Table S6 Correlation analysis between fecal microbiota and serum growth factors in weaned piglets
	
	
	IgG
	IgM
	IgA
	CRP
	Cortisol
	IGF1
	T3
	T4
	Insulin
	zonulin
	DAO
	D-
lactate
	LPS

	phylum levels
	Firmicutes
	0.122 
	0.370# 
	-0.069 
	-0.176 
	0.300 
	0.282 
	-0.085 
	0.278 
	0.204 
	-0.074 
	0.012 
	0.058 
	-0.183 

	
	Bacteroidetes
	0.012 
	-0.089 
	0.287 
	-0.148 
	0.029 
	0.043 
	0.166 
	-0.151 
	-0.215 
	-0.140 
	-0.291 
	-0.005 
	-0.121 

	
	Bacteroidetes/Firmicutes
	-0.088 
	-0.183 
	0.213 
	-0.069 
	-0.102 
	-0.061 
	0.057 
	-0.153 
	-0.188 
	-0.058 
	-0.200 
	-0.021 
	-0.033 

	
	Proteobacteria
	-0.148 
	-0.319 
	0.000 
	0.355 
	-0.214 
	-0.246 
	-0.050 
	-0.139 
	0.070 
	0.360 
	0.333 
	-0.159 
	0.273 

	
	Synergistetes
	-0.210 
	-0.311 
	-0.435* 
	0.194 
	-0.428# 
	-0.555** 
	-0.281 
	-0.207 
	0.007 
	0.149 
	0.282 
	-0.032 
	0.394# 

	
	Spirochaetes
	0.042 
	0.151 
	-0.018 
	0.078 
	0.072 
	0.072 
	0.272 
	0.196 
	-0.271 
	-0.275 
	-0.126 
	0.232 
	0.086 

	
	Actinobacteria
	0.017 
	-0.055 
	0.153 
	0.274 
	-0.081 
	0.245 
	0.099 
	0.071 
	-0.072 
	0.521* 
	0.022 
	-0.041 
	-0.035 

	
	Tenericutes
	0.226 
	0.060 
	0.258 
	0.275 
	0.059 
	0.206 
	0.279 
	0.011 
	0.141 
	-0.157 
	-0.235 
	0.198 
	-0.309 

	
	Chloroflexi
	0.024 
	-0.047 
	-0.225 
	-0.204 
	-0.614** 
	-0.043 
	0.301 
	0.027 
	-0.244 
	-0.127 
	-0.231 
	-0.290 
	0.089 

	
	Acidobacteria
	0.013 
	-0.278 
	-0.113 
	-0.132 
	-0.498* 
	0.113 
	-0.058 
	-0.343 
	-0.184 
	-0.256 
	0.063 
	-0.352 
	-0.197 

	
	Chlamydiae
	0.065 
	-0.285 
	0.269 
	0.085 
	0.354 
	-0.104 
	0.129 
	-0.318 
	0.193 
	-0.084 
	0.054 
	0.220 
	-0.077 

	family levels
	Ruminococcaceae
	0.126 
	0.525* 
	-0.041 
	0.055 
	0.025 
	0.429# 
	0.127 
	0.367 
	0.233 
	-0.186 
	0.084 
	-0.128 
	-0.390# 

	
	Muribaculaceae
	0.084 
	0.049 
	0.327 
	-0.281 
	0.039 
	0.110 
	0.123 
	-0.075 
	-0.235 
	-0.279 
	-0.313 
	-0.120 
	-0.184 

	
	Erysipelotrichaceae
	0.038 
	0.125 
	0.163 
	-0.314 
	0.079 
	-0.020 
	0.258 
	-0.113 
	-0.411# 
	-0.101 
	-0.180 
	-0.132 
	0.313 

	
	Lactobacillaceae
	0.331 
	-0.076 
	0.503* 
	0.331 
	0.187 
	0.271 
	-0.068 
	0.113 
	0.117 
	0.085 
	-0.146 
	-0.081 
	-0.201 

	
	Christensenellaceae
	-0.150 
	0.196 
	-0.401# 
	-0.277 
	0.017 
	-0.089 
	-0.259 
	0.089 
	0.240 
	-0.091 
	0.169 
	0.170 
	0.003 

	
	Lachnospiraceae
	0.105 
	0.064 
	-0.189 
	-0.069 
	0.248 
	0.185 
	-0.250 
	0.082 
	0.386# 
	-0.075 
	-0.100 
	0.100 
	-0.456* 

	
	Bacteroidaceae
	-0.195 
	-0.221 
	-0.379# 
	0.202 
	-0.139 
	-0.355 
	0.096 
	-0.111 
	0.157 
	0.440* 
	0.056 
	0.356 
	0.238 

	
	Acidaminococcaceae
	-0.093 
	-0.313 
	-0.245 
	0.140 
	0.340 
	-0.258 
	-0.538* 
	0.136 
	0.280 
	0.299 
	0.127 
	0.454* 
	-0.018 

	
	Enterobacteriaceae
	-0.216 
	-0.323 
	0.036 
	0.463* 
	0.034 
	-0.310 
	-0.200 
	-0.157 
	0.149 
	0.407# 
	0.430# 
	0.000 
	0.286 

	
	Synergistaceae
	-0.210 
	-0.311 
	-0.435* 
	0.194 
	-0.428# 
	-0.555** 
	-0.281 
	-0.207 
	0.007 
	0.149 
	0.282 
	-0.032 
	0.394# 

	genus levels
	uncultured_bacterium_f_Muribaculaceae
	0.180 
	0.088 
	0.220 
	-0.169 
	-0.079 
	0.177 
	0.171 
	-0.200 
	-0.485* 
	-0.300 
	-0.171 
	-0.263 
	-0.243 

	
	Ruminococcaceae_UCG-002
	0.401# 
	0.639** 
	0.198 
	-0.208 
	0.020 
	0.419# 
	0.194 
	0.610** 
	-0.143 
	-0.249 
	-0.327 
	-0.209 
	-0.369# 

	
	Lactobacillus
	0.331 
	-0.076 
	0.503* 
	0.331 
	0.187 
	0.271 
	-0.068 
	0.113 
	0.117 
	0.085 
	-0.146 
	-0.081 
	-0.201 

	
	uncultured_bacterium_f_Erysipelotrichaceae
	0.087 
	0.152 
	0.206 
	-0.314 
	0.059 
	0.008 
	0.265 
	-0.082 
	-0.433# 
	-0.119 
	-0.203 
	-0.152 
	0.311 

	
	Bacteroides
	-0.195 
	-0.221 
	-0.379# 
	0.202 
	-0.139 
	-0.355 
	0.096 
	-0.111 
	0.157 
	0.440* 
	0.056 
	0.356 
	0.238 

	
	uncultured_bacterium_f_Christensenellaceae
	-0.054 
	0.313 
	-0.279 
	-0.249 
	-0.155 
	-0.008 
	-0.150 
	0.178 
	0.213 
	-0.128 
	0.080 
	0.056 
	0.024 

	
	Phascolarctobacterium
	-0.088 
	-0.302 
	-0.255 
	0.135 
	0.341 
	-0.261 
	-0.543* 
	0.145 
	0.280 
	0.277 
	0.107 
	0.459* 
	-0.030 

	
	Escherichia-Shigella
	-0.215 
	-0.320 
	0.039 
	0.461* 
	0.036 
	-0.309 
	-0.201 
	-0.152 
	0.154 
	0.407# 
	0.427# 
	0.004 
	0.286 

	
	uncultured_bacterium_f_Ruminococcaceae
	-0.215 
	0.016 
	0.135 
	0.327 
	0.178 
	0.041 
	0.042 
	-0.007 
	0.179 
	0.267 
	0.434* 
	-0.093 
	0.031 

	
	CAG-873
	-0.073 
	-0.026 
	0.168 
	-0.164 
	0.118 
	-0.040 
	-0.020 
	0.102 
	0.187 
	-0.038 
	-0.198 
	0.110 
	0.017 


Note: #, 0.05< p < 0.10; *, p < 0.05; **, p < 0.01.

