
Supplementary Figure S1A. STRINGdb analysis of proteins significantly elevated 
in abundance in C. jejuni grown in MH medium with 5% CE compared with MH 
only control. Enriched functions included (1) flagellar motility, (2) iron uptake and 
antioxidants, (3) antibiotic resistance, (4) the pgl-encoded protein glycosylation 
system and (5) nutrient transporters and metabolism. Minimum required interaction 
score was set to confidence 0.700, cut-off for inclusion was >+1.5 fold-change; 181 
edges observed, 74 expected with PPI enrichment p-value <1.0e-16.



Supplementary Figure S1B. STRINGdb analysis of proteins significantly elevated 
in abundance in C. jejuni grown in 100% CE compared with MH only control. 
Enriched functions included (1) flagellar motility, (2) iron uptake and antioxidants, (3) 
antibiotic resistance, (4) nutrient transport and metabolism, (5) peptidoglycan structure 
and cell shape, (6) the pgl-encoded protein glycosylation system and (7) 
lipooligosaccharide. Minimum required interaction score was set to confidence 0.700, 
cut-off for inclusion was >+1.5 fold-change; 381 edges observed, 182 expected with 
PPI enrichment p-value <1.0e-16.



Supplementary Figure S1C. STRINGdb analysis of proteins significantly reduced 
in abundance in C. jejuni grown in MH medium with 5% CE compared with MH 
only control. Enriched functions included (1) metabolism, (2) virulence and 
antigenicity and (3) translation and protein secretion. Minimum required interaction 
score was set to confidence 0.700, cut-off for inclusion was <-1.5 fold-change (<0.67-
fold); 104 edges observed, 52 expected with PPI enrichment p-value =8.9e-11.



Supplementary Figure S1D. STRINGdb analysis of proteins significantly reduced 
in abundance in C. jejuni grown in 100% CE compared with MH only control. 
Enriched functions included (1) translation and (2) metabolism. Minimum required 
interaction score was set to confidence 0.700, cut-off for inclusion was <-1.5 fold-
change (<0.67-fold); 150 edges observed, 96 expected with PPI enrichment p-value 
=2.7e-7.



Supplementary Figure S2. Elevated abundances of iron acquisition proteins correlate with 
reduced abundances of proteins containing Fe-S clusters. Heat map showing replicate (MH+5% CE 
[left; n=4] and 100% CE [right; n=3] compared with MH only control) and mean n-fold data for 
proteins containing Fe-S clusters.
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Supplementary Figure S3. Growth in CE alters C. jejuni proteins associated with metabolism. Heat 
maps showing replicate (MH+5% CE [left; n=4] and 100% CE [right; n=3] compared with MH only 
control) and mean n-fold data for proteins involved in metabolism.
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Supplementary Figure S4. Evidence of C. jejuni uptake of chicken meat-associated compounds 
carnosine and anserine. (A) Intracellular metabolite abundances as determined by targeted LC-
MS/MS. (B) Culture supernatant levels as determined by targeted LC-MS/MS, box and whisker plots 
based on peak area values determined as a % of the corresponding non-inoculated control (MH and 
MH+5%CE) at each time-point. (C) Intracellular abundance of hypoxanthine. **, p < 0.01; ***, p < 
0.001; ****, p < 0.0001); ND, not detected.
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Supplementary Figure S5. Growth in CE results in changes to abundances of proteins involved in 
chemotaxis and peptidoglycan (PGN) biosynthesis, modification and cell shape. Heat map showing 
replicate (MH+5% CE [left; n=4] and 100% CE [right; n=3] compared with MH only control) and 
mean n-fold data for proteins involved in (A) chemotaxis and (B) PGN biosynthesis, modification and 
cell shape.
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Supplementary Figure S6. Growth in CE results 
in increased abundances of proteins associated 
with the Pgl N-linked glycosylation system. Heat 
maps showing replicate (MH+5% CE [left; n=4] and 
100% CE [right; n=3] compared with MH only 
control) and mean n-fold data for proteins involved 
in (A) biosynthesis and attachment of N-linked 
glycans to proteins (Pgl cluster); (B) known targets 
of N-linked glycosylation; (C) intracellular levels of 
UDP-HexNAc as determined by targeted 
intracellular metabolomics, ****, p < 0.0001.
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