Figure S1. Gel electrophoresis after amplification of the ail, ystB and ymoA virulence genes of selected

Yersinia sp. strains isolated from human faeces (3d-58d), fattening pigs (90z-173z), wild boars (186dz-
240dz), roe deer (28s), dogs (T318, T351, L528) and reference strains (Ye8 1B/O:8, Ye9 2/0:9). Isolates
T55, L1010, L1577 are not included in publication. GR- Gene RulerTM - DNA ladder.
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Figure 52. Gel electrophoresis after amplification of the blaA and blaB virulence genes of selected
Yersinia sp. strains isolated from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-
10dz), dogs (1p) and reference strains (PCM 1880, PCM1883, Ye8 1B/O:8, WA-314, Ye9 2/0:9 and Ye3
4/0O:3). GR- Gene Ruler™ — DNA ladder.
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Figure S3. Gel electrophoresis after amplification of the chiY, ysrS and ystIM virulence genes of
selected Yersinia sp. strains isolated from fattening pigs (221z-224z), wild boars (2dz-10dz), dogs (1p)
and reference strains (PCM 1880, PCM 1883, Ye8 1B/O:8, WA-314, Ye9 2/0:9 and Ye3 4/0:3). GR- Gene
Ruler™ — DNA ladder.
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Figure S4. Gel electrophoresis after amplification of the fepA and fepD virulence genes of selected
Yersinia sp. strains isolated from human faeces (58d), fattening pigs (209z-224z), wild boars (2dz-10dz,
186dz-240dz), dogs (1p) and roe deer (28s). GR- Gene Ruler™ — DNA ladder.



Figure S5. Gel electrophoresis after amplification of the myfA, myfB and myfC virulence genes of
selected Yersinia sp. strains isolated from fattening pigs (190z-224z), wild boars (2dz-10dz), dogs (1p),
and reference strains (PCM 1880, PCM 1883, Ye9 2/0:9, Ye8 1B/O:8, WA-314 1B/O:8 and Ye3 4/0:3).
GR- Gene RulerTM - DNA ladder.



Figure S1. Gel electrophoresis after amplification of the ureC and irp1 virulence genes of selected Yersinia sp.

strains isolated from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-10dz), dogs (1p) and

reference strains (PCM 1880, PCM 1883, Ye8 1B/O:8, WA-314, Ye9 2/0:9 and Ye3 4/0:3). GR- Gene Ruler™ —
DNA ladder.
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Figure S2. Gel electrophoresis after amplification of the sat and hreP virulence genes of selected Yersinia sp.
strains isolated from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-240dz), roe deer (28s),
dogs (T318, T351, L528, 1p) and reference strains (PCM 1880, PCM 1883, Ye8 1B/O:8, WA-314, Ye9 2/0O:9 and

Ye3 4/0:3). Isolates T55, L1010, L1577 are not included in publication. GR- Gene Ruler™ — DNA ladder.




Figure S3. Gel electrophoresis after virulence genes rfbC and fccC amplification of selected Yersinia
sp. strains isolated from fattening pigs (168z-224z), dogs (1p) and reference strains (PCM 1880, PCM
1883, Ye8 1B/O:8 and Ye9 2/0:9). GR- Gene Ruler™ — DNA ladder.

Figure S4. Gel electrophoresis after virulence genes virF, invA, yst amplification of selected Yersinia
sp. strains isolated from wild boars (186dz-240dz), dogs (T318, T351, L528), roe deer (28s) and
reference strains (Ye8 1B/O:8 and Ye9 2/0:9). GR- Gene Ruler™ — DNA ladder.



Figure S5. Gel electrophoresis after virulence genes yadA, ystC amplification of selected Yersinia sp.
strains isolated from fattening pigs (177z-192z). GR- Gene Ruler™ — DNA ladder.
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Figure S6. Gel electrophoresis after amplification of the irp2, ystA, 16S (rDNA) virulence genes of
selected Yersinia sp. strains isolated from wild boars (186dz-240dz), dogs (T318, T351, L528), roe deer

(28s) and reference strains (Ye8 1B/O:8 and Ye9 2/0:9). Isolates T55, L1010, L1577 are not included in
publication. GR- Gene Ruler™ — DNA ladder.



GR  fyuA (650 bp) -

Ye8  Ye9 !

W 77 170z 180z 182z 183z 184z 186z 187z 188z 189z 190z 191z °081 2008 O

Figure S7. Gel electrophoresis after virulence genes fyuA amplification of selected Yersinia sp. strains
isolated fattening pigs (177z-191z). and reference strains (Ye8 1B/O:8 and Ye9 2/0O:9). GR- Gene

Ruler™ — DNA ladder.
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Figure S8. Polymorphism of tandem repeats within the VNTR A of tested Yersinia sp. strains isolated
from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-240dz), roe deer (28s), dogs

(1p, T318, T351, L528) and reference strains (WA-314 1B/O:8, Ye9 2/0:9). GR- Gene RulerTM - DNA
200-177
~0.
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ladder. Exemple: Number of A repeats in Y. enterocolitica 3d isolate =




Figure S9. Polymorphism of tandem repeats within the VNTR B of tested Yersinia sp. strains isolated
from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-240dz), roe deer (28s), dogs
(1p, T318, T351, L528) and reference strains (WA-314 1B/O:8, Ye9 2/0:9). GR- Gene RulerTM — DNA

350—-167
128

ladder. Example: Number of B repeats in Y. enterocolitica 58d isolate = 2.
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Figure S15. Polymorphism of tandem repeats within the VNTR C of tested Yersinia sp. strains isolated
from fattening pigs (209z-224z), wild boars (2dz-240dz), roe deer (28s), dogs (1p, T318, T351, L528)
and the reference strains (WA-314 1B/O:8, Ye9 2/0:9). The remaining group of strains did not possess
the tandem repeat of C region within the genome. GR- Gene Ruler™ — DNA ladder. Example:
Number of C repeats in Y. enterocolitica 2dz isolate = 280723 3.
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Figure S16. Polymorphism of tandem repeats within the VNTR D of tested Yersinia sp. strains isolated
from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-240dz), roe deer (28s), dogs
(1p, T318, T351, L528) and reference strains (WA-314 1B/O:8, Ye9 2/0:9). GR- Gene RulerTM - DNA

ladder. Example: Number of D repeats in Y. enterocolitica 209z isolate = 750—_;04 ~4.
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Figure S17. Polymorphism of tandem repeats within the VNTR E of tested Yersinia sp. strains isolated
from human faeces (3d-58d), fattening pigs (90z-224z), wild boars (2dz-240dz), (28s), dogs (1p, T318,

T351, L528) and reference strains (WA-314 1B/O:8, Ye9 2/0:9). GR- Gene RulerTM — DNA ladder.
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Example: Number of E repeats in Y. enterocolitica 187z isolate = ——



Table S1. Primers used in PCR detection of virulence-associated genes in Yersinia sp. strains.
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