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Prevotella
Campylobacter
Hoylesella
Porphyromonas
Rothia
Veillonella
Streptococcus
Haemophilus
Neisseria

TM7x

Catonella
Lancefieldella
Granulicatella
Capnocytophaga
Alloprevotella
Leptotrichia
Fusobacterium
Schaalia
Megasphaera
Selenomonas
Gemella
Segatella
Oribacterium
Lachnoanaerobaculum
Stomatobaculum

Bergeyella genera presence

Tannerella o genus present
Pseudoleptotrichia

Aggregatibacter
Treponema
Actinomyces
Solobacterium
Candidatus Saccharimonas
Peptostreptococcus
Parvimonas
Dialister
Actinobacillus
Lautropia
Fretibacterium
Bacteroides
Cutibacterium
Ligilactobacillus
Akkermansia
Sphingomonas
Corynebacterium
Lactobacillus
Enterocloster
Lachnospiraceae UCG-010
Lachnoclostridium
Lachnospiraceae NK4A136 group
Mediterraneibacter
Oscillibacter

Dorea

Sutterella
Christensenellaceae R-7 group
Escherichia-Shigella
UCcG-005

Coprococcus

Collinsella

Roseburia
Bifidobacterium
Ezakiella

Alistipes
Fusicatenibacter
Anaerococcus

S5-A14a

ucaGg-002
Negativicoccus

Bilophila

Barnesiella
Agathobacter

Finegoldia

Gemmiger
Ruminococcus
Peptoniphilus
Faecalibacterium
Fenollaria

Blautia

Parabacteroides
Phascolarctobacterium

[l genus absent

S

Supplementary Figure S2. Heatmap indicating the presence/absence of individual bacterial genera in individual GIT sites of patients
with GERD and in negative controls.
Clustering analysis indicates the similarity of individual matrices.

GERD, gastroesophageal reflux disease; GIT, gastrointestinal tract; N, number.



