
SUPPLEMENTARY TABLES 

Table S1 Subject clinical characteristics 

Demographic/clinical variable 

Continuous variable 

  

Men (n=10) Women (n=6) 

 

unit mean sd median min max mean sd median min max 

Age years 32.2 9.1 30.5 23.0 52.0 37.3 11.7 34.0 26.0 59.0 

BMI kg/m
2
 23.2 3.9 23.7 17.1 30.1 23.9 3.5 24.6 19.0 28.4 

FEV1 % 66.8 32.5 51.0 25.0 120.0 73.0 31.5 77.0 30.0 118.0 

Categorical variable            

  No. of persons No. of persons 

Location(Sydney)  4 4 

Pancreatic insufficiency  9 5 

P.aeruginosa colonisation  9 3 

CFRD  2 2 



Table S2 Faecal sample DNA sequencing primers and conditions^ 

Amplicon 

Name Forward Sequence Reverse sequence PCR conditions 

  
      

16S 27F-

519R 

AdptB_27F_U - 

AGAGTTTGATCMTGGCTCAG 

AdptA_519R_1 - 

GWATTACCGCGGCKGCTG 

94*C for  3min; 34x (94*C for 45s, 50*C for 60s, 72*C 

for 60s); 72*C for 7 min. 

^ Information provided by the Australian Genomic Research Facility 



Table S3 Flavonoid intakes of subjects over the previous year* 

  Men (n=10) Women (n=6) 

Flavonoid (mg/day) mean sd median min max mean sd median min max 

Quercetin 29.2 18.8 28.5 5.7 77.3 29.6 19.8 25.9 8.7 65.0 

Isorhamnetin 0.3 0.7 0.0 0.0 2.2 0.2 0.4 0.1 0.0 1.2 

Kaempferol 2.5 2.5 1.3 0.3 6.7 6.2 4.8 6.4 0.6 13.4 

Myricetin 0.9 0.8 0.6 0.1 2.2 2.7 1.9 2.8 0.2 5.1 

Apigenin 0.4 0.6 0.2 0.0 2.2 0.9 1.3 0.5 0.0 3.6 

Luteolin 0.2 0.2 0.2 0.1 0.6 0.4 0.2 0.3 0.1 0.6 

Catechin 9.8 5.8 10.1 1.5 18.3 11.4 6.3 12.0 1.9 19.2 

Gallocatechin 1.3 2.0 0.3 0.0 5.2 3.8 4.6 2.1 0.0 12.4 

Epicatechin 22.2 12.9 18.1 5.6 49.1 23.6 9.8 22.0 14.3 39.9 

Epigallocatechin 9.8 13.6 3.4 0.0 35.9 46.9 40.2 42.2 0.6 105.3 

Epicatechin-3-gallate 6.6 10.0 1.1 0.0 26.0 34.1 29.6 30.5 0.0 77.3 

Epigallocatechin-3-gallate 11.9 16.9 1.8 0.0 45.7 92.5 102.5 65.7 0.1 280.2 

Theaflavin 1.6 2.6 0.3 0.0 6.5 4.8 5.8 2.8 0.0 15.6 

Theaflavin-3,3'-digallate 1.8 2.9 0.3 0.0 7.2 5.3 6.4 2.9 0.0 17.3 

Theaflavin-3'-gallate 1.6 2.5 0.3 0.0 6.2 4.5 5.5 2.5 0.0 14.9 

Theaflavin-3-gallate 1.3 2.1 0.2 0.0 5.2 3.8 4.6 2.1 0.0 12.4 

Thearubigins 84.1 134.0 14.1 0.0 335.5 245.4 296.6 137.3 0.0 804.9 

Naringenin 6.3 6.8 3.9 0.1 22.2 6.8 10.3 2.9 0.0 27.3 

Hesperetin 12.4 12.4 8.3 0.1 38.6 10.4 11.8 5.5 0.0 30.3 

Eriodictyolfruits 0.5 0.9 0.2 0.0 3.1 0.3 0.2 0.3 0.0 0.5 

Cyanidin 9.6 11.7 5.3 0.4 40.5 4.6 3.3 4.3 0.4 8.3 

Delphinidin 2.1 1.6 2.2 0.0 4.8 2.2 2.4 1.8 0.0 5.9 

Pelargonidin 0.0 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 

Peonidin 0.9 1.1 0.8 0.0 3.5 0.8 0.7 0.7 0.0 1.7 

Malvidin 4.8 8.2 2.9 0.0 26.6 4.4 4.0 3.8 0.0 10.8 

Petunidin 0.9 1.4 0.6 0.0 4.5 0.8 0.7 0.6 0.0 1.9 

Total flavonoids 223.3 174.2 155.1 45.8 535.1 546.3 406.5 555.0 49.4 1198.0 

Tea flavonoids 127.3 198.9 20.6 0.0 505.3 478.5 426.4 443.3 0.0 1181.2 



Wine flavonoids 8.1 22.4 0.0 0.0 71.3 7.1 11.0 4.5 0.0 29.0 

Cocoa flavonoids 4.9 13.5 0.6 0.0 43.2 0.0 0.1 0.0 0.0 0.2 

Total flavonoids (excluding tea) 95.9 64.0 87.7 29.8 246.7 67.8 41.6 68.5 16.8 113.9 

^Flavonols% (excluding tea) 30.7 8.1 32.2 17.3 39.8 35.8 17.8 34.7 8.6 56.6 

^Flavones% (excluding tea) 0.9 0.7 0.6 0.1 2.1 1.2 1.3 0.7 0.2 3.6 

^Flavan-3-ols% (excluding tea) 30.4 11.5 24.9 20.5 50.3 26.8 12.9 27.3 10.2 43.2 

^Flavanones% (excluding tea) 19.1 17.6 13.9 1.1 60.2 20.0 17.3 13.5 0.3 41.9 

^Anthocyanidins% (excluding tea) 19.0 11.8 19.0 1.3 36.6 16.3 7.9 17.1 2.5 26.9 

*estimated using a flavonoid-specific food frequency questionnaire validated in a young Australian population [32] 

^Contribution of these flavonoid subclasses to total flavonoid intakes excluding contribution of tea 



Table S4 Taxa composing ≥75% of the gut micriobiome at different taxonomic levels 

Taxa 

Mean % Gut microbiome at 

each level 

Genus 

 p_Firmicutes;c_Clostridia;o_Clostridiales;f_Lachnospiraceae;g_Bl

autia 16.5% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Lachnospiraceae;g_C

oprococcus 11.0% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Lachnospiraceae;Othe

r 9.1% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Lachnospiraceae;g_ 7.4% 

p_Bacteroidetes;c_Bacteroidia;o_Bacteroidales;f_Bacteroidaceae;

g_Bacteroides 4.8% 

p_Firmicutes;c_Bacilli;o_Lactobacillales;f_Streptococcaceae;g_St

reptococcus 4.5% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Clostridiaceae;g_ 4.3% 

p_Firmicutes;c_Bacilli;o_Lactobacillales;f_Lactobacillaceae;g_La

ctobacillus 4.3% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Ruminococcaceae;g_ 4.2% 

p_Firmicutes;c_Clostridia;o_Clostridiales;Other;Other 3.8% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_;g_ 2.8% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Lachnospiraceae;g_D

orea 2.7% 

Family 

 p_Firmicutes;c_Clostridia;o_Clostridiales;f_Lachnospiraceae 48.6% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Clostridiaceae 6.9% 

p_Firmicutes;c_Clostridia;o_Clostridiales;f_Ruminococcaceae 6.1% 

p_Bacteroidetes;c_Bacteroidia;o_Bacteroidales;f_Bacteroidaceae 4.8% 

p_Actinobacteria;c_Coriobacteriia;o_Coriobacteriales;f_Coriobact

eriaceae 4.8% 

p_Firmicutes;c_Bacilli;o_Lactobacillales;f_Streptococcaceae 4.5% 

Order 

 p_Firmicutes;c_Clostridia;o_Clostridiales 72.0% 

p_Firmicutes;c_Bacilli;o_Lactobacillales 10.2% 

Class 

 p_Firmicutes;c_Clostridia 72.0% 

p_Firmicutes;c_Bacilli 10.9% 

Phylum 

 p_Firmicutes 86.4% 
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Figure S1 The genus level gut microbiota composition (a), and chao1 index (b) and Shannon index (c) 

(rarefied at a depth of 2466) in a group of adults with CF  
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Figure S2 Heatmap showing correlations between gallocatechin intakes and gut bacterial taxa 

Note:  

1 Spearman correlations based on significant Adonis tests results at FDR<0.3 with unweighted 

UniFrac distance at genus level: a; family level: b; class level: c 

2 Heatmap generated using heatmap.2 (R package gplots); taxa clustered using “ward.D” method, 

variables clustered using “single” method 

3 “#” denotes significant correlations at FDR<0.3 after adjustment for multiple Spearman tests; raw 

p values and heatmap with no significant results not shown 

4 Variables and relative abundance at different taxonomic levels standardised across samples with a 

mean = 0, standard deviation =1 

5 ffq = Flavonoid-specific food frequency questionnaire validated in the Australian population [32] 

 



 

Figure S3 Major food sources of tea flavonoids* in a group of free-living adults with CF 

*Estimated by a flavonoid-specific FFQ [32] 
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A flavonoid-specific food frequency questionnaire 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 



 


