	Group
	ASV
	Taxonomy
	Prevalence (%)
	Sequence

	Control
	ASV_1
	Streptococcis spp.
	60
	TAGGGAATCTTCGGCAATGGACGGAAGTCTGACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTGTAAGAGAAGAACGAGTGTGAGAGTGGAAAGTTCACACTGTGACGGTATCTTACCAGAAAGGGACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGCAGGCGGTTAGATAAGTCTGAAGTTAAAGGCTGTGGCTTAACCATAGTACGCTTTGGAAACTGTTTAACTTGAGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCGGTGGCGAAAGCGGCTCTCTGGCTTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAG


Extended Data Table 4: Core microbiome identification | Core microbiome analysis performed using QIIME’s feature-table core-features plugin, defining core taxa as Amplicon Sequence Variant (ASV) present in ≥60% of samples per group. Only the Control group displayed a core-microbiome, represented by a Streptococcus spp. ASV, identified by the provided amplicon sequence. No core-microbiome was defined for other groups. This result demonstrates increased homogeneity in the Control group’s microbiota composition, in contrast to groups with COVID-19 infection. All ASV sequences were annotated by taxonomic assignment via Silva reference database.
