Animal: An International Journal of Animal Bioscience
Early intervention with faecal microbiota transplantation: an effective means to improve growth performance and the intestinal development of suckling piglets
C. S. Cheng, H. K. Wei, P. Wang, H. C. Yu, X. M. Zhang, S. W. Jiang and J. Peng
Supplementary Table S1 The bacterial composition of stool suspension in mother sow on phylum and genus level1
	Taxon
	The relative-abundance, %

	Firmicutes
	58.36 ± 2.77

	Ruminococcaceae-unclassified
	24.29 ± 2.81

	Oscillospira
	8.40 ± 0.51

	Ruminococcus
	2.02 ± 0.18

	Lactobacillus
	1.34 ± 0.90

	Phascolarctobacterium
	1.25 ± 1.09

	Megasphaera
	1.20 ± 1.74

	Clostridium
	1.01 ± 1.24

	Coprococcus
	0.36 ± 0.3

	Butyricicoccus
	0.35 ± 0.36

	Mitsuokella
	0.27 ± 0.46

	SMB53
	0.24 ± 0.31

	Selenomonas
	0.22 ± 0.31

	Dorea
	0.16 ± 0.14

	Roseburia
	0.15 ± 0.06

	Anaerovibrio
	0.15 ± 0.11

	p-75-a5
	0.14 ± 0.06

	Epulopiscium
	0.12 ± 0.09

	Streptococcus
	0.11 ± 0.11

	Turicibacter
	0.01 ± 0.01

	Bacteroidetes
	36.34 ± 3.2

	Prevotella
	12.33 ± 2.84

	YRC22
	3.01 ± 3.13

	Bacteroides
	0.91 ± 0.41

	Parabacteroides
	0.77 ± 0.38

	CF231
	0.55 ± 0.26

	Paludibacter
	0.50 ± 0.79

	Proteobacteria
	2.10 ± 0.63

	Succinivibrio
	1.07 ± 0.98

	Desulfovibrio
	0.35 ± 0.17

	Escherichia
	0.05 ± 0.04

	Spirochaetes
	1.20 ± 0.74

	Treponema
	1.19 ± 0.74

	Verrucomicrobia
	0.84 ± 0.33

	Tenericutes
	0.42 ± 0.30

	Cyanobacteria
	0.22 ± 0.05

	Lentisphaerae
	0.18 ± 0.16

	Actinobacteria
	0.14 ± 0.04

	Synergistetes
	0.08 ± 0.01

	TM7
	0.05 ± 0.02

	others ( < 0.5%)
	0.08 ± 0.02


1 The microbiota population of maternal stool suspension was assessed by 16S rRNA gene sequecing. The V3-V4 highvariable regions were selected to interrogate the fecal bacterial communities. Data were given as means of three parallel samples ± standard deviation.
