Table S2. The percentage of the most abundant and ubiquitous major genera* identified from the fecal microbiome of the preterm infants at two weeks
	Name of 

genera or species
	Seq.

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

	Enterobacter
	3573
	9
	0.07
	94.52
	72.32
	48.12
	0.45
	0.08
	3.65
	0.08
	53.24
	0

	Escherichia
	3158
	9
	0
	1.28
	9
	19.73
	57.56
	7.19
	8.84
	8.11
	0.38
	88.16

	Serratia
	1266
	6
	50.29
	0
	0.07
	0.12
	3.87
	0
	0.14
	41.49
	0
	0

	Veillonella
	1201
	7
	0
	0.17
	0.97
	1.14
	8.19
	87.4
	1.33
	0
	0
	0.17

	Enterococcus
	817
	8
	13.91
	0.51
	6.99
	0.66
	0
	0
	4.28
	3.34
	22.23
	9.57

	Staphylococcus
	676
	9
	0.59
	1.2
	0.21
	13.63
	0.3
	0
	19.02
	0.48
	13.45
	0.06

	Citrobacter
	655
	9
	0.22
	0
	0.35
	5.62
	1.94
	0.25
	0.14
	39.51
	1.43
	0.55

	Acinetobacter
	630
	6
	34.11
	0.09
	0
	0.06
	0
	0
	0.49
	6.92
	6.49
	0

	Roseburia
	275
	9
	0.15
	0.34
	2.7
	1.85
	6.48
	0.34
	6.95
	0
	0.38
	0.28

	Bacteroides
	185
	9
	0.37
	0.09
	1.11
	1.32
	2.08
	0.25
	7.58
	0
	0.1
	0.06

	Faecalibacterium
	116
	7
	0
	0.34
	1.31
	0.48
	4.69
	0.25
	1.12
	0
	0.29
	0

	Blautia
	89
	7
	0
	0.17
	0.69
	0.72
	4.02
	0.25
	0.49
	0
	0
	0.06

	Lactobacillus
	61
	6
	0
	0
	0.14
	0.42
	0.07
	0
	2.25
	0
	1.53
	0.17

	Streptococcus
	38
	6
	0
	0.43
	0.07
	0.24
	1.79
	0.08
	0.21
	0
	0
	0

	Ruminococcaceae

_unclassifed
	29
	7
	0
	0.09
	0.35
	0.12
	1.19
	0.17
	0.14
	0
	0
	0.06


*The most abundant and ubiquitous major genera 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
