Comparison Between Control (n = 4) and Case Group (n = 16)

	Taxa
	Mean ± SD Control
	Mean ± SD Case
	p-value
	Significant

	Firmicutes
	0.573 ± 0.097
	0.483 ± 0.171
	0.178
	Not Significant

	Bacteroidota
	0.329 ± 0.143
	0.424 ± 0.140
	0.290
	Not Significant

	Actinobacteriota
	0.039 ± 0.035
	0.052 ± 0.056
	0.820
	Not Significant

	Proteobacteria
	0.053 ± 0.028
	0.028 ± 0.018
	0.080
	Not Significant

	unclassified_Bacteria
	0.001 ± 0.002
	0.003 ± 0.009
	0.962
	Not Significant

	Desulfobacterota
	0.003 ± 0.002
	0.002 ± 0.002
	0.448
	Not Significant

	Verrucomicrobiota
	0.000 ± 0.000
	0.001 ± 0.004
	0.595
	Not Significant

	Acidobacteriota
	0.000 ± 0.001
	0.001 ± 0.002
	0.557
	Not Significant

	Chloroflexi
	0.000 ± 0.000
	0.000 ± 0.001
	0.267
	Not Significant

	Planctomycetota
	0.000 ± 0.000
	0.000 ± 0.001
	0.522
	Not Significant

	Others
	0.001 ± 0.001
	0.001 ± 0.005
	0.178
	Not Significant

	Unassigned
	0.002 ± 0.003
	0.005 ± 0.015
	0.274
	Not Significant



Statistical analysis revealed that none of the bacterial phyla showed statistically significant differences in their relative abundance between the control and case groups as all p values were above the conventional threshold of significance of 0.05. For example, Firmicutes had p 0.178, Bacteroidota p 0.290 and Proteobacteria p 0.080 which means that the observed differences between control and case samples are not meaningful from a statistical point of view at the phylum level.
