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Abstract

This study was conducted to investigate the diversity of phage types and associations between
penicillin resistance and phage types among 815Staphylococcus aureusisolates from bovine mas-
titis in nine European countries and USA. All isolates were examined for susceptibility to antimi-
crobial agents and characterised by phage typing. Penicillin resistance was found among strains
from all countries with an average occurrence of 32.4% (2–71.4%). A total of 76% of isolates
were identifiable by phage typing and 144 different phage types were observed. The most pre-
dominant types were phage type 29 (11% of the 815 isolates), phage type 52 (5%), and phage
type 80 (5%). Phage type 95 and 29/52/52A/80 were both distributed within seven countries. In
the countries with the highest occurrence of penicillin resistance a reduced diversity of phage types
and phage groups was observed. Phage group III was significantly associated with penicillin re-
sistance in contrast to phage group I (P = 0.0023) and phage complex-80 (P = 0.0066). This
study confirms that a large number of phage types ofS. aureuscause bovine mastitis, but that
some types predominate. In addition, these findings could indicate that the use of penicillin in the
bovine environment has selected for specific types ofS. aureusin countries with a high frequency of
resistance.
© 2003 Elsevier B.V. All rights reserved.
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1. Introduction

Bovine mastitis is the most common production disease in dairy herds worldwide. It
causes significant economic losses due to rejected milk, reduced milk quality, early culling,
drug costs, veterinary expenses and increased labour costs for the farmer (Hoblet et al.,
1991; Gruet et al., 2001), and it is the most frequent reason for antimicrobial use on dairy
farms (Erskine, 2000). The most common cause of bovine mastitis in Denmark and other
countries isStaphylococcus aureus(Myllys et al., 1994; Waage et al., 1999). The out-
come for treatment of mastitis caused byS. aureusis variable and cure rates are not good,
primarily due to the poor distribution of the drug in the inflamed udder and the occur-
rence of antimicrobial resistant staphylococci (Pyörälä and Pyörälä, 1994; Gruet et al.,
2001). Penicillins have been the drugs of choice for treatment of bovine mastitis since
its introduction in the late 1940s. However, soon after its introduction, penicillin resistant
bovineS. aureuswere recorded and in certain geographical areas the level of penicillin
resistance was up to 70% through the 1960s (Wilson, 1961). An increase in occurrence
of penicillin resistance has been observed over time in most countries, but major differ-
ences between countries can be observed (Aarestrup and Jensen, 1998). These geographi-
cal differences and fluctuations may reflect the occurrence of different clones ofS. aureus
within each country and might be related to the national policy for use of antimicrobial
agents.

A large number of different phenotyping and genotyping techniques for characterisation
of S. aureusare available (Schlichting et al., 1993; Fitzgerald et al., 1997, 2001; Lange
et al., 1999). In previous studies good accordance between different genotyping techniques
and phage typing in characterisation of bovineS. aureushas been found (Schlichting et al.,
1993; Aarestrup et al., 1995b), and for large scale screening phage typing has previously
proved valuable for both human and bovine strains (Larsen et al., 2000; Zadoks et al., 2000).

Several studies have characterised bovineS. aureuswithin countries and identified clus-
tering or clonal relationships between isolates (Lange et al., 1999; Raimundo et al., 1999;
Su et al., 2000; Tollersrud et al., 2000; Zadoks et al., 2000; Buzzola et al., 2001) but only
a limited number of studies have compared bovine strains from different countries (Kapur
et al., 1995; Fitzgerald et al., 1997; De Oliveira et al., 1999).

This study was conducted to investigate the diversity of phage types and associations
between penicillin resistance and phage types among 815S. aureusisolates from bovine
mastitis in 10 countries.

2. Materials and methods

2.1. Bacterial isolates

A total of 815 isolates ofS. aureussampled in 10 countries were received at the Danish
Veterinary Institute in the beginning of the 1990s. All strains were isolated from indepen-
dent cases of clinical and subclinical bovine mastitis with only one isolate per herd in the
following countries: Denmark (105 isolates), England (100 isolates), Finland (96 isolates),
Germany (103 isolates), Iceland (24 isolates), Ireland (42 isolates), Norway (98 isolates),
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Sweden (125 isolates), Switzerland (68 isolates), and USA (56 isolates). It was attempted
to obtain isolates that were selected in the same way from all countries, but differences in
samples submitted to the diagnostic laboratories must be expected. All isolates were stored
at−80◦C in Luria Bertani-broth containing 15% glycerol until testing.

2.2. Identification of isolates

All isolates were identified asS. aureusupon arrival as previously described (Aarestrup
et al., 1995a, 1999).

2.3. Prior publications using this collection of isolates

Selected isolates from this collection have previously been used in connection with publi-
cations reporting phenotypic and genotypic methods for epidemiological typing of Danish
bovine S. aureus(Aarestrup et al., 1995b), a study of phage—and ribotype patterns of
bovineS. aureusfrom the Nordic countries (Aarestrup et al., 1997), the frequency of alfa-
and betahaemolysin in Danish bovine and humanS. aureus(Aarestrup et al., 1999), the
occurrence ofblaZ in Danish bovineS. aureus(Vesterholm-Nielsen et al., 1999), antimi-
crobial susceptibility of bovineS. aureusfrom Europe and USA (De Oliveira et al., 1999),
and geographical variation in the presence of staphylococcal enterotoxins (Larsen et al.,
2001).

2.4. Beta-lactamase testing

All strains were initially tested for penicillin resistance using Oxoid’s antimicrobial sus-
ceptibility tests discs containing 10 IU penicillin G and were further tested for their ability
to produce beta-lactamase enzyme using the beta-lactamase, Diagnostic Tablets, according
to the manufacturers guidelines (A/S Rosco, Tåstrup, Denmark).

2.5. Phage typing

Strains were phage typed at Statens Serum Institut, Denmark, using the international set
of typing phages for human strains according to the method ofBlair and Williams (1961).
In addition, two Danish experimental phages 89 and 93 (Bülow, 1968; Jessen et al., 1969)
were used to differentiate among strains of group III and the 83A-complex. All strains
were initially typed at routine test dilution (RTD), though when not typeable, 100× RTD
and 1000× RTD were applied. The isolates were subdivided into nine phage groups and
complexes as follows: 80-complex (80 and/or 81 in combinations with 52 and/or 52A),
group I (combinations of 29, 52, 52A, 79, 80), group II (combinations of 3A, 3C, 55, 71),
group III (combinations of 6, 42E, 47, 53, 54, 75, 77, (81), 83A, 84, 85, 89, 93), 83A-complex
(combinations of 83A, 84, 85, 89, 93), 94,96-complex (combinations of 94,96), type 95,
(95), a mixed group, NI (cross combinations of the above mentioned groups/complexes),
and a non-typeable group, NT (not typeable at 1000×RTD) (Parker, 1962, 1983; Renneberg
and Rosdahl, 1992). Strains with mixed phage reactions and lytic reactions in combination
with phage group II were re-tested.
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2.6. Minimum inhibitory concentration determinations

Before minimum inhibitory concentration (MIC) determination was performed, all iso-
lates were revived by subculture on 5% bovine blood-agar and incubated for 18–24 h at
35–37◦C. The MIC determinations were performed by a broth micro-dilution method (Sen-
sititre, Westlake, OH) in accordance to the manufacturers guidelines and the National Com-
mittee for Clinical Laboratory Standards (NCCLS) (NCCLS, 2000). The MIC panels con-
sisted of commercially prepared 96-well microtiter plates (Sensititre) containing the follow-
ing dehydrated antimicrobial agents (dilution range): avilamycin (2–32�g/ml), bacitracin
(16–14�g/ml), ceftiofur (0.12–16�g/ml), chloramphenicol (2–64�g/ml), ciprofloxacin
(0.12–8�g/ml), erythromycin (0.12–16�g/ml), florfenicol (1–64�g/ml), gentamicin
(1–32�g/ml), kanamycin (4–128�g/ml), oxacillin+ 2% (0.5–8�g/ml), penicillin (0.06–
16�/ml), spectinomycin (8–256�g/ml), streptomycin (2–128�g/ml), sulphamethoxazole
(8–512�g/ml), quinupristin/dalfopristin (1–32�g/ml), tetracycline (0.5–32�g/ml), tia-
mulin (0.25–32�g/ml), trimethoprim (1–32�g/ml), trimethoprim+ sulphamethoxazole
(0.25–16�g/ml), vancomycin (1–32�g/ml), and virginiamycin (1–32�g/ml). The follow-
ing quality control strains were included with each batch:S. aureusATCC 29213,Ente-
rococcus faecalisATCC 29212,Escherichia coliATCC 25922, andPseudomonas aerug-
inosaATCC 27853 (NCCLS, 2000). All panels were read after incubation at 36◦C under
aerobic conditions within the timeframe of 18–24 h. The first dilution in a row of an-
tibiotic with no visible growth was considered the MIC for each strain. In categorising
the MIC-results NCCLS breakpoints (NCCLS, 2000) for resistance were used. For avil-
amycin, bacitracin, streptomycin and virginiamycin no NCCLS break points are available.
For these antimicrobials break points of≥16,≥128,≥64 and≥8�g/ml, respectively, were
used.

2.7. Statistical method

Logistic regression (PROC LOGISTIC, SAS/STAT® Version 8.02, SAS Institute, Cary,
USA) was used to determine an association between penicillin resistance and phage groups
in 10 countries. Countries were included in the model to correct for unknown country
specific contributions. Corrections for over-dispersion using Pearson’s goodness-of-fit het-
erogeneity factor were used. All pairs of phage groups were compared by a statistical test.
P-values and odds ratio’s 95% confidence limits were given. For the hypothesis tests a
significance level of 0.01 was chosen.

3. Results

3.1. Occurrence of resistance among bovine S. aureus

The distribution of resistance is shown inTable 1. All 815 strains were susceptible
to oxacillin, ceftiofur, ciprofloxacin, florfenicol, quinupristin/dalfopristin, tiamulin, trime-
thoprim+ sulphamethoxazole, vancomycin, and virginiamycin. Only 1–2 strains were re-
sistant to each of the following antimicrobials; avilamycin, gentamicin, kanamycin, and
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Table 1
Percentage of resistance among 815 bovineS. aureusisolates from 10 countries

% Resistance Denmark
(N = 107)

Norway
(N = 100)

Sweden
(N = 123)

Finland
(N = 96)

Germany
(N = 102)

Switzerland
(N = 68)

Iceland
(N = 23)

USA
(N = 56)

England
(N = 98)

Ireland
(N = 42)

Total
(N = 815)

Bacitracin 3.7 14 5.7 10.4 6.9 5.9 21.7 8.9 7.1 – 7.7
Chloramphenicol 0.9 – 1.6 – 2 5.9 – 3.6 2 2.4 1.7
Erythromycin – 1 0.8 5.2 – 2.9 – 1.8 2 – 1.5
Penicillin 18.7 2 28.5 29.2 24.5 32.4 34.8 50 67.3 71.4 32.4
Spectinomycin 4.7 23 29.3 1 5.9 14.7 – 3.6 – – 10.2
Streptomycin 0.9 8 2.4 7.3 4.9 11.8 21.7 17.9 9.2 2.4 8.7
Sulphamethoxazole – 7 4.1 1 3.9 1.5 8.7 5.4 6.1 2.4 3.7
Tetracycline 1.9 2 0.8 13.5 2 5.9 4.3 21.4 5.1 9.5 5.6



138 J. Vintov et al. / Veterinary Microbiology 95 (2003) 133–147

trimethoprim. Half (50.1%) of the strains were susceptible to all 21 antimicrobial agents
tested for. Penicillin resistance was found in 32.4% of all strains and was the most fre-
quent type of resistance observed. A total of 17.5% of the strains showed resistance to
antimicrobial agents other than penicillin.

Bacitracin resistancewas found in all countries except for Ireland. The highest fre-
quency of bacitracin resistance was found among strains from Iceland (21.7%), Norway
(14%), and Finland (10.4%).Chloramphenicol resistancewas not detected in Norway, Fin-
land, or Iceland. The highest occurrence of chloramphenicol resistance was found in strains
between Switzerland (5.9%) and USA (3.6%).Erythromycin resistancewas not detected
in Denmark, Germany, Iceland, or Ireland. The highest occurrence was in Finland (5.2%).
Penicillin resistancewas found in all countries and showed a remarkable variance between
the 10 countries from as low as 2% among the Norwegian strains up to 71.4% among
the Irish strains. Four countries: Iceland (34.8%), USA (50%), England (67.3%), Ireland
(71.4%) had penicillin resistance levels above the average of 32.4%. Norway (2%), Den-
mark (18.7%), Sweden (28.5%), and Finland (29.2%) together with Germany (24.5%) all
had penicillin resistance levels below the average of 32.4%.Spectinomycin resistancewas
not detected in Iceland, England, or Ireland. The highest occurrence was found in Sweden
(29.3%), Norway (23%), and Switzerland (14.7%).Streptomycin resistancewas found in
all countries with an average of 8.7%. The highest occurrence of streptomycin resistance
was found in Iceland (21.7%), USA (17.9%), and Switzerland (11.8%).Sulphamethoxazole
resistancewas found in all countries with an average of 3.7 and 73.3% of the sulphamethox-
azole resistant strains were also penicillin resistant.Tetracycline resistancewas found in
all countries with an average of 5.6%. The highest occurrence was in the USA (21.4%) and
Finland (13.5%). A total of 82.9% of the tetracycline resistant strains were also penicillin
resistant.

3.2. Distribution of phage types

The distribution of strains in the different phage groups and phage complexes are shown
in Table 2; only phage types representing four or more strains are shown. A total of 144
different phage types were observed among the 815 strains. However, 111 phage types
contained three or less strains. Most strains belonged to the non-typeable group NT (192
isolates), phage group III (187 isolates), phage group I (129 isolates) and phage complex-80
(104 isolates). Together these four phage groups accounted for 75% of all strains in the
study. The remaining 25% of the strains were distributed among five phage groups and
complexes with most strains in the mixed group NI (69 isolates) and in declining order; the
83A-complex (44 isolates), phage group II (40 isolates), the 94,96-complex (26 isolates)
and the type 95 (24 isolates) (see alsoTable 3).

The most common phage types were phage type 29 (86 isolates), phage type 52 (39
isolates), and phage type 80 (38 isolates). The most widely distributed types among the 10
countries were phage types 95 with 24 isolates and 29/52/52A/80 with 18 isolates, each
distributed between seven countries. Two phage types, 29 and 83A, were observed in six
countries and five phage types, 80, 81, 52, 52/52A/80, and 77 in five countries. Three
phage types, 3A, 89, and 93, were found in four countries. The remaining phage types were
observed in three countries or less.
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Table 2
Distribution of phage types within 9 phage groups among 10 countries (only phage types representing four or more strains are shown)

Phage group Phage type Denmark Norway Sweden Finland Germany Switzerland Iceland USA England Ireland

80-complex 80 14 1 18 4 1
81 3 3 1 2 2
52 5 29 2 2 1
52/52A/80 2 1 4 4 3

Phage group I 29 19 3 17 41 1 5
29/52 2 1 4
29/52/52A/80 1 2 2 3 7 2 1
29/52/52A/80/79 1 1 3
29/52/52A/80/79/81 5
79 2 1 1
Other group I 1 3 1 1

Phage group II 3A 3 1 7 3
3A/3C 2 2 1
3A/3C/55/71 6 2
3A/55/71 3 1
Other group II 1 2 2 1 1 2

Phage group III 42E 1 5 8
47 11 1 1
54 1 1 5
75 3 1
77 2 1 1 1 7
Other group III 14 2 11 23 22 3 5 9 24 23

83A-complex 83A 1 4 1 1 1 1
89 3 9 1 1
93 1 1 8 1
Other 83A-complex 1 3 1 2 1 2

94,96-complex 96 8 6
94/96 4 1 7
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Table 2 (Continued)

Phage group Phage type Denmark Norway Sweden Finland Germany Switzerland Iceland USA England Ireland

Type 95 95 5 1 13 2 1 1 1

Mixed group (NI) Gr. I+ Gr. II 14
Gr. I + Gr. III 10 1 2 10 1 6
Gr. I + 83A 3 1 1 2
Gr. I + Gr. III + 95 3 1
Gr. I + Gr. II + Gr. III + 95 4
Other mixed group 5 3 1 1

Non-typeable 12 58 26 13 9 14 13 21 29
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Table 3
Distribution of penicillin resistance among different phage groups of 815S. aureusisolates from bovine mastitis in 10 countries

Countries
(N = strains)

Classification of strains
(% of strains)

Percentage of isolates distributed in phage groups

80-complex Group I Group II Group III 83A-complex 94,96-complex Type 95 Group
NIa

Group
NTb

Denmark (107) Penicillin resistant (19%) 6 1 1 3 2 5 2
Other (81%) 14 2 5 26 4 5 17 10

Norway (100) Penicillin resistant (2%) 1 1
Other (98%) 2 23 2 2 8 60

Sweden (123) Penicillin resistant (29%) 1 2 8 7 8 2
Other (71%) 25 8 9 6 3 1 20

Finland (96) Penicillin resistant (29%) 3 1 6 8 1 1 1 7
Other (71%) 19 18 2 22 2 1 1 6

Germany (102) Penicillin resistant (25%) 3 2 11 4 3 1 1
Other (75%) 41 2 14 10 2 7

Switzerland (68) Penicillin resistant (32%) 1 3 3 15 10
Other (68%) 20 23 2 9 1 10

Iceland (23) Penicillin resistant (35%) 9 9 9 13
Other (65%) 4 13 4 4 39

USA (56) Penicillin resistant (50%) 2 2 4 5 2 2 2 32
Other (50%) 13 4 7 13 2 7 6

England (98) Penicillin resistant (67%) 3 6 37 2 6 13
Other (33%) 4 5 5 1 3 14

Ireland (42) Penicillin resistant (71%) 67 5
Other (29%) 29

Total (815) Penicillin resistant (32%) 2 2 2 13 3 0.5 2 3 6
Other (68%) 11 14 3 10 3 3 1 5 17

a Phage group NI is a mixed group that contains strains lysed with phage types of different phage groups.
b Phage group NT contains non-typeable strains.
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In general, phage types of group I (group I and 80-complex) predominated in all countries,
except the USA, England and Ireland where phage types belonging to group III were most
common.

The countries showed a different pattern of dominating phage types. Phage type 80 from
the 80-complex was the most common in Denmark and Finland, whereas phage type 52 was
in Sweden. Phage type 29, alone or in combination with other phage group I phage types,
were present in all countries except for Iceland and Ireland and it was most common in
Norway, Finland, and Germany. Group II (type 3A) and type 95 were common in Sweden
and the 83A-complex in both Sweden (type 89) and Switzerland (type 93). Phage type 47
was common in Denmark, but only found in low numbers in other countries. Phage type
42E was common among phage group III isolates from Finland, whereas both phage type
42E and phage type 77 was common in England. Phage type 96 was common in Norway
and both phage type 96 and phage type 94, of the phage complex-94,96, was present in high
numbers among strains from Germany. Other countries had low or no occurrence of strains
belonging to the phage complex-94,96.

3.3. Associations between penicillin resistance and phage types

In the phage complex-80, 85% of the penicillin resistant strains were of phage type 52 or
81. Phage type 80 seemed to be less related to penicillin resistance compared to the other
phage types within the 80-complex. In phage group I, 85% of the penicillin resistant strains
were of phage type 29 or 29/52. In phage group II, nine different phage types were associated
with penicillin resistance, however 31% of the strains were of phage type 3A/3C/55/71. In
phage group III, 109 strains and 49 phage types were associated with penicillin resistance.
England and Ireland contributed 62% of these strains and 21 phage types. The most common
phage type associated with penicillin resistance, alone or in combinations with others in
phage group III (regardless of the national occurrence of penicillin resistance) was phage
type 42E that was found on 60% of the strains. The second and third most common lytic
reaction was phage type 47 and 54. In the 83A-complex, 30% of the penicillin resistant
strains were phage type 83A and 22% were phage type 93. In the 94,96-complex, all
penicillin resistant strains were of phage type 94,96. In the mixed group (NI) the strains
carrying penicillin resistance typically had combinations of phage types related to penicillin
resistance in other phage groups.

3.4. Associations between penicillin resistance and phage groups

The distribution of penicillin resistance among phage groups in 10 countries is shown in
Table 3. A general association between phage groups and penicillin resistance was observed
in all countries.

The 80-complex and phage group I together with the phage complex-94,96 and the
mixed group (NI) were not associated to penicillin resistance, whereas phage group III, the
83A-complex, and type 95, were significantly associated with penicillin resistance (P <

0.01). When compared to the phage complex-80 the significance level in the following phage
groups was: phage group III (P = 0.0066, OR= 0.1506, CI 95%= 0.0385–0.5900), the
83A-complex (P = 0.0098, OR = 0.1037, CI 95%= 0.0186–0.5792), and the type
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95 (P = 0.0069, OR = 0.0592, CI 95%= 0.0076–0.4607). When compared to the
phage group I the significance level in the following phage groups was: phage group III
(P = 0.0023, OR= 0.1219, CI 95%= 0.0315–0.4722), the 83A-complex (P = 0.0055,
OR = 0.0839, CI 95%= 0.0146–0.4830), the type 95 (P = 0.0046, OR= 0.0479, CI
95% = 0.0059–0.3924), and phage group NT (P = 0.0089, OR= 0.2176, CI 95%=
0.0694–0.6823).

Phage group II showed an association with penicillin resistance within aP < 0.05
significance level in contrast to the phage complex-80 and phage group I, but did not meet
the defined significance criteria ofP < 0.01 and the CI 95% limits were very wide.

When comparing the countries with the lowest (Norway and Denmark) and the highest
(England and Ireland) occurrences of penicillin resistance it was observed that (1) penicillin
resistance was related to phage group III, and (2) that the diversity of phage groups was
diminished in England and Ireland.

4. Discussion

The present study was conducted to investigate the association between antimicrobial
resistance and phage types in an international collection of bovineS. aureusisolated from
cases of clinical and subclinical mastitis.

Several studies worldwide have reported susceptibility to antimicrobial agents inS. au-
reus from bovine mastitis. In most of these studies, a frequent occurrence of penicillin
resistance has been found, while there has only been a limited occurrence of resistance
to other antimicrobial agents (Werckenthin et al., 2001). This was also confirmed in the
present study. Major differences in the occurrence of penicillin resistance have also been
observed between countries (Aarestrup and Jensen, 1998). Thus, previous reports have, as
also observed in this study, found very high frequencies of penicillin resistance in the USA,
England and Ireland, whereas the occurrence of penicillin resistance in the Scandinavian
countries (Denmark, Norway and Sweden) is low (Aarestrup and Jensen, 1998). This dif-
ference may be attributed to the differences in the antimicrobial policy in these countries. In
general it is believed that the Scandinavian countries have a more restrictive antimicrobial
policy compared to most other countries. The remaining European countries investigated
in this study (Germany, Switzerland, Iceland, Finland) had intermediate levels of penicillin
resistance as also observed in previous studies (Aarestrup and Jensen, 1998).

Phage typing has previously been used in several investigations of the epidemiology ofS.
aureusmastitis (Davidson, 1961; Fox et al., 1991) and a high typeability has in general been
reported in most studies (Swartz et al., 1985; Mackie et al., 1987; Fox et al., 1991; Aarestrup
et al., 1997). In the present study a relatively high typeability was observed among isolates
(76%), though a large number of phage group NT were found in Norway and the USA
(Table 3).

In general, the majority of bovine isolates are lysed by phages belonging to phage group
I and III (Frost, 1967; Davidson, 1972; Holmberg, 1975; Swartz et al., 1985; Mackie et al.,
1987). This correlates with the findings in this study. However, some studies have found
domination of phage group II (Thorne and Hallander, 1970; Younis et al., 2000) and high
levels of a mixed group (NI) (Adesiyun, 1994), together with presence of phage group III
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isolates. In this study 5% of the strains belonged to phage group II and 8.5% belonged to
the mixed group.

In the present study it was observed that a large number of types can cause bovine
mastitis but also that some predominant types were restricted to a single or a few countries
only while other types were found in several different geographic regions. In other studies
on characterisation of bovineS. aureuspatterns of geographical enclosed clones similar
observations have also been done (Matthews et al., 1994; Aarestrup et al., 1995b; Kapur
et al., 1995; Pantucek et al., 1996; Fitzgerald et al., 1997; Lange et al., 1999; Raimundo
et al., 1999; Su et al., 2000; Zadoks et al., 2000; Buzzola et al., 2001) suggesting that a few
specialised clones ofS. aureusare responsible for the majority of cases of bovine mastitis
and that these clones have a broad geographic distribution. Thus, previous and the present
study show that a limited number of clones are responsible for the majority of cases of
bovine mastitis. Some of these clones have a broad geographic distribution, while others
are restricted to individual countries or regions.

In the present study a strong association between phage types and resistance to penicillin
was observed among strains from all countries. Thus, phage types, within phage group I,
were mostly susceptible to penicillin while there was a high frequency of resistant strains
within phage group III. Phage group I was common in countries with a low frequency of
resistance. Thus, if it is assumed that the use of penicillin is the major selection force for
penicillin resistance then this would imply that the use of penicillin has selected for penicillin
resistant variants ofS. aureusin countries such as England, the USA and Ireland, whereas
the original susceptible variants still are common in countries with a low occurrence of resis-
tance like Denmark and Norway. In contrast it could also be that management or other factors
have selected for certain phage types that happened to be penicillin resistant. Thus, that se-
lection for resistance has nothing to do with usage of penicillin. An indication that the first
assumption might be true can be found in the fact that the occurrence of penicillin resistance
within isolates of phage group I also was higher among isolates from England compared
to countries with a low frequency of penicillin resistance. Resistance to penicillin has also
previously been found associated with phage group III among a limited number of bovineS.
aureusisolates from South African dairy herds (Giesecke et al., 1972; Swartz et al., 1985).

Another indication that penicillin has influenced the diversity of the natural population
of bovine S. aureusis the lack of isolates in phage group II and phage complex-94,96
found in countries with an occurrence of penicillin resistance above average in the present
study. These two phage groups have been found to harbour phage group specificity deter-
mined by phage restriction and phage modification systems making it difficult for them to
adopt foreign DNA (Asheshov et al., 1977; Parker, 1983; Van Boven, 1974). In a selective
environment these groups will therefore probably have a growth disadvantage.

Among human isolates ofS. aureusassociations between changes in phage patterns
and development of penicillin resistance has been observed (Parker, 1983; Rosdahl et al.,
2000). In a study on 276S. aureusisolates from 1927 to 1947, before usage of penicillin
became widespread, this distribution of phage types and groups were found: (group I (32%),
80-complex (22.1%), group II (21.6%), group III (8.8%), group IV (phage type 42D) (4.6%),
type 187 (2.6%), mixed group (7.7%) and non-typeable (29.7%)) (Blair and Carr, 1960). The
same distribution of phage types was also found in another study in 1945 on 1340 isolates
(Wilson and Atkinson, 1945). During the 1960s, penicillin resistantS. aureusisolated from
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humans were dominated by the phage complex-52/52A/80/81. These were later replaced
by the more multi-resistant phage group III and 83A-complex, but since the end of the
1970s most human strains (80–90%) have been penicillin resistant, due to production of
beta-lactamase, without belonging to a dominating phage group or complex (Parker, 1983;
Renneberg and Rosdahl, 1992). In a Danish survey of humanS. aureusfrom hospital
infections during 1977–1990 it was shown that penicillin resistance increased from 78.7
to 85.5%. The change in phage type pattern showed that the increase was caused by the
introduction and spread of many resistant strains of type 95 and the 94,96-complex, and an
increased occurrence of resistant strains of phage group II (Renneberg and Rosdahl, 1992).
These results could suggest that the strains infecting the bovine udder are undergoing similar
changes in the distribution of types, probably also influenced by selective pressures through
the use of penicillin and other drugs.

5. Conclusion

In conclusion, this study showed that a large number of type ofS. aureuscan cause bovine
mastitis, but that some types predominate. Penicillin resistance is widespread amongS.
aureusfrom bovine mastitis, but resistance to other antimicrobial agents is limited, and an
association between phage group III and penicillin resistance was observed. These findings
could suggest that the use of penicillin in the bovine environment has selected for specific
types ofS. aureusin countries with a high frequency of resistance.
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