Table S1. The percentage of the most abundant and ubiquitous major genera or species* identified from the fecal microbiome of the preterm infants within 72 hours after birth

	Name of 

genera or species
	Seq.

(N)
	S(n)†
	P1
	P2
	P3
	P4
	P5
	P6
	P7
	P8
	P9
	P10

	C.difficile
	3471
	9
	0
	0.08
	0.11
	0.53
	0.97
	87.93
	30.21
	0.45
	0.24
	0.32

	Enterococcus
	2811
	9
	97
	0.41
	2.22
	1.43
	0.21
	0.15
	0.07
	0.3
	0
	0.69

	Enterobacter
	1994
	9
	0
	89.35
	59.32
	2.18
	0.21
	1.15
	0.55
	1.05
	0.96
	15.45

	Escherichia
	1757
	10
	0.18
	0.16
	4.56
	2.78
	38.23
	0.68
	55.57
	2.4
	0.4
	16.46

	Staphylococcus
	891
	9
	0
	0.41
	3.92
	48.27
	0.14
	0.15
	4.24
	19.01
	0.24
	0.5

	Acinetobacter
	827
	10
	0.88
	1.06
	2.22
	7.59
	9.42
	2
	0.34
	18.71
	22.52
	3.22

	Pseudomonas
	445
	10
	0.11
	0.98
	2.97
	6.47
	3.88
	1.82
	0.07
	9.73
	6.87
	2.9

	Aquabacterium
	378
	10
	0.04
	0.25
	0.53
	0.98
	0.69
	0.18
	0.21
	6.74
	23.16
	0.13

	Serratia
	249
	7
	0.07
	0.25
	8.26
	0
	5.19
	0.03
	0
	0.9
	0
	5.3

	Mosloensis_g
	242
	9
	0
	0.33
	0.32
	1.43
	3.95
	0.7
	0.07
	10.33
	5.03
	0.13

	Lactococcus
	206
	8
	0
	0.25
	0.11
	9.02
	0.48
	0.53
	0
	1.05
	2.4
	1.26

	Bacteroides
	163
	10
	0.04
	0.49
	1.38
	0.75
	1.25
	0.68
	1.3
	1.2
	0.32
	3.85

	Citrobacter
	137
	7
	0
	0
	4.34
	0.15
	4.64
	0.15
	0.48
	0
	0.4
	0.63

	Faecalibacterium
	135
	6
	0
	0.33
	0.85
	0.08
	1.04
	0
	0.21
	0
	0
	6.56

	Sphingomonas
	118
	8
	0
	0.08
	0.11
	0.6
	1.18
	0.26
	0
	2.99
	4.63
	0.25

	Comamonas
	99
	9
	0
	0.74
	0.21
	0.68
	1.52
	0.09
	0.07
	2.84
	2.48
	0.19

	Streptococcus
	97
	9
	0
	0.41
	0.32
	0.08
	0.42
	0.06
	4.24
	2.1
	0.24
	0.06

	Acidovorax
	91
	8
	0
	0.41
	0.42
	0.15
	1.32
	0.32
	0.14
	1.5
	3.04
	0

	Sphingobium
	67
	8
	0
	0.08
	0
	0.15
	0.28
	0.03
	0.07
	1.2
	3.91
	0.06

	Bifidobacterium
	66
	7
	0
	0.74
	0.11
	2.93
	0.14
	0.09
	0.75
	0
	0
	0.06

	Roseburia
	65
	7
	0
	0.16
	0.42
	0.08
	1.8
	0.03
	0.14
	0
	0
	1.83

	Blautia
	65
	6
	0.04
	0
	0.74
	0.45
	1.04
	0.03
	0
	0
	0
	2.21

	Veillonella
	63
	8
	0
	0
	1.69
	0.53
	0.55
	0.03
	0.07
	0.15
	0.08
	1.77

	Janthinobacterium
	59
	7
	0
	0.16
	0.11
	0.23
	1.18
	0.15
	0
	2.1
	1.36
	0

	Lachnospiraceae

_unclassifed
	46
	5
	0
	0
	0.42
	0.15
	0.55
	0
	0
	0
	0.08
	1.95

	Dorea
	31
	6
	0.04
	0.08
	0.11
	0
	0.28
	0.06
	0
	0
	0
	1.39


*The most abundant and ubiquitous major genera or species were arbitrarily defined as those representing more than 1% of the sequences in at least one individual microbiome and detected  in more than half of the preterm infants.
†Number of fecal samples containing the specified bacterial group
