Table S3. Relative abundance (%) of the most represented bacterial taxa for each experimental group at the phylum, class, order, family, genus, and species levels in gut samples from HFD-fed mice with Akkermansia muciniphila (HFD+AKK), Specialized pro-Resolving Mediator (HFD+SPM), and B vitamin (HFD+B) supplementation.
	 
	 Microorganisms
	HFD+AKK
	HFD+SPM
	HFD+B

	Phylum
	Firmicutes
	57.949
	56.461
	52.554

	
	Actinobacteriota
	22.869
	26.727
	36.790

	
	Bacteroidota
	14.036
	11.089
	9.281

	
	Proteobacteria
	2.226
	3.336
	0.196

	
	Verrucomicrobiota
	0.301
	0.792
	0.093

	
	Others
	2.260
	1.070
	0.499

	
	Unassigned
	0.358
	0.524
	0.587

	Class
	Clostridia
	42.795
	30.434
	22.003

	
	Actinobacteria
	22.118
	26.129
	35.675

	
	Bacilli
	15.154
	26.028
	30.543

	
	Bacteroidia
	14.036
	11.089
	9.281

	
	Gammaproteobacteria
	2.193
	3.319
	0.188

	
	Coriobacteriia
	0.751
	0.599
	1.115

	
	Verrucomicrobiae
	0.301
	0.792
	0.093

	
	Others
	2.293
	1.088
	0.514

	
	Unassigned
	0.358
	0.524
	0.587

	Order
	Lachnospirales
	25.764
	16.251
	11.533

	
	Bifidobacteriales
	22.118
	25.914
	35.570

	
	Bacteroidales
	14.012
	11.089
	9.281

	
	Oscillospirales
	11.969
	7.463
	4.220

	
	Erysipelotrichales
	9.362
	18.107
	24.622

	
	Lactobacillales
	5.299
	7.552
	5.793

	
	Clostridiales
	3.634
	4.693
	5.133

	
	Enterobacterales
	1.347
	2.515
	0.030

	
	Pseudomonadales
	0.845
	0.601
	0.000

	
	Coriobacteriales
	0.751
	0.599
	1.115

	
	Clostridia_vadinBB60_group
	0.452
	0.226
	0.031

	
	Verrucomicrobiales
	0.301
	0.792
	0.093

	
	Clostridia_UCG-014
	0.143
	0.573
	0.308

	
	Others
	3.643
	3.101
	1.683

	
	Unassigned
	0.358
	0.524
	0.587

	Family
	Lachnospiraceae
	25.764
	16.233
	11.533

	
	Bifidobacteriaceae
	22.118
	25.914
	35.570

	
	Oscillospiraceae
	10.269
	6.303
	3.205

	
	Erysipelotrichaceae
	9.168
	18.062
	24.553

	
	Muribaculaceae
	7.492
	6.012
	4.079

	
	Lactobacillaceae
	4.125
	7.408
	5.545

	
	Clostridiaceae
	3.634
	4.693
	5.133

	
	Rikenellaceae
	3.584
	3.142
	3.810

	
	Bacteroidaceae
	2.889
	1.849
	0.904

	
	Enterobacteriaceae
	1.347
	2.515
	0.030

	
	Ruminococcaceae
	1.242
	0.545
	0.353

	
	Eggerthellaceae
	0.751
	0.587
	0.809

	
	Clostridia_vadinBB60_group
	0.452
	0.226
	0.031

	
	Akkermansiaceae
	0.301
	0.792
	0.093

	
	Clostridia_UCG-014
	0.143
	0.573
	0.308

	
	Pseudomonadaceae
	0.026
	0.180
	0.000

	
	Others
	6.337
	4.441
	3.457

	
	Unassigned
	0.358
	0.524
	0.587

	Genus
	Bifidobacterium
	22.118
	25.819
	34.374

	
	uncultured
	10.472
	5.358
	2.777

	
	Faecalibaculum
	7.467
	14.433
	17.385

	
	Muribaculaceae
	7.437
	5.890
	3.991

	
	Blautia
	5.477
	3.114
	1.399

	
	Lachnospiraceae_NK4A136_group
	5.232
	3.170
	3.334

	
	Lactobacillus
	4.125
	7.408
	5.545

	
	Clostridium_sensu_stricto_1
	3.634
	4.693
	5.133

	
	Alistipes
	3.584
	3.127
	3.496

	
	Bacteroides
	2.889
	1.849
	0.904

	
	Colidextribacter
	1.913
	0.827
	0.277

	
	Turicibacter
	1.641
	3.369
	2.992

	
	Enterorhabdus
	0.751
	0.575
	0.731

	
	Clostridia_vadinBB60_group
	0.452
	0.226
	0.031

	
	Akkermansia
	0.301
	0.792
	0.093

	
	Clostridia_UCG-014
	0.143
	0.573
	0.308

	
	Muribaculum
	0.054
	0.122
	0.088

	
	Pseudomonas
	0.026
	0.180
	0.000

	
	Dubosiella
	0.007
	0.226
	4.176

	
	Ruminococcus
	0.000
	0.012
	0.000

	
	Others
	9.353
	6.974
	5.416

	
	Unassigned
	12.922
	11.264
	7.550

	Species
	uncultured_bacterium
	28.398
	27.490
	26.823

	
	Bifidobacterium_pseudolongum
	22.102
	24.454
	30.555

	
	Lachnospiraceae_bacterium
	4.687
	2.346
	1.373

	
	Bacteroides_acidifaciens
	2.889
	1.849
	0.904

	
	uncultured_Bacteroidales
	2.297
	1.946
	0.989

	
	unidentified
	0.962
	1.080
	0.300

	
	Lactobacillus_johnsonii
	0.594
	1.192
	1.757

	
	Dubosiella_newyorkensis
	0.007
	0.226
	4.176

	
	Others
	2.328
	1.575
	1.785

	
	Unassigned
	35.737
	37.841
	31.336



