Tables
Table 1. The clinical information of the ICPP and control groups
Characteristics          ICPP (N = 27)     Control(N = 23)    	p/χ2-value 
Age (mean ± SD, year)      7.72 ±0.45          7.4 ± 0.77        	0.204
Height (mean ± SD, cm)     138.89 ± 6.36     	 129.87 ± 6.39       	0.000
Weight (mean ± SD, kg)      34.92 ± 6.92      	26.31 ± 5.29       	0.000
BMI (mean ± SD)           18.05±2.97        	15.64±3.10        	0.008





Table 2. The top 5 phylum level in ICPP and control groups
(difference screening conditions: average relative abundance > 0.1%, P < 0.05)
	The top 5 phyla
	ICPP (N = 27)
	Control (N = 23)
	p-value

	Firmicutes
	52.75±11.61
	45.81±18.27
	0.1348

	Bacteroidetes
	38.54±12.92
	46.95±19.22
	0.1024

	Proteobacteria
	4.85±2.58
	2.92±1.86
	0.0031

	Actinobacteria
	2.88±1.78
	2.59±3.03
	0.0731

	Fusobacteria
	0.18±0.33
	1.65±4.77
	0.3003








Table 3. The top 5  phylum level in overweight and normal groups
(difference screening conditions: average relative abundance > 0.1%, P < 0.05)
	The top 5 phyla
	Overweight (N = 27)
	Normal (N = 23)
	p-value

	Firmicutes
	55.76±11.09
	49.50±11.70
	0.2020

	Bacteroidetes
	35.09±12.79
	42.255±12.49
	0.2020

	Proteobacteria
	4.59±2.23
	5.09±2.93
	0.8300

	Actinobacteria
	3.13±1.55
	2.62±2.04
	0.1279

	Fusobacteria
	0.14±0.14
	0.23±0.45
	0.4968





















Table 4. The top 15 genus level in ICPP and control groups
(difference screening conditions: average relative abundance > 0.1%, P < 0.05)
	The top 15 dominant bacteria
	ICPP (N=27)
	Control (N=25)
	p-value

	Bacteroides (mean ± SD, %)
	29.96 ± 10.77
	44.91 ± 19.80
	0.0016 

	Roseburia (mean ± SD, %)
	7.55±3.15
	2.01±2.93
	0.0000 

	Prevotella(mean ± SD, %)
	3.95±4.81
	0.19±0.87
	0.0000 

	Lachnospiracea_incertae_sedis (mean ± SD,%)
	3.36±1.63
	1.53±2.07
	0.0003 

	Ruminococcus (mean ± SD,%)
	2.50±1.00
	0.73±1.27
	0.0000 

	Parabacteroides (mean ± SD,%)
	2.39±1.14
	1.42±1.79
	0.0004 

	Alistipes(mean ± SD,%)
	1.73±0.52
	0.28±0.48
	0.0000 

	Ruminococcus2 (mean ± SD,%)
	1.20±0.44
	0.80±0.82
	0.0050 

	Clostridium sensu stricto (mean ± SD,%)
	0.98±1.26
	0.53±1.93
	0.0000 

	Clostridium XVIII(mean ± SD,%)
	0.85±1.32
	0.23±0.48
	0.0000 

	Megamonas(mean ± SD,%)
	0.79±0.56
	5.25±15.518
	0.0037 

	Clostridium_XVIII(mean ± SD,%)
	0.85±1.32
	0.23±0.48
	0.0000 

	Klebsiella(mean ± SD,%)
	0.72±0.85
	0.10±0.26
	0.0008 

	Oscillibacter(mean ± SD,%)
	0.54±0.12
	0.10±0.11
	0.0000 

	Romboutsia(mean ± SD,%)
	0.52±0.35
	0.17±0.29
	0.0000 





Table 5. The top 15 genus level in overweight and normal groups
(difference screening conditions: average relative abundance > 0.1%, P < 0.05)
	The top 15 dominant bacteria
	Overweight(N=27)
	Normal (N=25)
	p-value

	Bacteroides (mean ± SD, %)
	26.26 ± 9.78
	33.95 ± 10.71
	0.1048 

	Faecalibacterium (mean ± SD, %)
	12.05±3.92
	12.10±3.94
	0.9430 

	Roseburia (mean ± SD, %)
	7.40±3.14
	7.72±3.28
	0.7203 

	Blautia(mean ± SD, %)
	2.94±1.38
	4.47±2.41
	0.0482 

	Prevotella (mean ± SD,%)
	3.98±4.71
	3.92±5.10
	0.9051 

	Lachnospiracea_incertae_sedis(mean ± SD,%)
	3.65±1.57
	3.05±1.70
	0.3022 

	Ruminococcus(mean ± SD,%)
	2.78±1.07
	2.20±0.87
	0.1694 

	Parabacteroides(mean ± SD,%)
	2.49±1.38
	2.28±0.86
	0.8674 

	Bifidobacterium(mean ± SD,%)
	2.14±1.29
	1.83±1.48
	0.2800 

	Alistipes (mean ± SD,%)
	1.85±0.48
	1.60±0.54
	0.1852 

	Clostridium sensu stricto (mean ± SD,%)
	1.33±1.62
	0.61±0.56
	0.5502 

	Fusicatenibacter(mean ± SD,%)
	1.32±0.61
	0.99±0.43
	0.1408 

	Ruminococcus2(mean ± SD,%)
	1.31±0.49
	1.07±0.37
	0.2388 

	Gemmiger(mean ± SD,%)
	0.94±0.70
	0.52±0.37
	0.0377 

	Parasutterella(mean ± SD,%)
	0.93±0.62
	0.60±0.44
	0.0482 

	Clostridium_XVIII(mean ± SD,%)
	0.86±1.63
	0.830±0.95
	0.7930 
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