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Table 1. Sinonasal microbiome in patients with chronic rhinosinusitis compared to controls

Year 2013 2014 2015
Sampling Nasal lavage Nasal lavage Swab
Totalreads 2,333 (control) — 3,780 (CRS) 6,000 (control) — 60,000 (CRS) 1,779 (control) — 1,662 (CRS)
Diversity Increased in CRS Decreased in CRS -
Phylum - Proteobacteria 1 >
Bacteroidetes |
Genus N/A Staphylococcus spp. 1 Propionibacterium |
Pseudomonas spp. 1 Peptoniphilus |
Prevotella spp. | Prevotella | (asthma)
Species Curtobacterium 1 S. epidermidis 1 N/A
Corynebacterium 1 S. aureus 1 (NP)
S. Aureus 1 P. monteilii 1
P. Aeruginosa 1 Corynebacterium 1
Propionibacterium 1
Comments Peripheral blood leukocytes There was significant Asthma and purulence were

from CRS responded to
control lavage samples to
produce IL-5

correlation between bacte-
ria and extracellular vesicles

characterized by distinct
compositions of bacteria

CRS: chronic rhinosinusitis
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Hypothesis » Hygiene hypothesis

Pathogenesis | « Dysbiosis

» Metagenomics

)
)
)

Diagnosis
« Culture-independent molecular diagnosis
« Perturbation by antibiotics

Therapy
« Probiotics

Fig. 1. Microbial hypothesis, pathogenesis, diagnosis, and
freatment of chronic rhinosinusitis.
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