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Supplementary Table S1 One-way ANOSIM of cecal microbial communities of broilers associated with experimental diets
	Treatment1
	Control
	60-DWP
	80-WPC

	Control
	-
	0.776
	0.740

	60-DWP
	0.008
	-
	-0.024

	80-WPC
	0.008
	0.508
	-


1 Control: no supplementation of dry whey powder or whey protein concentrate; 60-DWP: 60 g/kg of dry whey powder; 80-WPC: 80 g/kg of whey protein concentrate. The R statistic (indicated in boldface) and significance level (indicated in italics) are shown for each comparison between experimental diets. 

Supplementary Table S2 Abundance of OTUs that contribute to dissimilarity in cecal microbial communities of broilers associated with experimental diets 

	 
	Relative abundance (%)
	Taxonomy
	RDP Score
	Reference2

	
	Control1
	60-DWP
	80-WPC
	
	
	

	OTU1*
	7.56
	12.46
	12.00
	Faecalibacterium spp.
	98.4
	Scupham (2007)

	OTU2*
	18.28
	8.58
	14.84
	Bacteroides spp. 
	98.1
	
 ADDIN EN.CITE 

Eckburg et al. (2005
)

	OTU3*
	12.29
	8.67
	5.27
	unclassified Porphyromonadaceae
	82.8
	Sakamoto et al. (2007)

	OTU4
	2.13
	5.66
	3.89
	Ruminococcus spp.
	98.4
	Turnbaugh et al. (2009)

	OTU5*
	1.90
	2.38
	6.54
	Bacteroides fragilis 
	97.7
	
 ADDIN EN.CITE 

Cerdeño-Tárraga et al. (2005
)

	OTU6
	1.47
	6.24
	5.22
	Bacteroides spp.
	95.3
	Bakir et al. (2006)

	OTU7*
	10.5
	2.20
	0.63
	Helicobacter pullorum
	98.0
	Dewhirst et al. (2005)

	OTU9*
	0.06
	2.39
	3.75
	Escherichia coli/Shigella flexneri
	97.7
	Wang et al. (1997)

	OTU10
	0.37
	1.96
	1.37
	unclassified Lachnospiraceae
	94.2
	Bjerrum et al. (2006)

	OTU11
	0.42
	2.39
	2.05
	Phascolarctobacterium spp.
	98.8
	Scupham (2007)

	OTU12
	0.01
	2.27
	1.77
	Megamonas funiformis 
	97.6
	Sakon et al. (2008)

	OTU13
	3.68
	1.36
	1.60
	Unclassified Rikenellaceae
	87.1
	Song et al. (2006)

	OTU17
	3.19
	0.20
	0.91
	Barnesiella intestinihominis 
	97.6
	Morotomi et al. (2008)

	OTU22
	0.04
	-
	1.71
	Subdoligranulum variabile 
	98.0
	Holmstrøm et al. (2004)

	OTU23
	0.29
	0.96
	1.36
	Unclassified Ruminococcaceae
	88.0
	Krogius-Kurikka et al. (2009)

	OTU31
	0.38
	-
	1.17
	Odoribacter spp. 
	98.0
	Li et al. (2012)

	OTU33
	0.59
	1.10
	-
	Lactobacillus salivarius 
	98.0
	Groisillier and Lonvaud-Funel (1999)


1 Control: no supplementation of dry whey powder or whey protein concentrate; 60-DWP: 60 g/kg of dry whey powder; 80-WPC: 80 g/kg of whey protein concentrate. 
2 The list of references used for OTU’s identification is given in Supplementary Material S1.
† These OTUS were identified by BEST routine as summarizing the overall differences in microbial community. 
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Supplementary Figure S1 Composition of bacteria in cecal samples at phylum level. Relative abundance (> 1% on average) at different phylum in response to experimental diets. Control: no supplementation of dry whey powder or whey protein concentrate; 60 g/kg of dry whey powder, 80-WPC: 80 g/kg of whey protein concentrate.
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Supplementary Figure S2 Composition of bacteria in cecal samples at family level. Relative abundance (> 1% on average) at different families in response to experimental diets. Control: no supplementation of dry whey powder or whey protein concentrate, 60-DWP: 60 g/kg of dry whey powder, 80-WPC: 80 g/kg of whey protein concentrate.
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