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Suppl. Fig. S1. Alignment of target sequences from hybrid and half hybrid strains used for
species differentiation in various published PCR assays. Primers and probes are aligned to
target sequences of reference strains C. jejuni NCTC 11168 and C. coli BfR-CA-09557.
Hybrids and half-hybrids with an introgression of = 1 k-mer in the target gene were analyzed.
Identified variants in the respective strains are detailed in Suppl. Tab. S1. Ruler 1, base
location of target sequences of NCTC 11168 and in g) of BfR-CA-09557. a) mapA target
according to *°; b) ceuE target according to *°; c) mapA target according to %; d) ceuE target
according to ?°; e) cpn60 target according to *; f) cadF target according to ?°; g) cadF target

according to %.
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Suppl. Fig. S2. Heatmap visualization of genes with at least 20 % k-mer coverage of
C. jejuni sequences identified in at least one of the 29 Cc/Cj hybrid strains (with >10 % C.
jejuni introgression) X-axis, strains; y-axis, genes, sorted according to gene location in the
reference C. jejuni NCTC 11168 sequence. Colours indicate coverage of gene length by

C. jejuni sequence specific k-mers (16 bp) in % as detailed in the figure.
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Suppl. Fig. S3. Heatmap visualization of genes with at least 20 % k-mer coverage of
C. jejuni sequences identified in at least one of the 16 half hybrid strains (with <10 % C. jejuni
introgression but with ambigious qPCR result). X-axis, strains; y-axis, genes, sorted
according to gene location in the reference C. jejuni NCTC 11168 sequence. Colours
indicate coverage of gene length by C. jejuni sequence specific k-mers (16 bp) in % as

detailed in the figure.
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Suppl. Fig. S4. The distribution of simulated random recombination events in C. coli core
genes (green) is significantly different from that of the observed recombination events in the
hybrid strains (purple). This is indicative of a selection process (i. e. functional adaptation)

after recombination.
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