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Supplementary figures.
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Supplementary Figure 1. The number of OTUs (97 % similarity) given the number of 16S rRNA gene
sequences sampled per stool sample. a) samples from healthy vs CF comparisons with 20 008 total
sequences per stool, b) samples from the pancreatic status comparison with 9751 total sequences

per stool sample.
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Supplementary Figure 2. Within-subject variability of a) the Logl0 number of OTUs and b) the
Shannon-Weaver index of diversity with the CF cohort. Subjects are connected by blue lines with the
second sample symbol unfilled, and show within-variability is within the normal variability observed

within the cohort for both alpha-diversity measures.
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Supplementary Figure 3. Patterns of abundances of OTUs showing interactions between the
covariates age and CF condition (based on F values > 5). The figure shows the different relationship
types between age and the abundance of OTUs in gut microbiomes communities from CF and
healthy (HC) children. Fitted lines are constructed from general linear models. Letters in square
brackets following taxonomic names denote the lowest level of taxonomic classification, G = genus, F

= family, O = order, C = class.
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Supplementary Figure 3. Patterns of abundances of OTUs showing relationships with the covariates age and CF condition (based on F values > 5). The figure
shows similar relationships between age and the abundance of OTUs in gut microbiomes communities from CF and healthy (HC) children. Fitted lines are
constructed from general linear models. Letters in square brackets following taxonomic names denote the lowest level of taxonomic classification, G =

genus, F = family, O = order, C = class.
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14 Y CF 1 2.66 50a (¢] (¢] o o 0 | Commensals
26 Y CF 1 2.76 4la o o o
35 Y CF 1 3.06 48a o o o o o o Commensals
21 Y CF 1 3.63 52b o o Mycobacteriun avium intercellulare
50 Y CF 1 3.76 47b . . . . . . . o o o o o 0 | Commensals
76 Y CF 1 493 71a 96 o
24 Y CF 1 5.72 43a 97 o o o o o Commensals
2 Y CF 1 5.86 3b 93 o o o o Branhamella catarrhalis; aspergillus fumigatus
19 Y CF 1 6.19 44a 93 o o o o o 0 | S.pneumoniae
56 Y CF 1 7 12a 97 o o o o o Commensals
23 Y CF 1 7.12 35b 11 o o o o o o | Commensals; aspergillus fumigatus; klebsiella species
84 Y CF 1 8.17 32a 86 o o o o Commensals; coliform
52 Y CF 1 9 15a 64 o o o o o o Enterobacter sp.; commensals; Streptococcus; E. coli;
78 Y CF 1 9.8 27b 86 o o . . . . o o o
41 Y CF 1 9.82 34b 10 o o o o o | E. coli; aspergillus fumigatus
20 Y CF 1 115 8b 11 o o o o | E.coli; Rhizopus sp.; MRSA; aspergillus fumigatus
74 Y CF 1 11.6  16b 10 o o o o Enterobacter sp.; commensals; branhamella catarrhalis
70 Y CF 1 123 283 84 . . . . . o o o | S.pneumoniae; branhamella catarrhalis
43 Y CF 1 12.4 30b 99 . . . . . . . o o o o o Candida albicans; RSV
47 Y CF 1 13  14a 88 (¢] 0 5 5 5 5 o o o 0 | Aspergillus fumigatus
34 Y CF 1 139 7b o
66 Y CF 1 16.1 26a 72 . . . . . . . o o o
27 Y CF 1 17.3  10b 12 o . . . . . o o
72 Y CF 3 146 51la o o o | Aspergillus fumigatus
71 N CF 2 9 15b o o o o Enterobacter sp.; commensals; Streptococcus; E. coli;
8 N CF 2 11 30a 10 . . . . . . . o o o o o | Candida albicans; RSV
87 N CF 2 9.38 32b 95 . . . . . . o o o o o Commensals; coliform
51 N CF 2 5 35a 10 o o o o o o Commensals; aspergillus fumigatus; klebsiella species
90 N CF 2 3.5 47a o o o o o o Commensals
45 N CF 2 3.92 48b o o o o o o o Commensals
89 N CF 2 1.63 51b o o o o . o Aspergillus fumigatus

Supplementary Table 1. Antibiotic use within the CF cohort (o = Yes and . = No, empty cells = No data)



