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

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

	Prevotellaceae
	0.098 ± 0.114
	0.201 ± 0.228
	0.892
	Not Significant

	Bacteroidaceae
	0.173 ± 0.058
	0.163 ± 0.165
	0.682
	Not Significant

	Ruminococcaceae
	0.172 ± 0.054
	0.141 ± 0.106
	0.178
	Not Significant

	Lachnospiraceae
	0.188 ± 0.085
	0.132 ± 0.063
	0.178
	Not Significant

	Veillonellaceae
	0.048 ± 0.028
	0.058 ± 0.037
	0.617
	Not Significant

	Bifidobacteriaceae
	0.027 ± 0.025
	0.044 ± 0.055
	1.000
	Not Significant

	Oscillospiraceae
	0.043 ± 0.035
	0.035 ± 0.024
	0.682
	Not Significant

	Selenomonadaceae
	0.000 ± 0.000
	0.041 ± 0.146
	0.961
	Not Significant

	Rikenellaceae
	0.027 ± 0.026
	0.018 ± 0.024
	0.249
	Not Significant

	Sutterellaceae
	0.027 ± 0.016
	0.018 ± 0.016
	0.290
	Not Significant

	Others
	0.195 ± 0.099
	0.144 ± 0.066
	0.437
	Not Significant

	Unassigned
	0.002 ± 0.003
	0.005 ± 0.015
	0.274
	Not Significant



Statistical analysis revealed that none of the bacterial families exhibited statistically significant differences of their relative abundance between the control and case groups, because p values were all greater than the widely accepted level of significance of 0.05. For example, Prevotellaceae had p 0.892, Ruminococcaceae p 0.178 and Lachnospiraceae p 0.178, meaning that the differences observed between samples from controls and cases are not significant from the statistical point of view on the level of families.
