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Supplementary Figure 1: Dilution curve of alpha diversity. 
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Supplementary Figure 2: The sequence quality information

Supplementary Table

[bookmark: _GoBack]Supplementary Table 1: Correlation results of clinical parameters and specific gut microbiota
	clinical parameters
	Bacterial taxon
	correlation coefficient
	P-value

	T
	Agathobacter
	0.302
	0.0171

	B
	Agathobacter
	0.292
	0.0214

	
	Streptococcus
	0.270
	0.0337

	CD4+T
	Agathobacter
	0.310
	0.0143

	
	Enterobacteriaceae
	-0.255
	0.0457

	Th1
	Prevotella
	0.279
	0.0283

	
	CAG-352
	0.283
	0.0259

	Th2
	Agathobacter
	0.429
	0.0005

	
	Escherichia-Shigella
	-0.261
	0.0401

	Th17
	Prevotella
	0.262
	0.0397

	
	Agathobacter
	0.288
	0.0230

	Th17/Treg
	Dorea
	0.273
	0.0319

	IL-2
	Agathobacter
	0.443
	0.0003

	IL-4
	Agathobacter
	0.303
	0.0168

	IL-6
	Muribaculaceae
	0.312
	0.0137

	
	Lachnospiraceae_UCG-004
	0.320
	0.0114

	IL-10
	Ruminococcus
	-0.254
	0.0465

	
	CAG-352
	-0.284
	0.0254

	IL-17
	[Eubacterium]_hallii
	0.286
	0.0244

	IFN-gama
	Phascolarctobacterium
	0.366
	0.0034

	ESR
	Roseburia
	0.342
	0.0065

	
	Butyricicoccus
	0.310
	0.0143

	
	Klebsiella
	0.309
	0.0146

	CRP
	Faecalibacterium
	0.352
	0.0050

	
	Muribaculaceae
	0.268
	0.0354

	ASDAS-CRP
	Faecalibacterium
	0.351
	0.0051

	
	Ruminococcus
	0.274
	0.0314

	age
	Agathobacter
	-0.257
	0.0437

	
	Dorea
	-0.294
	0.0205

	
	Butyricicoccus
	0.259
	0.0423

	BMI
	Lachnospira
	0.280
	0.0273

	
	Lachnospiraceae_UCG-004
	0.333
	0.0083

	RBC
	Dorea
	0.252
	0.0484

	WBC
	Agathobacter
	0.251
	0.0495

	
	[Eubacterium]_eligens
	0.266
	0.0369

	PLT
	Anaerostipes
	0.291
	0.0220

	
	Streptococcus
	0.356
	0.0045

	
	Clostridium_sensu_stricto_1
	0.255
	0.0452

	NEUT%
	Escherichia-Shigella
	0.313
	0.0132
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Glick and drag on plot to zoom in. Double click to zoom back out to full size. Hover over a box to see the parametric seven-number summary of the quality scores at the corresponding position.
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The plot at position 299 was generated using a random sampling of 10000 out of [object

Object] sequences without replacement. The minimum sequence length identified during
subsampling was 301 bases. Outlier quality scores are not shown in box plots for clarity.

Parametric seven-number summary for po:

Quality

Box plot feature Percentile score.
(Not shown in box plot) 2nd 8
Lower Whisker 9th 16
Bottom of Box 25th 27
Middle of Box 50th (Median) 33

Top of Box 75th 37
Upper Whisker 9tst 37

(Not shown in box plot) 98th 38

Download forward parametric seven-number summaries as TSV

R EEEEEEEEEEEE XX
Sequence Base
The plot at position 244 was generated using a random sampling of 10000 out of [object

Object] sequences without replacement. The minimum sequence length identified during
subsampling was 301 bases. Outlier quality scores are not shown in box plots for clarity.

Parametric seven-number summary for position 244

Quality

Box plot feature Percentile score
(Not shown in box plot) 2nd 8
Lower Whisker oth 9
Bottom of Box 25th 2
Middle of Box 50th (Median) 35

Top of Box 7sth 38
Upper Whisker otst 38

(Not shown in box plot) 98th 38

Download reverse parametric seven-number summaries as TSV

Demultiplexed sequence length summary

Forward Reads

Total Sequences Sampled 10000

2% 301 nts
9% 301 nts
25% 301 nts
50% (Median) 301 nts
75% 301 nts
91% 301 nts
98% 301 nts

Reverse Reads

Total Sequences Sampled 10000

2% 301 nts
9% 301 nts
25% 301 nts
50% (Median) 301 nts
5% 301 nts
91% 301 nts

98% 301 nts
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Demultiplexed sequence counts summary

forward reads reverse reads
Minimum 10365 10365
Median 33456.5 33456.5
Mean 33629 33629
Maximum 58947 58947
Total 4169996 4169996
Forward Reads Frequency Histogram Reverse Reads Frequency Histogram
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