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T e —Ts =T =
2017- 10861 € coti TTTCAGTTCATGITAR GGATATTTAMTARAATARAGCT T TARAMAGTATTTGTTTAMAKTTATTTAMATAGAMGATATITT (0661 seauence] Rosme owom
< coti TTTCAGTTCATGITAR GGATATITAMTAMATARAGCTTTARMMAGTATTTTGTTTAMAATTATITAMTAGAMGATATITI (061 scavence] Rosm & om
2020.0a72 < cot TTTCAGITCATGITAR GGATATITAMTAMATAAGCTTTARMMGTATTTGTTTAMATTATITAMTAGAMGATATITI (0061 seqvence] R om s
20182008 C cott TCAGTTCATGTTAMAGGATATTTAMTAMATARAGCTTTAMMAGTATTTTGTTTAMAKTTATITAMATAGAAGATATITT (00461 sequence] R s
2019-02624 c. coti TCAGTTCATGTTAMAGGATATTTAMTAMATARAGCTTTAAAAGTATTTTGTTTAMAKTTATTTAMTAGAMGATATITI (0.1 sequence] Rw s s
2019.0409 ¢ coti TTCAGTTCATGTTARAGGATATITAMTAMATARAGCTTTAAMAGTATTTTGTTTAMAKTTATITAAATAGAAGATATITI (061 secuence] R osme s s
€ coti TTCAGTTCATGTTARAGGATATITAMTAAATARAGCTTTAAAMAGTA TTTAMATAGAMAGATATITT 04461 sequence] Roosase s 3
€ coti TTCAGITCATGTTARAGGATATITAMTAATARAGCTTTARMMAGTATTTIGITTARAATTATITARATAGARAGATATITI (041 sequence] R s 2
< coti TTCAGITCATGITARAGGATAT TAAMGARAATARAGCTTAAMMAGTATITTGITTAMAATTATITARATAGARAGATATITI (041 sequence] s ‘ s 1
< coli CAGTTCATGTTAMAGGATAT T TARAGAMAATAARGCTTTAMAAAGTATTTTGTTTANMATTATITARATAGAAKGATATITY [0¥A-61 sequence] s 2 s 1
< cott TTTCAGTTCATGTARAGGATAT TAMGAATAAAGCTTTARMMGTATTTTGTTTAMATTATITAMTAGAMGATATITT (061 seauence] s . s 1
< cott TTCAGTTCATGTTAMAGGATAT TAMGAATAMAGCTTTARMMGTATTTGTTTAMATTATITAMTAGAMGATATITI (061 sequence] s 9 s 1
W 1 L colt TICATONGTAGCATATTAVGMTMAGTTAMATATITTCTITAATTATTATKAMGATATITT (0601 seuece] - -
o [ow61 sequence]
2018-0007 <. gesunt T AT TGN TAT AR AAMAAMGCT T ARAGTAT T T TAATATITATAAGATATTTT (a6 sepence] nom s
2018. 0008 < Jejunt TCAGTTCATGTTAMAGGATATTTAMTAMATARAGCTTTAMAGTATTTTGTTTAMAKTTATITAMATAGAAAGATATITI (0.1 sequence] W e s
20180013 < Jejunt THTCAGITAT ATTTAAATAMAKTAARGETTTAMAAAGTATTTTGTTTAAARTTATTTAAKTAGRAGATATITY [03A-61 sequence] s @ s
20180015 <. jejunt TTCAGTTCATGTTARAGGATATTTAMTAATARAGCTTTAAMAGTATTTTGTTAMAKTTATITAATAGAAGATATITI (0061 secuence] Rw s
<. Jejunt TTCAGTTCATGTTARAGGATATITAMTAATARAGCTTTAAMAAGTATTTTGTTTAMAKTTATITAATAGAMGATATITI (061 sequence] Row s
<. Jejunt CAGTTCATGTTAMAGGATATTTAAAT AAATARRGCTTTAAAAAGTATTTTG TAGAGATATITY (03A-61 seqvence] & ar s
<. Jesunt TTTCAGTTCATGTARAGGATATITAMTAAMTAAAGCTTTAAMMGTATTTTGTTTAMAATTATITAMTAGAAGATATITI (0061 seavence] Rw s
2019-0008 < egunt TTTCAGTTCATGTTAMAGGATAT TAM TAMATAAGCTTTAMMMGTATTTTGTTTAMATTATITAMTAGUMGATATITI (00461 sequence] Row s
20191193 € Jejunt TTCAGTTCATGTTAMAGGATAT TAMTAMATARAGCTTTAMAAGTATTTTGTTTAMAKTTATITAMATAGAAGATATITI (0.1 sequence] Rom s
oo c. Jejunt THTCAGTTCATGTT TAMAGAAATARAGCTTTAMAGTATTTTGTTTAMAKTTATITAMTAGAAGATATITI (061 secuence] s 5 s
2018.0014 < Jejunt TCAGTTCATGTTAMAGGATAT TAMGAAMATARAGCTTTAAMAAGTATTTTGTTTAMAKTTATITAMTAGAAGATATITT (061 secuence] B as s
wcem . jejuni TCAGTTCATGTTARAGGATAT TAMAGAAATARAGCTTTAAMAAGTATTTTGTTTAMAKTTATITAMTAGAAGATATITT (0061 secuence] s oas s
<. Jesunt TTCAGTTCATGTTARAGGATAT TAMGAAMTARAGCTTTAAMAGTATTTTGTTTAMAKTTATITAATAGAMGATATITI (0061 secuence] s 1 s
<. Jesunt TTTCAGTTCATGTTARAGGATAT TAMGAAMTARAGCTTTAAMAAGTATTTTGTTTAMAKTTATITAMTAGAMGATATITI (061 seauence) s 2 s
<. Jesunt CAGTTCATGTTAMGGATAT T TAGAAAATAARGCTTTAAAAAGTATTTTGTTTAAMATTATITAATAGRAGATATITY (0361 sequence] s 2 s
<. Jesunt TTTCAGTTCATGTARAGGATAT TAMGAAATAAAGCTTTARMMGTATTTTGTTTAMATTATITAMTAGAMGATATITI (061 seqvence] s 2 H
<. Jesunt TTCAGTTCATGTAMAGGATAT TAMGATAAGCTTTAMMGTATTTGTTTAMATTATITAMTAGAMGATATITI (061 sequence] s 2 s
2019-6207 <. Jejunt T TCAGTTCATGTTAAAGGATAT T TAMCAAMATAMGC TTTAMMGTATTTTGT TTAMMATTATTTAMTAGAAGATATIT (OXA-61 seavence] s 2 N
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Molecular resistance identification'

Isolates  Species ANl Patient Patient Source Sample AMP MIC AMC MIC  blaOXA61 ENA assembly ERY TET
score’  age sex date (mg/L)® (mg/L)s  promoter* accession®

2017-1086H  Campylobacter col 98,67 80 Female Stools Dec2017  >256(R) 20) GS7T+AAG GCA_956206275 GADION | 23SA2075G  1e1(0) -
2018.0030H  Campylobacter col 95873 3 Male Stools Jn20is 5256 () 20) GSTT+ AN GCA_958296255 GYrADION | 238A2075G  1e1(0) -
20200472 Campylobactercol 9871 6 Female Stools May2020  >256(R) 256(R) 57T+ AAG GCA 956205195 GyrATSSl  23SA275G  1e1(0) -
20182008 Campylobacte col 95876 2 Male Stools Sep2018 128(R) 29) 7T GCA 958206215 GyrATSOl | 238A275G  1e1(0) -
2019-022H  Campylobacter coli 9.6 16 Female Stools May2019 64(R) 1565 GCA 958296265 GYrATSSL | 23SA275G  1e(O-M-0) APH()-1lla
2009009 Campylobacte col 95872 3 Female Stools Mar2019 >256(R) 15(9) GCA 956206375 GyrATsel - - -
202000145 Campylobacter col 95870 17 Ml Stools Jn2020  >256(R) 30 a7 iCA 958295415 GyrATsel - €i(0) -
2020-0548  Campylobacter coli 9878 7 Female Stools May2020 96 (R) 205) GCA_958296355 GyrATsel |- €t(0) -
20181149 Campylobacter coli 902 B Male Stools Jun2018  4(5) 1) wt GCA_958296365 GyrA T8Ol erm(B) €t(0) -
20002217 Campylobacte col 95892 1 Male Stools Sep2019 2(5) 1) w GCA_958295225 - - - -
20200368 Campylobacte col 95876 8 Male Stools Apr2020 4(S) 1) w GCA 958205175 GyrATsel - €i(0) B
20200448H  Campylobacter col 95869 @ Female Stools Ji2020 36 19 w GCA 958205215 - BSANG  wi(0) B
2008007 Campylobacterjjuni 97.67 29 Female Stools Il 2m) 0016(5)  GSTT GCA_958295635 - - - -
20180008 Campylobacter jejuni 97.68 8 Male Stools 2018 24(0) <0016(9) G571 GCA_958295325 GyrATsel - €(0) -
20180013 Campylobacter jejuni 97.53 2 Female Stools 2018 32(0) <0016(9)  GSTT GCA_958295375 GyrATsel - €(0) -
20180015 Campylabacter jjuni 97.38 8 Male Stools 2018 64(R) 00169 G5 GCA_956205345 GyrATsel - €t(0) -
201800245 Campylobacter jjuni 97.65 3 Male Stools Jn2018 64(R) <0016(9) | GSTT 958205235 GyrATsel - €1(0-32:0) -
20181793 Campylobacter jjuni 9753 M Female Stools Aug208 2R <0016(9)  GSTT GCA 958295365 GYrATS6L | 23SA275G 1l(0-M-0) -
2019-0006H  Campylobacter jeuni 97.58 2 Ml Stols Jan2019 64 R) <0016(9)  GSTT GCA_958295285 GyrATsel |- €1(0) -
2009008 Campylabacter jjuni 97.66 4 Male Stools 2019 24(0) 00169 GSTT GCA_956295355 GyrATsel - - -
2009-1193 Campylobacter jjuni 97.53 5 Male Stools 2019 32(R) 0016(8) G GCA_956205305 GyrATSSl | 23SA27AC  61(0-32:0) -
2018-0009H  Campylabacter jjuni 97.63 6 | Female Stools 208 3(S) 00169 wi GCA 956205385 GyaTsal - B =
20180014 Campylobacter jjuni 9755 A Ml Stools 2018 15(5) 00169 wi GCA 956205275 GyaTsal - B n
201800230 Campylobacte jjuni 97.60 6 vl Stoals Jn20is15(5) 006() w GCA 958205585 GyrATsel - - -
201800090 Campylobacter jeuni 97.65 8 Male Stols Fb20IS 1(5) <0016(9) Wi GCA_958295295 - - €t(0) -
2018-0082H  Campylobacter jeuni 97.49 100 Male Stools Fb20IS 2(5) 00169 Wi GCA_958295205 - - - -
20180116 Campylabacter jjuni 97.72 & Male Stools 2018 2(5) 00169 wi GCA_958205245 GyrATSOl | 23SA275G  1e1(0) -
20090011 Campylabacter jjuni 97.68 2 Female Stools Jn2019 25 00169 wi GCA 958205255 GyrATsel - €1(0) E
20190026 Campylobacter jjuni 9752 2 Male Stools Jn2019 25 00169 w GCA 956205335 GyrATsel - €t(0) B
20190207 Campylobacterjjuni 9714 s M Stools B2 2(5) 0016(5) W GCA_958295265 GyrATS6L | 23SANMAT  1e1(0) -

Genomes wereassembled using SPAes and speces were confirmed sing AN withathreshald 295% . Valles and corresponding phenotypes (R:essants :susceptible) of ampicilin (AMP ) and amovicilin-clavlanic acid (AMC) are displayed as MICs in mgl.
from Etest analyses. Genotypes of interest in the by, promoting sequence are shown using their corresponding positions * (wt: wild type). Genomes in fasta format are available within the ENA database using listed accession numbers . Mutations and genes
expression associated to ciprofloxacin (CIP), erythromycin (ERY), tetracycline (TET) and gentamicin (GEN) resistances are also indicated . Bold values correspond to resistant isolates.
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Mash

Plasmid Plasmid Resistance Plasmid o N b Relaxase Relaxase acc.
name acc. n. gene size (bp) €es SRS reptype | repacc.n.? type & n:iegar:zso‘r“
p9574 0Qs553938 C.coli 9574 - 2427 2 3 - - - - CPOO7185
300241123 0Q553956 C. coli - 2908 30 4 rep_cluster_840  NC_004997 - - AY256846
300241123
9562 0Q553936 C. coli 9562 - 3,267 32 4 rep_cluster 950 CPOI7855 - - MHG34988
p833112_4kb 0Q553947 C. jejuni 833112 - 4367 31 7 rep_cluster 795 NC_008052 MOBP NC_008051 MH634989
9581 0Q553943 C. coli 9581 - 24,869 29 30 - - MOBP CPO17870 CP017870
9576 0Q553939 C. coli 9576 - 25341 2 31 - - MOBP CPOI7870 CPOI7870
9577 0Q353940 C. coli9577 - 25341 ] 31 - - MOBP CPO17870 CPO17870
p833112_26kb 0Qs553949 C. jejuni 833112 - 26,724 2 45 - - MOBP CPO06703 CPOI17231
19565112 0Q553953 C.coli 19565112 - 27,225 29 35 - - MOBP CPO06703 CPO0GT03
9560 0Qs553935 C. coli9560 - 27,235 2 36 - - MOBP CPO0G703 CPO0GTO3
33649110 0Qs553954 C.coli 33649110 - 27,538 30 3 - - MOBP CPO06703 CP045792
9580 0Qs53942 C. coli 9580 - 27,544 30 33 - - MOBP CPO0G703 CPO45792
16979918 0Q353952 C. coli 16979918 - 30346 23 38 - - MOBP CPO0G703 CPOI7231
50120 0Q553934 C. jejuni - 30346 2 38 - - MOBP CPO06703 CPo17231
50120
33649138 0Qs553955 C. jejuni - 30348 2 38 - - MOBP CPO06703 CPO17231
33649138
13780 0Q353944 C. coli 13780 - 30,631 2 39 - - MOBP CPO0G703 CP006703
13784 0Q553945 C.coli 13784 - 35326 2 a7 rep_cluster_1502  CPO13734 MOBP NZ_ CPO14746
AZNS01000034
9572 0Q553937 C.coli 9572 - 39,389 2 45 - - MOBP NC_022355 CP043764
p833112_43kb 0Q722348 C. jejuni 833112 tet(0) 43,681 2 47 - - MOBP NC_022355 CP022471
PI5796150 0Qs53951 C. jejuni (0) 44310 28 50 B - MOBP NC_022355 CP22471
15796150
9579 0Q553941 C.jejuni 9579 e(0) 44,469 30 49 rep_cluster_475 | KX686749 MOBP NC_022355 CPo11017
pI3786 0Q553946 C. coli 13786 (), aph(2)-5 49,853 2 57 - - MOBP NC_022355 CP043764
aph(3)-1llads

‘Bakta v.1.7.0 predicted reading frames; "In bold, reference plasmids selected for the Gyiew and MAFFT_NJ plasmid analysis; A: partial gene.
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