
Table S1 The primers for quantitative PCR
	[bookmark: _Hlk74572332]Name
	Information
	S/A
	Base squence（5`-3`）
	Tm 
	CG%
	Length

	M-TNFα
	NM_001278601.1
	S
	TCCCCAAAGGGATGAGAAGTT
	60.1
	47.6
	298

	
	
	A
	GAGGAGGTTGACTTTCTCCTGG
	59.5
	54.5
	

	M-IL-6
	NM_031168
	S
	CTTCTTGGGACTGATGCTGGT
	59.1
	52.4
	171

	
	
	A
	CACAACTCTTTTCTCATTTCCACG
	59.1
	52.4
	

	M-IFN-γ
	NM_008337.4
	S
	CTCAAGTGGCATAGATGTGGAAG
	59.2
	47.8
	250

	
	
	A
	GACCTCAAACTTGGCAATACTCA
	58.9
	43.5
	

	
	
	A
	AGCTGTCGTACCTGGGCCTAC
	60.9 
	61.9 
	

	IL1a
	NM_001554.4
	S
	CTGATGAAGCTCGTCAGGCAG
	60.8
	57.1
	252

	
	
	A
	TGGCAACTCCTTCAGCAACAC
	60.9
	52.4
	

	
	
	A
	AAGTTGCCAAGCCAATAGAGG
	58.9
	47.6
	

	GAPDH
	NM_008084.3
	S
	TGAAGGGTGGAGCCAAAAG
	58.3
	52.6
	227

	
	
	A
	AGTCTTCTGGGTGGCAGTGAT
	58.4
	52.4
	



Table S2 The content of active compounds in HLJDD
	Name
	Content（%）
	Repeatability
RSD
	Stability
RSD
	Recovery
RSD

	[bookmark: _Hlk72280154]Genipin 1-gentiobioside
	0.42%
	3.29%
	1.52%
	100.85%

	Geniposide
	2.87%
	2.53%
	1.81%
	103.18%

	Coptisine
	1.05%
	1.18%
	0.35%
	78.82%

	Epiberberine
	0.80%
	1.22%
	0.27%
	117.51%

	Berberine
	7.47%
	1.38%
	0.85%
	108.79%

	Palmatine
	0.98%
	1.14%
	0.44%
	108.72%

	Baicalin
	7.30%
	1.40%
	0.46%
	105.52%

	Wogonoside
	0.98%
	1.04%
	0.22%
	79.22%

	Baicalein
	0.17%
	2.73%
	4.98%
	88.91%









Table S3. Relative abundance of family among 7 groups
	
	Relative abundance
	FC (Others/Tg)

	
	Tg
	H-L
	H-H
	Ber
	Bai
	Mix
	Don
	GV
	H-L
	H-H
	Ber
	Bai
	Mix
	Don
	GV

	f__Butyricicoccaceae
	0.05
	0.11
	0.14
	0.07
	0.10
	0.14
	0.12
	0.09
	2.1
	2.5
	1.3
	1.8
	2.5
	2.2
	1.7

	f__Mitochondria
	0.19
	0.74
	0.40
	0.29
	0.56
	0.88
	0.00
	0.00
	4.0
	2.1
	1.6
	3.0
	4.7
	0.0
	0.0

	f__Desulfovibrionaceae
	1.21
	1.79
	1.26
	1.86
	1.32
	1.16
	2.51
	1.68
	1.5
	1.0
	1.5
	1.1
	1.0
	2.1
	1.4

	f__unclassified_o__Bacteroidales
	0.09
	0.12
	0.10
	0.16
	0.11
	0.07
	0.07
	0.10
	1.2
	1.0
	1.7
	1.1
	0.8
	0.7
	1.0

	f__Sutterellaceae
	0.40
	0.51
	0.67
	0.38
	0.58
	0.44
	0.56
	0.36
	1.3
	1.7
	0.9
	1.4
	1.1
	1.4
	0.9

	f__Eggerthellaceae
	0.43
	0.60
	0.37
	0.44
	0.83
	0.50
	0.65
	0.60
	1.4
	0.9
	1.0
	1.9
	1.2
	1.5
	1.4

	f__Bifidobacteriaceae
	0.01
	0.01
	0.00
	0.00
	0.00
	0.00
	0.06
	0.05
	1.4
	0.0
	0.7
	0.0
	0.0
	10.4
	9.2

	f__Tannerellaceae
	0.09
	0.06
	0.13
	0.28
	0.20
	0.15
	0.09
	0.07
	0.7
	1.3
	2.9
	2.1
	1.6
	0.9
	0.7

	f__Erysipelotrichaceae
	2.05
	0.46
	1.60
	3.79
	1.20
	3.39
	3.44
	1.27
	0.2
	0.8
	1.8
	0.6
	1.7
	1.7
	0.6

	f__Lactobacillaceae
	6.61
	6.56
	4.33
	8.35
	15.16
	11.07
	7.95
	13.29
	1.0
	0.7
	1.3
	2.3
	1.7
	1.2
	2.0

	f__Atopobiaceae
	0.43
	0.15
	0.32
	0.00
	0.53
	0.05
	2.75
	0.25
	0.4
	0.7
	0.0
	1.2
	0.1
	6.4
	0.6

	f__Bacteroidaceae
	1.07
	1.75
	1.77
	2.18
	0.71
	0.56
	1.04
	0.88
	1.6
	1.6
	2.0
	0.7
	0.5
	1.0
	0.8

	f__Deferribacteraceae
	0.21
	0.64
	0.26
	0.41
	0.18
	0.61
	0.56
	0.53
	3.0
	1.2
	1.9
	0.9
	2.9
	2.6
	2.5

	f__Oscillospiraceae
	1.39
	2.76
	3.22
	2.50
	1.66
	1.92
	1.62
	2.53
	2.0
	2.3
	1.8
	1.2
	1.4
	1.2
	1.8

	f__Anaerovoracaceae
	0.09
	0.17
	0.21
	0.15
	0.08
	0.14
	0.15
	0.15
	1.9
	2.3
	1.6
	0.9
	1.5
	1.6
	1.6

	f__Lachnospiraceae
	11.23
	14.27
	18.61
	13.12
	12.39
	18.14
	15.79
	15.55
	1.3
	1.7
	1.2
	1.1
	1.6
	1.4
	1.4

	f__Helicobacteraceae
	3.30
	3.44
	4.22
	3.45
	6.36
	5.90
	4.19
	4.29
	1.0
	1.3
	1.0
	1.9
	1.8
	1.3
	1.3

	f__Ruminococcaceae
	0.64
	0.89
	0.91
	0.62
	0.74
	0.78
	0.73
	0.76
	1.4
	1.4
	1.0
	1.1
	1.2
	1.1
	1.2

	f__Prevotellaceae
	2.90
	4.55
	3.05
	2.10
	6.48
	2.65
	1.41
	3.50
	1.6
	1.1
	0.7
	2.2
	0.9
	0.5
	1.2

	f__unclassified_p__Firmicutes
	0.07
	0.07
	0.08
	0.05
	0.08
	0.19
	0.06
	0.13
	1.0
	1.1
	0.7
	1.2
	2.8
	0.9
	2.0

	f__Peptococcaceae
	0.26
	0.24
	0.35
	0.11
	0.31
	0.20
	0.22
	0.24
	0.9
	1.3
	0.4
	1.2
	0.8
	0.9
	0.9

	f__norank_o__Clostridia_UCG-014
	0.36
	0.44
	0.55
	0.07
	0.23
	0.53
	0.15
	0.25
	1.2
	1.5
	0.2
	0.7
	1.5
	0.4
	0.7

	f__Saccharimonadaceae
	0.53
	0.48
	0.67
	0.05
	0.92
	0.38
	0.64
	0.96
	0.9
	1.3
	0.1
	1.7
	0.7
	1.2
	1.8

	f__Erysipelatoclostridiaceae
	0.08
	0.06
	0.06
	0.13
	0.03
	0.04
	0.03
	0.04
	0.7
	0.7
	1.7
	0.4
	0.5
	0.4
	0.5

	f__Staphylococcaceae
	0.12
	0.11
	0.06
	0.15
	0.02
	0.01
	0.03
	0.04
	0.9
	0.5
	1.2
	0.2
	0.1
	0.2
	0.3

	f__Rikenellaceae
	1.08
	0.97
	0.90
	1.30
	0.88
	0.65
	0.62
	0.58
	0.9
	0.8
	1.2
	0.8
	0.6
	0.6
	0.5

	f__Muribaculaceae
	61.08
	50.43
	51.43
	56.75
	45.69
	46.22
	50.49
	49.22
	0.8
	0.8
	0.9
	0.7
	0.8
	0.8
	0.8

	f__Streptococcaceae
	0.05
	0.04
	0.05
	0.04
	0.04
	0.10
	0.05
	0.17
	0.9
	1.0
	0.9
	0.8
	2.1
	1.0
	3.5

	f__Marinifilaceae
	0.45
	0.33
	0.44
	0.06
	0.64
	0.57
	0.78
	0.98
	0.7
	1.0
	0.1
	1.4
	1.3
	1.7
	2.2





Table S4. Relative abundance of genus among 7 groups
	
	Relative abundance
	Fc (others/Tg)

	Genus
	Tg
	H-L
	H-H
	Ber
	Bai
	Mix
	Don
	GV
	H-L
	H-H
	Ber
	Bai
	Mix
	Don
	GV

	g__norank_f__Mitochondria
	0.00
	0.73
	0.07
	0.05
	0.97
	0.63
	0.00
	0.00
	
	
	
	
	
	
	

	g__Allobaculum
	0.00
	0.00
	0.00
	0.00
	0.00
	0.00
	0.00
	0.00
	
	
	
	
	
	
	

	g__unclassified_f_Erysipelotrichaceae
	0.00
	0.00
	0.00
	0.09
	0.02
	0.01
	0.01
	0.01
	
	
	
	
	
	
	

	g__Bifidobacterium
	0.00
	0.01
	0.00
	0.06
	0.06
	0.03
	0.00
	0.00
	
	
	
	
	
	
	

	g__Coriobacteriaceae_UCG-002
	0.00
	0.02
	0.05
	0.00
	0.48
	0.05
	1.54
	0.10
	
	
	
	
	
	
	

	g__norank_f__Desulfovibrionaceae
	0.10
	0.58
	0.47
	0.31
	0.26
	0.20
	0.19
	0.32
	6.0
	4.8
	3.2
	2.8
	2.1
	2.0
	3.3

	g__Oscillibacter
	0.16
	0.53
	0.64
	0.43
	0.28
	0.37
	0.27
	0.53
	3.4
	4.1
	2.7
	1.8
	2.4
	1.7
	3.4

	g__Prevotellaceae_UCG-001
	0.77
	2.23
	2.16
	0.65
	5.25
	2.59
	0.81
	2.26
	2.9
	2.8
	0.9
	6.9
	3.4
	1.1
	3.0

	g__Colidextribacter
	0.42
	0.97
	1.07
	0.95
	0.58
	0.63
	0.63
	0.81
	2.3
	2.6
	2.3
	1.4
	1.5
	1.5
	1.9

	g__Enterorhabdus
	0.26
	0.54
	0.37
	0.47
	0.82
	0.44
	0.60
	0.55
	2.1
	1.4
	1.8
	3.2
	1.7
	2.3
	2.1

	g__Desulfovibrio
	1.05
	1.07
	0.71
	1.62
	1.14
	0.97
	1.93
	1.48
	1.0
	0.7
	1.5
	1.1
	0.9
	1.8
	1.4

	g__Lactobacillus
	7.03
	6.52
	8.10
	8.35
	13.74
	13.29
	7.95
	13.29
	0.9
	1.2
	1.2
	2.0
	1.9
	1.1
	1.9

	g__Dubosiella
	0.24
	0.00
	0.84
	0.85
	0.78
	0.62
	1.85
	0.98
	0.0
	3.5
	3.6
	3.2
	2.6
	7.7
	4.1

	g__Lachnospiraceae_UCG-001
	0.08
	0.27
	0.48
	0.00
	0.10
	0.56
	0.04
	0.40
	3.2
	5.7
	0.0
	1.2
	6.6
	0.5
	4.8

	g__Mucispirillum
	0.28
	0.61
	0.30
	0.41
	0.22
	0.61
	0.34
	0.53
	2.2
	1.1
	1.5
	0.8
	2.2
	1.2
	1.9

	g__norank_f__Oscillospiraceae
	0.40
	0.84
	0.92
	0.95
	0.48
	0.61
	0.53
	0.85
	2.1
	2.3
	2.4
	1.2
	1.5
	1.3
	2.2

	g__norank_f__Ruminococcaceae
	0.17
	0.34
	0.38
	0.45
	0.25
	0.34
	0.37
	0.31
	2.0
	2.2
	2.6
	1.4
	1.9
	2.1
	1.8

	g__Roseburia
	0.24
	0.47
	0.37
	0.02
	0.31
	0.34
	0.30
	0.60
	2.0
	1.5
	0.1
	1.3
	1.4
	1.3
	2.5

	g__Lachnoclostridium
	0.24
	0.45
	0.39
	0.48
	0.26
	0.45
	0.34
	0.28
	1.9
	1.6
	2.0
	1.1
	1.9
	1.4
	1.2

	g__Candidatus_Saccharimonas
	0.36
	0.55
	0.59
	0.05
	0.77
	0.50
	0.64
	1.10
	1.5
	1.7
	0.1
	2.1
	1.4
	1.8
	3.1

	g__ASF356
	0.48
	0.71
	0.48
	0.30
	0.20
	0.76
	0.36
	0.35
	1.5
	1.0
	0.6
	0.4
	1.6
	0.8
	0.7

	g__Bacteroides
	1.33
	1.71
	1.87
	2.18
	1.86
	0.66
	1.04
	0.88
	1.3
	1.4
	1.6
	1.4
	0.5
	0.8
	0.7

	g__norank_f__Lachnospiraceae
	1.80
	2.21
	1.97
	1.73
	1.74
	1.56
	2.20
	1.70
	1.2
	1.1
	1.0
	1.0
	0.9
	1.2
	0.9

	g__unclassified_p__Firmicutes
	0.06
	0.08
	0.08
	0.05
	0.08
	0.26
	0.06
	0.13
	1.2
	1.2
	0.7
	1.2
	4.1
	1.0
	2.1

	g__Eubacterium_xylanophilum_group
	0.51
	0.54
	0.66
	0.22
	0.56
	0.59
	0.37
	0.35
	1.1
	1.3
	0.4
	1.1
	1.1
	0.7
	0.7

	g__Lachnospiraceae_NK4A136_group
	6.65
	5.24
	6.92
	3.04
	4.83
	7.96
	8.25
	7.52
	0.8
	1.0
	0.5
	0.7
	1.2
	1.2
	1.1

	g__Rikenellaceae_RC9_gut_group
	0.80
	0.54
	0.49
	0.58
	0.28
	0.24
	0.21
	0.27
	0.7
	0.6
	0.7
	0.3
	0.3
	0.3
	0.3

	g__Odoribacter
	0.90
	0.33
	0.21
	0.06
	0.60
	0.54
	0.96
	0.98
	0.4
	0.2
	0.1
	0.7
	0.6
	1.1
	1.1

	g__Alistipes
	1.23
	0.44
	0.25
	0.59
	0.44
	0.29
	0.26
	0.17
	0.4
	0.2
	0.5
	0.4
	0.2
	0.2
	0.1

	g__Parabacteroides
	0.18
	0.06
	0.11
	0.28
	0.32
	0.18
	0.09
	0.07
	0.3
	0.6
	1.5
	1.7
	1.0
	0.5
	0.4

	g__Helicobacter
	11.90
	3.24
	4.85
	3.45
	5.79
	6.04
	4.19
	4.29
	0.3
	0.4
	0.3
	0.5
	0.5
	0.4
	0.4

	g__Blautia
	0.91
	0.22
	0.23
	0.13
	0.29
	0.11
	0.29
	0.18
	0.2
	0.3
	0.1
	0.3
	0.1
	0.3
	0.2





