8 0.7 0.4 0.9 0.5 0.5 0.1 0.3 0.4 0.3

Treatment/Control 5f543fdbc73956e8ae69b8049e497b99 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] aldenense strain RMA 9741 322 5E-88 94.7% NR_043680.1 207 ASV-644 0.2 0.5 0.0 0.0 0.8 1.3 0.9 1.8 1.2 1.3 0.0 0.0

Treatment/Control 63ac298e56c426caa20db775923abdd9 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_Clostridiales [Clostridium] asparagiforme strain N6 333 2E-91 95.7% NR_042200.1 207 ASV-649 0.6 1.7 0.0 0.0 9.3 15.7 1.9 5.3 7.6 9.2 0.0 0.0

Treatment/Control 822ee7206edc88a6a8d906259bb35bf4 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__uncultured  s__uncultured_bacterium Acetatifactor muris strain CT-m2 311 1E-84 93.7% NR_117905.1 207 ASV-708 0.4 0.2 0.0 0.0 0.9 0.9 0.5 0.4 0.7 0.4 0.0 0.0

Treatment/Control 8d5424e5dff25c0f8ce5fec35b5f74e3 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - Kineothrix alysoides strain KNHs209 355 5E-98 97.6% NR_156080.1 207 ASV-733 0.1 0.1 0.0 0.0 1.4 1.3 1.3 1.3 2.2 1.1 0.0 0.0

Treatment/Control 92c22d3acd59077a971a46aaa4a366bd d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnoclostridium  s__[Clostridium]_scindens [Clostridium] scindens strain DSM 5676 377 1E-104 99.5% NR_119285.1 207 ASV-747 0.8 0.7 0.0 0.0 0.3 0.4 0.5 0.5 0.3 0.6 0.0 0.0

Treatment/Control cee1451e7bbd7fd1e5e1432c4294c34f d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__Lachnospiraceae Kineothrix alysoides strain KNHs209 322 5E-88 94.7% NR_156081.1 207 ASV-828 0.6 0.8 0.0 0.0 0.9 1.4 1.0 1.2 0.0 0.1 0.0 0.1

Treatment/Control a4b009fa2059862c49d4bb94c3b0cccc d__Bacteria  p__Firmicutes  c__Bacilli  o__Lactobacillales  f__Lactobacillaceae  g__Lactobacillus Lactobacillus gasseri ATCC 33323 = JCM 1131 383 2E-106 100.0% NR_075051.2 207 ASV-779 4.1 3.8 0.2 0.3 2.4 2.2 1.4 1.2 3.9 3.6 0.3 0.5

Treatment/Control d18e6c04eb8cc1771fd19db2f4b7a8e6 d__Bacteria  p__Firmicutes  c__Bacilli  o__Lactobacillales  f__Streptococcaceae  g__Lactococcus  s__Lactococcus_lactis Lactococcus taiwanensis strain 0905C15 381 8E-106 100.0% NR_114327.1 206 ASV-834 0.0 0.0 9.3 4.5 0.0 0.0 0.0 0.0 0.7 2.4 6.2 4.3

Treatment 0a02c03a18ecddd27877a0b298359b68 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Rikenellaceae  g__Alistipes  s__uncultured_bacterium Alistipes onderdonkii strain WAL 8169 316 2E-86 94.2% NR_043318.1 207 ASV-495 0.0 0.0 0.0 0.0 0.0 0.0 1.4 2.6 0.0 0.0 0.0 0.0

Treatment a77c92f242ce68f2f9faa89ebc10740f d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum sp. strain TLL-A4 1193 9E-77 92.7% CP039393.1 206 ASV-784 0.0 0.0 0.0 0.1 0.0 0.0 2.0 3.0 0.0 0.0 0.0 0.0

Treatment 4daeb7499205eacc731865ddf0fe3f22 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale strain B1404 309 4E-80 93.7% MG970332.1 206 ASV-615 0.3 0.4 0.6 1.1 0.2 0.3 2.7 3.7 0.2 0.2 0.2 0.3

Treatment fa4f3a43644af54268f733198530b396 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale strain B1404 309 4E-80 93.7% MG970332.1 206 ASV-893 0.0 0.1 0.1 0.2 0.0 0.0 0.5 0.5 0.0 0.0 0.0 0.0

Treatment 4261886a8507d312dfadd50f8cfdb9b1 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Blautia  s__Lachnospiraceae_bacterium Acetatifactor muris strain CT-m2 298 8E-81 92.8% NR_117905.1 207 ASV-593 0.0 0.1 0.1 0.3 0.1 0.2 0.0 0.1 0.1 0.2 0.5 0.7

Treatment 764eec80aa4d33c350e007a83355a278 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Blautia  s__Lachnospiraceae_bacterium Acetatifactor muris strain CT-m2 287 2E-77 91.8% NR_117905.1 207 ASV-678 0.1 0.3 5.9 4.5 0.1 0.2 0.0 0.0 0.3 0.6 4.5 4.1

Treatment 59c22e147081535b45051bb753ee0252 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Tuzzerella - Anaerotignum lactatifermentans strain G17 385 6E-107 99.0% NR_025651.1 207 ASV-635 0.0 0.0 0.2 0.1 0.0 0.1 0.0 0.1 0.0 0.0 0.5 0.3

Treatment 663e8759ad7f77775440084715202570 d__Bacteria  p__Firmicutes  c__Clostridia  o__Clostridiales  f__Clostridiaceae  g__Clostridium_sensu_stricto_1 - Clostridium disporicum strain DS1 372 5E-103 99.0% NR_026491.1 207 ASV-654 0.0 0.0 1.7 0.9 0.0 0.0 1.2 1.4 0.2 0.8 1.2 1.3

Treatment a3368a90b88747a03d58530119542c6a d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_bacterium [Clostridium] asparagiforme strain N6 272 5E-73 90.3% NR_042200.1 207 ASV-773 0.1 0.4 0.1 0.2 0.0 0.0 2.0 2.0 0.0 0.0 0.0 0.0

Treatment df259e9b75024374ca1c662a94f282f2 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] asparagiforme strain N6 316 2E-86 94.2% NR_042200.1 207 ASV-855 0.2 0.3 0.0 0.0 0.4 0.6 0.8 0.9 0.2 0.3 0.0 0.0

Treatment bfbc81e117ff3af5b595c4382b05aada d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__uncultured  s__uncultured_bacterium [Clostridium] asparagiforme strain N6 305 5E-83 93.2% NR_042200.1 207 ASV-815 0.0 0.0 0.3 0.3 0.0 0.0 0.0 0.1 0.0 0.0 1.1 0.9

Treatment 96ae1b6078e6fc80b88bb1f979082894 d__Bacteria  p__Firmicutes  c__Bacilli  o__Erysipelotrichales  f__Erysipelatoclostridiaceae  g__Erysipelatoclostridium - [Clostridium] saccharogumia strain SDG-Mt85-3Db 375 4E-104 99.5% NR_043550.1 206 ASV-754 0.1 0.1 0.6 0.4 0.1 0.1 0.0 0.1 0.1 0.1 0.3 0.2

Treatment 45d2ab265c9ff30b1dccd0c9590ee685 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - [Clostridium] scindens strain DSM 5676 316 2E-86 94.2% NR_119285.1 207 ASV-603 0.0 0.0 0.2 0.2 0.0 0.0 0.0 0.0 0.0 0.0 1.1 0.8

Treatment 32b27d5997c9560b66df11f22b12d4f5 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__A2  s__uncultured_bacterium [Clostridium] scindens strain DSM 5676 283 2E-76 91.3% NR_119285.1 207 ASV-562 0.0 0.0 0.4 0.2 0.0 0.0 0.1 0.1 0.0 0.1 1.0 1.0

Treatment 6625573c5240cd9cfbb5b91655381030 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - [Clostridium] sphenoides JCM 1415 strain ATCC 19403 294 1E-79 92.3% NR_112174.1 207 ASV-653 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.1 0.1 0.3 0.6 0.6

Treatment 79261df467bda760de6c3ca390148fe9 d__Bacteria  p__Firmicutes  c__Clostridia  o__Oscillospirales  f__[Eubacterium]_coprostanoligenes_group  g__[Eubacterium]_coprostanoligenes_group - Eubacterium coprostanoligenes strain HL 316 2E-86 94.2% NR_104907.1 207 ASV-685 0.2 0.2 1.1 0.8 0.2 0.2 0.1 0.1 0.3 0.5 1.5 1.5

Treatment 265997d996f2f3c0a9349a42d61e8e1a d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Roseburia  s__uncultured_bacterium Eubacterium oxidoreducens strain G41 305 5E-83 93.2% NR_104737.1 207 ASV-542 0.0 0.0 0.7 0.5 0.0 0.0 0.1 0.1 0.1 0.4 0.8 0.8

Treatment 930939ef032515c930e0426e5b3a68b8 d__Bacteria  p__Firmicutes  c__Clostridia  o__Oscillospirales  f__Oscillospiraceae  g__uncultured  s__unidentif ied Flavonifractor plautii strain 265 339 5E-93 96.1% NR_029356.1 207 ASV-749 0.0 0.0 0.1 0.1 0.0 0.1 0.7 0.7 0.1 0.2 0.2 0.2

Treatment 016357255cbb399e20c9ba1661f3f85c d__Bacteria  p__Firmicutes  c__Clostridia  o__Oscillospirales  f__Oscillospiraceae  g__Colidextribacter - Flintibacter butyricus strain BLS21 383 2E-106 100.0% NR_144611.1 207 ASV-478 0.1 0.2 0.4 0.2 0.3 0.2 0.2 0.2 0.1 0.2 0.7 0.5

Treatment 1f93f6133b5c5c34f41272ff841f6e53 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - Kineothrix alysoides strain KNHs209 327 1E-89 95.2% NR_156081.1 207 ASV-524 0.2 0.3 0.0 0.0 0.4 0.7 0.6 0.7 0.0 0.1 0.0 0.0

Treatment 54be17c1c3c0ee9805a91bc2b98f2522 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - Kineothrix alysoides strain KNHs209 350 2E-96 97.1% NR_156080.1 207 ASV-627 0.1 0.2 0.0 0.0 0.0 0.1 1.0 0.9 0.0 0.0 0.0 0.0

Treatment 6557bdae685976b8cd13527ce9aa5ab3 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - Kineothrix alysoides strain KNHs209 283 2E-76 91.3% NR_156080.1 207 ASV-652 0.2 0.2 0.0 0.0 0.4 0.6 0.7 0.4 0.1 0.1 0.1 0.2

Treatment 0df94f54f417a5b5425a3b10fd98af60 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Roseburia  s__uncultured_bacterium Roseburia intestinalis L1-82 278 1E-74 90.8% NR_027557.1 207 ASV-500 0.0 0.0 0.1 0.1 0.0 0.0 0.5 0.6 0.0 0.0 0.0 0.1

Treatment 63832cb297d6cf6ee5a34f04f838ad30 d__Bacteria  p__Firmicutes  c__Clostridia  o__Clostridia_UCG-014  f__Clostridia_UCG-014  g__Clostridia_UCG-014  s__unidentif ied Ruminiclostridium cellobioparum DSM 1351 = ATCC 15832 237 2E-62 87.4% NR_026104.1 207 ASV-648 0.1 0.5 0.0 0.0 0.3 0.9 0.7 1.3 0.0 0.0 0.0 0.0

Treatment ed50cdd187cf6ebe456bfa3898e08617 d__Bacteria  p__Firmicutes  c__Clostridia  o__Oscillospirales  f__Oscillospiraceae  g__uncultured  s__uncultured_bacterium Sporobacter termitidis strain SYR 300 2E-81 92.8% NR_044972.1 207 ASV-875 0.0 0.1 0.2 0.2 0.2 0.2 0.6 0.3 0.2 0.2 0.4 0.2

Treatment 25301a23e4a6f74e97feb9500a5c222a d__Bacteria  p__Firmicutes  c__Bacilli  o__Erysipelotrichales  f__Erysipelotrichaceae  g__Turicibacter - Turicibacter sanguinis strain MOL361 361 1E-99 98.1% NR_028816.1 207 ASV-540 0.0 0.0 0.8 0.4 0.0 0.0 1.0 1.4 0.1 0.2 0.2 0.3

Treatment f08fa8aa50c3071303e3214d2a28c62e d__Bacteria  p__Verrucomicrobiota  c__Verrucomicrobiae  o__Verrucomicrobiales  f__Akkermansiaceae  g__Akkermansia - Akkermansia muciniphila strain ATCC BAA-835 383 2E-106 100.0% NR_074436.1 207 ASV-879 0.0 0.0 0.0 0.0 0.1 0.1 0.0 0.0 0.3 0.6 0.6 0.8

ASV w ith >99% identity to BLASTn hit are show n in bold.

Table S3B. ASVs ≥1% (2,945 counts) relative abundance in segmental and endpoint fecal microbiota.
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SD 13637f1022b55de26b5b303005ce49b9 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_Clostridiales [Clostridium] asparagiforme N6 4.35E+02 7.00E-122 96.44% NR_042200.1 253 ASV-649 4.1 5.0 1.3 2.0 0.2 0.5 0.1 0.1 9.6 6.6 4.9 6.1 7.35 9.26 0.00 0.00 0.13 0.26 0.01 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00

SD 1cb3e364831069b4613fc0865cd8fc90 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale B1404 346 3.00E-91 90.48% MG970332.1 252 ASV-736 1.1 1.1 0.9 0.8 0.7 0.6 0.7 0.7 0.7 0.6 0.9 0.8 1.47 1.21 0.07 0.24 0.00 0.00 0.05 0.16 0.00 0.00 0.42 0.67 0.32 0.51 0.36 0.68

SD 21f85266b5e245054d1e452efcef728e d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - Kineothrix alysoides KNHs209 446 2.00E-125 97.23% NR_156080.1 253 ASV-733 1.4 0.9 2.5 2.7 0.5 0.6 0.0 0.0 4.0 0.7 2.7 1.3 2.31 1.12 0.00 0.00 0.03 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00

SD 26b242ad49be6f4ddff2b7d09ab72627 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Roseburia  s__uncultured_bacterium Roseburia intestinalis L1-82 3.60E+02 3.00E-99 91.30% NR_027557.1 253 ASV-707 0.4 0.7 0.2 0.7 0.1 0.1 0.0 0.1 1.0 1.1 0.3 0.5 0.00 0.00 0.00 0.01 0.04 0.07 0.00 0.00 0.00 0.00 0.02 0.05 0.01 0.03 0.00 0.00

SD 27b75118e24eb798413ae2f9f78c3a56 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculum  s__uncultured_bacterium Muribaculum intestinale YL27 1.94E+03 7.00E-133 100.00% CP021421.1 252 ASV-883 0.8 0.6 1.4 1.3 1.0 0.8 0.7 1.0 0.7 0.4 1.2 0.7 1.32 0.97 0.15 0.13 0.21 0.16 0.10 0.08 0.04 0.05 0.33 0.22 0.29 0.16 0.17 0.14

SD 33eda90c84a8cc647c97afe33e40028d d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_Bacteroidales Duncaniella dubosii H5 1.94E+03 7.00E-133 100.00% CP039396.1 252 ASV-746 3.7 2.4 6.7 4.6 4.9 3.1 2.7 2.1 3.5 1.6 5.5 2.9 6.38 4.14 0.03 0.04 0.04 0.07 0.01 0.02 0.00 0.01 0.08 0.06 0.07 0.05 0.00 0.01

SD 41c5a3a391f08f87bd2589c7035e282a d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group - [Clostridium] aldenense RMA 9741 4.23E+02 2.00E-118 95.65% NR_043680.1 253 ASV-644 0.9 1.1 0.1 0.3 0.0 0.0 0.0 0.1 1.4 1.3 0.9 1.0 1.17 1.23 0.00 0.00 0.04 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00

SD 497ee57ca002f5ec96a0cd68105d175c d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum sp. TLL-A4 1479 4.00E-98 92.06% CP039393.1 252 ASV-571 1.1 1.0 1.7 1.6 1.2 1.2 0.9 1.3 0.9 0.9 2.0 1.9 3.29 2.93 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

SD 6c5c904625a26b4506f7ac448f209d08 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - Eisenbergiella tayi  B086562 400 2.00E-111 94.07% NR_118643.1 253 ASV-895 0.4 0.3 0.0 0.1 0.0 0.0 0.0 0.0 1.1 0.8 0.5 0.5 1.34 1.49 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

SD a73cdfd218be97f29a8b5e568fa6b779 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Rikenellaceae  g__Alistipes  s__uncultured_bacterium Alistipes onderdonkii WAL 8169 406 3.00E-113 94.47% NR_043318.1 253 ASV-526 3.9 2.3 0.4 0.4 0.1 0.1 0.0 0.0 4.9 1.8 5.7 2.1 3.08 0.79 0.00 0.00 0.06 0.14 0.00 0.00 0.00 0.00 0.01 0.03 0.00 0.00 0.00 0.00

SD c3cdfbc4e69bdf0aa6fbda513aadf8b1 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Bacteroidaceae  g__Bacteroides - Bacteroides rodentium JCM 16496 446 2.00E-125 97.23% NR_113072.1 253 ASV-693 0.5 0.9 0.2 0.3 0.0 0.0 0.0 0.0 1.3 2.2 1.6 2.5 1.43 2.55 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

SD c767d1668b2fc83668a3e8bd1ebabc0e d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Lachnospiraceae_NK4A136_group  s__uncultured_bacterium Kineothrix alysoides KNHs209 429 4.00E-120 96.05% NR_156080.1 253 ASV-861 1.2 1.5 0.2 0.4 0.0 0.0 0.0 0.0 1.7 2.1 0.9 1.4 1.51 3.10 0.00 0.00 0.02 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00

SD decbf2f3d02d7f866c31c9ab4e0b01e3 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum intestinale  YL27 364 2.00E-100 91.67% NR_144616.1 252 ASV-801 1.1 0.9 1.6 1.6 1.1 1.2 1.2 1.8 1.0 1.0 1.8 1.9 3.03 2.83 0.01 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.01 0.01 0.01 0.00 0.00

SD eee77a0a2ffc4f0f170cda882e25d104 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__A2 - [Clostridium] scindens  ATCC 35704 394 1.00E-109 93.68% NR_028785.1 253 ASV-517 2.7 4.3 1.9 2.2 2.3 3.7 1.1 2.3 2.8 2.7 1.3 2.0 1.90 2.19 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

WD 06167bed675fd97a39170f419d916249 d__Bacteria  p__Firmicutes  c__Clostridia  o__Clostridiales  f__Clostridiaceae  g__Clostridium_sensu_stricto_1 - Clostridium disporicum DS1 475 5.00E-134 99.21% NR_026491.1 253 ASV-654 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.00 0.00 7.41 8.43 5.59 6.76 1.50 1.06 3.23 2.42 1.26 0.49 1.53 0.61 1.42 1.31

WD 4c3e9e94c3f870b433ffd32c9874bf2e d__Bacteria  p__Firmicutes  c__Clostridia  o__Oscillospirales  f__[Eubacterium]_coprostanoligenes_group  g__[Eubacterium]_coprostanoligenes_group - Eubacterium coprostanoligenes HL 412 6.00E-115 94.86% NR_104907.1 253 ASV-685 0.2 0.1 0.1 0.1 0.1 0.1 0.0 0.1 0.2 0.2 0.2 0.2 0.15 0.18 1.46 1.54 0.44 0.44 0.11 0.10 0.08 0.13 1.48 0.92 1.70 1.09 1.76 1.49

WD 605697e084533f1f9534cb5b038026c2 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae - - [Clostridium] scindens ATCC 35704 406 3.00E-113 94.47% NR_028785.1 253 ASV-603 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.00 0.00 0.50 0.42 0.20 0.22 0.05 0.05 0.02 0.05 1.84 0.55 0.98 0.48 1.16 0.96

WD af37c6c7088df149360326739db44395 d__Bacteria  p__Firmicutes  c__Bacilli  o__Lactobacillales  f__Streptococcaceae  g__Lactococcus  s__Lactococcus_lactis Lactococcus taiwanensis 0905C15 485 6.00E-137 100.00% NR_114327.1 252 ASV-834 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.00 0.00 9.11 7.47 7.24 5.06 14.24 13.74 18.81 18.67 3.21 1.70 4.49 1.94 6.85 3.78

WD c42a67d490efba842b981713230475c4 d__Bacteria  p__Firmicutes  c__Clostridia  o__Lachnospirales  f__Lachnospiraceae  g__Blautia  s__Lachnospiraceae_bacterium [Clostridium] scindens ATCC 35704 383 3.00E-106 92.89% NR_028785.1 253 ASV-678 0.0 0.1 0.0 0.0 0.0 0.0 0.0 0.0 0.1 0.3 0.1 0.3 0.11 0.18 1.18 1.07 0.31 0.49 0.02 0.02 0.01 0.03 8.10 3.16 4.74 3.12 4.69 4.17

WD/SD 0d2d5e09aaa07916d10773fe96e92e6b d__Bacteria  p__Actinobacteriota  c__Actinobacteria  o__Bifidobacteriales  f__Bifidobacteriaceae  g__Bifidobacterium - Bif idobacterium choerinum Su 806 348 6.00E-96 96.62% NR_037116.1 253 ASV-734 1.3 1.7 2.2 2.6 3.4 4.2 4.7 6.3 0.9 1.1 1.4 1.6 4.71 5.60 0.65 0.39 0.93 0.80 0.79 0.43 1.49 1.24 0.55 0.21 0.65 0.34 1.72 1.00

WD/SD 1b0c784c87a6704d16934eef2c61fb9e d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Paramuribaculum intestinale  B1404 485 7.00E-133 100.00% MG970332.1 252 ASV-531 1.0 0.7 1.8 1.1 1.5 1.4 1.2 1.6 0.9 0.3 1.7 0.9 1.76 0.57 1.38 1.41 2.19 2.61 0.81 0.73 0.14 0.23 2.47 2.30 2.91 2.42 2.16 2.44

WD/SD 5310e248e087e916fbab6b476ceec942 d__Bacteria  p__Firmicutes  c__Bacilli  o__Erysipelotrichales  f__Erysipelotrichaceae  g__Faecalibaculum  s__uncultured_bacterium Faecalibaculum rodentium ALO17 487 2.00E-137 100.00% NR_146011.1 253 ASV-684 29.7 27.4 32.7 23.9 43.3 31.3 55.4 28.6 13.5 10.0 21.2 16.4 15.53 10.88 53.74 13.16 59.95 12.99 65.66 17.02 61.00 24.72 32.83 14.96 48.60 16.96 50.86 23.28

WD/SD 722b87cc62eead927d480372cfd729cd d__Bacteria  p__Firmicutes  c__Bacilli  o__Lactobacillales  f__Lactobacillaceae  g__Lactobacillus - Lactobacillus gasseri ATCC 33323 = JCM 1131 487 2.00E-137 100.00% NR_075051.2 253 ASV-779 10.6 7.6 8.7 7.0 17.1 14.9 18.1 23.9 1.9 1.7 2.5 2.9 3.94 3.62 3.03 6.78 2.44 4.27 4.50 7.86 2.75 4.54 0.22 0.35 0.40 0.78 0.40 0.60

WD/SD 79173bf2e11fe6941eeb36c91f5b3391 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae - Muribaculum intestinale YL27 421 8.00E-118 95.63% NR_144616.1 252 ASV-824 4.9 3.6 7.0 5.1 5.8 5.2 3.0 2.9 5.1 2.7 7.8 4.1 8.44 2.96 1.22 1.03 1.97 1.68 0.87 0.66 0.26 0.32 2.26 1.01 2.54 1.48 1.52 1.11

WD/SD 812a36cc29013a3d141e7034bad11d1d d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum intestinale YL27 369 3.00E-102 92.06% NR_144616.1 252 ASV-520 2.0 1.6 4.6 4.4 3.7 2.8 3.0 2.9 2.7 1.6 4.4 3.8 5.08 3.54 4.63 4.34 6.09 4.83 4.50 4.26 1.32 1.99 5.73 2.44 6.30 2.91 8.73 4.31

WD/SD d47810fe0bde2189cd8f6fcf1d4c5655 d__Bacteria  p__Bacteroidota  c__Bacteroidia  o__Bacteroidales  f__Muribaculaceae  g__Muribaculaceae  s__uncultured_bacterium Muribaculum intestinale YL27 375 6.00E-104 92.46% NR_144616.1 252 ASV-583 0.6 0.6 1.5 1.4 1.2 0.9 0.9 0.9 0.7 0.5 1.4 1.5 1.75 1.24 1.52 1.47 1.82 1.60 1.42 1.50 0.33 0.58 1.72 0.69 2.02 0.88 2.72 1.30

ASV w ith >99% Blastn identity is in bold
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