Table 1. Percent relative abundance of the 32 most relatively abundant genera in the seminal microbiota of beef bulls subjected to high (HIGH) or moderate (MOD) rate of gains by sampling time
	Genera
	Rank
	Day 0
	Day 112
	Post-breeding
	
	P-values

	
	
	HIGH
	MOD
	HIGH
	MOD
	HIGH
	MOD
	SEM
	TRT
	Time
	TRT × time

	Fusobacterium
	1
	29.68
	28.18
	24.81
	25.39
	16.41
	19.67
	1.160
	0.58
	<.0001
	0.425

	Porphyromonas
	2
	21.37
	22.24
	20.27
	19.28
	14.97
	21.08
	1.268
	0.20
	0.1331
	0.248

	Oceanivirga
	4
	4.39
	3.84
	3.51
	4.82
	8.50
	6.99
	0.492
	0.68
	<.0001
	0.109

	Corynebacterium
	5
	3.27
	4.44
	4.40
	4.88
	7.74
	5.63
	1.305
	0.92
	0.429
	0.753

	Alloprevotella
	6
	3.11
	3.08
	4.77
	6.16
	3.09
	3.25
	0.543
	0.45
	0.0003
	0.454

	Bacteroides
	7
	3.41
	4.65
	2.73
	2.91
	1.38
	1.26
	0.315
	0.26
	<.0001
	0.213

	Fastidiosipila
	8
	3.16
	2.25
	2.95
	2.56
	4.82
	2.30
	0.391
	0.01
	0.408
	0.271

	Mageeibacillus
	9
	1.95
	1.69
	2.97
	3.03
	4.97
	2.90
	0.389
	0.11
	0.0015
	0.259

	Arcanobacterium
	10
	1.68
	1.64
	4.08
	3.26
	0.96
	1.47
	0.383
	0.80
	<.0001
	0.482

	Parvimonas
	12
	3.38
	3.06
	1.69
	1.32
	1.70
	2.53
	0.261
	0.88
	<.0001
	0.363

	Prevotella
	13
	2.04
	3.00
	1.54
	2.12
	2.03
	3.29
	0.339
	0.03
	0.116
	0.783

	Leucobacter
	17
	0.57
	0.63
	2.45
	2.87
	2.86
	1.65
	0.387
	0.62
	<.0001
	0.454

	Actinomyces
	18
	0.83
	1.05
	1.33
	1.73
	0.58
	0.41
	0.160
	0.45
	0.0001
	0.559

	[Eubacterium] brachy group
	19
	1.03
	1.11
	0.70
	0.66
	0.95
	1.27
	0.103
	0.34
	0.0012
	0.552

	Campylobacter
	20
	1.26
	1.21
	0.19
	0.19
	0.25
	0.27
	0.105
	0.94
	<.0001
	0.955

	Leptotrichia
	21
	0.76
	0.57
	0.53
	0.44
	0.60
	1.37
	0.102
	0.19
	0.014
	0.021

	Clostridium sensu stricto 1
	22
	0.55
	0.63
	0.44
	0.35
	0.99
	0.48
	0.143
	0.32
	0.255
	0.462

	Helcococcus
	23
	0.55
	0.82
	0.26
	0.20
	0.48
	0.26
	0.157
	0.98
	0.029
	0.493

	Filifactor
	24
	0.44
	0.38
	0.33
	0.33
	0.37
	0.50
	0.085
	0.80
	0.60
	0.785

	Bifidobacterium
	25
	0.24
	0.35
	0.44
	0.40
	0.54
	0.41
	0.084
	0.87
	0.260
	0.568

	Romboutsia
	26
	0.28
	0.36
	0.37
	0.28
	0.83
	0.37
	0.073
	0.08
	0.060
	0.092

	Trueperella
	27
	0.24
	0.52
	0.13
	0.18
	0.18
	0.29
	0.119
	0.31
	0.214
	0.639

	Streptobacillus
	28
	0.21
	0.12
	0.31
	0.24
	0.73
	0.22
	0.059
	0.00
	0.008
	0.067

	Oscillospiraceae UCG-005
	30
	0.04
	0.04
	0.16
	0.15
	0.87
	0.40
	0.038
	0.00
	<.0001
	0.001

	Peptoniphilus
	31
	0.11
	0.32
	0.11
	0.10
	0.11
	0.17
	0.049
	0.17
	0.109
	0.110

	Dietzia
	32
	0.04
	0.04
	0.28
	0.27
	0.07
	0.09
	0.052
	0.94
	0.0002
	0.978

	Succinivibrio
	33
	0.00
	0.00
	0.13
	0.17
	0.69
	0.62
	0.054
	0.87
	<.0001
	0.787

	Caviibacter
	34
	0.27
	0.17
	0.03
	0.02
	0.43
	0.06
	0.062
	0.04
	0.007
	0.220

	Gallicola
	36
	0.02
	0.02
	0.22
	0.23
	0.19
	0.16
	0.051
	0.95
	0.001
	0.970

	Tessaracoccus
	37
	0.06
	0.10
	0.14
	0.12
	0.10
	0.08
	0.026
	0.98
	0.167
	0.530

	Howardella
	38
	0.07
	0.08
	0.11
	0.10
	0.15
	0.17
	0.010
	0.76
	<.0001
	0.698

	Peptostreptococcus
	39
	0.09
	0.08
	0.07
	0.14
	0.09
	0.04
	0.029
	1.00
	0.587
	0.266


1The genera whose relative abundance was ranked within the top 40 are listed in this table and any ones within top 40 rank that were unclassified at genus level were excluded.





Table 2. Core ASVs identified in at least 70% of seminal and fecal microbiota samples from yearling beef bulls
	ASV
	Taxonomic assignment 
	70%
	75%
	80%
	85%
	90%
	95%
	100%

	ASV121
	Corynebacterium efficiens
	 
	 
	 
	 
	 
	 
	 

	ASV181
	Dietzia maris
	 
	 
	 
	 
	 
	 
	 

	ASV62
	Corynebacterium xerosis
	 
	 
	 
	 
	 
	 
	 

	ASV48
	Corynebacterium marinum 
	 
	 
	 
	 
	 
	 
	 

	ASV196
	Bifidobacterium merycicum
	 
	 
	 
	 
	 
	 
	 

	ASV198
	Olsenella umbonata
	 
	 
	 
	 
	 
	 
	 

	ASV143
	Ruminococcus sp.
	 
	 
	 
	 
	 
	 
	 

	ASV120
	Syntrophococcus sp.
	 
	 
	 
	 
	 
	 
	 

	ASV89
	Romboutsia sp.
	 
	 
	 
	 
	 
	 
	 

	ASV77
	Blautia obeum
	 
	 
	 
	 
	 
	 
	 

	ASV65
	Romboutsia sp.
	 
	 
	 
	 
	 
	 
	 

	ASV61
	Oscillospiraceae UCG-005
	 
	 
	 
	 
	 
	 
	 

	ASV54
	Paeniclostridium sp.
	 
	 
	 
	 
	 
	 
	 

	ASV37
	Faecalibacterium prausnitzii
	 
	 
	 
	 
	 
	 
	 

	ASV18
	Clostridium sensu stricto 1
	 
	 
	 
	 
	 
	 
	 

	ASV16
	Romboutsia ilealis
	 
	 
	 
	 
	 
	 
	 

	ASV15
	Bifidobacterium pseudolongum
	 
	 
	 
	 
	 
	 
	 





Table 3. Bacterial isolates from aerobic and anaerobic culturing of semen samples collected from yearling bulls subjected to high (HIGH) or moderate (MOD) rate of gains1,2
	Phylum
	Genus
	Aerobic
	Anaerobic
	Total

	
	
	CB
	MRS
	Subtotal
	CB
	

	Firmicutes
	Aerococcus
	ND
	ND
	ND
	6
	6

	Firmicutes
	Bacillus
	41
	13
	54
	29
	83

	Firmicutes
	Enterococcus
	3
	11
	14
	21
	35

	Firmicutes
	Finegoldia
	1
	ND
	1
	ND
	1

	Firmicutes
	Gemella
	1
	ND
	1
	1
	2

	Firmicutes
	Hutsoniella
	ND
	ND
	ND
	1
	1

	Firmicutes
	Kurthia
	ND
	1
	1
	ND
	1

	Firmicutes
	Lacticaseibacillus
	1
	ND
	1
	ND
	1

	Firmicutes
	Lactococcus
	ND
	1
	1
	ND
	1

	Firmicutes
	Latilactobacillus
	ND
	1
	1
	ND
	1

	Firmicutes
	Lysinibacillus
	ND
	1
	1
	ND
	1

	Firmicutes
	Macrococcus
	ND
	ND
	ND
	1
	1

	Firmicutes
	Niallia
	4
	ND
	4
	3
	7

	Firmicutes
	Paenibacillus
	5
	ND
	5
	1
	6

	Firmicutes
	Pelagirhabdus
	ND
	ND
	ND
	1
	1

	Firmicutes
	Peptoniphilus
	ND
	ND
	ND
	1
	1

	Firmicutes
	Staphylococcus
	32
	6
	38
	8
	46

	Firmicutes
	Streptococcus
	2
	5
	7
	16
	23

	Firmicutes
	Trichococcus
	ND
	ND
	ND
	1
	1

	Proteobacteria
	Aeromonas
	1
	ND
	ND
	ND
	1

	Proteobacteria
	Alysiella
	4
	ND
	4
	ND
	4

	Proteobacteria
	Citrobacter
	ND
	ND
	ND
	1
	1

	Proteobacteria
	Comamonas
	ND
	1
	1
	ND
	1

	Proteobacteria
	Cronobacter
	1
	ND
	1
	ND
	1

	Proteobacteria
	Enterobacter
	1
	1
	2
	ND
	2

	Proteobacteria
	Escherichia
	10
	9
	19
	22
	41

	Proteobacteria
	Histophilus
	ND
	ND
	ND
	2
	2

	Proteobacteria
	Kingella
	1
	ND
	1
	ND
	1

	Proteobacteria
	Kluyvera
	ND
	ND
	ND
	1
	1

	Proteobacteria
	Kosakonia
	ND
	ND
	ND
	1
	1

	Proteobacteria
	Lelliottia
	8
	ND
	8
	2
	10

	Proteobacteria
	Mannheimia
	1
	ND
	1
	ND
	1

	Proteobacteria
	Neisseria
	2
	ND
	2
	ND
	2

	Proteobacteria
	Pantoea
	1
	1
	2
	2
	4

	Proteobacteria
	Pseudescherichia
	1
	ND
	1
	ND
	1

	Proteobacteria
	Salmonella
	ND
	1
	1
	ND
	1

	Proteobacteria
	Serratia
	9
	1
	10
	ND
	10

	Proteobacteria
	Shigella
	1
	1
	2
	3
	5

	Proteobacteria
	Yokenella
	1
	ND
	1
	ND
	1

	Actinobacteriota
	Actinomadura
	ND
	1
	1
	ND
	1

	Actinobacteriota
	Arthrobacter
	26
	ND
	26
	ND
	26

	Actinobacteriota
	Corynebacterium
	1
	ND
	1
	ND
	1

	Actinobacteriota
	Microbacterium
	1
	ND
	1
	ND
	1

	Actinobacteriota
	Rhodococcus
	ND
	2
	2
	ND
	2

	Actinobacteriota
	Trueperella
	1
	ND
	1
	1
	2

	Bacteroidota
	Algoriella
	1
	ND
	1
	ND
	1

	Bacteroidota
	Bacteroides
	ND
	ND
	ND
	11
	11

	Bacteroidota
	Chishuiella
	1
	ND
	1
	ND
	1

	Fusobacteriota
	Fusobacterium
	ND
	ND
	ND
	8
	8

	 
	Total number of isolates
	163
	57
	219
	144
	364


1Bacterial isolates were identified by nearly full length 16S rRNA gene sequencing and BLAST; Semen samples cultured were collected on d 0, d 112 and post-breeding, and three different agar plates (CB, MRS and Blood) were used to isolate these isolates; for each isolate, the genus with the highest identity to the 16S rRNA gene sequence is listed; ND= not detected.
2Several isolates were identified as known bovine pathogens including Fusobacterium necrophorum, Trueperella pyogenes, Mannheimia varigena, Histophilus somni, and Arthrobacter gandavensi.


Table 4: MICs of antibiotics against Gram-positive bacterial isolates (n = 22) isolated from the semen of beef bulls subjected to different rate of gains1

	[bookmark: _Hlk108628968]Antibiotic
	Aerococcus urinaeequi (6460.d2_CB-A)
	Arthrobacter gandavensis (6504.d2_CB-C)
	Arthrobacter lueolus (6535.d2_MRS-C)
	Bacillus licheniformis (6460.d2_CB-C)
	Bacillus mobilis (6787.d3_CB-B)
	Bacillus pumilus (6552.d2_CB-B)
	Enterococcus casseliflavus (6787.d2_CB-B)
	Enterococcus faecium (6641.d2_MRS-B)
	Enterococcus hirae (6527.d2_MRS-B)
	Lactococcus formosensis (6601.d2_MRS-D)
	Lysinibacillus boronitolerans (6573.d2_MRS-C)
	Staphylococcus chromogenes (6460.d3_CB-E)
	Staphylococcus equorum (6577.d2_CB-B)
	[bookmark: _Hlk108629082]Staphylococcus haemolyticus (6513.d3_CB-B)
	Staphylococcus kloosi (6760.d3_MRS-B)
	Staphylococcus petrasii (6530.d2_CB-C)
	Staphylococcus simulans (6513.d2.CB-D)
	Staphylococcus warneri (6546.d2_MRS-C)
	Streptococcus orisratti (6502.d2_CB-E)
	Streptococcus pluranimalium (6593.d3_CB-E)
	Streptococcus uberis (6469.d3_MRS-B)
	Truperella pyogenes (6641.d3_CB-C)

	Amoxicillin-clavulanate
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 2
	≤ 0.25
	= 0.5
	= 1
	= 0.5
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 4
	≤ 0.25
	≤ 0.25
	≤ 0.25
	> 8
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25

	Ampicillin
	= 0.25
	= 0.25
	= 0.25
	< 0.25
	< 0.25
	< 0.25
	= 0.5
	= 1
	= 1
	= 0.5
	< 0.25
	< 0.25
	< 0.25
	= 4
	< 0.25
	< 0.25
	< 0.25
	> 8
	< 0.25
	< 0.25
	< 0.25
	< 0.25

	Pradofloxacin
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 0.5
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	> 2
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25

	Penicillin G
	= 0.25
	= 0.25
	= 0.25
	≤ 0.06
	= 8
	≤ 0.06
	= 1
	= 4
	= 2
	= 0.5
	≤ 0.06
	≤ 0.06
	≤ 0.06
	= 8
	= 0.25
	≤ 0.06
	≤ 0.06
	> 8
	≤ 0.06
	≤ 0.06
	≤ 0.06
	≤ 0.06

	Cephalothin
	≤ 2
	= 4
	= 4
	≤ 2
	> 4
	≤ 2
	> 4
	> 4
	> 4
	= 4
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	> 4
	≤ 2
	≤ 2
	≤ 2
	≤ 2

	Cefazolin
	≤ 2
	> 4
	> 4
	≤ 2
	> 4
	≤ 2
	> 4
	> 4
	> 4
	= 4
	≤ 2
	≤ 2
	≤ 2
	= 4
	≤ 2
	≤ 2
	≤ 2
	> 4
	≤ 2
	≤ 2
	≤ 2
	≤ 2

	Trimethoprim-sulfamethoxazole
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	> 4
	≤ 2
	≤ 2
	≤ 2
	≤ 2

	Minocycline
	= 1
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	= 1
	> 2
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	= 1
	≤ 0.5
	≤ 0.5
	≤ 0.5
	> 2
	> 2
	> 2
	≤ 0.5
	= 1

	Marbofloxacin
	= 2
	= 2
	= 2
	≤ 1
	≤ 1
	≤ 1
	= 2
	= 4
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	> 4
	= 2
	≤ 1
	= 2
	≤ 1

	Erythromycin
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 0.5
	≤ 0.25
	> 4
	≤ 0.25
	= 1
	≤ 0.25
	> 4
	> 4
	≤ 0.25
	≤ 0.25
	≤ 0.25
	> 4
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25

	Chloramphenicol
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	> 32
	≤ 8
	≤ 8
	= 16
	≤ 8

	Clindamycin
	≤ 0.5
	≤ 0.5
	≤ 0.5
	= 1
	≤ 0.5
	= 2
	> 4
	> 4
	> 4
	> 4
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	> 4
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5

	Amikacin
	= 32
	> 32
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	> 32
	> 32
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	> 32
	≤ 16
	≤ 16
	> 32
	≤ 16

	Nitrofurantoin
	> 64
	> 64
	> 64
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	= 64
	= 32
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	≤ 16
	> 32
	≤ 16
	≤ 16
	≤ 16
	= 64

	Imipenem
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	= 4
	= 2
	≤ 1
	≤ 1
	= 2
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	> 4
	≤ 1
	≤ 1
	≤ 1
	≤ 1

	Doxycycline
	> 0.5
	≤ 0.12
	≤ 0.12
	≤ 0.12
	≤ 0.12
	≤ 0.12
	≤ 0.12
	≤ 0.12
	> 0.5
	= 0.5
	≤ 0.12
	≤ 0.12
	≤ 0.12
	> 0.5
	≤ 0.12
	≤ 0.12
	> 0.5
	> 0.5
	> 0.5
	> 0.5
	= 0.25
	> 0.5

	Enrofloxacin
	= 1
	= 1
	= 1
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 1
	= 2
	= 1
	= 1
	≤ 0.25
	≤ 0.25
	≤ 0.12
	≤ 0.25
	= 0.5
	≤ 0.25
	≤ 0.25
	> 4
	= 1
	= 0.5
	= 1
	= 0.5

	Tetracycline
	> 1
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 1
	= 0.5
	> 1
	= 1
	≤ 0.25
	≤ 0.25
	= 0.5
	≤ 0.25
	= 0.5
	≤ 0.25
	> 1
	> 1
	> 1
	> 1
	= 0.5
	> 1

	Gentamicin
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	= 8
	> 16
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	> 16
	≤ 4
	≤ 4
	= 16
	≤ 4

	Cefpodoxime
	= 8
	> 8
	> 8
	≤ 2
	> 8
	> 8
	> 8
	> 8
	> 8
	≤ 2
	≤ 2
	≤ 2
	≤ 2
	> 8
	≤ 2
	≤ 2
	≤ 2
	> 8
	≤ 2
	≤ 2
	≤ 2
	≤ 2

	Vancomycin
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	= 2
	≤ 1
	= 4
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	> 16
	≤ 1
	≤ 1
	≤ 1
	≤ 1

	Oxacillin
	> 2
	= 1
	= 2
	≤ 0.25
	= 1
	≤ 0.25
	> 2
	> 2
	> 2
	> 2
	= 0.5
	≤ 0.25
	≤ 0.25
	> 2
	= 0.5
	≤ 0.25
	≤ 0.25
	= 0.5
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25

	Rifampin
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	> 2
	≤ 1
	> 2
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	> 2
	≤ 1
	> 2
	≤ 1
	≤ 1



1MIC values (µg/ml) presented in the table were obtained from the Sensititre Gram Positive Companion panel (COMPGP1F).
GREEN= no break points (isolate)
BLUE= no/few break points (antibiotic)
RED= resistant
DARK RED/WHITE TEXT= intrinsically resistant
YELLOW= highest test concentrations were lower than breakpoints
ORANGE= intermediate
Table 5. MICs of antibiotics against Gram-negative bacterial isolates (n = 11) isolated from the semen of beef bulls subjected to different rate of gains1
	Antibiotic
	Comsmonas kerstersii (6552.d2_CB-G)
	[bookmark: _Hlk108629333]Cronobacter sakazakii (6546.d2_MRS-B)
	Escherichia fergusonii (6865.d2_CB-D)
	Escherichia marmotae (6641.d2_MRS-E)
	Lelliottia amnigena (6513.d2_CB-C)
	Pseudescherichia vulneris (6502.d2_CB-B)
	Salmonella enterica (6740.d2_MRS-A)
	Serratia liquefaciens (6504.d2_CB-B)
	Serratia quinivorans (6570.d2_CB-D)
	Shigella boydii (6520.d2_MRS-D)
	Shigella flexneri (6570.d2_CB-B)

	Ceftazidime
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4

	Ampicillin
	≤ 0.25
	= 4
	= 2
	= 2
	= 2
	= 2
	= 4
	= 8
	= 8
	= 4
	= 4

	Orbifloxacin
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1

	Piperacillin-tazobactam
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8
	≤ 8

	Trimethoprim-sulfamethoxazole
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5
	≤ 0.5

	Pradofloxacin
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25
	≤ 0.25

	Doxycycline
	≤ 0.25
	> 8
	> 8
	= 1
	= 1
	= 1
	= 1
	= 1
	= 1
	= 2
	= 4

	Amoxicillin-clavulanate
	≤ 0.25
	= 4
	= 4
	= 4
	= 4
	= 1
	= 4
	> 8
	= 8
	= 4
	= 4

	Cefovecin
	≤ 0.25
	= 0.5
	= 0.5
	= 0.5
	= 1
	= 0.5
	= 0.5
	= 1
	= 1
	= 1
	= 1

	Chloramphenicol
	≤ 2
	= 8
	= 8
	= 4
	≤ 2
	= 4
	= 8
	= 8
	= 8
	= 8
	= 8

	Cefazolin
	≤ 1
	= 2
	= 2
	= 2
	= 4
	= 2
	= 2
	> 32
	> 32
	= 2
	= 2

	Imipenem
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1

	Marbofloxacin
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13

	Enrofloxacin
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13
	≤ 0.13

	Amikacin
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4

	Cefpodoxime
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1
	≤ 1

	Tetracycline
	≤ 4
	> 16
	> 16
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	≤ 4
	= 16
	≤ 4

	Cephalexin
	= 1
	= 8
	= 4
	= 8
	= 16
	= 4
	= 8
	> 16
	> 16
	= 8
	= 4

	Gentamicin
	= 1
	= 0.5
	= 0.5
	≤ 0.25
	≤ 0.25
	≤ 0.25
	= 0.5
	= 0.5
	= 0.5
	= 0.5
	= 0.5



1MIC values (µg/ml) presented in the table were obtained from the Sensititre Gram Negative Companion panel (COMPGN1F).
GREEN= no break points (isolate)
BLUE= no/few break points (antibiotic)
RED= resistant
DARK RED/WHITE TEXT= intrinsically resistant
YELLOW= highest test concentrations were lower than breakpoints
ORANGE= intermediate
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