
 
Figure S1. 
Rarefaction curves of sequenced nasal swab samples. 
Plots were generated with QIIME 1.9.1 (multiple_rarefactions.py, alpha_diversity.py, 
collate_alpha.py, make_rarefaction_plots.py) using the 1hannon diversity metric. See 
https://bioinf-galaxian.erasmusmc.nl/public/astrid/qiime/makeplots.sh for full script. (A) 
determined by Illumina sequencing at genus level (B) determined by nanopore 
sequencing at genus and (C) species level.  
 



 
 
Figure S2.  
Re-basecalling of nanopore sequence reads derived from nasal swabs. 
DNA was isolated from 57 nose swab samples and 16S rRNA gene sequencing was 
performed using the Oxford Nanopore sequencing platform. The sequence reads were 
basecalled and analysed twice, using the Albacore basecaller and the EPI2ME versions 
2.47.537208 or 2.48.690655 16S pipeline (A), or the Guppy basecaller and the EPI2ME 
version 2020.2.10 16S pipeline. Each bar in the graph represents a nasal microbiota 
profile from a single individual, with a similar sample order in (A) and (B). The dashed 
lines in (A) and (B) represent genera that, by default, were reported as unclassified at 
genus level in the EPI2ME report but were identified when, next to reads with a top 
three blast hit with similar genera (num_genus_taxid is 1) (A), or lca is 0 (B), reads with 
a top three blast hit with two genera (num_genus_taxid is 2) (A), or lca of 1 and a top 
BLAST identification of Dolosigranulum spp. or Heamophilus spp. (B) were included. x is 
insufficient read numbers remained for this sample (sample 16) after basecalling. 


