Multitechnique characterisation of gut microbiota dynamics in piglets supplemented with Limosilactobacillus reuteri DSPV002C
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Figure 9. Alpha diversity analysis within the control group (Control Group) and the probiotic group (Probiotic Group). Box plots showing the observed ASV index (Observed), the Shannon index (Shannon), and the Simpson index (Simpson) for each time point (Time) for d0 (light blue), d21 (yellow), and d42 (green).
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Figure 10. Beta diversity analysis. Comparison of microbiota profiles between control group (pink) and probiotic group (sky blue) based on weighted Unifrac distances (A, C, and E) and unweighted Unifrac distances (B, D, and F) for days 0, 21, and 42, respectively.
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Figure 11. Beta diversity analysis. Comparison of microbiota profiles per treatment day, day 0 (pink), day 21 (green), and day 42 (sky blue) based on weighted Unifrac distances (A and C) and unweighted Unifrac distances (B and D) for control and probiotic groups, respectively.


















Table 5. Relative abundance comparison at Phylum level.
	
	Day 0
	 

	
	
	Control group
	Probiotic group
	

	
	Phylum
	Median
	Min
	Max
	Median
	Min
	Max
	p-value

	
	Actinobacteriota
	0.0025
	0.0017
	0.0032
	0.0015
	0.0009
	0.0042
	0.7000

	
	Bacteroidota
	0.428
	0.263
	0.6453
	0.4441
	0.3671
	0.5434
	1.0000

	
	Campylobacterota
	0.0016
	0.0008
	0.0017
	0.0054
	0.0041
	0.0148
	0.1000

	
	Cyanobacteria
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0001
	0.6531

	
	Desulfobacterota
	0.0248
	0.0087
	0.0281
	0.013
	0.0123
	0.0263
	1.0000

	
	Fibrobacterota
	0.0008
	0.0000
	0.0018
	0.0000
	0.0000
	0.0000
	0.3537

	
	Firmicutes
	0.4296
	0.1166
	0.6571
	0.4053
	0.3034
	0.4562
	1.0000

	
	Fusobacteriota
	0.0001
	0.0000
	0.0006
	0.0000
	0.0000
	0.0001
	0.4000

	
	Patescibacteria
	0.0002
	0.0002
	0.0052
	0.0001
	0.0001
	0.0003
	0.4000

	
	Planctomycetota
	0.0001
	0.0000
	0.0006
	0.0001
	0.0000
	0.0002
	1.0000

	
	Proteobacteria
	0.0746
	0.0103
	0.0959
	0.0979
	0.0553
	0.1172
	0.4000

	
	Spirochaetota
	0.0127
	0.0056
	0.0285
	0.0082
	0.002
	0.0127
	0.4000

	
	Synergistota
	0.0333
	0.0041
	0.1034
	0.0427
	0.0028
	0.0557
	1.0000

	
	Verrucomicrobiota
	0.0029
	0.0021
	0.0042
	0.0005
	0.0004
	0.0018
	0.1000

	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	

	
	Day 21
	 

	
	
	Control group
	Probiotic group
	

	
	Phylum
	Median
	Min
	Max
	Median
	Min
	Max
	p-value

	
	Actinobacteriota
	0.0360
	0.0071
	0.0711
	0.0061
	0.0030
	0.1211
	0.7000

	
	Bacteroidota
	0.3642
	0.2952
	0.4048
	0.3036
	0.0699
	0.5071
	1.0000

	
	Campylobacterota
	0.0001
	0.0000
	0.0002
	0.0006
	0.0004
	0.0032
	0.1000

	
	Cyanobacteria
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0015
	0.5066

	
	Desulfobacterota
	0.0001
	0.0001
	0.0001
	0.0001
	0.0001
	0.0004
	0.4795

	
	Fibrobacterota
	0.0000
	0.0000
	0.0001
	0.0062
	0.0000
	0.0143
	0.3537

	
	Firmicutes
	0.5792
	0.5362
	0.6066
	0.6024
	0.3874
	0.7986
	1.0000

	
	Patescibacteria
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.5050

	
	Proteobacteria
	0.0245
	0.0227
	0.031
	0.0514
	0.0079
	0.0530
	0.7000

	
	Spirochaetota
	0.0023
	0.0001
	0.018
	0.0280
	0.0018
	0.0315
	0.4000

	
	Synergistota
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.6193

	
	Verrucomicrobiota
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	0.8248

	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	

	
	Day 42
	 

	
	
	Control group
	Probiotic group
	

	
	Phylum
	Median
	Min
	Max
	Median
	Min
	Max
	p-value

	
	Actinobacteriota
	0.0034
	0.0015
	0.0036
	0.0018
	0.0013
	0.0051
	1.0000

	
	Bacteroidota
	0.2605
	0.2059
	0.3245
	0.2369
	0.1814
	0.3962
	1.0000

	
	Campylobacterota
	0.0021
	0.0003
	0.0032
	0.0006
	0.0002
	0.0010
	0.4000

	
	Cyanobacteria
	0.0003
	0.0003
	0.0004
	0.0001
	0.0000
	0.0007
	0.7000

	
	Desulfobacterota
	0.0012
	0.0008
	0.0014
	0.0015
	0.0008
	0.0052
	0.4000

	
	Fibrobacterota
	0.0000
	0.0000
	0.0005
	0.0000
	0.0000
	0.0118
	0.8248

	
	Firmicutes
	0.6781
	0.5797
	0.7178
	0.6603
	0.5025
	0.7673
	1.0000

	
	Fusobacteriota
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	
	Patescibacteria
	0.0001
	0.0001
	0.0021
	0.0003
	0.0000
	0.0014
	1.0000

	
	Planctomycetota
	0.0003
	0.0001
	0.0004
	0.0003
	0.0000
	0.0003
	0.4000

	
	Proteobacteria
	0.0329
	0.032
	0.0749
	0.0209
	0.0116
	0.0363
	0.4000

	
	Spirochaetota
	0.0189
	0.0140
	0.0322
	0.0657
	0.0085
	0.0665
	0.7000

	
	Synergistota
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0593**

	
	Verrucomicrobiota
	0.0021
	0.0016
	0.0027
	0.0044
	0.0011
	0.0079
	0.7000

	
	
	
	
	
	
	
	
	


Relative abundance comparison between control and probiotic group at Phylum level at 0, 21 and 42 days. Significant differences established using the Wilcoxon signed-rank test (* for p < 0.05 and ** for p < 0.1).

Table 6. Relative abundance comparison at Genus level
	Day 0
	 

	
	Control group
	Probiotic group
	

	Genus
	Median
	Min
	Max
	Median
	Min
	Max
	p-value

	28-4
	0.0007
	0.0000
	0.0013
	0.0001
	0.0000
	0.0007
	0.8248

	A2
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0002
	0.6428

	ASF356
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Acetanaerobacterium
	0.0002
	0.0001
	0.0002
	0.0002
	0.0000
	0.0002
	0.6625

	Acetitomaculum
	0.0001
	0.0001
	0.0002
	0.0000
	0.0000
	0.0001
	0.0809**

	Acidaminococcus
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	0.5066

	Actinobacillus
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	1.0000

	Actinomyces
	0.0000
	0.0000
	0.0003
	0.0001
	0.0000
	0.0002
	0.6579

	Afipia
	0.0001
	0.0001
	0.0001
	0.0001
	0.0001
	0.0002
	0.3827

	Agathobacter
	0.0001
	0.0000
	0.0006
	0.0000
	0.0000
	0.0000
	0.3537

	Alistipes
	0.0056
	0.0019
	0.0538
	0.0171
	0.002
	0.0238
	1.0000

	Alloprevotella
	0.0006
	0.0004
	0.01
	0.0012
	0.0003
	0.0016
	1.0000

	Anaerofilum
	0.0000
	0.0000
	0.0003
	0.0001
	0.0000
	0.0002
	0.6625

	Anaerofustis
	0.0001
	0.0000
	0.0004
	0.0000
	0.0000
	0.0005
	1.0000

	Anaerostignum
	0.0000
	0.0000
	0.0004
	0.0000
	0.0000
	0.001
	1.0000

	Anaerostipes
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Anaerotruncus
	0.0002
	0.0000
	0.0035
	0.0003
	0.0000
	0.0046
	0.6625

	Anaerovibrio
	0.0000
	0.0000
	0.0003
	0.0000
	0.0000
	0.0000
	0.0636**

	Anaerovorax
	0.0002
	0.0000
	0.0038
	0.0002
	0.0001
	0.0037
	1.0000

	Angelakisella
	0.0001
	0.0000
	0.0005
	0.0003
	0.0001
	0.0003
	0.6625

	Ascidiaceihabitans
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.6428

	Asteroleplasma
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Atopobium
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Bacteroides
	0.3537
	0.0216
	0.4284
	0.1167
	0.0875
	0.3027
	0.6625

	Basfia
	0.0000
	0.0000
	0.0001
	0.0001
	0.0001
	0.0001
	0.6625

	Bifidobacterium
	0.0001
	0.0000
	0.0004
	0.0002
	0.0001
	0.0004
	1.0000

	Bilophila
	0.0065
	0.0028
	0.0202
	0.0088
	0.0061
	0.0184
	1.0000

	Blautia
	0.0002
	0.0000
	0.0029
	0.0007
	0.0003
	0.0014
	0.6625

	Bradyrhizobium
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.3827

	Butyricicoccus
	0.0001
	0.0000
	0.0005
	0.0001
	0.0000
	0.0007
	1.0000

	Butyricimonas
	0.0096
	0.0019
	0.0139
	0.0165
	0.0092
	0.0425
	0.3827

	CAG-352
	0.0001
	0.0000
	0.001
	0.0000
	0.0000
	0.0000
	0.1967

	CAG-873
	0.0018
	0.0000
	0.0304
	0.0745
	0.0000
	0.2452
	0.6625

	CHKCI001
	0.0002
	0.0000
	0.0086
	0.0000
	0.0000
	0.018
	1.0000

	Campylobacter
	0.0017
	0.0009
	0.0025
	0.0069
	0.0056
	0.0168
	0.0809**

	Candidatus Saccharimonas
	0.0002
	0.0001
	0.0067
	0.0001
	0.0001
	0.0004
	1.0000

	Candidatus Soleaferrea
	0.0014
	0.0000
	0.0092
	0.0000
	0.0000
	0.0000
	0.6625

	Caproiciproducens
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.8248

	Catabacter
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0001
	0.8248

	Catenisphaera
	0.001
	0.0003
	0.0257
	0.0013
	0.0005
	0.0033
	1.0000

	Cellulosilyticum
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	1.0000

	Chlamydia
	0.0000
	0.0000
	0.001
	0.0000
	0.0000
	0.0001
	1.0000

	Christensenella
	0.0001
	0.0001
	0.0002
	0.0001
	0.0001
	0.002
	0.6625

	Christensenellaceae R-7 group
	0.1189
	0.0022
	0.2622
	0.078
	0.047
	0.0798
	0.6625

	Cloacibacillus
	0.0064
	0.0041
	0.0535
	0.0022
	0.0009
	0.0149
	0.3827

	Clostridium sensu stricto 1
	0.0188
	0.0017
	0.0225
	0.0079
	0.0039
	0.01
	0.6625

	Clostridium sensu stricto 5
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Clostridium sensu stricto 6
	0.0003
	0.0003
	0.0004
	0.0000
	0.0000
	0.0000
	0.0809**

	Clostridium sensu stricto 7
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.0636**

	Colidextribacter
	0.0015
	0.0011
	0.0028
	0.0047
	0.0011
	0.012
	0.6625

	Collinsella
	0.0016
	0.0003
	0.0022
	0.0012
	0.0001
	0.0039
	1.0000

	Coprococcus
	0.0012
	0.0000
	0.0028
	0.0000
	0.0000
	0.0002
	0.6625

	Coriobacteriaceae UCG-003
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Corynebacterium
	0.0000
	0.0000
	0.0003
	0.0000
	0.0000
	0.0001
	0.3758

	Desulfovibrio
	0.0079
	0.007
	0.0242
	0.0093
	0.0075
	0.0132
	1.0000

	Dorea
	0.0026
	0.0003
	0.005
	0.0017
	0.0002
	0.099
	1.0000

	Eggerthella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Eisenbergiella
	0.0001
	0.0001
	0.0001
	0.0001
	0.0000
	0.0011
	1.0000

	Enhydrobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Enterococcus
	0.0002
	0.0000
	0.0003
	0.0000
	0.0000
	0.0003
	0.6625

	Enterorhabdus
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Erysipelotrichaceae UCG-006
	0.0001
	0.0000
	0.0002
	0.0006
	0.0000
	0.0008
	0.6625

	Erysipelotrichaceae UCG-009
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Escherichia-Shigella
	0.0098
	0.001
	0.0392
	0.0433
	0.0144
	0.0735
	0.1904

	Eubacterium
	0.0001
	0.0000
	0.0029
	0.0000
	0.0000
	0.0005
	0.3827

	Faecalibacterium
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Faecalicoccus
	0.0002
	0.0000
	0.0002
	0.0001
	0.0000
	0.0005
	1.0000

	Falsochrobactrum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.8248

	Family XIII AD3011 group
	0.007
	0.0000
	0.0078
	0.0073
	0.0023
	0.009
	0.6625

	Family XIII UCG-001
	0.0000
	0.0000
	0.0002
	0.0001
	0.0000
	0.0002
	0.6625

	Fibrobacter
	0.001
	0.0000
	0.0031
	0.0000
	0.0000
	0.0000
	0.3537

	Flavonifractor
	0.0019
	0.0006
	0.0021
	0.0051
	0.0016
	0.0078
	0.3827

	Fournierella
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0006
	0.3827

	Frisingicoccus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.1967

	Fusobacterium
	0.0001
	0.0000
	0.0006
	0.0001
	0.0000
	0.0001
	0.3827

	GCA-900066575
	0.0007
	0.0001
	0.001
	0.0016
	0.0001
	0.0024
	0.3827

	GCA-900066755
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0005
	0.6428

	HT002
	0.0049
	0.0017
	0.0093
	0.0026
	0.0025
	0.0113
	1.0000

	Haemophilus
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.8248

	Halovulum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0636**

	Helicobacter
	0.0002
	0.0000
	0.0005
	0.0000
	0.0000
	0.0024
	1.0000

	Holdemanella
	0.0004
	0.0000
	0.0013
	0.0002
	0.0002
	0.0013
	1.0000

	Holdemania
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0002
	0.5066

	Howardella
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0002
	1.0000

	Hungatella
	0.0002
	0.0000
	0.0067
	0.0001
	0.0000
	0.0139
	1.0000

	Incertae Sedis
	0.0002
	0.0000
	0.0003
	0.0001
	0.0000
	0.0003
	0.5211

	Intestinibacter
	0.0009
	0.0001
	0.001
	0.0003
	0.0001
	0.0006
	0.6625

	Intestinimonas
	0.0029
	0.0003
	0.0037
	0.005
	0.0019
	0.0088
	0.3827

	Klebsiella
	0.0005
	0.0002
	0.0011
	0.0028
	0.0022
	0.0132
	0.0809**

	Lachnoclostridium
	0.0015
	0.0009
	0.0084
	0.0106
	0.0016
	0.0172
	0.1904

	Lachnospira
	0.0002
	0.0000
	0.0003
	0.0000
	0.0000
	0.0000
	0.1967

	Lachnospiraceae AC2044 group
	0.0029
	0.0000
	0.0039
	0.0000
	0.0000
	0.0000
	0.184

	Lachnospiraceae FCS020 group
	0.0026
	0.0000
	0.0028
	0.0002
	0.0001
	0.0011
	0.6625

	Lachnospiraceae ND3007 group
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Lachnospiraceae NK4A136 group
	0.0007
	0.0000
	0.0009
	0.0002
	0.0000
	0.004
	1.0000

	Lachnospiraceae NK4B4 group
	0.0002
	0.0000
	0.0005
	0.0000
	0.0000
	0.0000
	0.1967

	Lachnospiraceae UCG-001
	0.0001
	0.0000
	0.0004
	0.0000
	0.0000
	0.0002
	1.0000

	Lachnospiraceae UCG-002
	0.0005
	0.0001
	0.001
	0.0000
	0.0000
	0.0003
	0.1904

	Lachnospiraceae UCG-004
	0.0001
	0.0000
	0.0006
	0.0000
	0.0000
	0.0004
	0.6428

	Lachnospiraceae UCG-007
	0.0000
	0.0000
	0.0004
	0.0000
	0.0000
	0.0000
	0.1967

	Lachnospiraceae UCG-010
	0.0000
	0.0000
	0.0003
	0.0004
	0.0003
	0.0007
	0.1904

	Lachnospiraceae XPB1014 group
	0.0012
	0.0000
	0.0099
	0.0000
	0.0000
	0.0000
	0.3537

	Lactobacillus
	0.0045
	0.0011
	0.0118
	0.004
	0.0017
	0.0117
	1.0000

	Ligilactobacillus
	0.0001
	0.0000
	0.0078
	0.0001
	0.0000
	0.0002
	1.0000

	Limibacillus
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	0.1967

	Limosilactobacillus
	0.0048
	0.0005
	0.0059
	0.0045
	0.0027
	0.0085
	1.0000

	Mailhella
	0.0002
	0.0001
	0.0003
	0.0001
	0.0000
	0.0003
	0.6625

	Mannheimia
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.6428

	Marvinbryantia
	0.0009
	0.0000
	0.0011
	0.0002
	0.0000
	0.0014
	1.0000

	Megasphaera
	0.001
	0.0005
	0.0039
	0.0000
	0.0000
	0.0000
	0.0809**

	Mitsuokella
	0.0000
	0.0000
	0.0004
	0.0000
	0.0000
	0.0000
	0.505

	Mogibacterium
	0.0033
	0.0018
	0.004
	0.0002
	0.0000
	0.0031
	0.1904

	Monoglobus
	0.0008
	0.0000
	0.0019
	0.0003
	0.0002
	0.0011
	1.0000

	Moryella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	NK4A214 group
	0.0111
	0.0001
	0.0242
	0.004
	0.0025
	0.008
	0.6625

	Necropsobacter
	0.0001
	0.0000
	0.0002
	0.0001
	0.0000
	0.0002
	1.0000

	Negativibacillus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Odoribacter
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0003
	0.6428

	Olsenella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0006
	0.505

	Oribacterium
	0.0003
	0.0001
	0.0004
	0.0001
	0.0000
	0.0003
	0.3827

	Oscillibacter
	0.0003
	0.0001
	0.0022
	0.0004
	0.0002
	0.001
	1.0000

	Oscillospira
	0.0086
	0.0008
	0.0467
	0.0278
	0.0076
	0.0524
	0.6625

	Oxalobacter
	0.001
	0.0002
	0.0018
	0.0002
	0.0002
	0.0004
	0.3827

	Paeniclostridium
	0.0028
	0.0004
	0.0054
	0.0022
	0.0007
	0.0023
	0.6625

	Paludicola
	0.0013
	0.0001
	0.0084
	0.0001
	0.0000
	0.0005
	0.3827

	Parabacteroides
	0.0247
	0.0158
	0.1777
	0.0388
	0.0316
	0.1298
	0.6625

	Peptoclostridium
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Peptococcus
	0.0001
	0.0000
	0.0006
	0.0000
	0.0000
	0.0004
	1.0000

	Phaeobacter
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.0765**

	Phascolarctobacterium
	0.001
	0.0005
	0.0035
	0.0033
	0.002
	0.0037
	0.3827

	Prevotella
	0.0123
	0.0038
	0.0138
	0.0026
	0.0007
	0.0053
	0.1904

	Prevotella_7
	0.0001
	0.0001
	0.0006
	0.0000
	0.0000
	0.0005
	0.3758

	Prevotella_9
	0.0012
	0.0003
	0.0247
	0.0001
	0.0001
	0.0068
	0.3827

	Prevotellaceae NK3B31 group
	0.0099
	0.0048
	0.0103
	0.0008
	0.0003
	0.0091
	0.1904

	Prevotellaceae UCG-001
	0.0039
	0.0000
	0.0334
	0.0000
	0.0000
	0.0000
	0.3827

	Prevotellaceae UCG-003
	0.0007
	0.0002
	0.0007
	0.0001
	0.0000
	0.0044
	0.6625

	Prevotellaceae UCG-004
	0.0017
	0.0009
	0.0026
	0.0011
	0.0009
	0.0036
	1.0000

	Pseudobutyrivibrio
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	Pseudoflavonifractor
	0.0001
	0.0000
	0.0016
	0.0002
	0.0001
	0.0017
	0.6625

	Pseudomonas
	0.0001
	0.0001
	0.0001
	0.0000
	0.0000
	0.0000
	0.0636**

	Pseudoramibacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Pyramidobacter
	0.0287
	0.0009
	0.0601
	0.0397
	0.0000
	0.068
	1.0000

	Rikenellaceae RC9 gut group
	0.0529
	0.0189
	0.1516
	0.023
	0.0159
	0.4322
	1.0000

	Romboutsia
	0.0047
	0.0025
	0.0186
	0.003
	0.0018
	0.0085
	0.6625

	Roseburia
	0.0002
	0.0000
	0.0004
	0.0000
	0.0000
	0.0003
	0.8248

	Roseobacter
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.3537

	Rothia
	0.0001
	0.0000
	0.0001
	0.0001
	0.0001
	0.0002
	0.0809**

	Ruminococcus
	0.0061
	0.0016
	0.0202
	0.0009
	0.0000
	0.0021
	0.1904

	S5-A14a
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0001
	0.184

	Salmonella
	0.0024
	0.0002
	0.0137
	0.0121
	0.0065
	0.0275
	0.3827

	Sanguibacteroides
	0.0005
	0.0002
	0.0021
	0.0001
	0.0000
	0.0005
	0.1904

	Sarcina
	0.0013
	0.0000
	0.0018
	0.0000
	0.0000
	0.0001
	0.3827

	Schwartzia
	0.0000
	0.0000
	0.0011
	0.0000
	0.0000
	0.0000
	0.1967

	Selenomonas
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	Sellimonas
	0.0002
	0.0001
	0.0005
	0.0014
	0.0001
	0.0019
	0.3827

	Senegalimassilia
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	Sharpea
	0.0001
	0.0000
	0.0123
	0.0009
	0.0000
	0.0012
	1.0000

	Shuttleworthia
	0.0001
	0.0001
	0.0006
	0.0001
	0.0001
	0.0013
	1.0000

	Solobacterium
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0001
	0.6625

	Sphaerochaeta
	0.0047
	0.0043
	0.0126
	0.0016
	0.0016
	0.017
	0.6625

	Stomatobaculum
	0.0058
	0.0000
	0.0061
	0.0000
	0.0000
	0.0000
	0.3537

	Streptococcus
	0.0003
	0.0000
	0.0012
	0.0003
	0.0003
	0.0011
	1.0000

	Subdoligranulum
	0.0024
	0.0003
	0.0077
	0.0069
	0.0000
	0.0339
	1.0000

	Succiniclasticum
	0.0001
	0.0000
	0.0012
	0.0000
	0.0000
	0.0000
	0.1967

	Succinivibrio
	0.0054
	0.0012
	0.0257
	0.0000
	0.0000
	0.0001
	0.0765**

	Sulfurovum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.6428

	Sutterella
	0.0001
	0.0001
	0.0003
	0.0001
	0.0000
	0.0008
	1.0000

	Sva0081 sediment group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.505

	Synergistes
	0.0029
	0.0018
	0.0082
	0.003
	0.0014
	0.0045
	1.0000

	Syntrophococcus
	0.0001
	0.0001
	0.0001
	0.0000
	0.0000
	0.0003
	0.6579

	TM7a
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0001
	0.6428

	Termite Treponema cluster
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.505

	Terrisporobacter
	0.0027
	0.0001
	0.0035
	0.001
	0.0007
	0.003
	1.0000

	Thiogranum
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	Thiohalophilus
	0.0002
	0.0002
	0.0003
	0.0000
	0.0000
	0.0000
	0.0809**

	Treponema
	0.0116
	0.0016
	0.035
	0.0005
	0.0004
	0.0018
	0.1904

	Turicibacter
	0.0081
	0.0001
	0.0125
	0.0024
	0.0021
	0.0129
	1.0000

	Tuzzerella
	0.0001
	0.0000
	0.0004
	0.0000
	0.0000
	0.0007
	1.0000

	U29-B03
	0.0004
	0.0000
	0.004
	0.0000
	0.0000
	0.0000
	0.1967

	UBA1819
	0.0008
	0.0001
	0.0014
	0.0004
	0.0002
	0.0004
	0.6625

	UCG-002
	0.0068
	0.0000
	0.0343
	0.0298
	0.0026
	0.0451
	0.6625

	UCG-004
	0.0007
	0.0004
	0.0008
	0.0001
	0.0000
	0.0005
	0.1904

	UCG-005
	0.0158
	0.0000
	0.0434
	0.0027
	0.0021
	0.0157
	0.6625

	UCG-008
	0.0001
	0.0000
	0.0011
	0.0000
	0.0000
	0.0000
	0.3537

	UCG-009
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	1.0000

	V9D2013 group
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0002
	0.6428

	Veillonella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Verruc-01
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.3827

	Victivallis
	0.0001
	0.0000
	0.003
	0.0001
	0.0001
	0.0003
	0.6625

	Woeseia
	0.0001
	0.0000
	0.0003
	0.0000
	0.0000
	0.0001
	0.3537

	XBB1006
	0.0004
	0.0000
	0.0012
	0.0000
	0.0000
	0.0000
	0.1967

	Z20
	0.0006
	0.0004
	0.0007
	0.0001
	0.0000
	0.0001
	0.0809**

	[Anaerorhabdus] furcosa group
	0.0005
	0.0000
	0.0016
	0.0006
	0.0001
	0.0007
	1.0000

	[Eubacterium] brachy group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.505

	[Eubacterium] eligens group
	0.0002
	0.0001
	0.0005
	0.0000
	0.0000
	0.0000
	0.0765**

	[Eubacterium] fissicatena group
	0.0031
	0.0001
	0.0031
	0.0011
	0.0001
	0.0017
	0.3827

	[Eubacterium] hallii group
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0014
	1.0000

	[Eubacterium] nodatum group
	0.0001
	0.0000
	0.0003
	0.0000
	0.0000
	0.0026
	1.0000

	[Eubacterium] oxidoreducens group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	[Eubacterium] ruminantium group
	0.0002
	0.0000
	0.0013
	0.0000
	0.0000
	0.0000
	0.5066

	[Eubacterium] saphenum group
	0.0003
	0.0000
	0.0012
	0.0002
	0.0001
	0.0021
	1.0000

	[Eubacterium] siraeum group
	0.0005
	0.0002
	0.0012
	0.0001
	0.0000
	0.0003
	0.1904

	[Eubacterium] ventriosum group
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	0.8248

	[Ruminococcus] gauvreauii group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0005
	0.6625

	[Ruminococcus] torques group
	0.0011
	0.0000
	0.0022
	0.0006
	0.0003
	0.0009
	0.6625

	dgA-11 gut group
	0.0009
	0.0002
	0.0016
	0.0003
	0.0002
	0.006
	1.0000

	endosymbionts
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	hoa5-07d05 gut group
	0.0002
	0.0000
	0.0027
	0.0000
	0.0000
	0.0000
	0.0636**

	horsej-a03
	0.0000
	0.0000
	0.0004
	0.0000
	0.0000
	0.0000
	1.0000

	p-1088-a5 gut group
	0.0002
	0.0000
	0.001
	0.0002
	0.0000
	0.0003
	1.0000

	 
	
	
	
	
	
	
	

	Day 21
	 

	
	Control group
	Probiotic group
	

	Genus
	Median
	Min
	Max
	Median
	Min
	Max
	p-value

	28-4
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	A2
	0.0000
	0.0000
	0.0003
	0.0000
	0.0000
	0.0002
	1.0000

	ASF356
	0.0000
	0.0000
	0.0002
	0.0002
	0.0000
	0.0002
	0.6579

	Acetanaerobacterium
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0002
	0.3827

	Acetitomaculum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Acidaminococcus
	0.0013
	0.001
	0.0038
	0.0000
	0.0000
	0.0001
	0.0809

	Actinomyces
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Afipia
	0.0001
	0.0001
	0.0002
	0.0001
	0.0000
	0.0006
	0.6625

	Agathobacter
	0.0004
	0.0000
	0.0035
	0.0006
	0.0000
	0.0027
	1.0000

	Alistipes
	0.0001
	0.0000
	0.0004
	0.0000
	0.0000
	0.0008
	0.6625

	Alloprevotella
	0.0056
	0.0011
	0.0067
	0.0019
	0.0003
	0.0301
	1.0000

	Anaerofilum
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0002
	0.1904

	Anaerofustis
	0.0002
	0.0000
	0.0013
	0.0001
	0.0000
	0.0001
	0.6625

	Anaerostipes
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0013
	0.6579

	Anaerotruncus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Anaerovibrio
	0.0000
	0.0000
	0.0009
	0.0006
	0.0000
	0.003
	0.8248

	Anaerovorax
	0.0007
	0.0001
	0.0156
	0.0031
	0.0000
	0.0033
	1.0000

	Angelakisella
	0.0003
	0.0003
	0.0005
	0.0002
	0.0000
	0.0002
	0.0809**

	Ascidiaceihabitans
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Asteroleplasma
	0.0003
	0.0001
	0.0005
	0.0022
	0.0001
	0.0022
	0.3827

	Atopobium
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.6428

	Bacteroides
	0.0047
	0.0008
	0.0095
	0.0048
	0.001
	0.0178
	0.6625

	Basfia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.1967

	Bifidobacterium
	0.0192
	0.0000
	0.0723
	0.0000
	0.0000
	0.0001
	0.3537

	Bilophila
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0002
	0.5066

	Blautia
	0.003
	0.0013
	0.0115
	0.0012
	0.0006
	0.0048
	0.3827

	Bradyrhizobium
	0.0001
	0.0001
	0.0002
	0.0001
	0.0001
	0.0002
	0.6625

	Butyricicoccus
	0.0001
	0.0001
	0.0005
	0.0000
	0.0000
	0.0002
	0.3827

	Butyricimonas
	0.0000
	0.0000
	0.0001
	0.0002
	0.0001
	0.0027
	0.0809**

	CAG-873
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	CHKCI001
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Campylobacter
	0.0001
	0.0000
	0.0002
	0.0009
	0.0003
	0.0065
	0.0809**

	Candidatus Saccharimonas
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	0.505

	Candidatus Soleaferrea
	0.0000
	0.0000
	0.0005
	0.0003
	0.0000
	0.0003
	1.0000

	Caproiciproducens
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0002
	0.8248

	Catabacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Catenibacterium
	0.0006
	0.0000
	0.0049
	0.0042
	0.0002
	0.0401
	0.6625

	Catenisphaera
	0.0019
	0.0006
	0.0023
	0.0027
	0.0002
	0.0042
	0.6625

	Cellulosilyticum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Chlamydia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Christensenella
	0.0000
	0.0000
	0.0002
	0.0002
	0.0001
	0.0007
	0.3827

	Christensenellaceae R-7 group
	0.0009
	0.0000
	0.0116
	0.0045
	0.0006
	0.0287
	0.6625

	Cloacibacillus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Clostridium sensu stricto 1
	0.1626
	0.0477
	0.1967
	0.117
	0.03
	0.2343
	1.0000

	Clostridium sensu stricto 5
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0002
	1.0000

	Clostridium sensu stricto 6
	0.0407
	0.0235
	0.0551
	0.0228
	0.0205
	0.0364
	0.1904

	Clostridium sensu stricto 7
	0.0103
	0.0072
	0.0153
	0.0084
	0.0037
	0.0102
	0.3827

	Colidextribacter
	0.0011
	0.0006
	0.0083
	0.0015
	0.0006
	0.0098
	1.0000

	Collinsella
	0.0019
	0.0014
	0.0028
	0.0009
	0.0009
	0.0015
	0.1904

	Coprococcus
	0.0005
	0.0004
	0.0021
	0.0006
	0.0003
	0.0059
	1.0000

	Coriobacteriaceae UCG-003
	0.0000
	0.0000
	0.0023
	0.0000
	0.0000
	0.0013
	0.8248

	Corynebacterium
	0.0001
	0.0000
	0.0001
	0.0001
	0.0001
	0.0002
	0.1904

	Desulfovibrio
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.5066

	Dorea
	0.0007
	0.0004
	0.002
	0.001
	0.0007
	0.0014
	0.6625

	Eggerthella
	0.0001
	0.0000
	0.0005
	0.0000
	0.0000
	0.0002
	0.8248

	Eisenbergiella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.3537

	Enhydrobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Enorma
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0005
	0.1967

	Enterococcus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Enterorhabdus
	0.0009
	0.0003
	0.0023
	0.0008
	0.0004
	0.0019
	1.0000

	Erysipelotrichaceae UCG-003
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0002
	0.6428

	Erysipelotrichaceae UCG-006
	0.0000
	0.0000
	0.0013
	0.0000
	0.0000
	0.0009
	1.0000

	Erysipelotrichaceae UCG-009
	0.0000
	0.0000
	0.0037
	0.0001
	0.0000
	0.0369
	0.8248

	Escherichia-Shigella
	0.0000
	0.0000
	0.0001
	0.0002
	0.0000
	0.0004
	0.1904

	Eubacterium
	0.0005
	0.0000
	0.0008
	0.0013
	0.0000
	0.0037
	0.3827

	FD2005
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Faecalibacterium
	0.0002
	0.0001
	0.0019
	0.0001
	0.0001
	0.0007
	0.6625

	Faecalicoccus
	0.0021
	0.0001
	0.0025
	0.0006
	0.0001
	0.0006
	0.6625

	Falsochrobactrum
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0001
	0.0809**

	Family XIII AD3011 group
	0.0054
	0.0042
	0.0227
	0.0152
	0.0032
	0.0243
	1.0000

	Family XIII UCG-001
	0.0001
	0.0001
	0.0044
	0.0009
	0.0003
	0.002
	0.6625

	Fibrobacter
	0.0000
	0.0000
	0.0001
	0.0095
	0.0000
	0.0297
	0.3537

	Flavonifractor
	0.0016
	0.0007
	0.0051
	0.0042
	0.0003
	0.0088
	1.0000

	Fournierella
	0.0009
	0.0000
	0.0056
	0.0006
	0.0005
	0.0049
	1.0000

	Frisingicoccus
	0.0003
	0.0000
	0.0015
	0.0018
	0.0000
	0.0021
	0.5066

	GCA-900066575
	0.0001
	0.0000
	0.0002
	0.0001
	0.0000
	0.0002
	0.6625

	HT002
	0.009
	0.0063
	0.0143
	0.0008
	0.0005
	0.0025
	0.0809**

	Halovulum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Helicobacter
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0002
	0.5066

	Holdemanella
	0.0026
	0.0023
	0.0032
	0.0016
	0.0000
	0.0074
	0.6625

	Holdemania
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0002
	0.8248

	Howardella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Hungatella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.6428

	Incertae Sedis
	0.0001
	0.0000
	0.0007
	0.0001
	0.0000
	0.0015
	0.5611

	Intestinibacter
	0.0006
	0.0001
	0.0018
	0.0004
	0.0000
	0.0023
	1.0000

	Intestinimonas
	0.0005
	0.0004
	0.001
	0.0025
	0.0000
	0.0027
	0.6625

	Klebsiella
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0000
	1.0000

	Lachnoclostridium
	0.0001
	0.0001
	0.0005
	0.0002
	0.0000
	0.0009
	1.0000

	Lachnospira
	0.0000
	0.0000
	0.0011
	0.0009
	0.0000
	0.0011
	1.0000

	Lachnospiraceae AC2044 group
	0.0000
	0.0000
	0.0046
	0.0000
	0.0000
	0.0000
	0.505

	Lachnospiraceae FCS020 group
	0.0000
	0.0000
	0.0005
	0.0003
	0.0001
	0.0005
	0.3758

	Lachnospiraceae ND3007 group
	0.0000
	0.0000
	0.0008
	0.0000
	0.0000
	0.003
	0.6428

	Lachnospiraceae NK4A136 group
	0.0008
	0.0000
	0.0021
	0.0008
	0.0001
	0.004
	1.0000

	Lachnospiraceae NK4B4 group
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Lachnospiraceae UCG-002
	0.0000
	0.0000
	0.0000
	0.0003
	0.0002
	0.0004
	0.0636**

	Lachnospiraceae UCG-004
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Lachnospiraceae UCG-010
	0.0001
	0.0000
	0.0002
	0.0001
	0.0000
	0.0002
	0.6625

	Lactobacillus
	0.0253
	0.017
	0.382
	0.004
	0.0006
	0.1259
	0.3827

	Ligilactobacillus
	0.0001
	0.0000
	0.0001
	0.0003
	0.0001
	0.1297
	0.0809**

	Limibacillus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.1904

	Limosilactobacillus
	0.0407
	0.0268
	0.0734
	0.0044
	0.0013
	0.0888
	0.6625

	Mailhella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.505

	Mannheimia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Marvinbryantia
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Megasphaera
	0.0068
	0.0013
	0.0284
	0.0000
	0.0000
	0.0026
	0.1904

	Mitsuokella
	0.0001
	0.0000
	0.001
	0.0002
	0.0001
	0.0004
	1.0000

	Mogibacterium
	0.0049
	0.0013
	0.0077
	0.0046
	0.0005
	0.0164
	1.0000

	Monoglobus
	0.0000
	0.0000
	0.0007
	0.0002
	0.0000
	0.0003
	0.6625

	Moryella
	0.0001
	0.0000
	0.0009
	0.0001
	0.0001
	0.0001
	0.6625

	NK4A214 group
	0.0001
	0.0000
	0.006
	0.0049
	0.0004
	0.0053
	0.6625

	Necropsobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Negativibacillus
	0.0004
	0.0001
	0.0012
	0.0001
	0.0000
	0.0032
	1.0000

	Olsenella
	0.0051
	0.0025
	0.0127
	0.0023
	0.0008
	0.0822
	0.6625

	Oribacterium
	0.0001
	0.0000
	0.0064
	0.0000
	0.0000
	0.0002
	0.3758

	Oscillibacter
	0.0008
	0.0000
	0.0012
	0.0004
	0.0000
	0.0005
	0.3827

	Oscillospira
	0.0053
	0.0019
	0.0111
	0.0144
	0.0016
	0.0241
	0.6625

	Oxalobacter
	0.0000
	0.0000
	0.0003
	0.0001
	0.0000
	0.0021
	0.3827

	Paeniclostridium
	0.0146
	0.0042
	0.0249
	0.0061
	0.0028
	0.0086
	0.3827

	Paludicola
	0.0004
	0.0001
	0.0005
	0.0001
	0.0000
	0.0003
	0.3827

	Parabacteroides
	0.0106
	0.0083
	0.0129
	0.0037
	0.0026
	0.0257
	0.6625

	Peptoclostridium
	0.0002
	0.0002
	0.0004
	0.0002
	0.0002
	0.0005
	1.0000

	Peptococcus
	0.0001
	0.0000
	0.0001
	0.0004
	0.0000
	0.0006
	0.3827

	Phaeobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Phascolarctobacterium
	0.0085
	0.0039
	0.0104
	0.0056
	0.0007
	0.01
	0.6625

	Prevotella
	0.0199
	0.0105
	0.0463
	0.0955
	0.0053
	0.2415
	0.6625

	Prevotella_7
	0.0041
	0.0011
	0.0074
	0.0001
	0.0000
	0.0042
	0.3827

	Prevotella_9
	0.1915
	0.0725
	0.3264
	0.0349
	0.006
	0.0943
	0.1904

	Prevotellaceae NK3B31 group
	0.0227
	0.0223
	0.0343
	0.066
	0.0044
	0.1017
	0.6625

	Prevotellaceae UCG-001
	0.0003
	0.0001
	0.0011
	0.0007
	0.0000
	0.0078
	1.0000

	Prevotellaceae UCG-003
	0.0032
	0.0027
	0.012
	0.0163
	0.0045
	0.0191
	0.1904

	Prevotellaceae UCG-004
	0.0015
	0.0011
	0.0016
	0.0005
	0.0000
	0.006
	0.6625

	Pseudobutyrivibrio
	0.0006
	0.0000
	0.0023
	0.0004
	0.0003
	0.0022
	1.0000

	Pseudoflavonifractor
	0.0002
	0.0001
	0.0019
	0.0001
	0.0000
	0.0019
	0.6625

	Pseudomonas
	0.0000
	0.0000
	0.0003
	0.0000
	0.0000
	0.0001
	0.3758

	Pseudoramibacter
	0.0001
	0.0000
	0.0192
	0.0001
	0.0000
	0.0744
	1.0000

	Pyramidobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Rikenellaceae RC9 gut group
	0.0234
	0.0146
	0.1659
	0.066
	0.0316
	0.1234
	0.6625

	Romboutsia
	0.0127
	0.0057
	0.0251
	0.0085
	0.0055
	0.0122
	0.3827

	Roseburia
	0.0014
	0.0002
	0.0151
	0.0006
	0.0005
	0.0028
	1.0000

	Roseobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.6579

	Rothia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Ruminococcus
	0.0023
	0.0000
	0.0029
	0.0018
	0.0006
	0.0108
	1.0000

	S5-A14a
	0.0001
	0.0001
	0.0002
	0.0001
	0.0000
	0.0003
	1.0000

	Salmonella
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0002
	0.6428

	Sarcina
	0.0016
	0.001
	0.0041
	0.0091
	0.001
	0.0144
	0.3827

	Schwartzia
	0.0000
	0.0000
	0.011
	0.0026
	0.0002
	0.0029
	0.6625

	Selenomonas
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.3537

	Senegalimassilia
	0.0000
	0.0000
	0.0000
	0.0004
	0.0000
	0.0007
	0.0636**

	Shuttleworthia
	0.0003
	0.0000
	0.0004
	0.0003
	0.0001
	0.0017
	0.6625

	Slackia
	0.0004
	0.0003
	0.0005
	0.0000
	0.0000
	0.0001
	0.0765**

	Solobacterium
	0.0000
	0.0000
	0.0034
	0.0008
	0.0003
	0.0011
	0.6579

	Sphaerochaeta
	0.0025
	0.0001
	0.0213
	0.0267
	0.0011
	0.0337
	0.3827

	Stomatobaculum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Streptococcus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.8248

	Subdoligranulum
	0.0048
	0.0039
	0.0074
	0.001
	0.0006
	0.0158
	0.6625

	Succiniclasticum
	0.0000
	0.0000
	0.0021
	0.0000
	0.0000
	0.0000
	0.505

	Succinivibrio
	0.0074
	0.0000
	0.0088
	0.0109
	0.0043
	0.0223
	0.3827

	Sulfurovum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Sutterella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.3537

	Sva0081 sediment group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.6625

	Syntrophococcus
	0.0000
	0.0000
	0.0069
	0.0001
	0.0000
	0.0018
	1.0000

	Termite Treponema cluster
	0.0000
	0.0000
	0.0002
	0.0000
	0.0000
	0.0003
	0.6428

	Terrisporobacter
	0.0236
	0.0132
	0.0401
	0.0082
	0.0033
	0.0179
	0.1904

	Thiogranum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Thiohalophilus
	0.0001
	0.0000
	0.0002
	0.0001
	0.0000
	0.0002
	0.6625

	Treponema
	0.0002
	0.0000
	0.0162
	0.0156
	0.0015
	0.0311
	0.3827

	Turicibacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Tuzzerella
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.6625

	UBA1819
	0.0002
	0.0001
	0.002
	0.0003
	0.0001
	0.0005
	1.0000

	UCG-002
	0.0006
	0.0006
	0.005
	0.0048
	0.0022
	0.0115
	0.3827

	UCG-003
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	UCG-004
	0.0001
	0.0000
	0.006
	0.0025
	0.0002
	0.1098
	0.3827

	UCG-005
	0.002
	0.0001
	0.0086
	0.0061
	0.0004
	0.0096
	0.6625

	UCG-008
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	0.3758

	UCG-009
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0003
	0.5066

	V9D2013 group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	0.8248

	Veillonella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Verruc-01
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Victivallis
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0003
	0.505

	Woeseia
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0003
	1.0000

	XBB1006
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	[Anaerorhabdus] furcosa group
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0007
	0.3537

	[Eubacterium] brachy group
	0.0000
	0.0000
	0.0003
	0.0000
	0.0000
	0.0026
	1.0000

	[Eubacterium] eligens group
	0.0000
	0.0000
	0.0005
	0.0006
	0.0000
	0.0006
	0.5066

	[Eubacterium] fissicatena group
	0.0003
	0.0001
	0.0005
	0.0003
	0.0000
	0.0014
	1.0000

	[Eubacterium] hallii group
	0.0028
	0.0006
	0.0069
	0.0015
	0.0004
	0.0046
	0.6625

	[Eubacterium] nodatum group
	0.0000
	0.0000
	0.0005
	0.0000
	0.0000
	0.0063
	0.3758

	[Eubacterium] oxidoreducens group
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0006
	0.1967

	[Eubacterium] ruminantium group
	0.0000
	0.0000
	0.0056
	0.0001
	0.0001
	0.0014
	0.6625

	[Eubacterium] saphenum group
	0.0000
	0.0000
	0.0003
	0.0000
	0.0000
	0.0000
	1.0000

	[Eubacterium] siraeum group
	0.0007
	0.0000
	0.0027
	0.0048
	0.0001
	0.0252
	0.3827

	[Eubacterium] ventriosum group
	0.0000
	0.0000
	0.0001
	0.0002
	0.0000
	0.0004
	0.3537

	[Eubacterium] xylanophilum group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.505

	[Ruminococcus] gauvreauii group
	0.0009
	0.0005
	0.001
	0.0016
	0.0007
	0.0036
	0.3827

	[Ruminococcus] gnavus group
	0.0000
	0.0000
	0.0000
	0.0003
	0.0000
	0.0006
	0.3537

	[Ruminococcus] torques group
	0.0009
	0.0003
	0.0042
	0.0015
	0.0009
	0.0025
	1.0000

	dgA-11 gut group
	0.0018
	0.0013
	0.0035
	0.0002
	0.0000
	0.0171
	0.6625

	endosymbionts
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.3758

	 
	
	
	
	
	
	
	

	Day 42
	 

	
	Control group
	Probiotic group
	

	Genus
	Median
	Min
	Max
	Median
	Min
	Max
	p-value

	28-4
	0.0001
	0.0001
	0.0001
	0.0000
	0.0000
	0.0002
	0.6625

	A2
	0.0001
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.8248

	ASF356
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0003
	0.6625

	Acetanaerobacterium
	0.0001
	0.0000
	0.0001
	0.0001
	0.0001
	0.0003
	1.0000

	Acetitomaculum
	0.0003
	0.0001
	0.0013
	0.0006
	0.0002
	0.0009
	1.0000

	Acidaminococcus
	0.0003
	0.0001
	0.0009
	0.0000
	0.0000
	0.0015
	0.6579

	Afipia
	0.0001
	0.0001
	0.0002
	0.0001
	0.0000
	0.0001
	0.3827

	Agathobacter
	0.0003
	0.0001
	0.0023
	0.0004
	0.0000
	0.0004
	1.0000

	Alistipes
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Alloprevotella
	0.0056
	0.0025
	0.0374
	0.0075
	0.0061
	0.0102
	0.6625

	Anaerofilum
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	1.0000

	Anaerofustis
	0.0001
	0.0001
	0.0001
	0.0001
	0.0000
	0.0001
	0.1904

	Anaerosporobacter
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0001
	0.8248

	Anaerostignum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Anaerostipes
	0.0001
	0.0000
	0.0005
	0.0000
	0.0000
	0.0000
	0.3537

	Anaerotruncus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Anaerovibrio
	0.0026
	0.0018
	0.0053
	0.0003
	0.0002
	0.0011
	0.0809**

	Anaerovorax
	0.0008
	0.0007
	0.0014
	0.0027
	0.0003
	0.0035
	0.6625

	Angelakisella
	0.0001
	0.0001
	0.0001
	0.0003
	0.0003
	0.0017
	0.0809**

	Asteroleplasma
	0.0004
	0.0004
	0.0005
	0.0008
	0.0001
	0.0008
	0.6625

	Atopobium
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Bacteroides
	0.0028
	0.0014
	0.0071
	0.0014
	0.0006
	0.0107
	0.6625

	Basfia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Bifidobacterium
	0.0000
	0.0000
	0.0009
	0.0000
	0.0000
	0.0007
	1.0000

	Bilophila
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Blautia
	0.0027
	0.0019
	0.0028
	0.0024
	0.0007
	0.0044
	1.0000

	Bradyrhizobium
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.0765**

	Butyricicoccus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	Butyricimonas
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	CAG-352
	0.0011
	0.0000
	0.0012
	0.0000
	0.0000
	0.0027
	1.0000

	CAG-873
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	1.0000

	CHKCI001
	0.0001
	0.0000
	0.0001
	0.0001
	0.0000
	0.0003
	1.0000

	Caldicoprobacter
	0.0001
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	1.0000

	Campylobacter
	0.0032
	0.0002
	0.0062
	0.0008
	0.0002
	0.0011
	0.3827

	Candidatus Saccharimonas
	0.0003
	0.0002
	0.0046
	0.0004
	0.0000
	0.0022
	1.0000

	Candidatus Soleaferrea
	0.0026
	0.0012
	0.004
	0.0037
	0.0014
	0.0037
	1.0000

	Caproiciproducens
	0.0003
	0.0001
	0.0006
	0.0006
	0.0004
	0.0006
	0.6625

	Catabacter
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0002
	0.8248

	Catenibacterium
	0.0035
	0.0000
	0.0063
	0.0007
	0.0003
	0.0077
	1.0000

	Catenisphaera
	0.0013
	0.0006
	0.0017
	0.0013
	0.0007
	0.0024
	0.6625

	Cellulosilyticum
	0.0008
	0.0002
	0.0023
	0.0005
	0.0001
	0.0008
	0.3827

	Chlamydia
	0.0015
	0.0013
	0.0025
	0.0016
	0.0007
	0.0018
	1.0000

	Christensenella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0003
	1.0000

	Christensenellaceae R-7 group
	0.0928
	0.0562
	0.0972
	0.0501
	0.0454
	0.0583
	0.1904

	Cloacibacillus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Clostridium sensu stricto 1
	0.1428
	0.1151
	0.2099
	0.2089
	0.19
	0.3268
	0.3827

	Clostridium sensu stricto 5
	0.0002
	0.0000
	0.0003
	0.0004
	0.0004
	0.0011
	0.0809**

	Clostridium sensu stricto 6
	0.0195
	0.002
	0.0635
	0.0101
	0.0016
	0.012
	0.3827

	Clostridium sensu stricto 7
	0.0059
	0.0005
	0.0081
	0.0023
	0.0004
	0.0029
	0.3827

	Colidextribacter
	0.0006
	0.0004
	0.0012
	0.0006
	0.0004
	0.0008
	1.0000

	Collinsella
	0.0014
	0.0003
	0.0019
	0.0007
	0.0003
	0.0013
	0.3827

	Coprococcus
	0.0013
	0.0006
	0.0015
	0.0008
	0.0003
	0.0021
	1.0000

	Coriobacteriaceae UCG-003
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.184

	Corynebacterium
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0001
	0.3537

	Desulfovibrio
	0.0002
	0.0001
	0.0012
	0.0007
	0.0004
	0.0009
	0.6625

	Dorea
	0.0014
	0.001
	0.0019
	0.0015
	0.0014
	0.0024
	0.3827

	Eisenbergiella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Enhydrobacter
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.6428

	Enterococcus
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.6428

	Enterorhabdus
	0.0008
	0.0002
	0.0008
	0.0007
	0.0004
	0.0008
	0.6625

	Erysipelotrichaceae UCG-003
	0.0000
	0.0000
	0.0001
	0.0001
	0.0000
	0.0004
	0.3758

	Erysipelotrichaceae UCG-006
	0.0005
	0.0003
	0.0006
	0.0002
	0.0001
	0.0006
	0.6625

	Erysipelotrichaceae UCG-009
	0.0004
	0.0000
	0.0004
	0.0000
	0.0000
	0.0028
	1.0000

	Escherichia-Shigella
	0.0000
	0.0000
	0.0000
	0.0002
	0.0000
	0.0004
	0.6625

	Eubacterium
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0002
	0.5066

	FD2005
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0002
	1.0000

	Faecalibacterium
	0.0003
	0.0002
	0.0006
	0.0002
	0.0001
	0.0002
	0.1904

	Faecalicoccus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Falsochrobactrum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.0636**

	Family XIII AD3011 group
	0.0108
	0.0055
	0.011
	0.0093
	0.0038
	0.0171
	1.0000

	Family XIII UCG-001
	0.0002
	0.0001
	0.0004
	0.0005
	0.0002
	0.0008
	0.1904

	Fibrobacter
	0.0001
	0.0000
	0.0011
	0.0000
	0.0000
	0.0224
	0.6625

	Flavonifractor
	0.0003
	0.0002
	0.0005
	0.0004
	0.0004
	0.0004
	0.6625

	Fournierella
	0.0004
	0.0000
	0.0005
	0.0002
	0.0000
	0.0043
	1.0000

	Frisingicoccus
	0.0001
	0.0000
	0.0001
	0.0001
	0.0000
	0.0006
	0.6625

	Fusobacterium
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	GCA-900066575
	0.0001
	0.0000
	0.0002
	0.0001
	0.0000
	0.0001
	0.3827

	HT002
	0.0096
	0.0093
	0.0254
	0.0074
	0.0003
	0.0125
	0.3827

	Halovulum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Helicobacter
	0.0004
	0.0004
	0.0008
	0.0002
	0.0001
	0.0004
	0.3827

	Holdemanella
	0.0006
	0.0002
	0.001
	0.0006
	0.0000
	0.0024
	1.0000

	Holdemania
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.505

	Hungatella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Incertae Sedis
	0.0003
	0.0001
	0.0008
	0.0003
	0.0000
	0.0013
	0.9362

	Intestinibacter
	0.0038
	0.0015
	0.0053
	0.005
	0.0036
	0.0077
	0.6625

	Intestinimonas
	0.0002
	0.0002
	0.0003
	0.0002
	0.0001
	0.0007
	1.0000

	Klebsiella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.1967

	Lachnoclostridium
	0.0001
	0.0000
	0.0004
	0.0000
	0.0000
	0.0005
	1.0000

	Lachnospira
	0.0003
	0.0001
	0.0007
	0.0001
	0.0000
	0.001
	0.6625

	Lachnospiraceae AC2044 group
	0.0000
	0.0000
	0.0000
	0.0003
	0.0000
	0.0004
	0.0809**

	Lachnospiraceae FCS020 group
	0.0002
	0.0001
	0.0002
	0.0003
	0.0001
	0.0004
	0.6625

	Lachnospiraceae ND3007 group
	0.0002
	0.0000
	0.0005
	0.0000
	0.0000
	0.0003
	1.0000

	Lachnospiraceae NK4A136 group
	0.0005
	0.0002
	0.0038
	0.0011
	0.0003
	0.0023
	1.0000

	Lachnospiraceae NK4B4 group
	0.0002
	0.0001
	0.0005
	0.0000
	0.0000
	0.0000
	0.0636**

	Lachnospiraceae UCG-001
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	1.0000

	Lachnospiraceae UCG-002
	0.0001
	0.0000
	0.0003
	0.0000
	0.0000
	0.0001
	0.3537

	Lachnospiraceae UCG-003
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0002
	1.0000

	Lachnospiraceae UCG-004
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.505

	Lachnospiraceae UCG-010
	0.0000
	0.0000
	0.0001
	0.0002
	0.0000
	0.0003
	0.5066

	Lachnospiraceae XPB1014 group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	Lactobacillus
	0.0051
	0.002
	0.0095
	0.0193
	0.0002
	0.0297
	0.6625

	Ligilactobacillus
	0.005
	0.002
	0.0156
	0.0078
	0.0003
	0.0434
	1.0000

	Limibacillus
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.3537

	Limosilactobacillus
	0.0059
	0.004
	0.0104
	0.0059
	0.0003
	0.0081
	0.6625

	Mailhella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Mannheimia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	1.0000

	Marvinbryantia
	0.001
	0.0008
	0.0019
	0.0008
	0.0000
	0.0016
	0.6625

	Megasphaera
	0.0009
	0.0000
	0.0024
	0.0001
	0.0000
	0.0074
	1.0000

	Mitsuokella
	0.0003
	0.0003
	0.0028
	0.0004
	0.0000
	0.0004
	1.0000

	Mogibacterium
	0.0025
	0.002
	0.0026
	0.0017
	0.0001
	0.0019
	0.0809**

	Monoglobus
	0.002
	0.0007
	0.0073
	0.0012
	0.0011
	0.0018
	0.6625

	Moryella
	0.0001
	0.0001
	0.0001
	0.0001
	0.0001
	0.0002
	0.6625

	NK4A214 group
	0.0182
	0.0081
	0.0269
	0.0089
	0.0071
	0.0367
	1.0000

	Negativibacillus
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Olsenella
	0.0015
	0.0003
	0.002
	0.0003
	0.0001
	0.0013
	0.1904

	Oribacterium
	0.0036
	0.0026
	0.008
	0.0014
	0.0004
	0.0023
	0.0809**

	Oscillibacter
	0.0008
	0.0003
	0.0014
	0.0007
	0.0004
	0.0012
	1.0000

	Oscillospira
	0.0178
	0.015
	0.0215
	0.0159
	0.0091
	0.0287
	1.0000

	Oxalobacter
	0.0004
	0.0002
	0.0006
	0.0002
	0.0001
	0.0006
	0.3827

	Paeniclostridium
	0.0088
	0.0028
	0.0151
	0.0115
	0.0071
	0.017
	0.6625

	Paludicola
	0.0008
	0.0007
	0.0032
	0.0022
	0.001
	0.0025
	0.6625

	Parabacteroides
	0.0057
	0.0054
	0.0065
	0.0046
	0.0031
	0.0113
	0.6625

	Peptoclostridium
	0.0000
	0.0000
	0.0002
	0.0003
	0.0003
	0.0005
	0.0765**

	Peptococcus
	0.0001
	0.0001
	0.0002
	0.0001
	0.0000
	0.0001
	0.0809**

	Phascolarctobacterium
	0.0028
	0.0014
	0.0061
	0.0016
	0.001
	0.0018
	0.3827

	Prevotella
	0.0207
	0.0187
	0.0283
	0.0278
	0.0123
	0.0385
	1.0000

	Prevotella_7
	0.0017
	0.0015
	0.0019
	0.0003
	0.0002
	0.0015
	0.0809**

	Prevotella_9
	0.011
	0.0027
	0.0249
	0.0452
	0.0047
	0.0461
	0.3827

	Prevotellaceae NK3B31 group
	0.039
	0.0219
	0.0544
	0.0297
	0.0135
	0.033
	0.3827

	Prevotellaceae UCG-001
	0.0001
	0.0001
	0.0008
	0.0001
	0.0000
	0.0027
	0.6625

	Prevotellaceae UCG-003
	0.0116
	0.0088
	0.0225
	0.0098
	0.0051
	0.0194
	0.6625

	Prevotellaceae UCG-004
	0.0008
	0.0006
	0.005
	0.0001
	0.0001
	0.0011
	0.3827

	Pseudobutyrivibrio
	0.0003
	0.0002
	0.0006
	0.0001
	0.0000
	0.0003
	0.1904

	Pseudoflavonifractor
	0.0001
	0.0000
	0.0001
	0.0001
	0.0000
	0.0003
	1.0000

	Pseudomonas
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1967

	Pseudoramibacter
	0.0006
	0.0003
	0.007
	0.0000
	0.0000
	0.0000
	0.0765**

	Pyramidobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Rikenellaceae RC9 gut group
	0.2028
	0.1275
	0.209
	0.141
	0.0933
	0.1883
	0.3827

	Romboutsia
	0.0023
	0.0008
	0.0076
	0.0131
	0.0067
	0.0268
	0.1904

	Roseburia
	0.0121
	0.0024
	0.0285
	0.003
	0.0012
	0.0106
	0.3827

	Roseobacter
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.3537

	Ruminococcus
	0.0068
	0.0053
	0.0069
	0.0037
	0.0031
	0.0155
	0.6625

	S5-A14a
	0.0001
	0.0001
	0.0001
	0.0001
	0.0000
	0.0001
	1.0000

	Salmonella
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0002
	0.5066

	Sarcina
	0.0092
	0.0078
	0.0171
	0.0096
	0.0019
	0.0179
	1.0000

	Schwartzia
	0.0039
	0.0036
	0.0135
	0.0027
	0.0000
	0.0035
	0.0809**

	Selenomonas
	0.0001
	0.0000
	0.0005
	0.0000
	0.0000
	0.0002
	0.3827

	Senegalimassilia
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0006
	0.3758

	Sharpea
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.505

	Shuttleworthia
	0.0007
	0.0002
	0.001
	0.001
	0.0003
	0.0015
	0.3827

	Slackia
	0.0003
	0.0002
	0.0006
	0.0002
	0.0000
	0.0004
	0.6625

	Solobacterium
	0.0009
	0.0008
	0.0014
	0.0007
	0.0006
	0.0016
	0.6625

	Sphaerochaeta
	0.0133
	0.0094
	0.032
	0.0042
	0.0041
	0.007
	0.0809**

	Stomatobaculum
	0.0000
	0.0000
	0.0003
	0.0002
	0.0000
	0.0002
	1.0000

	Streptococcus
	0.0548
	0.0112
	0.0853
	0.009
	0.0005
	0.0091
	0.0809**

	Subdoligranulum
	0.0013
	0.0008
	0.0016
	0.0028
	0.0015
	0.0047
	0.1904

	Succiniclasticum
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.505

	Succinivibrio
	0.0056
	0.0043
	0.0102
	0.0053
	0.0014
	0.0327
	1.0000

	Sulfurovum
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Sutterella
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Sva0081 sediment group
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	1.0000

	Synergistes
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.505

	Syntrophococcus
	0.0006
	0.0003
	0.0007
	0.0001
	0.0001
	0.0003
	0.1904

	Termite Treponema cluster
	0.0000
	0.0000
	0.0000
	0.0001
	0.0001
	0.0001
	0.0809**

	Terrisporobacter
	0.0198
	0.0144
	0.0552
	0.0229
	0.0207
	0.0284
	0.6625

	Thiogranum
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.505

	Thiohalophilus
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0000
	0.1904

	Treponema
	0.0239
	0.0178
	0.0384
	0.0931
	0.0096
	0.1194
	0.6625

	Turicibacter
	0.0172
	0.0064
	0.0321
	0.0106
	0.0058
	0.0472
	1.0000

	Tuzzerella
	0.0001
	0.0000
	0.0002
	0.0000
	0.0000
	0.0001
	0.5066

	UBA1819
	0.0000
	0.0000
	0.0001
	0.0000
	0.0000
	0.0002
	1.0000

	UCG-002
	0.019
	0.018
	0.0196
	0.0186
	0.0048
	0.0208
	1.0000

	UCG-004
	0.0062
	0.0023
	0.0103
	0.0062
	0.0006
	0.0066
	0.6625

	UCG-005
	0.0222
	0.0216
	0.0229
	0.0223
	0.0169
	0.0334
	1.0000

	UCG-008
	0.0029
	0.0008
	0.0043
	0.0009
	0.0003
	0.0064
	1.0000

	UCG-009
	0.0002
	0.0000
	0.0002
	0.0002
	0.0000
	0.0142
	1.0000

	V9D2013 group
	0.0002
	0.0001
	0.0005
	0.0003
	0.0002
	0.0006
	0.6625

	Veillonella
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	0.505

	Victivallis
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	Woeseia
	0.0001
	0.0000
	0.0001
	0.0000
	0.0000
	0.0001
	0.3827

	XBB1006
	0.0017
	0.0011
	0.0042
	0.0019
	0.0002
	0.0385
	1.0000

	Z20
	0.0001
	0.0000
	0.0001
	0.0001
	0.0000
	0.0005
	0.6625

	[Anaerorhabdus] furcosa group
	0.0024
	0.0014
	0.0067
	0.0009
	0.0004
	0.0013
	0.0809**

	[Eubacterium] brachy group
	0.0001
	0.0000
	0.0001
	0.0003
	0.0001
	0.0004
	0.3827

	[Eubacterium] eligens group
	0.0006
	0.0003
	0.0006
	0.0003
	0.0000
	0.0024
	1.0000

	[Eubacterium] fissicatena group
	0.0009
	0.0001
	0.0013
	0.0003
	0.0001
	0.0008
	0.6625

	[Eubacterium] hallii group
	0.002
	0.0011
	0.002
	0.0025
	0.0015
	0.0043
	0.3827

	[Eubacterium] nodatum group
	0.0008
	0.0001
	0.0024
	0.0000
	0.0000
	0.0065
	0.6579

	[Eubacterium] oxidoreducens group
	0.0003
	0.0000
	0.0006
	0.0002
	0.0000
	0.0004
	0.8248

	[Eubacterium] ruminantium group
	0.0005
	0.0000
	0.0006
	0.0001
	0.0000
	0.0035
	1.0000

	[Eubacterium] saphenum group
	0.0000
	0.0000
	0.0005
	0.0001
	0.0001
	0.0005
	0.6625

	[Eubacterium] siraeum group
	0.0002
	0.0001
	0.0002
	0.0015
	0.0005
	0.009
	0.0809**

	[Eubacterium] ventriosum group
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	[Eubacterium] xylanophilum group
	0.0001
	0.0001
	0.0001
	0.0001
	0.0001
	0.0001
	1.0000

	[Ruminococcus] gauvreauii group
	0.0012
	0.0003
	0.0016
	0.0001
	0.0001
	0.0009
	0.1904

	[Ruminococcus] gnavus group
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.1967

	[Ruminococcus] torques group
	0.0074
	0.0021
	0.0081
	0.0022
	0.0007
	0.0123
	1.0000

	dgA-11 gut group
	0.0065
	0.0026
	0.0144
	0.0005
	0.0000
	0.0007
	0.0809**

	endosymbionts
	0.0000
	0.0000
	0.0000
	0.0000
	0.0000
	0.0001
	1.0000

	horsej-a03
	0.0000
	0.0000
	0.0000
	0.0001
	0.0000
	0.0016
	0.3537

	p-1088-a5 gut group
	0.0007
	0.0001
	0.0008
	0.0004
	0.0001
	0.0006
	0.3827

	 
	
	
	
	
	
	
	


Relative abundance comparison between control and probiotic group at Genus level at 0, 21 and 42 days. Significant differences established using the Wilcoxon signed-rank
test (* for p < 0.05 and ** for p < 0.1).

Table 7. Genera enriched in control and probiotic groups based on Linear Discriminant Analysis (LDA) at genus level across days 0, 21, and 42
	Day 0

	Genera
	Enrich group
	LDA score
	p-value

	Succinivibrio
	control
	3.98
	0.0463

	Megasphaera
	control
	3.26
	0.0495

	hoa5-07d05 gut group
	control
	3.02
	0.0369

	Z20
	control
	2.68
	0.0495

	Clostridium senso stricto 6
	control
	2.46
	0.0495

	[Eubacterium] eligens group
	control
	2.45
	0.0463

	Thiohalophilus
	control
	2.28
	0.0495

	Anaerovibrio
	control
	2.17
	0.0369

	Acetitomaculum
	control
	2.06
	0.0495

	Campylobacter
	probiotic
	3.92
	0.0495

	Klebsiella
	probiotic
	3.75
	0.0495

	Day 21

	Genera
	Enrich group
	LDA score
	p-value

	HT002
	control
	3.91
	0.0495

	Acidaminococcus
	control
	3.27
	0.0495

	Slackia
	control
	2.56
	0.0463

	Angelakisella
	control
	2.40
	0.0495

	Ligilactobacillus
	probiotic
	4.56
	0.0495

	Campylobacter
	probiotic
	3.39
	0.0495

	Butyricimonas
	probiotic
	3.00
	0.0495

	Senegalimassilia
	probiotic
	2.59
	0.0369

	Lachnospiraceae UCG-002
	probiotic
	2.45
	0.0369

	Day 42

	Genera
	Enrich group
	LDA score
	p-value

	Streptococcus
	control
	4.66
	0.0495

	Sphaerochaeta
	control
	4.14
	0.0495

	dgA-11 gut group
	control
	3.90
	0.0495

	Schwartzia
	control
	3.72
	0.0495

	Oribacterium
	control
	3.50
	0.0495

	[Anaerorhabdus] furcosa group
	control
	3.45
	0.0495

	Anaerovibrio
	control
	3.42
	0.0495

	Pseudoramibacter
	control
	3.37
	0.0463

	Mogibacterium
	control
	3.07
	0.0495

	Prevotella_7
	control
	3.01
	0.0495

	Lachnospiraceae NK4B4 group
	control
	2.38
	0.0369

	Bradyrhizobium
	control
	2.03
	0.0463

	Peptococcus
	control
	2.03
	0.0495

	[Eubacterium] siraeum group
	probiotic
	3.55
	0.0495

	Angelakisella
	probiotic
	2.80
	0.0495

	Clostridium senso stricto 5
	probiotic
	2.65
	0.0495

	Peptoclostridium
	probiotic
	2.46
	0.0463

	Lachnospiraceae AC2044 group
	probiotic
	2.32
	0.0495


LDA scores represent the magnitude of each genus’ contribution to group differentiation. Genera with p-values < 0.05 were considered significant.

Table 8. Relative abundance of metabolic pathways identified by Tax4Fun2 prediction in the gut microbiota.
	Day 0

	KEGG identifier
	Pathway 
	Control group
	Probiotic group
	p-value

	
	
	Mean 
	SD
	Mean 
	SD
	

	ko01210
	2-oxocarboxylic acid metabolism
	0.0033
	0.0004
	0.0036
	0.0002
	0.4000

	ko02010
	abc transporters
	0.0023
	0.0005
	0.0030
	0.0004
	0.2000

	ko00525
	acarbose and validamycin biosynthesis
	0.0031
	0.0008
	0.0031
	0.0004
	1.0000

	ko00250
	alanine, aspartate and glutamate metabolism
	0.0032
	0.0006
	0.0033
	0.0004
	1.0000

	ko00592
	alpha-linolenic acid metabolism
	0.0025
	0.0008
	0.0041
	0.0018
	0.4000

	ko00520
	amino sugar and nucleotide sugar metabolism
	0.0032
	0.0009
	0.0034
	0.0003
	1.0000

	ko00970
	aminoacyl-trna biosynthesis
	0.0026
	0.0003
	0.0026
	0.0003
	1.0000

	ko00627
	aminobenzoate degradation
	0.0023
	0.0011
	0.0034
	0.0009
	0.4000

	ko04152
	ampk signaling pathway
	0.0042
	0.0017
	0.0037
	0.0008
	0.7000

	ko01523
	antifolate resistance
	0.0028
	0.0005
	0.0027
	0.0005
	1.0000

	ko00590
	arachidonic acid metabolism
	0.0026
	0.0012
	0.0025
	0.0003
	1.0000

	ko00330
	arginine and proline metabolism
	0.0032
	0.0003
	0.0035
	0.0001
	0.4000

	ko00220
	arginine biosynthesis
	0.0031
	0.0002
	0.0034
	0.0001
	0.2000

	ko00053
	ascorbate and aldarate metabolism
	0.0037
	0.0007
	0.0051
	0.0013
	0.2000

	ko02030
	bacterial chemotaxis
	0.0027
	0.0004
	0.0033
	0.0008
	0.7000

	ko05100
	bacterial invasion of epithelial cells
	0.0025
	0.0017
	0.0045
	0.0024
	1.0000

	ko03070
	bacterial secretion system
	0.0031
	0.0003
	0.0034
	0.0001
	0.2000

	ko00362
	benzoate degradation
	0.0027
	0.0010
	0.0033
	0.0009
	0.7000

	ko00410
	beta-alanine metabolism
	0.0036
	0.0004
	0.0040
	0.0006
	0.4000

	ko01501
	beta-lactam resistance
	0.0031
	0.0007
	0.0036
	0.0001
	0.2000

	ko02026
	biofilm formation - escherichia coli
	0.0040
	0.0011
	0.0045
	0.0006
	0.7000

	ko02025
	biofilm formation - pseudomonas aeruginosa
	0.0045
	0.0016
	0.0047
	0.0003
	0.7000

	ko01230
	biosynthesis of amino acids
	0.0030
	0.0003
	0.0032
	0.0002
	0.7000

	ko01130
	biosynthesis of antibiotics
	0.0030
	0.0003
	0.0032
	0.0001
	0.7000

	ko01059
	biosynthesis of enediyne antibiotics
	0.0025
	0.0016
	0.0049
	0.0023
	0.4000

	ko01110
	biosynthesis of secondary metabolites
	0.0030
	0.0004
	0.0032
	0.0002
	0.7000

	ko01053
	biosynthesis of siderophore group nonribosomal peptides
	0.0029
	0.0016
	0.0043
	0.0018
	0.7000

	ko01062
	biosynthesis of terpenoids and steroids
	0.0009
	0.0001
	0.0008
	0.0002
	0.7000

	ko01040
	biosynthesis of unsaturated fatty acids
	0.0037
	0.0006
	0.0041
	0.0002
	0.7000

	ko01055
	biosynthesis of vancomycin group antibiotics
	0.0030
	0.0002
	0.0030
	0.0002
	1.0000

	ko00780
	biotin metabolism
	0.0043
	0.0013
	0.0042
	0.0004
	0.7000

	ko00650
	butanoate metabolism
	0.0031
	0.0004
	0.0035
	0.0005
	0.2000

	ko00660
	c5-branched dibasic acid metabolism
	0.0040
	0.0010
	0.0045
	0.0005
	1.0000

	ko04973
	carbohydrate digestion and absorption
	0.0019
	0.0007
	0.0020
	0.0003
	1.0000

	ko01200
	carbon metabolism
	0.0031
	0.0002
	0.0034
	0.0000
	0.2000

	ko00625
	chloroalkane and chloroalkene degradation
	0.0026
	0.0002
	0.0029
	0.0001
	0.1000

	ko04979
	cholesterol metabolism
	0.0048
	0.0008
	0.0037
	0.0006
	0.2000

	ko00020
	citrate cycle (tca cycle)
	0.0031
	0.0001
	0.0033
	0.0002
	0.4000

	ko00460
	cyanoamino acid metabolism
	0.0034
	0.0012
	0.0037
	0.0005
	1.0000

	ko00270
	cysteine and methionine metabolism
	0.0025
	0.0001
	0.0027
	0.0001
	0.1000

	ko00473
	d-alanine metabolism
	0.0021
	0.0003
	0.0023
	0.0001
	0.7000

	ko00061
	fatty acid biosynthesis
	0.0037
	0.0009
	0.0036
	0.0004
	0.7000

	ko00071
	fatty acid degradation
	0.0030
	0.0005
	0.0034
	0.0005
	0.4000

	ko00062
	fatty acid elongation
	0.0013
	0.0021
	0.0034
	0.0022
	0.7000

	ko01212
	fatty acid metabolism
	0.0035
	0.0004
	0.0036
	0.0002
	1.0000

	ko02040
	flagellar assembly
	0.0018
	0.0013
	0.0028
	0.0015
	0.7000

	ko00790
	folate biosynthesis
	0.0029
	0.0004
	0.0031
	0.0002
	0.7000

	ko00051
	fructose and mannose metabolism
	0.0031
	0.0011
	0.0034
	0.0005
	1.0000

	ko00052
	galactose metabolism
	0.0038
	0.0017
	0.0039
	0.0010
	1.0000

	ko00480
	glutathione metabolism
	0.0028
	0.0009
	0.0032
	0.0005
	1.0000

	ko00561
	glycerolipid metabolism
	0.0027
	0.0005
	0.0030
	0.0004
	0.7000

	ko00564
	glycerophospholipid metabolism
	0.0028
	0.0005
	0.0033
	0.0005
	0.7000

	ko00260
	glycine, serine and threonine metabolism
	0.0030
	0.0003
	0.0031
	0.0001
	0.7000

	ko00010
	glycolysis / gluconeogenesis
	0.0028
	0.0003
	0.0030
	0.0001
	0.4000

	ko00630
	glyoxylate and dicarboxylate metabolism
	0.0035
	0.0005
	0.0038
	0.0000
	0.7000

	ko00340
	histidine metabolism
	0.0036
	0.0007
	0.0038
	0.0005
	1.0000

	ko03440
	homologous recombination
	0.0029
	0.0006
	0.0029
	0.0004
	1.0000

	ko00785
	lipoic acid metabolism
	0.0036
	0.0014
	0.0039
	0.0003
	1.0000

	ko00540
	lipopolysaccharide biosynthesis
	0.0038
	0.0019
	0.0042
	0.0002
	0.7000

	ko00300
	lysine biosynthesis
	0.0027
	0.0002
	0.0028
	0.0002
	0.7000

	ko04142
	lysosome
	0.0060
	0.0037
	0.0054
	0.0019
	0.7000

	ko01100
	metabolic pathways
	0.0031
	0.0005
	0.0033
	0.0003
	1.0000

	ko00980
	metabolism of xenobiotics by cytochrome p450
	0.0027
	0.0007
	0.0033
	0.0008
	0.7000

	ko00680
	methane metabolism
	0.0032
	0.0003
	0.0034
	0.0001
	0.4000

	ko01120
	microbial metabolism in diverse environments
	0.0031
	0.0003
	0.0035
	0.0001
	0.1000

	ko00910
	nitrogen metabolism
	0.0030
	0.0004
	0.0032
	0.0002
	0.7000

	ko00190
	oxidative phosphorylation
	0.0030
	0.0007
	0.0032
	0.0004
	1.0000

	ko00040
	pentose and glucuronate interconversions
	0.0043
	0.0012
	0.0049
	0.0005
	0.7000

	ko00030
	pentose phosphate pathway
	0.0032
	0.0008
	0.0035
	0.0004
	1.0000

	ko00550
	peptidoglycan biosynthesis
	0.0024
	0.0001
	0.0025
	0.0002
	0.7000

	ko04146
	peroxisome
	0.0038
	0.0013
	0.0038
	0.0004
	0.7000

	ko00360
	phenylalanine metabolism
	0.0028
	0.0004
	0.0031
	0.0004
	0.7000

	ko00940
	phenylpropanoid biosynthesis
	0.0039
	0.0020
	0.0044
	0.0007
	0.7000

	ko02060
	phosphotransferase system (pts)
	0.0014
	0.0009
	0.0022
	0.0009
	0.4000

	ko00624
	polycyclic aromatic hydrocarbon degradation
	0.0015
	0.0010
	0.0026
	0.0006
	0.4000

	ko00120
	primary bile acid biosynthesis
	0.0036
	0.0018
	0.0034
	0.0006
	0.7000

	ko00640
	propanoate metabolism
	0.0032
	0.0001
	0.0036
	0.0003
	0.2000

	ko04974
	protein digestion and absorption
	0.0043
	0.0021
	0.0039
	0.0008
	0.7000

	ko04141
	protein processing in endoplasmic reticulum
	0.0031
	0.0006
	0.0031
	0.0007
	1.0000

	ko00230
	purine metabolism
	0.0026
	0.0004
	0.0028
	0.0003
	1.0000

	ko00240
	pyrimidine metabolism
	0.0027
	0.0003
	0.0028
	0.0003
	1.0000

	ko00620
	pyruvate metabolism
	0.0029
	0.0001
	0.0032
	0.0001
	0.1000

	ko02024
	quorum sensing
	0.0026
	0.0002
	0.0031
	0.0002
	0.1000

	ko00740
	riboflavin metabolism
	0.0027
	0.0009
	0.0027
	0.0003
	0.7000

	ko00450
	selenocompound metabolism
	0.0027
	0.0004
	0.0031
	0.0002
	0.4000

	ko00600
	sphingolipid metabolism
	0.0053
	0.0031
	0.0049
	0.0016
	0.7000

	ko00500
	starch and sucrose metabolism
	0.0025
	0.0006
	0.0026
	0.0005
	1.0000

	ko00521
	streptomycin biosynthesis
	0.0031
	0.0011
	0.0033
	0.0004
	1.0000

	ko00920
	sulfur metabolism
	0.0030
	0.0003
	0.0035
	0.0004
	0.2000

	ko00430
	taurine and hypotaurine metabolism
	0.0031
	0.0007
	0.0034
	0.0001
	0.7000

	ko00900
	terpenoid backbone biosynthesis
	0.0027
	0.0002
	0.0028
	0.0003
	0.7000

	ko00253
	tetracycline biosynthesis
	0.0056
	0.0024
	0.0058
	0.0009
	0.7000

	ko00730
	thiamine metabolism
	0.0027
	0.0002
	0.0028
	0.0002
	1.0000

	ko00380
	tryptophan metabolism
	0.0030
	0.0008
	0.0040
	0.0010
	0.2000

	ko02020
	two-component system
	0.0037
	0.0005
	0.0041
	0.0001
	0.4000

	ko00350
	tyrosine metabolism
	0.0024
	0.0004
	0.0028
	0.0004
	0.4000

	ko00290
	valine, leucine and isoleucine biosynthesis
	0.0037
	0.0008
	0.0041
	0.0004
	0.4000

	ko00280
	valine, leucine and isoleucine degradation
	0.0034
	0.0003
	0.0037
	0.0006
	0.7000

	ko01502
	vancomycin resistance
	0.0023
	0.0007
	0.0025
	0.0001
	0.7000

	ko00750
	vitamin b6 metabolism
	0.0031
	0.0007
	0.0033
	0.0001
	1.0000

	ko00622
	xylene degradation
	0.0029
	0.0008
	0.0028
	0.0005
	0.7000

	ko00908
	zeatin biosynthesis
	0.0027
	0.0007
	0.0025
	0.0003
	0.7000

	
	 
	
	
	
	
	

	Day 21

	KEGG identifier
	Pathway 
	Control group
	Probiotic group
	p-value

	
	
	Mean 
	SD
	Mean 
	SD
	

	ko01210
	2-oxocarboxylic acid metabolism
	0.0027
	0.0001
	0.0027
	0.0009
	0.7000

	ko02010
	abc transporters
	0.0032
	0.0008
	0.0030
	0.0016
	0.7000

	ko00525
	acarbose and validamycin biosynthesis
	0.0036
	0.0007
	0.0029
	0.0007
	0.4000

	ko00250
	alanine, aspartate and glutamate metabolism
	0.0033
	0.0006
	0.0028
	0.0006
	0.4000

	ko00592
	alpha-linolenic acid metabolism
	0.0033
	0.0011
	0.0027
	0.0001
	0.4000

	ko00520
	amino sugar and nucleotide sugar metabolism
	0.0032
	0.0005
	0.0028
	0.0004
	0.4000

	ko00970
	aminoacyl-trna biosynthesis
	0.0038
	0.0009
	0.0031
	0.0007
	0.4000

	ko00627
	aminobenzoate degradation
	0.0026
	0.0003
	0.0033
	0.0012
	0.4000

	ko04152
	ampk signaling pathway
	0.0031
	0.0009
	0.0026
	0.0013
	0.4000

	ko01523
	antifolate resistance
	0.0039
	0.0010
	0.0031
	0.0006
	0.4000

	ko00590
	arachidonic acid metabolism
	0.0049
	0.0028
	0.0027
	0.0019
	0.4000

	ko00330
	arginine and proline metabolism
	0.0030
	0.0002
	0.0028
	0.0005
	1.0000

	ko00220
	arginine biosynthesis
	0.0030
	0.0003
	0.0027
	0.0008
	0.7000

	ko00053
	ascorbate and aldarate metabolism
	0.0022
	0.0004
	0.0028
	0.0012
	0.7000

	ko02030
	bacterial chemotaxis
	0.0023
	0.0009
	0.0030
	0.0010
	0.7000

	ko05100
	bacterial invasion of epithelial cells
	0.0022
	0.0006
	0.0033
	0.0031
	1.0000

	ko03070
	bacterial secretion system
	0.0032
	0.0005
	0.0028
	0.0005
	0.4000

	ko00362
	benzoate degradation
	0.0028
	0.0002
	0.0030
	0.0002
	0.4000

	ko00410
	beta-alanine metabolism
	0.0022
	0.0010
	0.0027
	0.0002
	1.0000

	ko01501
	beta-lactam resistance
	0.0035
	0.0009
	0.0028
	0.0004
	0.4000

	ko02026
	biofilm formation - escherichia coli
	0.0023
	0.0000
	0.0024
	0.0007
	0.7000

	ko02025
	biofilm formation - pseudomonas aeruginosa
	0.0022
	0.0003
	0.0025
	0.0009
	1.0000

	ko01230
	biosynthesis of amino acids
	0.0032
	0.0004
	0.0028
	0.0008
	0.7000

	ko01130
	biosynthesis of antibiotics
	0.0032
	0.0005
	0.0028
	0.0005
	0.4000

	ko01059
	biosynthesis of enediyne antibiotics
	0.0022
	0.0013
	0.0034
	0.0021
	0.4000

	ko01110
	biosynthesis of secondary metabolites
	0.0033
	0.0005
	0.0029
	0.0005
	0.4000

	YES
	biosynthesis of siderophore group nonribosomal peptides
	0.0023
	0.0008
	0.0033
	0.0009
	0.4000

	ko01062
	biosynthesis of terpenoids and steroids
	0.0064
	0.0012
	0.0045
	0.0057
	0.7000

	ko01040
	biosynthesis of unsaturated fatty acids
	0.0024
	0.0001
	0.0026
	0.0003
	0.2000

	ko01055
	biosynthesis of vancomycin group antibiotics
	0.0034
	0.0002
	0.0030
	0.0010
	0.7000

	ko00780
	biotin metabolism
	0.0024
	0.0005
	0.0024
	0.0003
	1.0000

	ko00650
	butanoate metabolism
	0.0028
	0.0003
	0.0027
	0.0002
	1.0000

	ko00660
	c5-branched dibasic acid metabolism
	0.0024
	0.0005
	0.0020
	0.0003
	0.4000

	ko04973
	carbohydrate digestion and absorption
	0.0035
	0.0004
	0.0041
	0.0009
	0.4000

	ko01200
	carbon metabolism
	0.0032
	0.0004
	0.0028
	0.0005
	0.4000

	ko00625
	chloroalkane and chloroalkene degradation
	0.0030
	0.0003
	0.0032
	0.0021
	0.7000

	ko04979
	cholesterol metabolism
	0.0014
	0.0008
	0.0016
	0.0008
	0.7000

	ko00020
	citrate cycle (tca cycle)
	0.0031
	0.0005
	0.0027
	0.0005
	0.4000

	ko00460
	cyanoamino acid metabolism
	0.0035
	0.0011
	0.0026
	0.0005
	0.4000

	ko00270
	cysteine and methionine metabolism
	0.0039
	0.0007
	0.0030
	0.0011
	0.4000

	ko00473
	d-alanine metabolism
	0.0037
	0.0010
	0.0033
	0.0006
	0.7000

	ko00061
	fatty acid biosynthesis
	0.0027
	0.0006
	0.0027
	0.0003
	1.0000

	ko00071
	fatty acid degradation
	0.0026
	0.0004
	0.0028
	0.0002
	0.7000

	ko00062
	fatty acid elongation
	0.0000
	0.0000
	0.0021
	0.0037
	0.5050

	ko01212
	fatty acid metabolism
	0.0026
	0.0005
	0.0027
	0.0003
	1.0000

	ko02040
	flagellar assembly
	0.0020
	0.0010
	0.0032
	0.0011
	0.4000

	ko00790
	folate biosynthesis
	0.0033
	0.0008
	0.0028
	0.0006
	0.4000

	ko00051
	fructose and mannose metabolism
	0.0035
	0.0009
	0.0028
	0.0009
	0.7000

	ko00052
	galactose metabolism
	0.0032
	0.0010
	0.0024
	0.0004
	0.4000

	ko00480
	glutathione metabolism
	0.0039
	0.0010
	0.0028
	0.0005
	0.4000

	ko00561
	glycerolipid metabolism
	0.0035
	0.0012
	0.0030
	0.0017
	0.7000

	ko00564
	glycerophospholipid metabolism
	0.0034
	0.0008
	0.0030
	0.0007
	0.7000

	ko00260
	glycine, serine and threonine metabolism
	0.0035
	0.0007
	0.0028
	0.0005
	0.4000

	ko00010
	glycolysis / gluconeogenesis
	0.0032
	0.0004
	0.0028
	0.0006
	0.2000

	ko00630
	glyoxylate and dicarboxylate metabolism
	0.0030
	0.0006
	0.0026
	0.0003
	0.4000

	ko00340
	histidine metabolism
	0.0026
	0.0007
	0.0025
	0.0008
	1.0000

	ko03440
	homologous recombination
	0.0038
	0.0010
	0.0029
	0.0005
	0.4000

	ko00785
	lipoic acid metabolism
	0.0043
	0.0016
	0.0023
	0.0008
	0.1000

	ko00540
	lipopolysaccharide biosynthesis
	0.0034
	0.0015
	0.0029
	0.0025
	1.0000

	ko00300
	lysine biosynthesis
	0.0036
	0.0008
	0.0029
	0.0009
	0.4000

	ko04142
	lysosome
	0.0022
	0.0009
	0.0022
	0.0021
	1.0000

	ko01100
	metabolic pathways
	0.0033
	0.0005
	0.0028
	0.0005
	0.4000

	ko00980
	metabolism of xenobiotics by cytochrome p450
	0.0031
	0.0001
	0.0029
	0.0014
	0.7000

	ko00680
	methane metabolism
	0.0032
	0.0004
	0.0029
	0.0007
	1.0000

	ko01120
	microbial metabolism in diverse environments
	0.0031
	0.0003
	0.0028
	0.0006
	0.7000

	ko00910
	nitrogen metabolism
	0.0033
	0.0007
	0.0030
	0.0006
	0.7000

	ko00190
	oxidative phosphorylation
	0.0037
	0.0008
	0.0031
	0.0007
	0.4000

	ko00040
	pentose and glucuronate interconversions
	0.0022
	0.0001
	0.0020
	0.0003
	0.4000

	ko00030
	pentose phosphate pathway
	0.0033
	0.0007
	0.0028
	0.0008
	0.7000

	ko00550
	peptidoglycan biosynthesis
	0.0037
	0.0008
	0.0030
	0.0005
	0.4000

	ko04146
	peroxisome
	0.0030
	0.0008
	0.0027
	0.0006
	0.7000

	ko00360
	phenylalanine metabolism
	0.0030
	0.0000
	0.0030
	0.0005
	0.7000

	ko00940
	phenylpropanoid biosynthesis
	0.0033
	0.0012
	0.0021
	0.0004
	0.4000

	ko02060
	phosphotransferase system (pts)
	0.0041
	0.0022
	0.0032
	0.0035
	0.7000

	ko00624
	polycyclic aromatic hydrocarbon degradation
	0.0031
	0.0016
	0.0044
	0.0052
	0.7000

	ko00120
	primary bile acid biosynthesis
	0.0037
	0.0023
	0.0029
	0.0021
	0.4000

	ko00640
	propanoate metabolism
	0.0027
	0.0004
	0.0028
	0.0004
	0.7000

	ko04974
	protein digestion and absorption
	0.0032
	0.0009
	0.0030
	0.0019
	1.0000

	ko04141
	protein processing in endoplasmic reticulum
	0.0038
	0.0007
	0.0029
	0.0006
	0.2000

	ko00230
	purine metabolism
	0.0039
	0.0009
	0.0031
	0.0006
	0.4000

	ko00240
	pyrimidine metabolism
	0.0037
	0.0008
	0.0030
	0.0006
	0.4000

	ko00620
	pyruvate metabolism
	0.0031
	0.0003
	0.0029
	0.0006
	0.7000

	ko02024
	quorum sensing
	0.0031
	0.0005
	0.0030
	0.0010
	0.7000

	ko00740
	riboflavin metabolism
	0.0044
	0.0013
	0.0031
	0.0006
	0.4000

	ko00450
	selenocompound metabolism
	0.0036
	0.0005
	0.0031
	0.0012
	0.7000

	ko00600
	sphingolipid metabolism
	0.0025
	0.0008
	0.0022
	0.0015
	1.0000

	ko04979
	starch and sucrose metabolism
	0.0040
	0.0015
	0.0029
	0.0012
	0.4000

	ko00521
	streptomycin biosynthesis
	0.0036
	0.0008
	0.0028
	0.0006
	0.4000

	ko00920
	sulfur metabolism
	0.0033
	0.0003
	0.0027
	0.0010
	0.7000

	ko00430
	taurine and hypotaurine metabolism
	0.0032
	0.0006
	0.0032
	0.0012
	1.0000

	ko00900
	terpenoid backbone biosynthesis
	0.0035
	0.0007
	0.0030
	0.0005
	0.4000

	ko00253
	tetracycline biosynthesis
	0.0014
	0.0008
	0.0023
	0.0006
	0.2000

	ko00730
	thiamine metabolism
	0.0038
	0.0006
	0.0029
	0.0004
	0.2000

	ko00380
	tryptophan metabolism
	0.0022
	0.0005
	0.0027
	0.0008
	0.7000

	ko02020
	two-component system
	0.0023
	0.0002
	0.0025
	0.0004
	1.0000

	ko00350
	tyrosine metabolism
	0.0033
	0.0003
	0.0033
	0.0015
	0.7000

	ko00290
	valine, leucine and isoleucine biosynthesis
	0.0022
	0.0003
	0.0025
	0.0006
	0.7000

	ko00280
	valine, leucine and isoleucine degradation
	0.0026
	0.0005
	0.0027
	0.0003
	1.0000

	ko01502
	vancomycin resistance
	0.0032
	0.0003
	0.0030
	0.0003
	0.7000

	ko00750
	vitamin b6 metabolism
	0.0034
	0.0007
	0.0030
	0.0006
	0.7000

	ko00622
	xylene degradation
	0.0048
	0.0041
	0.0028
	0.0027
	0.4000

	ko00908
	zeatin biosynthesis
	0.0041
	0.0011
	0.0033
	0.0012
	0.4000

	
	 
	
	
	
	
	

	Day 42

	KEGG identifier
	Pathway 
	Control group
	Probiotic group
	p-value

	
	
	Mean 
	SD
	Mean 
	SD
	

	ko01210
	2-oxocarboxylic acid metabolism
	0.0034
	0.0005
	0.0032
	0.0004
	0.4000

	ko02010
	abc transporters
	0.0037
	0.0003
	0.0036
	0.0008
	1.0000

	ko00525
	acarbose and validamycin biosynthesis
	0.0029
	0.0002
	0.0032
	0.0001
	0.2000

	ko00250
	alanine, aspartate and glutamate metabolism
	0.0030
	0.0002
	0.0033
	0.0003
	0.2000

	ko00592
	alpha-linolenic acid metabolism
	0.0029
	0.0004
	0.0032
	0.0004
	0.4000

	ko00520
	amino sugar and nucleotide sugar metabolism
	0.0029
	0.0002
	0.0033
	0.0002
	0.2000

	ko00970
	aminoacyl-trna biosynthesis
	0.0031
	0.0002
	0.0035
	0.0000
	0.1000

	ko00627
	aminobenzoate degradation
	0.0035
	0.0001
	0.0033
	0.0008
	0.7000

	ko04152
	ampk signaling pathway
	0.0022
	0.0003
	0.0030
	0.0007
	0.2000

	ko01523
	antifolate resistance
	0.0030
	0.0004
	0.0034
	0.0002
	0.2000

	ko00590
	arachidonic acid metabolism
	0.0026
	0.0002
	0.0037
	0.0013
	0.7000

	ko00330
	arginine and proline metabolism
	0.0030
	0.0002
	0.0033
	0.0004
	0.4000

	ko00220
	arginine biosynthesis
	0.0032
	0.0003
	0.0033
	0.0005
	1.0000

	ko00053
	ascorbate and aldarate metabolism
	0.0024
	0.0002
	0.0026
	0.0004
	1.0000

	ko02030
	bacterial chemotaxis
	0.0037
	0.0008
	0.0038
	0.0012
	1.0000

	ko05100
	bacterial invasion of epithelial cells
	0.0032
	0.0011
	0.0030
	0.0009
	0.7000

	ko03070
	bacterial secretion system
	0.0030
	0.0002
	0.0034
	0.0003
	0.2000

	ko00362
	benzoate degradation
	0.0033
	0.0001
	0.0034
	0.0007
	1.0000

	ko00410
	beta-alanine metabolism
	0.0029
	0.0003
	0.0033
	0.0008
	0.4000

	ko01501
	beta-lactam resistance
	0.0027
	0.0002
	0.0032
	0.0002
	0.1000

	ko02026
	biofilm formation - escherichia coli
	0.0028
	0.0003
	0.0029
	0.0004
	0.7000

	ko02025
	biofilm formation - pseudomonas aeruginosa
	0.0025
	0.0003
	0.0026
	0.0003
	1.0000

	ko01230
	biosynthesis of amino acids
	0.0033
	0.0003
	0.0034
	0.0003
	0.7000

	ko01130
	biosynthesis of antibiotics
	0.0031
	0.0002
	0.0034
	0.0003
	0.4000

	ko01059
	biosynthesis of enediyne antibiotics
	0.0031
	0.0008
	0.0023
	0.0008
	0.4000

	ko01110
	biosynthesis of secondary metabolites
	0.0031
	0.0002
	0.0033
	0.0003
	0.4000

	ko01053
	biosynthesis of siderophore group nonribosomal peptides
	0.0027
	0.0001
	0.0032
	0.0002
	0.1000

	ko01062
	biosynthesis of terpenoids and steroids
	0.0041
	0.0011
	0.0022
	0.0015
	0.2000

	ko01040
	biosynthesis of unsaturated fatty acids
	0.0030
	0.0002
	0.0030
	0.0005
	1.0000

	ko01055
	biosynthesis of vancomycin group antibiotics
	0.0030
	0.0003
	0.0033
	0.0004
	1.0000

	ko00780
	biotin metabolism
	0.0027
	0.0001
	0.0029
	0.0004
	0.7000

	ko00650
	butanoate metabolism
	0.0031
	0.0002
	0.0035
	0.0008
	1.0000

	ko00660
	c5-branched dibasic acid metabolism
	0.0033
	0.0006
	0.0027
	0.0004
	0.2000

	ko04973
	carbohydrate digestion and absorption
	0.0039
	0.0011
	0.0032
	0.0005
	0.7000

	ko01200
	carbon metabolism
	0.0030
	0.0002
	0.0034
	0.0004
	0.4000

	ko00625
	chloroalkane and chloroalkene degradation
	0.0037
	0.0006
	0.0034
	0.0007
	0.7000

	ko04979
	cholesterol metabolism
	0.0035
	0.0009
	0.0038
	0.0021
	0.7000

	ko00020
	citrate cycle (tca cycle)
	0.0031
	0.0002
	0.0035
	0.0007
	0.7000

	ko00460
	cyanoamino acid metabolism
	0.0028
	0.0002
	0.0031
	0.0001
	0.2000

	ko00270
	cysteine and methionine metabolism
	0.0034
	0.0003
	0.0035
	0.0003
	1.0000

	ko00473
	d-alanine metabolism
	0.0035
	0.0001
	0.0038
	0.0003
	0.2000

	ko00061
	fatty acid biosynthesis
	0.0031
	0.0001
	0.0031
	0.0003
	1.0000

	ko00071
	fatty acid degradation
	0.0033
	0.0002
	0.0035
	0.0009
	1.0000

	ko00062
	fatty acid elongation
	0.0010
	0.0009
	0.0000
	0.0000
	0.1967

	ko01212
	fatty acid metabolism
	0.0031
	0.0002
	0.0032
	0.0005
	1.0000

	ko02040
	flagellar assembly
	0.0043
	0.0009
	0.0045
	0.0017
	1.0000

	ko00790
	folate biosynthesis
	0.0032
	0.0001
	0.0033
	0.0005
	1.0000

	ko00051
	fructose and mannose metabolism
	0.0029
	0.0003
	0.0032
	0.0002
	0.2000

	ko00052
	galactose metabolism
	0.0028
	0.0003
	0.0029
	0.0001
	1.0000

	ko00480
	glutathione metabolism
	0.0029
	0.0001
	0.0032
	0.0001
	0.1000

	ko00561
	glycerolipid metabolism
	0.0033
	0.0001
	0.0034
	0.0008
	0.7000

	ko00564
	glycerophospholipid metabolism
	0.0030
	0.0003
	0.0033
	0.0004
	0.4000

	ko00260
	glycine, serine and threonine metabolism
	0.0030
	0.0003
	0.0034
	0.0004
	0.4000

	ko00010
	glycolysis / gluconeogenesis
	0.0034
	0.0003
	0.0035
	0.0003
	1.0000

	ko00630
	glyoxylate and dicarboxylate metabolism
	0.0028
	0.0003
	0.0032
	0.0007
	0.4000

	ko00340
	histidine metabolism
	0.0032
	0.0004
	0.0032
	0.0005
	1.0000

	ko03440
	homologous recombination
	0.0030
	0.0001
	0.0034
	0.0000
	0.1000

	ko00785
	lipoic acid metabolism
	0.0024
	0.0003
	0.0025
	0.0009
	0.7000

	ko00540
	lipopolysaccharide biosynthesis
	0.0018
	0.0002
	0.0027
	0.0014
	0.7000

	ko00300
	lysine biosynthesis
	0.0033
	0.0002
	0.0036
	0.0004
	0.4000

	ko04142
	lysosome
	0.0012
	0.0001
	0.0020
	0.0011
	0.7000

	ko01100
	metabolic pathways
	0.0030
	0.0002
	0.0033
	0.0002
	0.4000

	ko00980
	metabolism of xenobiotics by cytochrome p450
	0.0035
	0.0002
	0.0032
	0.0005
	0.4000

	ko00680
	methane metabolism
	0.0029
	0.0003
	0.0033
	0.0004
	0.4000

	ko01120
	microbial metabolism in diverse environments
	0.0030
	0.0002
	0.0033
	0.0003
	0.4000

	ko00910
	nitrogen metabolism
	0.0030
	0.0004
	0.0032
	0.0004
	0.4000

	ko00190
	oxidative phosphorylation
	0.0027
	0.0001
	0.0032
	0.0004
	0.2000

	ko00040
	pentose and glucuronate interconversions
	0.0027
	0.0001
	0.0028
	0.0005
	0.7000

	ko00030
	pentose phosphate pathway
	0.0028
	0.0001
	0.0032
	0.0002
	0.1000

	ko00550
	peptidoglycan biosynthesis
	0.0034
	0.0002
	0.0038
	0.0002
	0.2000

	ko04146
	peroxisome
	0.0026
	0.0002
	0.0028
	0.0004
	0.7000

	ko00360
	phenylalanine metabolism
	0.0034
	0.0002
	0.0034
	0.0006
	1.0000

	ko00940
	phenylpropanoid biosynthesis
	0.0025
	0.0003
	0.0028
	0.0001
	0.4000

	ko02060
	phosphotransferase system (pts)
	0.0044
	0.0008
	0.0037
	0.0019
	0.7000

	ko00624
	polycyclic aromatic hydrocarbon degradation
	0.0042
	0.0019
	0.0015
	0.0011
	0.2000

	ko00120
	primary bile acid biosynthesis
	0.0029
	0.0003
	0.0026
	0.0015
	0.7000

	ko00640
	propanoate metabolism
	0.0031
	0.0002
	0.0034
	0.0006
	1.0000

	ko04974
	protein digestion and absorption
	0.0018
	0.0001
	0.0026
	0.0011
	0.7000

	ko04141
	protein processing in endoplasmic reticulum
	0.0027
	0.0005
	0.0033
	0.0002
	0.4000

	ko00230
	purine metabolism
	0.0031
	0.0001
	0.0034
	0.0000
	0.1000

	ko00240
	pyrimidine metabolism
	0.0031
	0.0002
	0.0035
	0.0002
	0.1000

	ko00620
	pyruvate metabolism
	0.0032
	0.0002
	0.0035
	0.0004
	0.7000

	ko02024
	quorum sensing
	0.0035
	0.0004
	0.0035
	0.0006
	1.0000

	ko00740
	riboflavin metabolism
	0.0027
	0.0002
	0.0032
	0.0002
	0.1000

	ko00450
	selenocompound metabolism
	0.0032
	0.0003
	0.0032
	0.0002
	1.0000

	ko00600
	sphingolipid metabolism
	0.0018
	0.0001
	0.0023
	0.0006
	0.7000

	ko00500
	starch and sucrose metabolism
	0.0035
	0.0006
	0.0036
	0.0007
	1.0000

	ko00521
	streptomycin biosynthesis
	0.0029
	0.0002
	0.0031
	0.0001
	0.2000

	ko00920
	sulfur metabolism
	0.0031
	0.0004
	0.0033
	0.0003
	1.0000

	ko00430
	taurine and hypotaurine metabolism
	0.0028
	0.0001
	0.0031
	0.0002
	0.1000

	ko00900
	terpenoid backbone biosynthesis
	0.0032
	0.0002
	0.0036
	0.0002
	0.1000

	ko00253
	tetracycline biosynthesis
	0.0018
	0.0003
	0.0021
	0.0009
	1.0000

	ko00730
	thiamine metabolism
	0.0031
	0.0004
	0.0035
	0.0004
	0.4000

	ko00380
	tryptophan metabolism
	0.0033
	0.0001
	0.0033
	0.0008
	0.7000

	ko02020
	two-component system
	0.0030
	0.0003
	0.0032
	0.0007
	0.7000

	ko00350
	tyrosine metabolism
	0.0034
	0.0002
	0.0035
	0.0006
	0.7000

	ko00290
	valine, leucine and isoleucine biosynthesis
	0.0035
	0.0007
	0.0028
	0.0004
	0.4000

	ko00280
	valine, leucine and isoleucine degradation
	0.0030
	0.0003
	0.0033
	0.0008
	1.0000

	ko01502
	vancomycin resistance
	0.0037
	0.0004
	0.0040
	0.0006
	1.0000

	ko00750
	vitamin b6 metabolism
	0.0028
	0.0003
	0.0031
	0.0004
	0.4000

	ko00622
	xylene degradation
	0.0029
	0.0006
	0.0029
	0.0017
	1.0000

	ko00908
	zeatin biosynthesis
	0.0027
	0.0003
	0.0035
	0.0007
	0.4000

	
	 
	
	
	
	
	


SD: Standard deviation. P-values from the statistical analysis based on the Kruskal-Wallis test and Wilcoxon rank-sum test performed by LEfSe.
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