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Table S6. Subgroup comparisons of differentially abundant genera
Table S6A. ERA versus non-ERA
	Genus
	ERA (n=17)
	non-ERA (n=32)
	Effect size
	P value

	Escherichia_Shigella
	7.80×10⁶ (1.79×10⁶–4.96×10⁷)
	1.12×10⁷ (2.09×10⁶–3.94×10⁷)
	−0.367
	0.9559

	Flavonifractor
	4.64×10⁵ (7.85×10⁴–3.60×10⁶)
	1.55×10⁶ (1.08×10⁵–3.86×10⁶)
	−1.436
	0.9947

	Methyloversatilis
	0 (0–2.28×10⁴)
	0 (0–8.93×10⁴)
	−3.078
	0.9653



[bookmark: _GoBack]Table S6B. sJIA versus non-sJIA
	Genus
	sJIA (n=17)
	non-sJIA (n=32)
	Effect size
	P value

	Escherichia_Shigella
	2.66×10⁷ (2.57×10⁶–7.64×10⁷)
	7.00×10⁶ (1.17×10⁶–1.89×10⁷)
	1.861
	0.8492

	Flavonifractor
	1.11×10⁶ (2.28×10⁵–4.91×10⁶)
	1.00×10⁶ (5.89×10⁴–3.27×10⁶)
	3.690
	0.9424

	Methyloversatilis
	0 (0–8.89×10⁴)
	0 (0–2.79×10⁴)
	3.033
	0.9792


Abundances are expressed as median (interquartile range) in copies/g feces. Effect size was estimated using ALDEx3 with CLR-based linear models (log₂ fold-change). Unlike conventional tests, ALDEx3 derives P values directly from the posterior distribution of effect sizes across Monte Carlo instances and therefore does not report a traditional test statistic (e.g., W or t). P values were adjusted using the Benjamini–Hochberg method across all genera.
