[bookmark: _Hlk95560656]Table 3  The abandence of the main organisms in the intestinal flora of the 5 sucking goats in the 1st farm (%)
	Taxon
	H1
	D1
	D2
	D3
	D4

	1. [bookmark: OLE_LINK6][bookmark: _Hlk91837362]Butyricicoccus pullicaecorum
	8.33
	11.74
	0.01
	0.15
	0.19

	2. [bookmark: _Hlk93134750]Ruminococcus gnavus
	7.59
	7.01
	0.01
	2.08
	5.3

	3. Bacteroides fragilis
	7.24
	0.01
	0.14
	0.57
	2.29

	4. Escherichia coli
	4.63
	1.95
	4.66
	0.85
	2.2

	5. [bookmark: _Hlk93140694]Lactococcus garvieae
	3.73
	0.06
	8.03
	0.02
	0

	6. [bookmark: OLE_LINK5]Helicobacter pylori
	2.74
	0.05
	6.21
	0.02
	0

	7. Lactobacillus reuteri
	1.83
	0
	0
	0.09
	0.06

	8. Veillonella magna
	1.75
	0
	0
	0
	0.02

	9. Streptococcus pneumoniae
	1.35
	0.06
	3.05
	0.01
	0

	10. Enterococcus faecium
	1.34
	0.32
	3.04
	0.17
	0.11

	11. Klebsiella pneumoniae
	1.31
	0.12
	2.75
	0.14
	0.04

	12. Shigella sonnei
	0.73
	0.05
	1.58
	0.02
	0.04

	13. Babesia ovata
	0.58
	0.01
	1.26
	0
	0

	14. Enterococcus faecalis
	0.51
	8.97
	1.72
	0.05
	0.02

	15. Babesia bigemina
	0.5
	0.01
	1.11
	0
	0

	16. Shigella boydii
	0.49
	0.02
	1.07
	0.01
	0.02

	17. [bookmark: OLE_LINK1]Parabacteroides distasonis
	0.48
	0.01
	1.03
	0.1
	0.19

	18. Blautia producta
	0.35
	1.44
	0
	0.21
	0.14

	19. Staphylococcus aureus
	0.28
	0.2
	24.61
	0.08
	0.04

	20. Clostridium innocuum
	0.19
	1.17
	0
	0.27
	0.03

	21. [bookmark: _Hlk93141172]Tyzzerella nexilis
	0.06
	4.23
	0.01
	2.65
	0.11

	22. Blautia coccoides
	0.06
	3.31
	0
	0.1
	0.03

	23. [bookmark: _Hlk93141749]Bacteroides vulgatus
	0.05
	0
	0
	0.01
	1

	24. Blautia obeum
	0.04
	0.13
	0.01
	1.01
	0.44

	25. Coprococcus phoceensis
	0.04
	1.66
	0
	1.04
	0.04

	26. Eggerthella lenta
	0.04
	0
	0
	1.25
	0.04

	27. Subdoligranulum variabile
	0.03
	0.05
	0
	0.23
	2.75

	28. Ruthenibacterium lactatiformans
	0.03
	0.04
	0
	2.5
	0.12

	29. Clostridium nexile CAG 348
	0.03
	1.57
	0
	0.94
	0.03

	30. Firmicutes bacterium CAG 646
	0.02
	0.05
	0
	6.09
	0.44

	31. Bacteroides plebeius
	0.02
	0
	0
	0
	5.56

	32. Anaeromassilibacillus sp An172
	0.02
	0
	0
	1.07
	0.02

	33. Evtepia gabavorous
	0.01
	0.01
	0
	2.29
	0.01

	34. Clostridium perfringens
	0.01
	2
	0
	0.01
	0

	35. Blautia sp CAG 257
	0
	0.01
	0.04
	4.13
	1.61

	36. Megamonas funiformis
	0
	0.01
	0
	0.01
	3.94

	37. Megamonas hypermegale
	0
	0.01
	0
	0.01
	3.51

	38. Subdoligranulum sp APC924/74
	0
	0
	0
	0.03
	2.63

	39. Megamonas rupellensis
	0
	0
	0
	0
	2.72

	40. Enterococcus avium
	0
	0.02
	1.55
	0
	0



Table 4  The abandence of the main organisms in the intestinal flora of the 4 sucking goats in the 2nd farm (%)
	Taxon
	H2
	D5
	D6
	D7

	1. Bacteroides fragilis
	13.81
	0.59
	0.16
	1.82

	2. Butyricicoccus pullicaecorum
	8.46
	0.07
	1.16
	0.16

	3. [bookmark: _Hlk93134991]Fournierella massiliensis
	3.09
	0.03
	0.04
	0.32

	4. Pseudoflavonifractor sp An44
	1.47
	0.05
	0.08
	0.03

	5. Pseudoflavonifractor sp An85
	1.37
	0.13
	0.08
	0.04

	6. Pseudoflavonifractor sp An187
	1.32
	0.03
	0.07
	0.03

	7. Lactobacillus reuteri
	1.3
	0.01
	0.83
	0.02

	8. Pseudoflavonifractor sp An176
	1.23
	0.03
	0.07
	0.01

	9. Blautia sp CAG 257
	1.2
	0.02
	7.54
	1.02

	10. Olsenella sp kh2p3
	0.95
	0
	0
	0

	11. Flavonifractor plautii
	0.94
	0.13
	0.06
	0.22

	12. Escherichia coli
	0.89
	1.59
	2.18
	2.95

	13. [bookmark: _Hlk93144880]Ruminococcus gnavus
	0.83
	0.18
	0.82
	0.33

	14. Olsenella sp KH3B4
	0.83
	0
	0
	0

	15. Intestinibacillus sp Marseille-P6563
	0.66
	0.03
	0.09
	0.06

	16. Pseudoflavonifractor capillosus
	0.61
	0.11
	0.06
	0.07

	17. Bifidobacterium pseudolongum
	0.59
	0.12
	0
	0

	18. Clostridiales bacterium
	0.57
	2.81
	0.07
	0.33

	19. Bacteroides vulgatus
	0.57
	0.63
	0.11
	1.24

	20. Clostridioides difficile
	0.53
	0.18
	0.22
	0.2

	21. Intestinimonas timonensis
	0.52
	0.05
	0.06
	0.11

	22. Staphylococcus aureus
	0.42
	0.57
	15.87
	10.43

	23. Blautia obeum
	0.3
	0.1
	1.49
	0.26

	24. Lactococcus garvieae
	0.22
	0.27
	4.45
	4.23

	25. Helicobacter pylori
	0.17
	0.22
	3.44
	3.32

	26. Enterococcus faecium
	0.14
	0.14
	1.65
	1.53

	27. Bacteroides caccae
	0.13
	0.09
	0.01
	3.17

	28. Subdoligranulum variabile
	0.1
	0.17
	2.15
	0.08

	29. Klebsiella pneumoniae
	0.06
	0.12
	1.73
	1.12

	30. Enterococcus faecalis
	0.05
	0.27
	1.09
	1.39

	31. Streptococcus pneumoniae
	0.04
	0.1
	1.93
	1.4

	32. Firmicutes bacterium CAG 110
	0.02
	3.23
	0
	0.54

	33. Clostridiales bacterium
Marseille-P2846
	0.01
	1.04
	0
	0.16

	34. Akkermansia muciniphila
	0
	0.24
	0.01
	2.09

	35. Faecalibacterium sp CAG 74
	0
	1.95
	0
	0.01

	36. Faecalibacterium sp CAG 74 58 120
	0
	1.72
	0
	0.02

	37. Akkermansia glycaniphila
	0
	1.3
	0
	0.02

	38. Treponema bryantii
	0
	1.82
	0
	0

	39. Campylobacter hyointestinalis
	0
	0
	0.23
	1.21

	40. Bacteroidales bacterium WCE2008
	0
	1.01
	0
	0



Table 5  The abandence of the main organisms in the intestinal flora of the 2 sucking goats in the 3rd farm (%)
	Taxon
	H3
	D8

	1. [bookmark: _Hlk93135643]Akkermansia muciniphila
	3.71
	0

	2. Staphylococcus aureus
	2.93
	23.19

	3. Eubacterium sp CAG 180
	2.41
	0.02

	4. Firmicutes bacterium CAG 110
	2.36
	0.42

	5. Clostridiales bacterium
	1.54
	0.07

	6. Clostridium sp CAG 343
	1.12
	0

	7. Odoribacter splanchnicus
	1.10
	0

	8. Lactococcus garvieae
	1.08
	8.97

	9. Parabacteroides merdae
	1.01
	0

	10. Flintibacter sp KGMB00164
	0.98
	0

	11. Blautia sp CAG 257
	0.97
	0.02

	12. Clostridiales bacterium Choco116
	0.97
	0

	13. Desulfovibrio piger
	0.84
	0

	14. Anaeromassilibacillus sp An172
	0.83
	0.01

	15. [bookmark: OLE_LINK2]Helicobacter pylori
	0.81
	6.86

	16. Bacteroides uniformis
	0.81
	0.03

	17. Clostridia bacterium
	0.78
	0.04

	18. Firmicutes bacterium CAG 646
	0.69
	0.03

	19. Bacteroides fragilis
	0.64
	0.02

	20. Escherichia coli
	0.61
	5.51

	21. Clostridiales bacterium Marseille-P2846
	0.59
	0.01

	22. Oscillibacter sp PC13
	0.56
	0.01

	23. Flavonifractor plautii
	0.55
	0.01

	24. Firmicutes bacterium CAG 555
	0.54
	0.01

	25. Intestinimonas massiliensis
	0.53
	0

	26. Oscillibacter sp CAG 155
	0.52
	0

	27. Merdibacter massiliensis
	0.51
	0

	28. Enterococcus faecium
	0.48
	3.19

	29. Parabacteroides distasonis
	0.36
	1.18

	30. Streptococcus pneumoniae
	0.34
	2.89

	31. Klebsiella pneumoniae
	0.30
	2.65

	32. Shigella sonnei
	0.20
	1.71

	33. Babesia ovata
	0.16
	1.2

	34. Enterococcus faecalis
	0.14
	1.39

	35. Veillonellaceae bacterium DNF00626
	0.14
	1.16

	36. Shigella boydii
	0.14
	1.08

	37. Babesia bigemina
	0.14
	1.04

	38. Clostridium botulinum
	0.14
	0.94

	39. Arcobacter trophiarum
	0.11
	0.95

	40. Pseudomonas syringae
	0.09
	0.77



Table 6  The abandence of the main organisms in the intestinal flora of the 2 sucking goats in the 4th farm (%)
	Taxon
	H4
	D9

	1. Firmicutes bacterium CAG 110
	3.52
	0.86

	2. Clostridiales bacterium
	2.70
	0.30

	3. Akkermansia glycaniphila
	1.45
	0

	4. Faecalibacterium sp CAG 74
	1.10
	0.02

	5. Faecalibacterium sp CAG 74 58 120
	0.97
	0.03

	6. Staphylococcus aureus
	0.82
	1.86

	7. Anaeromassilibacillus sp An172
	0.78
	1.03

	8. Clostridiales bacterium Marseille-P2846
	0.77
	0.27

	9. Ruminococcus flavefaciens
	0.75
	0.02

	10. Ruminococcus bromii
	0.72
	0.06

	11. Clostridia bacterium
	0.71
	0.34

	12. Ruminococcaceae bacterium
	0.65
	0.08

	13. Lachnospiraceae bacterium 10-1
	0.63
	0.02

	14. Firmicutes bacterium CAG 110 56 8
	0.60
	0.16

	15. Bacteroides vulgatus
	0.51
	0.11

	16. Clostridium sp CAG 413
	0.42
	0.02

	17. Bacteroidales bacterium WCE2008
	0.42
	0

	18. Firmicutes bacterium CAG 534
	0.42
	0.02

	19. Clostridium sp CAG 632
	0.42
	0

	20. Firmicutes bacterium CAG 137
	0.41
	0.24

	21. Mycoplasma sp CAG 877
	0.41
	0.01

	22. [bookmark: _Hlk93147743]Blautia obeum
	0.12
	1.04

	23. Ruminococcus torques
	0.12
	1.52

	24. Firmicutes bacterium CAG 424
	0.07
	1.43

	25. Blautia sp CAG 257
	0.04
	4.22

	26. Lactobacillus reuteri
	0.01
	2.81

	27. [bookmark: OLE_LINK3][bookmark: _Hlk93148039]Jeotgalicoccus saudimassiliensis
	0
	4.48

	28. Salinicoccus sp YB14-2
	0
	1.96

	29. Lactobacillus amylovorus
	0
	0.64

	30. Corynebacterium maris
	0
	1.66

	31. Salinicoccus qingdaonensis
	0
	1.61

	32. Jeotgalicoccus psychrophilus
	0
	1.38

	33. Corynebacterium efficiens
	0
	1.29

	34. Phascolarctobacterium faecium
	0
	0.33

	35. Jeotgalicoccus halophilus
	0
	0.93

	36. Dietzia cinnamea
	0
	0.85

	37. Yaniella halotolerans
	0
	0.61

	38. Dietzia alimentaria
	0
	0.75

	39. Jeotgalicoccus halotolerans
	0
	0.74

	40. Dietzia psychralcaliphila
	0
	0.68




