Supplementary Materials
Supplemental Table S2. The alteration of gut microbiota of SS and SR rats in the genus and species levels (|FC|>1.2; adjust p <0.05).

	SS rats
	FC
	p.ajusted

	g_Eubacterium_fissicatena_group
	0.0068841
	0.00018484

	g_Alloprevotella
	0.0085714
	0.00018484

	s_Bacteroides_thetaiotaomicron
	0.034409
	0.0010934

	s_Metamycoplasma_sualvi
	0.053521
	0.0040525

	g_Parabacteroides
	0.058939
	0.0024636

	s_Gram-negative_bacterium_cTPY-13
	0.062567
	0.00079572

	g_Mycoplasma
	0.06798
	0.004931

	s_Parabacteroides_distasonis
	0.075248
	0.0067741

	g_Prevotellaceae_UCG-001
	0.084884
	0.023882

	s_Lachnospiraceae_bacterium_28-4
	0.085564
	0.0039307

	g_Bacteroides
	0.092055
	0.0026873

	s_Bacteroides_acidifaciens
	0.11556
	0.0040525

	g_Turicibacter
	0.15036
	0.0040525

	g_GCA-900066575
	0.18103
	0.0026873

	s_Bacteroides_uniformis
	0.19048
	0.0039307

	g_Oscillibacter
	0.21319
	0.049892

	g_Alistipes
	0.24803
	0.036292

	s_Clostridium_sp._Culture-54
	0.35179
	0.049892

	g_Allobaculum
	3.8112
	0.047165

	g_Bifidobacterium
	4.1478
	0.0026873

	s_Streptococcus_respiraculi
	6.5493
	0.0053055

	g_Helicobacter
	11.012
	0.0040525

	s_Desulfovibrio_fairfieldensis
	12.731
	0.036739

	s_Corynebacterium_stationis
	21.833
	0.0077396

	g_Corynebacterium
	25.786
	0.036739

	s_Helicobacter_ganmani
	27.458
	0.00079572

	g_Escherichia-Shigella
	306.54
	0.00038674



	SR rats
	FC
	p.ajusted

	g_Dubosiella
	0.00086275
	0.000012444

	g_Eubacterium_fissicatena_group
	0.010076
	0.000016617

	g_Tuzzerella
	0.013975
	0.00030507

	g_Coriobacteriaceae_UCG-002
	0.015855
	0.00013954

	g_Eubacterium_siraeum_group
	0.040412
	0.0002546

	g_Prevotellaceae_UCG-001
	0.10894
	0.020215

	s_Gram-negative_bacterium_cTPY-13
	0.13027
	0.0076839

	g_Lactobacillus
	0.18494
	0.041446

	g_Bacteroides
	0.19064
	0.031122

	g_Oscillibacter
	0.2
	0.020215

	g_Rikenellaceae_RC9_gut_group
	0.2284
	0.041446

	g_Parabacteroides
	0.25093
	0.012166

	s_Bacteroides_thetaiotaomicron
	0.26667
	0.020182

	g_Alistipes
	0.275
	0.020215

	g_Faecalibaculum
	0.69014
	0.045851

	g__Romboutsia
	1.9245
	0.034239

	g_Clostridium_sensu_stricto_1
	2.5143
	0.020182

	g_Turicibacter
	3.6463
	0.0045237

	g_Helicobacter
	4.0682
	0.034377

	s_Helicobacter_ganmani
	4.463
	0.020215

	g_Streptococcus
	6.45
	0.0002546

	s_Streptococcus_respiraculi
	7.5789
	0.00016482

	g_Allobaculum
	9.5536
	0.0000798

	g_Ruminococcus_torques_group
	11.364
	0.0002546

	s_Corynebacterium_stationis
	12.622
	0.00021892

	g_Ruminococcus_gauvreauii_group
	14.865
	0.0063289

	g_Enterococcus
	137.14
	0.000031173

	g_Escherichia-Shigella
	182.91
	0.00016482

	g_Corynebacterium
	243.04
	0.000012444



