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Supplementary Table 1. Campylobacter jejuni and Campylobacter coli Quality Control Metrics of Genomes, Sequence Types, Clonal Complexes and MLST alleles

Sample ID Pubmed ID Specie Completeness Contamination Heterogeneity Contigs Total_Length N50 MLST CC aspA glnA gltA glyA pgm tkt uncA Sample Date Sample Type LOS
CAMO000279 112378 C. jejuni 99.59% 0.20% 0.00% 28 1,707,988 149,981 ST11958  ST-353 7 17 5 10 640 177 6 15-Oct-21 Diarrheal EHOP
CAMO000391 112380 C. jejuni 99.59% 0.15% 0.00% 26 1,725,361 246,065 ST1036 ST-353 7 84 5 10 11 3 6 8-Nov-21 Asymptomatic B
CAMO000396 112381 C. jejuni 99.50% 0.11% 0.00% 22 1,677,563 316,916 ST10237  ST-354 8 17 2 2 11 3 6 9-Nov-21 Diarrheal K
CAMO000518 112383 C. jejuni 99.57% 0.11% 0.00% 24 1,684,499 176,535 ST1233 ST-353 7 17 5 10 10 177 6 7-Dec-21 Diarrheal EHOP
CAMO000524 112384 C. jejuni 99.57% 0.11% 0.00% 17 1,624,673 184,843 ST6091 2 4 5 25 11 203 5 9-Dec-21 Diarrheal C
CAMO000702 112389 C. jejuni 99.56% 1.49% 58.33% 107 1,786,229 32,143 ST11962  ST-206 2 25 5 10 2 881 5 3-Jan-22 Asymptomatic B
CAMO000717 112391 C. jejuni 99.57% 0.15% 0.00% 49 1,795,059 137,382 ST11962  ST-206 2 25 5 10 2 881 5 4-Jan-22 Diarrheal B
CAMO000766 112393 C. jejuni 99.50% 0.15% 0.00% 39 1,809,412 175,297 ST607 ST-607 8 2 5 53 11 3 1 7-Jan-22 Diarrheal EHOP
CAMO000833 112395 C. jejuni 99.53% 0.39% 40.00% 49 1,738,620 191,744 ST11964  ST-354 8 821 2 2 11 345 6 13-Jan-22 Asymptomatic DF
CAMO000854 112396 C. jejuni 99.53% 0.29% 33.30% 58 1,744,032 179,892 ST11964  ST-354 8 821 2 2 11 345 6 17-Jan-22 Diarrheal DF
CAMO001070 112399 C. jejuni 99.57% 0.23% 50.00% 25 1,619,773 289,314 ST49 ST-49 3 1 5 17 11 11 6 9-Feb-22 Diarrheal 1]
CAMO001075 112400 C. jejuni 99.38% 0.15% 0.00% 15 1,636,594 175,800 ST10315  ST-353 7 84 5 2 11 3 6 10-Feb-22 Asymptomatic C
CAMO001220 112403 C. jejuni 99.57% 0.74% 0.00% 38 1,711,393 179,702 ST460 ST-460 24 30 2 2 89 59 6 28-Feb-22 Diarrheal B
CAMO001243 112404 C. jejuni 99.50% 1.58% 0.00% 155 1,841,837 176,683 ST607 ST-607 8 2 5 53 11 3 1 2-Mar-22 Asymptomatic B
CAMO001343 115882 C. jejuni 99.85% 0.15% 0.00% 25 1,638,909 151,386 ST660 ST-22 1 3 6 4 54 91 3 22-Mar-22 Diarrheal A
CAMO001343 115980 C. jejuni 99.85 0.15% 0.00% 32 1,639,396 151,386 ST660 ST-22 1 3 6 4 54 91 3 10-Mar-22 Diarrheal A
CAMO001368 113206 C. jejuni 98.92% 0.26% 33.33% 54 1,779,656 183,968 ST-607 2 786 53 11 3 1 14-Mar-22 Diarrheal EHOP
CAMO001518 113213 C. jejuni 99.50% 0.18% 0.00% 47 1,772,674 168,878 ST607 ST-607 8 2 5 53 11 3 1 19-Mar-22 Asymptomatic B
CAMO001568 113215 C. jejuni 99.85% 0.15% 0.00% 51 1,724,809 102,188 ST1036 ST-353 7 84 5 10 11 3 6 28-Mar-22 Diarrheal B
CAMO001643 113219 C. jejuni 99.57% 0.23% 50.00% 35 1,712,338 175,518 ST460 ST-460 24 30 2 2 89 59 6 5-Apr-22 Diarrheal B
CAMO001900 113224 C. jejuni 99.57% 0.58% 50.00% 56 1,679,651 135,010 ST10311 2 4 5 25 1057 203 5 4-May-22 Diarrheal C
CAMO001983 115984 C. jejuni 99.39% 1.03% 0.00% 82 1,675,950 79,535 ST6091 2 4 5 25 11 203 5 13-May-22 Diarrheal C
CAMO002007 115986 C. jejuni 99.50% 0.21% 0.00% 62 1,804,564 175,174 ST12396 7 2 5 53 10 3 1 16-May-22 Diarrheal EHOP
CAMO002070 115989 C. jejuni 99.57% 0.11% 0.00% 29 1,660,147 184,842 ST6091 2 4 5 25 11 203 5 18-May-22 Diarrheal C
CAMO002255 115991 C. jejuni 99.50% 0.26% 0.00% 52 1,789,948 183,885 ST12398 7 2 5 53 11 177 6 31-May-22 Diarrheal B
CAMO002378 115992 C. jejuni 99.50% 0.24% 0.00% 57 1,779,628 139,758 ST607 ST-607 8 2 5 53 11 3 1 8-Jun-22 Diarrheal EHOP
CAMO002400 115993 C. jejuni 99.57% 0.15% 0.00% 32 1,720,365 142,367 ST12399 2 25 5 10 11 881 5 10-Jun-22 Diarrheal B
CAMO002438 115994 C. jejuni 99.57% 0.15% 0.00% 24 1,720,725 150,421 ST12399 2 25 5 10 11 881 5 14-Jun-22 Diarrheal B
CAMO002558 115995 C. jejuni 99.59% 0.20% 0.00% 29 1,712,554 179,026 ST11958  ST-353 7 17 5 10 640 177 6 20-Jun-22 Diarrheal EHOP
CAMO002564 115996 C. jejuni 99.57% 0.15% 0.00% 31 1,718,598 150,282 ST12399 2 25 5 10 11 881 5 20-Jun-22 Diarrheal B
CAMO002670 115997 C. jejuni 99.59% 0.20% 0.00% 38 1,709,693 149,976 ST11958  ST-353 7 17 5 10 640 177 6 30-Jun-22 Asymptomatic EHOP
CAMO002685 115998 C. jejuni 99.59% 0.20% 0.00% 26 1,711,434 176,648 ST11958  ST-353 7 17 5 10 640 177 6 1-Jul-22 Asymptomatic EHOP
CAMO002887 116000 C. jejuni 99.50% 0.18% 0.00% 46 1,776,081 183,970 ST12402 8 336 5 53 11 3 1 15-Jul-22 Asymptomatic DF
CAMO002934 116001 C. jejuni 99.59% 0.19% 0.00% 36 1,717,323 156,282 ST1036 ST-353 7 84 5 10 11 3 6 19-Jul-22 Asymptomatic B
CAMO002957 116002 C. jejuni 99.59% 0.19% 0.00% 31 1,717,147 118,476 ST1036 ST-353 7 84 5 10 11 3 6 22-Jul-22 Asymptomatic B
CAMO003004 116003 C. jejuni 99.57% 0.11% 0.00% 29 1,702,227 290,997 ST1233 ST-353 7 17 5 10 10 177 6 26-Jul-22 Diarrheal EHOP
CAMO003047 116004 C. jejuni 99.53% 0.15% 0.00% 48 1,699,360 240,627 ST3852 ST-354 8 2 2 2 11 345 6 1-Aug-22 Diarrheal DF
CAMO003063 116005 C. jejuni 99.59% 0.19% 0.00% 30 1,715,007 156,505 ST1036 ST-353 7 84 5 10 11 3 6 2-Aug-22 Asymptomatic B
CAMO003070 116006 C. jejuni 99.50% 0.11% 0.00% 35 1,670,539 164,381 ST10237  ST-354 8 17 2 2 11 3 6 2-Aug-22 Diarrheal B
CAMO003118 116007 C. jejuni 99.57% 0.18% 0.00% 28 1,685,713 182,498 ST10241 2 2 2 2 11 5 237 5-Aug-22 Diarrheal B
PE1000386 111287 C. jejuni 99.94% 0.48% 0.00% 66 1,741,344 88,855 ST11580 ST-21 2 1 5 10 2 881 5 12-Jun-10 Asymptomatic B
PE1000388 111288 C. jejuni 99.96% 0.06% 0.00% 71 1,699,373 79,147 ST11580 ST-21 2 1 5 10 2 881 5 14-Jun-10 Asymptomatic B
PE1000656 115884 C. jejuni 98.91% 0.32% 60.00% 213 1,612,281 15,409 ST2042 2 2 42 4 90 25 8 4-Aug-10 Asymptomatic G
PE1002074 115885 C. jejuni 99.50% 1.42% 60.00% 171 1,743,905 49,284 ST1723 ST-354 8 17 2 2 11 12 6 1-Feb-11 Asymptomatic K
PE1002325 111289 C. jejuni 99.77% 0.00% 0.00% 36 1,651,166 100,142 ST2802 7 4 5 25 11 3 5 25-Feb-11 Asymptomatic C
PE1002384 115886 C. jejuni 99.52% 1.05% 57.14% 102 1,811,211 52,581 ST8310 ST-21 2 1 5 672 11 1 5 1-Mar-11 Asymptomatic B
PE1002577 115887 C. jejuni 99.32% 0.45% 50.00% 249 1,649,073 14,345 ST1723 ST-354 8 17 2 2 11 12 6 21-Mar-11 Diarrheal K
PE1002933 115888 C. jejuni 98.86% 0.92% 28.57% 251 1,739,782 13,858 ST607 ST-607 8 2 5 53 11 3 1 29-Apr-11 Asymptomatic B
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99.44%
99.03%
99.72%
98.83%
98.64%
98.76%
99.44%
99.39%
99.44%
99.38%
99.09%
99.44%
99.41%
99.37%
98.86%
99.01%
99.44%
98.99%
99.44%
98.23%
99.72%
99.44%
99.22%
99.72%
99.72%
99.39%

0.01%
0.00%
0.20%
0.20%
0.20%
0.84%
0.44%
0.20%
0.34%
0.33%
0.44%
0.11%
0.11%
0.11%
0.49%
0.29%
0.35%
0.19%
0.43%
0.20%
0.40%
0.11%
0.20%
0.20%
0.22%
0.56%
0.11%
0.20%
0.20%
3.66%
0.34%
2.23%
0.11%
0.76%
0.44%
0.20%
0.30%
0.20%
0.20%
0.18%
1.01%
0.48%
0.14%
0.28%
0.11%
0.20%
3.20%
0.11%
0.11%
0.23%

0.17%
0.00%
0.00%
0.00%
0.00%
60.00%
0.00%
0.00%
33.33%
33.33%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
33.33%
20.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
0.00%
9.09%
0.00%
0.00%
25.00%
25.00%
0.00%
33.33%
70.00%
25.00%
0.00%
0.00%
0.00%
0.00%
50.00%
0.00%
0.00%
0.00%

78
26
45
47
47
89
22
47
59
78
30
47
61
47
68
153
291
89
136
102
80
52
98
116
111
245
103
89
124
288
97
75
74
132
90
121
179
51
51
227
96
177
63
282
92
97
276
50
71
92

1,789,453
1,765,266
1,800,160
1,801,181
1,799,488
1,810,130
1,767,517
1,800,677
1,892,673
1,859,924
1,766,115
1,890,148
1,867,659
1,632,927
1,696,588
1,645,866
1,780,978
1,825,987
1,744,955
1,853,695
1,804,560
1,677,251
1,889,006
1,880,049
1,842,792
1,659,029
1,816,107
1,835,467
1,870,446
1,829,440
1,819,553
1,883,151
1,778,845
1,807,449
1,724,722
1,877,065
1,665,589
1,648,867
1,852,347
1,745,044
1,689,466
1,707,878
1,685,734
1,787,823
1,817,000
1,835,731
1,701,238
1,780,178
1,815,137
1,833,262

163,209
128,710
265,875
265,874
265,499
52,783
150,296
265,499
180,115
163,441
150,296
175,729
164,093
70,489
64,491
19,913
11,156
141,244
25,999
65,104
93,648
74,625
65,453
58,843
66,238
12,107
88,667
80,033
42,363
32,463
41,671
130,319
73,962
53,810
54,645
46,607
21,391
118,929
146,044
15,185
32,890
18,655
71,564
12,627
76,686
73,647
13,126
130,416
99,009
66,872

ST11959
ST11961
ST1055
ST1055
ST1055
ST10266
ST11961
ST1055
ST12285
ST1055
ST11961
ST12397
ST10234
ST829
ST10236
ST829
ST825
ST10234
ST10250
ST12394
ST10266
ST902
ST825
ST825
ST1497
ST10248
ST10234
ST825
ST825
ST10259
ST1497
ST825
ST10266
ST10266
ST10252
ST825
ST831
ST829
ST6275
ST830
ST825
ST10257
ST825
ST825
ST10234
ST1497
ST829
ST1173
ST10234
ST1497

ST-1150
ST-1150
ST-828
ST-828
ST-828

ST-1150
ST-828
ST-828
ST-828

ST-1150

ST-828
ST-1150
ST-828
ST-828
ST-828
ST-828

ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-1150
ST-828
ST-828
ST-828
ST-828
ST-1150
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-1150
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828

103
103
33
33
33
247
103
33
33
33
103
33
247
33
103
33
33
247
33
33
247
33
33
33
33
33
247
33
33
103
33
33
247
247
103
33
33
33
33
33
33
103
33
33
247
33
33
33
247
33

110
110
39
39
39
748
110
39
39
39
110
110
748
39
110
39
39
748
39
39
748
39
39
39
39
110
748
39
39
110
39
39
748
748
110
39
39
39
39
39
39
110
39
39
748
39
39
39
748
39

103
103
30
30
30
30
103
30
30
30
103
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
30
66
30
103
30
30
30
30
30
30
30
30
30
30
30

140
140
82
82
82
82
140
82
82
82
140
82
82
82
833
82
82
82
158
82
82
79
82
82
82
158
82
82
82
833
82
82
82
82
833
82
82
82
82
79
82
833
82
82
82
82
82
82
82
82

764
210
104
104
104
189
210
104
113
104
210
1360
113
113
113
113
113
113
113
1359
189
104
113
113
113
113
113
113
113
1048
113
113
189
189
1048
113
104
113
113
104
113
113
113
113
113
113
113
113
113
113

898
899
47
47
47
47
899
47
1016
47
899
631
47
43
164
43
47
47
47
164
47
43
47
47
164
47
47
47
47

164
47
47
47

164
47
44
43
47
47
47

47
47
47
164
43
56
47
164

120
79
17
17
17
17
79
17
17
17
79
17
17
17
79
17
17
17
17
17
17
17
17
17
17
17
17
17
17
79
17
17
17
17

120
17
41
17
17
17
17
79
17
17
17
17
17
17
17
17

20-Nov-21
20-Dec-21
22-Mar-22
10-Mar-22
11-Mar-22
26-Mar-22
4-Apr-22
7-Apr-22
12-Apr-22
12-Apr-22
18-Apr-22
19-May-22
5-Jul-22
10-Mar-11
4-May-11
20-Jul-11
13-Aug-11
11-Oct-11
8-Feb-12
9-Feb-12
14-Feb-12
17-Feb-12
2-Mar-12
13-Mar-12
26-Mar-12
16-Apr-12
18-Apr-12
23-Apr-12
24-Apr-12
8-May-12
24-May-12
25-Jun-12
25-Jun-12
30-Jun-12
10-Jul-12
10-Jul-12
16-Jul-12
19-Jul-12
24-Jul-12
25-Jul-12
27-Jul-12
30-Jul-12
1-Aug-12
7-Aug-12
14-Aug-12
18-Aug-12
18-Aug-12
18-Aug-12
10-Sep-12
11-Sep-12

Diarrheal
Asymptomatic
Diarrheal
Asymptomatic
Diarrheal
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Diarrheal
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Diarrheal
Diarrheal
Diarrheal
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Diarrheal
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic

Vil

Il
Vi



PE1009684
PE1009978
PE1010102
PE1010256
PE1011000
PE1011016
PE1011046
PE1011852
PE1011946
PE1012031
PE1012319
PE1012321
PE1012587
PE1012753
PE1013325
PE1014576

115963
115964
115965
115966
115967
115968
115969
115970
115971
112453
115972
112454
115973
115974
115975
115976

C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli
C. coli

99.46%
99.44%
98.55%
99.15%
98.86%
98.86%
99.21%
98.77%
99.44%
99.44%
99.44%
99.44%
99.38%
99.15%
98.82%
99.39%

0.52%
0.20%
1.26%
0.17%
0.82%
0.20%
0.45%
0.11%
0.57%
0.22%
0.11%
0.11%
0.57%
0.47%
0.44%
0.44%

0.00%
0.00%
0.00%
50.00%
0.00%
0.00%
33.33%
0.00%
22.22%
33.33%
0.00%
0.00%
33.33%
0.00%
33.33%
0.00%

101
103
242
121
107
100
144
248
58
44
133
80
84
85
56
43

1,732,009
1,838,251
1,679,463
1,801,440
1,835,265
1,830,975
1,770,098
1,752,413
1,673,874
1,661,788
1,883,409
1,805,615
1,808,377
1,811,032
1,647,363
1,715,407

33,878
52,070
12,058
38,456
45,807
58,022
29,213
14,563
80,311
98,537
35,856
92,411
78,377
62,218
74,925
140,309

ST10240
ST1497
ST10238
ST10234
ST825
ST8737
ST10260
ST10260
ST829
ST10250
ST10234
ST10234
ST825
ST10234
ST12395
ST10274

ST-1150
ST-828
ST-1150
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828
ST-828

ST-1150

103
33
103
247
33
33
33
33
33
33
247
247
33
247
33
103

110
39
110
748
39
110
39
39
39
39
748
748
39
748
939
110

103
30
30
30
30
30
30
30
30
30
30
30
30
30
30

103

140
82
833
82
82
82
78
78
82
158
82
82
82
82
82
833

764
113
11
113
113
113
113
113
113
113
113
113
113
113
113
11

164
164

47
47
47
56
56
43
47
47
47
47
47
47

79
17
79
17
17
17
17
17
17
17
17
17
17
17
17

29-Sep-12
20-Oct-12
31-Oct-12
12-Nov-12
15-Jan-13
16-Jan-13
19-Jan-13
1-Apr-13
10-Apr-13
17-Apr-13
13-May-13
13-May-13
5-Jun-13
25-Jun-13
21-Aug-13
4-Jan-14

Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic
Diarrheal
Asymptomatic
Diarrheal
Diarrheal
Asymptomatic
Asymptomatic
Asymptomatic
Diarrheal
Asymptomatic
Asymptomatic
Asymptomatic
Asymptomatic




Supplementary Table 2A. Antimicrobial resistance phenotypes, genes and mutations among C. jejuni isolates.

QUINOLONES MACROLIDES TETRACYCLINES AMINOGLYCOSIDES BETA-LACTAMS CARBAPENEMS AMPHENICOL MDR
Sample Name |.......... 1L AZM ERY e JET o GEN . AMC AMP ] Mo e CHL .. Num AB Classes w/ cmeABC . Inverter Repeat
Phenotype Genotype Phenotype | Phenotype Genotype Phenotype Genotype Phenotype Genotype Phenotype | Phenotype Genotype TATA box Phenotype Genotype Phenotype Genotype Phenotypic Resist Genotype Inverter Repeat Mutation Functional Effect

CAM000279 R gyrA Thr186lle S 99 0 S tetO S aad9; aadE; antéla; aph3lla R 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAATAAATATTACA 1
CAM000391 R gyrA Thr186lle S 99 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTGCA 1
CAM000396 S 0 S 99 0 S 0 S S 99 0 NA S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
CAM000518 R gyrA Thr186lle S 99 0 S 0 S S 99 0 NA S 0 99 0 1 Wild Type TGTAATAAAAATTACA 0
CAMO000524 R gyrA Thr186lle S 99 0 R tetO S sat4; aadé6; aad9; antél; aaph2If; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTATA 0
CAM000702 R gyrA Thr186lle S 99 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 Wild Type TGTAATAATAAATATTACA 1
CAMO000717 R gyrA Thr186lle S 99 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 Wild Type TGTAATAATAAATATTACA 1
CAM000766 R gyrA Thr186lle S 99 0 S tetO S aad9; aadE; anté6la; aph3lla S 99 blaOXA Active S 0 99 0 1 RE-cmeABC TGTAATAA-TATTACA 1
CAM000833 S gyrA Thr186lle S R 0 | tetO S S 99 blaOXA Inactive S 0 99 0 2 Wild Type TGTAATAAATATTACA 0
CAM000854 R gyrA Thr186lle S S 0 R tetO S S 99 blaOXA Inactive S 0 99 0 2 Wild Type TGTAATAAATATTACA 0
CAM001070 S 0 S S 0 S 0 S S 99 blaOXA Inactive S 0 99 0 0 Wild Type TGTAATAAAAATTACA 0
CAM001075 S gyrA Thr186lle 99 S 0 S tetO | aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 1 RE-cmeABC TGTAATAAATATTATA 0
CAM001220 S 0 S S 0 S 0 S 99 99 0 NA S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
CAM001243 S 0 S S 0 S tetO | 99 99 0 NA S 0 99 0 1 Wild Type TGTAATAAATATTACA 0
CAM001343 S 0 S S 0 S 0 S 99 99 blaOXA Active S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
CAM001343 S 0 S S 0 R 0 S 99 99 blaOXA Active S 0 99 0 1 Wild Type TGTAATAAATATTACA 0
CAMO001368 R gyrA Thr186lle S S 0 R 0 S aad9; aadE; antéla; aph2If; aph3lla 99 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTGCA 1
CAM001518 S 0 S S 0 S 0 S | 99 0 NA S 0 99 0 1 Wild Type TGTAATAAATATTACA 0
CAMO001568 S gyrA Thr186lle S S 23S rRNA A2075G | tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 1 RE-cmeABC TGTAATAAATATTGCA 1
CAM001643 S 0 S S 0 S 0 S S 99 0 NA S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
CAMO001900 R gyrA Thr186lle S S 0 R 0 S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTACA 0
CAM001983 R gyrA Thr186lle S S 0 R tetO R aad9; aph2lf; aph3lla S 99 blaOXA Active S 0 99 0 3 RE-cmeABC TGTAATAAATATTACA 0
CAM002007 R gyrA Thr186lle S S 0 R tetO S S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTATA 0
CAM002070 R gyrA Thr186lle S S 0 R tetO S aad9; aph2lf; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTACA 0
CAM002255 S gyrA Thr186lle S S 0 S tetO S S 99 blaOXA Active S 0 99 0 0 Wild Type TGTAATAAATATTATA 0
CAM002378 R gyrA Thr186lle S S 0 R tetO | aad9; aph2If S 99 blaOXA Active S 0 99 0 3 Wild Type TGTAATAAATATTACA 0
CAM002400 R gyrA Thr186lle S S 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAA-TATTACA 1
CAM002438 R gyrA Thr186lle S S 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTATA 0
CAMO002558 R gyrA Thr186lle S S 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTATA 0
CAM002564 R gyrA Thr186lle S S 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAATAAATATTACA 1
CAM002670 R gyrA Thr186lle S S 0 R 0 S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTATA 0
CAM002685 R gyrA Thr186lle S S 0 R tetO S aad9; aadE; antéla; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAATAAATATTACA 1
CAM002887 R gyrA Thr186lle S R 0 R tetO | aad9; aph2If; aph3lia S 99 blaOXA Active S 0 99 0 4 RE-cmeABC TGTAATAATAAATATTACA 1
CAM002934 R gyrA Thr186lle S S 0 R tetO R aad9; aph2lf; aph3lla 99 blaOXA Active S 0 99 0 3 RE-cmeABC TGTAATAAATATTGCA 1
CAM002957 R gyrA Thr186lle S S 0 R tetO R aad9; aph2If; aph3lia S 99 blaOXA Active S 0 99 0 3 RE-cmeABC TGTAATAAATATTATA 0
CAM003004 R gyrA Thr186lle S S 0 R tetO S S 99 blaOXA Active S 0 99 0 2 Wild Type TGTAATAAATATTATA 0
CAM003047 R gyrA Thr186lle S S 0 R tetO S S 99 blaOXA Active S 0 99 0 2 Wild Type TGTAATAAATATTACA 0
CAM003063 R gyrA Thr186lle S S 0 R tetO R aad9; aph2lf; aph3lla S 99 blaOXA Active S 0 99 0 3 RE-cmeABC TGTAATAAATATTACA 0
CAM003070 S 0 S S 0 S 0 S S 99 0 NA S 0 99 0 0 Wild Type TGTAATAAATATTATA 0
CAM003118 S 0 S S 0 S 0 S S 99 0 NA S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
PE1000386 R gyrA Thr186lle R R 23S rRNA A2075G R tetO S S R blaOXA Active 99 0 S 0 4 RE-cmeABC TGTAATAAA-ATTACA 1
PE1000388 R gyrA Thr186lle R R 23S rRNA A2075G R tetO S S R blaOXA Active 99 0 S 0 4 RE-cmeABC TGTAATAAA-ATTACA 1
PE1000656 R 0 S S 0 R 0 S S | blaOXA Inactive 99 0 S 0 3 Wild Type nd

PE1002074 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1002325 R gyrA Thr186lle R R 0 R tetO S S R blaOXA Active 99 0 S 0 4 RE-cmeABC TGTAATAAATATTGCA 1
PE1002384 R gyrA Thr186lle S S 0 R tetO S S R blaOXA Active 99 0 S 0 3 RE-cmeABC TGTAATAAATATTATA 0
PE1002577 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1002933 R 0 S S 0 S 0 S S R 0 NA 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1003343 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1003437 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1003872 S 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 0 Wild Type TGTAATAAAAATTACA 0
PE1004853 R gyrA Thr186lle R S 0 R tetO S S R blaOXA Inactive 99 0 S 0 4 RE-cmeABC TGTAATAAATATGACA 1
PE1005128 S 0 S S 0 S 0 S S R blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1005412 R 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAAAATTACA 0
PE1006126 R gyrA Thr186lle R R 23S rRNA A2075G R tetO S rpsL K43R S R blaOXA Inactive 99 0 S 0 4 RE-cmeABC TGTAATAAATATTGCA 1
PE1006841 S 0 S S 0 R 0 S S S 0 NA 99 0 S 0 1 Wild Type nd

PE1007005 R gyrA Thr186lle S S 0 S 0 S S S 0 NA 99 0 S 0 1 Wild Type TGTAATAAAAATTACA 0
PE1007060 R 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1007218 S 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1007358 R gyrA Thr186lle S S 0 R tetO S S S 0 NA 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1007369 R 0 R S 0 R 0 S S R blaOXA Active 99 0 S 0 4 Wild Type TGTAATAAAAATTACA 0
PE1007487 R 0 S S 0 S 0 S S R 0 NA 99 0 S 0 2 Wild Type nd

PE1007769 R 0 S S 0 S 0 S S R blaOXA Inactive 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1007787 R 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAAAATTACA 0
PE1007831 R 0 S S 0 R 0 S S R 0 NA 99 0 S 0 3 Wild Type TGTAATAAAAATTACA 0
PE1008050 R gyrA Thr186lle S S 0 R tetO S S R blaOXA Active 99 0 S 0 3 RE-cmeABC TGCAATAATAAATATTACA 0



PE1008208
PE1008411
PE1008979
PE1009014
PE1009047
PE1009519
PE1009555
PE1009604
PE1009686
PE1009993
PE1010009
PE1010051
PE1010492
PE1010503
PE1010600
PE1010779
PE1010901
PE1010984
PE1011169
PE1011268
PE1011396
PE1011468
PE1011483
PE1011539
PE1011695
PE1011900
PE1013701
PE1014386
PE1014586
PE1016056
PE1016428
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0
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0
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Supplementary Table 2B. Antimicrobial resistance phenotypes, genes and mutations among C. coli isolates.

QUINOLONES MACROLIDES TETRACYCLINES AMINOGLYCOSIDES BETA-LACTAMS CARBAPENEMS AMPHENICOL MDR
Sample Name | ae AZM ERY TET GEN AMC AMP mp o CHL Num AB Classes w/ cmeABC . Inverter Repeat
Phenotype Genotype Phenotype | Phenotype Genotype Phenotype Genotype Phenotype Genotype Phenotype | Phenotype Genotype TATA box Phenotype Genotype Phenotype Genotype Phenotypic Resist Genotype Inverter Repeat Mutation Functional Effect

CAMO000139 R gyrA Thr186lle R 99 0 R tetO R antéla; aadé; aph3lla; aad9 | 99 blaOXA Active S 0 99 0 5 Wild Type TGTAATAAATATTACA 0
CAMO000431 S gyrA Thr186lle S 99 0 S tetO S S 99 blaOXA Active S 0 99 0 0 Wild Type TGCAATAAATATTACA 0
CAM000646 R gyrA Thr186lle S 99 0 R tetO S sat4; anté6la; aadé6; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC TGTAATAAATATTACA 0
CAMO001343 S gyrA Thr186lle S S 23S rRNA A2075G S tetO S sat4; anté6la; aadé; aph3lla; aad9; aph2If 99 99 blaOXA Active S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
CAMO001347 R gyrA Thr186lle S S 23S rRNA A2075G R tetO R sat4; anté6la; aadé6; aph3lla; aad9; aph2If 99 99 blaOXA Active S 0 99 0 3 Wild Type TGTAATAAATATTACA 0
CAMO001351 | gyrA Thr186lle S S 23S rRNA A2075G R tetO S sat4; anté6la; aadé; aph3lla; aad9; aph2If 99 99 blaOXA Active S 0 99 0 2 Wild Type TGTAATAAATATTACA 0
CAMO001567 S 0 S S 0 S 0 S S 99 blaOXA Inactive S 0 99 0 0 Wild Type* TGTAATAAATATTACA 0
CAMO001627 S gyrA Thr186lle S S 0 R tetO S sat4; anté6la; aadé6; aph3lla S 99 blaOXA Active S 0 99 0 1 RE-cmeABC TGTAATAAATATTACA 0
CAMO001666 S gyrA Thr186lle S S 23S rRNA A2075G S tetO S sat4; anté6la; aadé; aph3lla; aad9; aph2If S 99 blaOXA Active S 0 99 0 0 Wild Type TGTAATAAATATTACA 0
CAMO001698 S gyrA Thr186lle S | 23S rRNA A2075G R tetO S sat4; anté6la; aadé6; aph3lla R 99 blaOXA Active S 0 99 0 3 Wild Type TGTAATAAATATTACA 0
CAM001710 S gyrA Thr186lle S S 23S rRNA A2075G | 0 S R 99 blaOXA Inactive S 0 99 0 2 Wild Type* TGTAATAAATATTACA 0
CAM001748 R gyrA Thr186lle S S 23S rRNA A2075G R tetO S sat4; anté6la; aadé6; aph3lla S 99 blaOXA Active S 0 99 0 2 RE-cmeABC No CmeR binding site 1
CAM002101 R gyrA Thr186lle R S 23S rRNA A2075G R tetO | rpsL K43R; aph3lla; aad9; aph2If S 99 blaOXA Active S 0 99 0 4 RE-cmeABC TGTAATAAATATTACA 0
CAMO002734 R 0 S S 0 R 0 S S 99 blaOXA Inactive S 0 99 0 2 Wild Type TGCAATAAATATTACA 0
PE1002465 S 0 S S 0 R 0 S S R 0 NA 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1002984 R gyrA Thr186lle S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGCAATAAATATTACA 0
PE1003845 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1004094 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Undetermined 99 0 S 0 5 Wild Type nd

PE1004747 R gyrA Thr186lle S S 0 S 0 S S R blaOXA Active 99 0 S 0 2 RE-cmeABC TGCAATAAATATTACA 0
PE1006339 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1006365 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1006426 R gyrA Thr186lle S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1006490 S 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 0 Wild Type TGTAATAAATATTGCA 1
PE1006723 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type No CmeR binding site 1
PE1006864 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla | R blaOXA Active 99 0 S 0 5 Wild Type No CmeR binding site 1
PE1007082 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1007356 R gyrA Thr186lle S S 0 S 0 S S S 0 NA 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1007381 R gyrA Thr186lle S S 0 R tetO S | R blaOXA Active 99 0 S 0 3 Wild Type TGCAATAAATATTACA 0
PE1007449 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla | R blaOXA Active 99 0 S 0 5 Wild Type No CmeR binding site 1
PE1007476 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla | R blaOXA Active 99 0 S 0 5 Wild Type No CmeR binding site 1
PE1007691 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Undetermined 99 0 S 0 5 RE-cmeABC No CmeR binding site 1
PE1007966 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S | blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1008355 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Undetermined 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1008376 R gyrA Thr186lle R R 0 R tetO S S R blaOXA Active 99 0 S 0 4 Wild Type No CmeR binding site 1
PE1008428 R gyrA Thr186lle R R 0 R tetO S S R blaOXA Inactive 99 0 S 0 4 Wild Type No CmeR binding site 1
PE1008575 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 RE-cmeABC TGCAATAAATATTACA 0
PE1008592 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1008668 R 0 S S 0 S 0 S S | blaOXA Inactive 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1008723 R gyrA Thr186lle S S 0 S 0 S S S 0 NA 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1008776 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type No CmeR binding site 1
PE1008805 R gyrA Thr186lle S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1008831 R gyrA Thr186lle S S 0 R tetO S S S blaOXA Inactive 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1008862 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Undetermined 99 0 S 0 5 RE-cmeABC TGTAATAAATATTGCA 1
PE1008890 R gyrA Thr186lle S S 0 R tetO S S | blaOXA Inactive 99 0 S 0 3 Wild Type TGTAATAAATATTACA 0
PE1008972 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Inactive 99 0 S 0 5 RE-cmeABC nd

PE1009079 R gyrA Thr186lle S S 0 R tetO S | R blaOXA Active 99 0 S 0 3 Wild Type TGCAATAAATATTACA 0
PE1009156 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1009159 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1009160 S 0 S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 0 Wild Type TGTAATAAAAATTACA 0
PE1009428 R gyrA Thr186lle R R 23S rRNA A2075G R tetO S S R blaOXA Active 99 0 S 0 4 Wild Type TGCAATAAATATTACA 0
PE1009439 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1009684 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAAATATTACA 0
PE1009978 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAATAAATATTACA 0
PE1010102 R gyrA Thr186lle R R 23S rRNA A2075G R tetO S S R blaOXA Active 99 0 S 0 4 RE-cmeABC TGTAATAAATATTGCA 1
PE1010256 R gyrA Thr186lle S S 0 S 0 S S R blaOXA Active 99 0 S 0 2 Wild Type TGCAATAAATATTACA 0
PE1011000 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla | R blaOXA Active 99 0 S 0 5 Wild Type No CmeR binding site 1
PE1011016 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R rpsL K43R; aph3lla S R blaOXA Active 99 0 S 0 5 RE-cmeABC TGCAATAATAAATATTACA 0
PE1011046 R gyrA Thr186lle S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGTAATAAATATTACA 0
PE1011852 R gyrA Thr186lle S S 0 R tetO S S S blaOXA Inactive 99 0 S 0 2 Wild Type TGTAATAAATATTACA 0
PE1011946 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAAAATTACA 0
PE1012031 S 0 S S 0 S 0 S S S 0 NA 99 0 S 0 0 Wild Type TGTAATAAATATTACA 0
PE1012319 R gyrA Thr186lle S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGCAATAAATATTACA 0
PE1012321 R gyrA Thr186lle S S 0 S 0 S S S blaOXA Inactive 99 0 S 0 1 Wild Type TGCAATAATAAATATTACA 0
PE1012587 R gyrA Thr186lle R R 23S rRNA A2075G R tetO R aph3lla S R blaOXA Active 99 0 S 0 5 Wild Type TGCAATAAATATTACA 0
PE1012753 R gyrA Thr186lle S S 0 S 0 S S R blaOXA Active 99 0 S 0 2 Wild Type TGCAATAAATATTACA 0
PE1013325 R gyrA Thr186lle S S 0 R tetO S S | blaOXA Inactive 99 0 S 0 3 Wild Type TGCAATAAATATTACA 0
PE1014576 R gyrA Thr186lle R R 23S rRNA A2075G R tetO S rpsL K43R S R blaOXA Active 99 0 S 0 4 RE-cmeABC TGTAATAAATATTGCA 1

99 = Not performed.






Supplementary Table 3A: Internal validity parameters of antimicrobial susceptibility and specific AMR determinants of clinical Campylobacter

jejuni and Campylobacter coli isolates.

Campylobacter jejuni Campylobacter coli
Antimicrobial AMR Determinant ACC SN SP PPV NPV ACC SN SP PPV NPV
Ciprofloxacin Thr86lle gyrA point mutation 78.4% 75.0% 86.2% 92.7% 59.5% | 88.1% 96.2% 60.0% 89.3% 81.8%
Azithromycin/ Erythromycin ~ A2075G 23SrRNA point mutation 87.6% 31.3% 98.8% 83.3% 87.9% @ 86.6% 90.0% 83.8% 82% 91.2%
Gentamicin Aminoglycoside resistance genes* 79.4% 70.0% 80.5% 29.2% 95.9% @ 88.1% 100%  81.0%  75.8% 100%
Ampicillin bla-OXA genes** 71.9% 66.7% 56.8% 69.0% 75.0% | 79.2% 83.3% 33.3% 77.8% 87.5%
Tetracycline tet(0) gene 81.4% 76.0% 87.2% 86.4% 77.4%  91.0% 93.2% 87.0% 93.2% 87.0%

ACC = Accuracy; SN = Sensitivity; SP = Specificity; PPV = Positive Predictive Value; NPV = Negative Predictive Value

*For C. jejuni and C. coli includes: rpsL K43R, APH3llla, antéla, aad9, aad6, APH2If, SATA4.
** For C. jejuni and C. coli includes genes in bla-OXA 61 and bla-OXA 184 family. Other mutations in the gyrA gene (Asp90Asn, Thr86Lys, Thr86Val, Thr86Ala and Asp90Tyr
substitutions, and double mutations Thr86lle-Pro104Ser and Thr86lle-Asp90Asn), 23S rRNA genes (A2074G, A2075C), mutations in L4 and L22 ribosomal proteins, and ermB

resistance gene were not found.



Supplementary Table 3B: Internal validity metrics of genes and point mutations among C. jejuni and C. coli samples.

Campvylobacter jejuni

Quinolones Phenotype SN 75.0%

1 0 SP 86.2%

1 51 4 55 ACC 78.4%

Thr86lle gyrA 0 17 25 42 PPV 92.7%
68 29 97 NPV 59.5%

Macrolides Phenotype SN 31.3%

1 0 SP 98.8%

A2075G 235 1 5 1 6 ACC 87.6%
FRNA 11 80 91 PPV 83%

16 81 97 NPV 87.9%

Gentamicin Phenotype SN 70.0%

1 0 SP 80.5%

. . 1 7 17 24 ACC 79.4%
Am'":eg:;c:s'de 3 70 73 PPV 29.2%
10 87 97 NPV 95.9%

Ampicillin Phenotype SN 66.7%

1 0 SP 56.8%

1 20 9 29 ACC 71.9%

blaOXA 0 7 21 28 PPV 69.0%
30 37 57 NPV 75.0%

Tetracycline Phenotype SN 76.0%

1 0 SP 87.2%

1 38 6 44 ACC 81.4%

tetO 0 12 41 53 PPV 86.4%

50 47 97 NPV 77.4%




Campvylobacter coli

Quinolones Phenotype

1 0
50 6 56
Thr86lle gyrA 2 9 11
52 15 67
Macrolides Phenotype
1 0
A2075G 23S 27 g 33
'RNA 3 31 34
30 37 67
Gentamicin Phenotype
1 0
. . 25 8 33
Ammgfrl,i?s'de 0 34 34
25 42 67
Ampicillin Phenotype
1 0
35 10 45
blaOXA 1 7 8
42 21 53
Tetracycline Phenotype
1 0
41 3 44
tetO 3 20 23
44 23 67

SN 96.2%
SP 60.0%
ACC 88.1%
PPV 89.3%
NPV 81.8%
SN 90.0%
SP 83.8%
ACC 86.6%
PPV 82%
NPV 91.2%
SN 100.0%
SP 81.0%
ACC 88.1%
PPV 75.8%
NPV 100%
SN 83.3%
SP 33.3%
ACC 79.2%
PPV 77.8%
NPV 87.5%
SN 93.2%
SP 87.0%
ACC 91.0%
PPV 93.2%
NPV 87.0%




Supplementary Figure 1. Phylogenetic tree showing similarity of blaOXA genes
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