
Arthrobacter
Kocuria
Micrococcus
Bifidobacterium
Brachybacterium
Blastococcus
Janibacter
Nocardioides
Rothia
Serinicoccus
Propioniciclava
Nesterenkonia
Lawsonella
Propionibacterium
Leifsonia
Actinomyces
Ornithinimicrobium
Corynebacterium_1
Brevibacterium
Glutamicibacter
Curtobacterium
Geodermatophilus
Chryseobacterium
Pedobacter
Cloacibacterium
Dysgonomonas
Porphyromonas
Parabacteroides
Alloprevotella
Empedobacter
Bacteroides
Macellibacteroides
Flavobacterium
Prevotella_9
Sediminibacterium
Streptococcus
Romboutsia
Gemella
Staphylococcus
Faecalibacterium
Nosocomiicoccus
Ruminococcus_1
Gallicola
Lactobacillus
Enterococcus
Clostridium_sensu_stricto_1
Anaerococcus
Bacillus
Geobacillus
Roseburia
Lachnoclostridium
Thermicanus
Paenibacillus
Exiguobacterium
Salinicoccus
Fusobacterium
Gemmatirosa
Pseudomonas
Esherichica/Shigella
Janthinobacterium
Acinetobacter
Serratia
Rugamonas
Sphingomonas
Enterobacter
Roseomonas
Haemophilus
Brevundimonas
Aquitalea
Paucibacter
Massilia
Tepidimonas
Dechloromonas
Enhydrobacter
Cupriavidus
Methyloversatilis
Reyranella
Methylobacterium
Comamonas
Stenotrophomonas
Microvirga
Craurococcus
Novosphingobium
Undibacterium
Kluyvera
Klebsiella
Variovorax
Rahnella
Rhizobium
Acidibacter
Luteibacter
Paracoccus
Legionella
Phyllobacterium
Citrobacter
Altererythrobacter
Phreatobacter
Pelomonas
Diaphorobacter
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Figure S2. Microbiome composition in our cohort of 10 patients. Heatmap shows the relative 
abundance of different genera. Phylum affiliation of genera are marked to the left. Six core 
genera detected in all samples in both compartments are marked with red asterisks.


