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Table S2. Main characteristics of included studies in the respiratory tract microbiome compared to
patients other than healthy controls.
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DFA, direct immunofluorescence antibody; HRV, human rhino virus; PCR, polymerase chain reac-
tion; QIIME, Quantitative Insights Into Microbial Ecology; RDP, ribosomal database project; rRNA,
ribosomal RNA; USA, the United States of America; YAP, Yet Another Pipeline.

Table S3. Respiratory tract taxa (microbiome) in patients with RSV infection compared to patients
other than healthy controls.

Phylum Class Order Family Genus Species
a ;
aemophilus 11 (1) Haemophilus influenzae (Hae-
. ., Pseudomona- _ . . Moraxella 111 (1) -
Proteobacteria T Alphaproteobacteria 1 dales 1 Rhizobiaceae 1 Streptococcus 11 (1) mophilus sp.) 1
() Gammaproteobacteria _ . . Pasteurellaceae 4 . Moraxella catarrhalis 1
A Rhizobiales 1 Corynebacterium 1 ; .
Firmicutes (1) T . Klebsiella pneumoniae 1
Pasteurellales Klebsiella 1 Alpha proteobacteria A0839 1
1 Phylobacterium 1 przp

Dolosigranulum 1

1, the taxa increased in patients who developed recurrent wheezing compared to patients who did
not; (1)), the taxa increased (decreased) in patients with RSV-only compared to patients with HRV-
only or RSV/HRV co-infection; HRV, human rhino virus; RSV, respiratory syncytial virus.



