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Bovine mastitis is caused mainly by certain Staphylococcus and Streptococcus
species. The sequences of the 165-23S rRNA spacer regions were determined
for the nine species which cause mastitis: Staphylococcus aureus,
Staphylococcus chromogenes, Staphylococcus epidermidis, Staphylococcus
hyicus, Staphylococcus simulans, Staphylococcus xylosus, Streptococcus
agalactiae, Streptococcus dysgalactiae and Streptococcus uberis. Significant
variation was found between the spacer sequences of different species with
the lengths of the spacers varying from 240 to 461 bp. Between genera the
spacers shared only short conserved regions (8-9 bp) and within genera the
sequence identities varied from 53 to 85%. This variation made it possible to
construct specific primer pairs for these species and genera. The specificities of
these primers were tested with 25 bacterial species and 51 isolates from cattle
with clinical mastitis. The DNA-based identification of the mastitis species was

mostly successful.
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INTRODUCTION

Bovine mastitis is a multifactorial disease and is one of
the most difficult to control. It can be caused by many
different bacterial species, the most common of which
are Staphylococcus and Streptococcus species. The
prevalence of different species varies geographically,
temporally and also due to control measures adopted in
herds. In addition, different pathogens are typical of
different types of mastitis (clinical, subclinical or heifer
mastitis).

In many countries the most common bacterial species
causing mastitis are Staphylococcus aureus, Strepto-
coccus dysgalactiae and Streptococcus uberis (Aarestrup
et al., 1995; Ministry of Agriculture and Forestry
Mastitis Committee, 1989; Jonsson et al., 1991). Strepto-
coccus agalactiae was previously the most common, but
due to the use of antibiotic therapy its prevalence has
decreased in many countries (Bramley & Dodd, 1984).
The importance of coagulase-negative staphylococci
(CNS) as pathogenic agents has been under discussion

Abbreviations: ATC-PCR, Air Thermo-Cycler PCR; CNS, coagulase-nega-
tive staphylococci.

The GenBank accession numbers for the sequences reported in this paper
are U39765-U39773, U39813-U39814 and U90010-U90027.

(Kloos & Bannermann, 1994). CNS are part of normal
skin flora and have previously been regarded only as
minor pathogens. However, the proportion of CNS
mastitis has increased markedly during the last decade
(Myllys et al., 1994). The most frequently isolated CNS
species include Staphylococcus byicus, Staphylococcus
simulans, Staphylococcus epidermidis, Staphylococcus
chromogenes and Staphylococcus xylosus (Harmon &
Langlois, 1989; Jarp, 1991; Todhunter et al., 1993;
Aarestrup et al., 1995 ; Honkanen-Buzalski et al., 1994).

The identification of pathogens causing mastitis is
important for disease control and epidemiological
studies. In a clinical laboratory this is done using
traditional microbiological methods (Klastrup &
Schmidt Madsen, 1974). The species determination
usually takes at least 24 h. There are no rapid and cheap
methods available for the classification of CNS to the
species level and therefore CNS species are usually
determined only at the group level. There are com-
mercial biochemical kits available for the determination
of CNS species (e.g. API-Staph, Staph-Ident, Staph-
Trac, Staph-Zym) but they have proved unreliable for
the identification of veterinary pathogens (Watts &
Yancey, 1994).

The development of molecular biological methods, such
as nucleic acid analysis, protein patterns or fatty acid
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profiles, has added possibilities for the rapid identi-
fication of bacteria (Busse et al., 1996). Species-specific
DNA sequences can be used for the identification of
bacterial species. The 165-23S rRNA intergenic spacer
of the ribosomal RNA operon (rrn) has proven useful
for identification of strains and species (Barry et al.,
1991; Jensen et al., 1993; Giirtler & Stanisich, 1996).
The spacer region is considered non-functional and is
consequently argued to be under minimal selective
pressure (Barry et al., 1991). Its evolutionary rate is 10
times greater than that of 16S rDNA (Leblond-Bourget
et al., 1996), the sequence of which is routinely used for
phylogenetic studies of bacteria (Ludwig & Schleifer,
1994). The high evolutionary rate makes it possible to
distinguish closely related bacterial species.

The aims of this study were to determine the sequences
of the 165-23S rRNA intergenic spacers from the most
common staphylococcal and streptococcal bovine mas-
titis pathogens and to investigate the possibility of
designing species-specific oligonucleotide primers from
the spacer sequences for the rapid identification of these
bacterial species.

METHODS

Bacterial strains and culture conditions. All bacterial species
and strains used in this study (Table 1) were grown aerobically
in Tryptic Soy Broth (Difco) at 37 °C. Most of the specificity
control species (Table 2) were obtained as cultures on agar
plates or as DNA. The rest of the control species (e.g. all
Lactobacillus species) were grown as recommended in the
ATCC catalogue. Mastitic milk samples were obtained from
the Food and Environmental Laboratory, Oulu, Finland and
from the National Veterinary and Food Research Institute
(EELA), Helsinki, Finland. Milk samples were cultivated
overnight on M17 (Difco) agar plates at 37 °C. The total
bacterial mass was harvested for DNA isolation. For PCR
sensitivity tests, Sta. aureus DNA was isolated directly from
mastitic milk according to the method described by Hynes et
al. (1992).

Bacterial DNA isolation and amplification of spacer region.
Genomic DNA was isolated by the method of Anderson &
McKay (1983) with modifications described by Steenson &
Klaenhammer (1985). Oligonucleotide primers used for ampli-
fying the 165-23S rRNA intergenic spacer region were selected
from the conserved regions at the 3’ end of the 16S rRNA and
the 5' end of the 23S rRNA genes. The sequences of the
primers were 5" GTCGGAATCGCTAGTAATCG 3’ for 16-
1A (bases 1333-1352 in the Escherichia coli 16S rDNA
sequence, A14565) and 5" GGGTTCCCCCATTCGGA 3’ for
23-1B (bases 130-114 in the E. coli 23S rDNA sequence,
A14566). PCR was performed in a DNA thermal cycler 480
(Perkin-Elmer) with a DyNAzyme DNA Polymerase Kit
(Finnzymes). A typical reaction mixture (50 pl) consisted of
reaction buffer (10 mM Tris/HCI, pH 88, 1-5 mM MgCl,,
50 mM KCl, 0-1% Triton X-100), 200 uM each dNTP, 1 uM
16-1A and 23-1B primers, 5 ng bacterial DNA and 0-5U
DyNAzyme DNA polymerase. The reaction mixtures were
overlaid with mineral oil (Sigma), incubated at 92 °C for
2 min, then subjected to 30 cycles of 95 °C for 30's, 55 °C for
30's, 72 °C for 30 s. Amplification products were analysed on
1:5% (w/v) agarose gels.

Sequencing methods. PCR products from the spacer regions
were sequenced directly by a cycle sequencing method using a
CircumVent Thermal Cycle Dideoxy DNA Sequencing Kit
(New England Biolabs). Sequencing reactions were performed
using 15 cycles of 95 °C for 40 s, 55 °C for 30 s and 72 °C for
2 min. The oligonucleotide fragments produced were sep-
arated on polyacrylamide gels (Sequagel-6, National Diag-
nostics). Both strands of DNA were sequenced. If the
sequencing was not performed using the total PCR products,
the products were cloned into a TA-cloning vector (Original
TA Cloning Kit, Invitrogen). Ten positive clones were selected
from each species, and plasmid DNA was isolated by alkaline
lysis—-PEG precipitation (Sambrook et al., 1989). Inserts were
sequenced using a CircumVent Thermal Cycle Dideoxy DNA
Sequencing Kit or DNA Sequencing Kit for the ABI Prism
automatic sequencer (Perkin Elmer).

Analysis of sequence data. The sequences were analysed with
DNAsIs version 7.0 (Hitachi), and with GCG version 6.0
(Devereux et al., 1984).

Table 1. Bacterial strains used for determination of 165-23S rRNA spacer sequences

Species Strain* Length of tRNA in GenBank accession no.
spacer (bp) spacer

Str. agalactiae ATCC 27956 279 Ala U39765

Str. dysgalactiae ATCC 27957 285 Ala U39767

Str. uberis ATCC 27958 340 Ala U39768

Sta. aureus ATCC 25923 458 Ile U39769

Sta. chromogenes ATCC 43764 279 - U39770

Sta. epidermidis ATCC 12228 261-263 - U39771, U90018-U%0021

Sta. hyicus KNS 264/92 375-380 - U39772, U90010-U90015
461 Ile U90016

Sta. simulans ATCC 11631 240-242 - U39813, U90022-U90027
333 Ile U39814

Sta. xylosus ATCC 12162 283 - U39773, U90017

*The ATCC strains were obtained from the American Type Culture Collection, Rockville, MD, USA
and the KNS strain was obtained from EELA, National Veterinary and Food Research Institute,

Helsinki, Finland.

3492



165-23S rRNA spacer sequences of bovine mastitis pathogens

Table 2. Bacterial strains used for assessing the specificity of primers

Species

Strain

PCR products*

Actinomyces pyogenes
Bacillus cereus
Corynebacterium bovis

Enterobacter cloacae

Enterococcus sp.

Escherichia coli

Klebsiella oxytoca

Klebsiella pneumoniae

Lactobacillus acidophilus

Lactobacillus casei

Lactobacillus delbrueckii

Lactobacillus belveticus

Lactococcus lactis

Leptospira borgpetersenii serovar
hardjo subtype hardjobovist

Micrococcus varians

Mycoplasma bovis

Nocardia brasiliensis

Peptococcus indolicus

Propionibacterium freudenreichii

Pseudomonas aeruginosa

Str. bovis

Str. thermophilus

Str. zooepidemicus

Isolated from mastitic milk+
Isolated from mastitic milk$
EMO-M/18-1-174

Isolated from mastitic milkt
Isolated from mastitic milkt
Isolated from mastitic milkt
Isolated from mastitic milk}
Isolated from mastitic milk}
ATCC 4356

ATCC 27092

ATCC 15808

ATCC 15009

F7/2 industrial starter strain
Clinical isolate

Isolated from mastitic milkt
Donetta

HAMBI 1960

AHC 14990+

ATCC 6207

Isolated from mastitic milk}
ATCC 27960

ATCC 19987
EMO-M/18-111-63%

STAX (150 bp—2-8 kb)
STRA (1-5 kb);
STAS (2-4 kb)
STR
STAX (200 bp—1'6 kb)

STAX (500 bp—1 kb)
STAH (240 bp)

STR
STR
STR

* The DNA of these strains were tested with STAA, STAC, STAE, STAH, STAS, STAX, STRA, STRD,
STRU, STA and STR primer pairs (Table 4). Primer pairs which yielded a PCR product are indicated.

t The subtype was determined by restriction endonuclease digestion of genomic DNA.

$Strains isolated from mastitic milk were obtained from EELA, National Veterinary and Food

Research Institute, Helsinki, Finland where the species was determined.

PCR with species-specific primers. Based on the comparison of
the nucleotide sequences of the spacers, specific primers were
designed for each of the species. Genus-specific primers for the
Staphylococcus and Streptococcus species included in this
study were also constructed. The PCR reactions were carried
out as above using optimized MgCl, concentrations for each
primer pair (see Table 4). A rapid new generation thermal
cycler, Air Thermo-Cycler (ATC, Idaho Technology), was
also tested for amplification with the specific primer pairs.
ATC-PCR uses glass capillary tubes instead of microcentrifuge
tubes, which are incubated at 94 °C for 15 s, then 30 cycles of
94 °C for 0's, 55 °C for 0's and 72 °C for 15 s. This program
takes a total of 15 min instead of 2 h using a conventional
thermocycler. The reaction buffers included 0-25 ug BSA ml~.
The MgCl, concentrations used in ATC-PCR are listed in
Table 4.

RESULTS AND DISCUSSION
Amplification of the spacer region for sequencing

Primers complementary to conserved sequences near the
3’ end of the 16S and the 5" end of the 23S rRNA genes
were used to amplify the 165-23S spacer from nine

species which commonly cause mastitis. In staphylo-
coccal species more than one PCR product was detected,
although in all cases one band predominated. It is
known that the bacterial genome can contain several rrn
operons, e.g. Sta. aureus has nine operons (Giirtler &
Barrie, 1995). The size of the main band differed between
species. The weaker bands may also represent hetero-
duplex molecules resulting from cross-hybridization of
amplification products from different kinds of operons
(Jensen & Straus, 1993).

Sequencing the spacer regions from total PCR
products

The 165-23S spacer region from streptococcal species
and Sta. chromogenes could be sequenced directly from
the PCR products. This indicated that there was a low
level of sequence variation in the rrn operons within
these species. Only the spacer sequence of Sta. chromo-
genes contained a variable nucleotide site (marked S at
position 331 in Fig. 1a), with both G and C detected at
this position. The previously published spacer sequence
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of Str. agalactiae (GenBank accession no. 1L31412; Hall
et al., 1995) was compared to our Str. agalactiae
sequence and only one insertion/deletion and one
substitution were found (positions 98 and 351 in Fig.
1a). Sequencing of the spacer region from Sta. aureus,
Sta. epidermidis, Sta. hyicus, Sta. simulans and Sta.
xylosus gave multiple sequences that could not be read,
suggesting the presence of insertions and /or deletions in
the 165-23S spacer regions of different rrn operons. The
purification of the main PCR product from agarose gels
for sequencing did not improve the readability of
sequences, possibly because the insertions and/or de-
letions were too small to cause sufficient length variation
in the spacers. The aligned nucleotide sequences of the
spacer regions of streptococcal species are shown in Fig.
1(b) and the spacer region of Sta. chromogenes is shown
in Fig. 1(a).

Sequencing the spacer regions from plasmid clones

The PCR products from the spacer regions of Sta.
aureus, Sta. epidermidis, Sta. byicus, Sta. simulans and
Sta. xylosus were cloned into TA-cloning vector. Ten
clones from different PCR amplifications were se-
quenced from Sta. epidermidis, Sta. byicus, Sta. simulans
and Sta. xylosus. Several different spacer sequences were
obtained: five from Sta. epidermidis, seven from Sta.
hyicus, eight from Sta. simulans and two from Sta.
xylosus (Fig. la, clone types A-H). Most of the
differences between the sequences from a single strain
were single base insertions/deletions and substitutions.
Given that the rate of artefactual misincorporation
during PCR is relatively low and random, it is likely that
these differences represent mutations present in the
genome. The first sequence shown for each species (Fig.
la) was obtained from clones from two independent
amplifications. Some substitutions and insertions/
deletions of tRNA genes were also found. All the
streptococcal species had a tRNA-Ala gene in the spacer
and Sta. aureus, Sta. byicus and Sta. simulans had a
tRNA-Ile gene in some of their rrn-operons (Fig. 1,
Table 1). In general, however, the sequence variation
within species was very low. From Sta. aureus only one
clone was sequenced, since the sequences of all Sta.
aureus rrn operons have been published previously by
Giirtler & Barrie (1995). Our cloned Sta. aureus spacer
sequence was 99% homologous to the allele rrnF
(GenBank accession no. U11779; Giirtler & Barrie,
1995), with only three single base insertions/deletions
and four mismatches.

Sequence variation between species

The pairwise sequence identities between 165-23S
spacer sequences of different species were calculated
using the DNA Maximum Homology program of
DNASIS (Table 3). This program favours short deletions
over long ones and may overestimate the influence of a
long deletion on the degree of DNA identity. The

sequence identity between species within a genus varied
from 53 to 85%. The calculated sequence identities
between species of different genera were about 50 %, but
because gaps were used freely, this is an overestimate.
The sequences were aligned manually in Fig. 1(a) and (b)
to minimize the number of sequence differences. The
spacer sequences for Str. bovis (GenBank accession no.
U39766; this study) and Str. thermophilus (U3296S5;
Tilsala-Timisjirvi & Alatossava, 1997) were included in
the alignment (Fig. 1b) to obtain more information
about the variation of the spacer regions within the
Streptococcus genus. This knowledge was important for
the design of species-specific primers. The amount of
sequence difference between staphylococci and strepto-
cocci prevented their reliable alignment. The only
regions of sequence similarity (> 8 bp) between these
two genera have been indicated in the alignments (Fig.
1a and b). Both conserved regions are important for
RNA processing (Chiaruttini & Milet, 1993). When com
paring the species within genera, the 3’ terminal third of
the spacer region was found to be highly variable and
difficult to align, especially in staphylococcal species.
The 5’ terminus was more conserved (Fig. 1).

Design of primer pairs from the species-specific
sequence regions

The variation between the 165-23S spacer sequences of
different mastitis pathogens made it possible to design
specific primer pairs for each of the nine species
considered in this study. The oligonucleotides were
selected near the ends of the spacer region (Fig. 1, Table
4). In addition, primer pairs for Staphylococcus and
Streptococcus were designed (Fig. 1, Table 4). The
primer pairs were selected so that the same PCR cycling
conditions could be employed for all of them. The
optimum MgCl, concentrations were adjusted for both
conventional PCR (Perkin-Elmer 480) and ATC-PCR
(Table 4). There was some sequence variation within
species at the primer regions. In those cases the primers
were selected from the most common spacer type.
Species-specific PCR primers have been published pre-
viously for some of the species (although not for strains
isolated from cases of bovine mastitis) from the 16S
rRNA gene, e.g. Sta. aureus and Sta. epidermidis (Saruta
et al., 1995; Gribaldo ez al., 1997).

Sensitivity of the primers

Products were detected using as little as 50 pg purified
bacterial DNA, with 35 cycles in PCR. The DNA
concentrations were measured with a spectrophoto-
meter (Gene Quant II, Pharmacia Biotech) and with a
fluorometer (TKO100 Mini-Fluorometer, Hoefer Scien-
tific). When the sensitivity of the primers was estimated
by isolating DNA directly without cultivation from
mastitic milk samples containing Sta. aureus, a 1 pl milk
sample containing 40 c.f.u. yielded a PCR product
(results not shown).
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(a)

1 10 20 30 40 50 60 70 80 90 100
Ul1779 AAGGATA-TA TTCGGAACAT CTTCTTCAGA AGATG----C |[GGAATAACG- -TGACATATT GTATTCAGTT TTGAATGTTT ATTT----AA CATTCAAA-- 196
au Fkdddedk otk kdkdkhedkdeokd dhdrddddddh Adddd W Rkl ek_ Lk kkkkkdekk kkdefedekkkk ok kkkkkhdek ko hkbdk ek k ek kkokde 87
cr FddedkdkkDkde KARRNERTRE FQOTRATRAG Cr*¥ ¥ PAA———— [Khhdkkdk k(G _Phkkkhkdkdh Ik kPekhkkdhdh *kkdkhk*CkC *** ¥ TOGAGE * ¥ ¥k kk ke 93
ep-A Fkkdkkkokk hkkkkkkkkh KRNANAN—NR WA RAAD— [RRGRRI kL kKRR AR R Rk kKA IR Kk kI kAR Ak kk hkkdh /2
ep_B dedkkddkk—dkk hkkhhkkkkk khkkkAkoddk kh kAR N Ak GRkhhk ko okkhkdedkdk ok dpekhkhkk kokkdkddokkk kb ek ok kb 82
ep-C Fedededed ok ok okk AR K Rk d KA KRR ARk dekk k(G [hekkkdoddeokd L deddddekkord dekkfiokddkdokode dedokdokdkok ek kb ek dekekkok ok 84
ep_D Fhdkddkmkk kkkdkhkhkhkhkkhk hhkdkAkokdk khkkd DG [khkkkdkkhdho _kkkddkdkdkdkdk ok kekkkkkd kdkkkdkdkddhkk Ak koo _kk kkkkk ko 84
ep-E Fokkkkkkokk kkkkkh kA Ak kR AN Rk kKA Mok Ghkkkk ok _kkkdkdokded kobkfekddodok ke dekkkkdokkokdk kkwo ok kkkk ok 83
hy-A Fdedkkk ke fkk ARRERNRTHE FQONRRAGHC GHTA————a [krkdkdkdeddd_ DNNdekdhkdkdk *hklekhkddkd dhkhkk*(hC *¥XXToGAGGE =—******C— 90
hy-B FkkkkkkAkk KKKk kkThk KGOR*SAGKC GXTA—————* [hkdkdddrrh_ DARkkkhdkddh dhkPrkkdkdkdd *kkhkkkChC ¥ kXX T-GAGG ~****¥*Cou 90
hy-C dkkkkdkkd KPR RK kR TRR KGORKNAGHC GFTA=mmmm® [FhkddkdkhkkkG PAAF kkkdkdk dhkfrkkddkkde khkkhkkChC * WX XToGAGGE —******Cou 91
hy-D dokkkkkk Nk APk kkkhThk KGO, KAGKC G TAm————% [kkkkkdkhho ARKkAhkokoksk [P —— Tk Ak *kkOXC *E*NT—GAGG ~** ¥ Xk * e 90
hy-E Kkkkdkk Pk kPRI K KX RThA KGRI A NAGHC GFTA-—m—=® [FRI kA k k(G PRk hdkhdk Shkfehkhdks *kxk kI *CHC *¥X**¥T-GAGG —**¥**+C—— 90
hy-F Sdedkk kA kk KPR KR * TR KGOKRKAGHC GFTA=mm—m=® [Fhkkdkddeokdh Pfikdkkkkdd dkkfkkdokdd *khkkkkdkChC Y k¥ *ToGAGG —****%*Cou 90
hy-G dkkkkkk Dbk AQR kK kkT,, kGERRKAGHC GFTA—————* [FrAk*khk kG _Akkhkkkkk *hkfehdkdkkdd Ahkkdkkk*kCkC ¥ kX ¥ APTGKG —****M**TT 93
si-A Thdkkkk_kdk WRRERNIARRG TRVAQGOAG* * *ACK A AAN-* [k kdekdddedh _dkkdkkdkdokdr dkkfkhhhkdkddh dkkdkhkhdhh *hbkha GAK, *xkdkrerGa 93
si-B Fkdedk kA Phk hkkkk Rk kR (G THA*GOAGK* ¥ACHHFADD-F* [Frdddhddd . _kkkkhddhd dkkfehdhddh dhddkdhkhhd *hrkkGAKK Sk hd ke r G 94
si-C Fkkdkdkh_kk kkkkkk kARG The*GCAGH* *ATHFARR-F [Fkddkkkddr_ _kkkdkdkdhd kkkfedkdkhhd dkddkdkddohdd kkkk o GAXK *kkkdhh kG 93
si=-D Fdkkdkkkdk hkkhkhkhkd A T dGCAGY* ¥AT**AAA—F [hddkhkhkkhho _ddkdkhkhkakkd kkk dekdkhk kkkhkhkhkd khk ko (GAKY Kk khhdkk (G 93
si-E Hkkdkkkoddk kkkkk kR kR (G TH**GCAGH* YACH¥ADA-T [Frhdhhhkddh _kkkkhkkhhkh dhkfekkhhhh dhdkdrhhhhd *kkk o GAKN Fdddhddk kG 93
si-F Fkkkdk ek Phok hkkkkkkdG Ter¥GCAGH* *ACK ¥ AAR-T [Fhrsddhhh_ _dkhkhkddd dkkferdddkdd khkkhhddkd *hkko_GA¥Y, SkkkkkrkGo 94
8i-G kR kR ok kkk ko ko k(G ThrKGOAGR* *AC,FARR-~* Pridedkkkhho _dkkkkdkddk kkdhfokddkhhk kkdddkdedddr khkkk—oGAKK *kkkdkhxrGo 94
si-H Kkkkddk_dk Kkkkkdkrk(G TrR*GOAGH* *ACK*ADA—* [rksdkkdddh_ _dkkdkhdkd ***t****** dkkkkhhkhkkd khkko_(GAKk XXX KXXCGT 94
XY‘A Thdkkdhokd kkkkdkkkkkr kehRAATREE AARNRACAGR (AR kkkdk kAT wkkkkkddkd ddhkfekdrdhdd *khkdkkkxOrC ¥* koo GGXG TH¥*¥**—_GT 93
xy-B kkkkkd ok _kk kkkkkhkok ok Kk kk kA TRRG kAR QCAGA KRk kkk kAT —kkhkkkkokk ddokfrdokkdkh kkkkkkk Ok kR k—__GG*G Tr¥***__GT 93

T tRNAl]e

110 120 130 140 150 160 170 180 200
U11779 AAAATGGGCC TATAGCTCAG -CTGGTTAGA GCG-ACGC-T GATAAGCGTG AGGTCGG-TG GTTCGAGTCC ACTTAGGCCC TTATTTGTAC 286
au Ik khkkkhd Ahkdkkkkhh okhkkkkkkk AR RCHA R ROk Kk k kA hhd khdkhhkdkk khkkhhddokk wh bk dkdkor dkkxkkrkrk 178
cr ——-ArkrE*r 100
ep-A P 2 2 89
ep-B ——t kR 89
ep-C s 91
ep-D . 4 91
ep-E —— ke ke kR Kk 90
hy-A ——— PR KRR AR 97
hy-B - X 97
hy-C e 98
hy-D o 97
hy-E — i 97
hy-F — 97
hy-G dk ke ek kkkkkkkk GOk dkhkhkk Ak AChkhk T *hkhhhhdkd SkkkkhkhChk Fhhkdkdhr kP hd *hkddkddhkd Adkskkomm Rk Rk xRk k184
si-A ——=A¥xkxkx 100
si-B ———AxkxExx 10)
si-C ———Ark*EE* 100
si-D ——-RAXkE*R* 100
si-E ———A¥vEsEr 100
si-F ——-AxExEx+ 101
si-G ——=PAFkxtkk 101
si-H GHFGR*kdokdk kddkkkkdkk ok ddhkdkkkk FdkChrkk(Ch dokkkkddokhd Sk dkdkdkkh_kk khhkkkkdkkdk Ak kkkkkdkdkk Kk kX PTPTGR **Thkk*ssks 192
xy-A GC: A *Pkkkkkkkr 106
xy-B GC: D *PFkxkkxEF 106

210 220 230 240 250 260 270 280 290 300
U11779 ATTGAAAACT AGATAAGTAA GTAAAATA-- TAGATTTTAL CAAGCAARAC CGAGTGAATA AAGAGTTTTA AATAAGCTTG AATTCATAA- GAAATAATCG 383
au Fhdokkkhokdedk dokkkkkdkdkok kkkkkkkdk oo kkkkkdkkdk ke kkkdkkhkhkkk kkkkkkkk ek Akkkhkkdkdhk kkkkkdokdkd ok Ahkkkkkkhho whkkkrkdkkwr D75
cr Ik hkdekdkhdkk Kbk hkhkkhk Fkkooo e Kkkkkkkkh e Kkkkkkhhkk Ak h*Clm AR Ckmmmmk ko _kkdokkk RN _Dkk ko __kkkTErx* 180
ep-A B L L S i T S — ek kok ke dekkkkkkdohkk kkkkkkkk [ Ak kR kkkk ke Akkkkkkkdk kkkkkkkkh_ __wwkdksdd 175
ep-B Skt dekde ddkkkdekdk ko kol ok kkk ok ke kb ko kk ok ek kdok ke ko kkk ok ke kb ok ok ok k ok bk dk ek kkk ke kdx 175
ep-C KAk Ak ARk KA kAR kR A R b oo cme kR ARk Akl Ak A kR A KA Ak A A ok ko kkhdok ke ok ko k ok k dkkkk k. d ek k ok ok 177
ep-D Fohkdekkkkok ok Akkk kR (ThK Kk ke ke kA Rk ke kdkkk ok ok ok ok kkkkkdohk o _dkdkhkk ok ok ok kk ko kk ok ok Rk kR kG Y Rk kk kR k|77
ep-E R Tt R L L . ek Rk ke ok ko kkkkk ok Kok ok okl ko ko Rk kkk k kA ko kkkkk ok k kRN _kkrkrk* 176
hy-A FkK AR Kk k Ak ok ko k Sk ke kk ek hdkk ke ko kR k ok ok ok k ko Che WOk ook kk ok kkkkk KR _DkKAK . _kkkkThkk* 178
hy-B Ak ok kdkkkk ok ek dk ok kkk Rk KOk amm —— kkkkkhokkk ok k ok kkk ko k ok Ak kOl Ak ke ek ko kAR Ak KR ARKAN L ARk AR R 178
hy-C Aokdeokdekkdeokk hokdokkkdekkde kk ko kkkkkdkkk ke kkkkkkkkkk KAk AR K Cpm KRR Chome ok Kk oKk ko kk KR LARKAR o ok kk*kTHRAR* ]TQ
hy-D A KK H Ak Kk hk kK k kR Rk Kk ke ek hhkkkPe kdkh ok ko ke Ak K kR AR (Che F AR CR ok kkookkkk ok ok kk_ Ak Nk bk Phkkx 178
hy-E kkkkkokkdk dkkdkkhokdkhk Fhko e e kkkokkdodedek[k kdkdkkdkdkk khkkkk k(e AR Rk ok Kk dkkkkk kR fik o kR kkTRRR* 178
hy-F dekdkkkdkkhkk khkkkdkdkokkk Kk dkdkhkkddkBe AkkkIkkkkk KkkkhAAClo KR RChomok ko _kkkdkkk kR _DRKDAK L kA TREE% 178
hy-G Fk kA KKk Kok R Rk K Kk K e Rk ko Rk dkkle Ak k ok ok ok ko k kk kAR Cle Kk (Okmmmnd kkeok Rk kk ok KA _DRRDAR . _kxk KPRk *x 2G5
si-A FkkAk KRk Ak KkkRkkdokkdk Kkkhkk Ak kkkkkkkk ki kkkkkkkkhkk kkkhkkkkf_ Thkhkkkkkhk ko kkdkkko Thkkvk*TTA —**TGr**x% 103
si-B dkdkkdokokdk kkkkkkdokk ke kokdk Rk Ak kkdkkkkkokfle kkk kb Ak ok dk ok kkk ko Thkkkkokkk ke kko_kkkkk— PhRkEAR*PTA —*k*TGRRk** 194
si-C Fkdk kA KISk Kk Rk kR ke kR kA Ak kR kkkk k[ kkkkkkdkokk ok ek kkhkkkfen Phhkkkkdkhkk kk_okkkkko ThkkRRRPPA —*kTGRe*** 193
si-D Akkkkdkdkkk Kk kRhhhhhdk hkA Rk A o Fkkk kA h ke khkkdhkkkk kkkdkhkdkfe Phhkdkkkkhkdk kkokkkkk_ ThkAFARFTTA k¥ TGk **  ]GQD
si-E Fhkokdkkkokoh Kkkkdek kR k Kk ok kR R AK o ok k okl kdkkkkkkk ke kkkkdkkk o Thokkkkkkdkdk kho_kkkkd_ ThAkk**kTTA —**TGrkk¥*%* ]93
si-F dkkkkdokkok ok dkkkdok ko k kkkek kb e ekdkkokk ke dekkkk ek dok kel kok o Tk kkkkkkk kd__kkkkko Thuk kxR PR —FFTGr**kk 194
si-G Fkkdekdkkkdkk Kkkkk ke ke KR RRKKAK o Kok Rkk ko kB kkhkkhkkkk kdkkdkkkfoo Thkkkkkkkk khko_dkkkdko ThkkkE*PPR A *TGr**x* 1094
si-H dedddkedkdkkokokk dokkkkokdokokk kdkk ek kR dedkkkkdokk ke kdkokkkk ok d dkk kb Thkkkdkkkk kkookdkkk ko ThrkkkFAPTA —k*TGrkkk* 285
xy=-A dokkokdkkk ok ook Kk k ok ko ook kR KA T ko ko kk okl kkkkQdkdkk kkdkkkkkkfn Thhkhhkkakhk dkkkhk kA kk Kk kk kA QRK] kkkkkkkkkx 205
xy-B EadhE Ik A I KhhAh ok Ak ko Kk kAR ATI ko hk ko ke KRR ARk hkk Akk ko ke Phkkrkkhkkd Kk kkkkkkkk kkkkAkARK] khkkkkrkkxe 205

Fig. 1. For legend see page 3497.
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U11779
au
cr
ep-A
ep-B
ep-C
ep-D
ep-E
hy-A
hy-B
hy-C
hy-D
hy-E
hy-F
hy-G
si-A
si-B
si-C
si-D
si-E
si-F
si-G
si-H
xy-A
xy-B

U11779
au
cr
ep-A
ep-B
ep-C
ep-D
ep-E
hy-A
hy-B
hy-C
hy-D
hy-E

u11779
au
chr
ep-A
ep-B
ep-C
ep-D
ep-E
hy-A
hy-B
hy-=C
hy-D
hy-E
hy-F
hy-G
si-A
si-B
si-C
si-D
si-E
si-F
si-G
si-H
xXy-A
Xy-B

310 320 330 340 350 360 370 380 390 400
C~TAGTGTTC =~=======~ ~== GARAGAA CACTCACAAG A-TTAATAAC GTGTTTAAAT C-----—- TTT TTATAAAA-- G
L0 L 5 0 1 S L U — ek dekhk hkkdkdkhkdkhkh H_dkhkkkhkd khkhkkkhkkkk ke dedede kddedkkokoded T
* ok kkkOGhE e —— *IChkk S********T *A******** TG**GG*TG* TG(;’I"I‘AT*G* ***ATT@_

KCHI I IKEH e e mm hkkdekdk dkkhkkkhkdkhkdr *_dkhkdkkhkhk TA****T*G(: TATTTA-*** *%*x AT**CR—

Fodek kR kR o dkkkkkk Kkkkk NI KCH K_kkkkkkkk TANKFHTRGC TATTTA-*** ***AT**CA-

W e de e e ok e ke e ———kdkkkd ok ok kkdkkdodkkhkdhk kodkdkkkkkd TAkk*RTHGC TATTTA-*** **kkAT**CA-

Kok KHKKKIK e kkkkkkdk hkkkkkkkkk ko kkokokokk ok ok TAX**x+T*GC TATTTA=**%* %% AT*%Ch—

I L L 1 2 S —— dokokekokdk dekkdkkokdok ko kokdekkdkek TAK*k*THGC TATTTA-*** ***xAT**CA—

ok kAROGR* mmmm—mm e —— *HChr*C Ghrkdkhk kT *Qkkkkkkdekx TGk*GGHTG* TGGTTAA*G* ***CTTCG*A TGACAGATAT T---~==TT*
*ok kR ROGR* ——mmmmmmmmm e FHChh k(O Grhrhksk kT *Akdkkkk*x TGx*GG*TG* TGGTTAA*G* ***CTTCG*A TGACAGATGT

de ek d ke CGH ok ———kkChk*¥NC Gr¥kkdkkd*xT *Akkdkkkddkk TGk*GG*TG* TmAA*G* * % * CPTCG*¥A TGACAGATGT

*kkkkCG** ——mkH O INC Ghbkkkhek kT *Dkkkkkdokr TG**GG*TG* TGGTTAA*G> *%x*CTTCG*A TGACAGATGT

ek k CGH % ———*kGhR k(T Ghdhkrkkkk*T *Rkkkkkddd TGrXGG*TGE TAAGTAG*GC A***GTT*TA GATACGATAA ACGTGAATT*
LES A2 A0 chdd ——k ROk xR G********T * Pk kkkkkdkk TOx*GGHTGGE TAAGTAG*GC A***GTT*TA GATACGATAA ACGTGAATT*
Kok kKOG ¥ mommmmm e ——m KA Ch**C Ghrkkkkx*T *PAkdkkkkdk TGKXGGXTG* TGGCTTAA*G* ***CTTCG*A TGACAGATGT T==——--' TT
F—_k*kx AR+ AATTGCCGAC m*'c‘*i‘ T*’ﬁ***ﬁtT e e de e de K de ok

*_kkdk ARk AATTGCCGAC GGCAX*¥Cr*T Thhkhkdkk kT *_ddkkkdkkhk

*okk**AAY* ARATTGOCGAC GGCA**¥Cr*T Thhkkkkkx kT Hkkkdkkdk

Kok ke R ARK* AATTGCOGAC GGCAX*XCHAT Thikdkdek kT * ok kokkkdk

*oddkkk ARk* ANATTGCCGAC GGCAX*¥CH *T Thikkkdk kP h_dhkkdkdddk

*odkkk AA** AATTGCCGAC GGUAX*¥CH *¥T ThakkkdrkdT dodkkkdkkkhd

*okkkk ARk* ADNTTGCCGAC GGTAX*Ch*T Thrkdkkddk kT hokdkhkikk

*_****AA** AATTGCCGAC G(;CA**C**T T dekedededkede kT e dedededk dede ek

R K I HERIN e e Kodedededode ke dedekodekhodede ol de e dodo e etk —=PA¥kFk___* (GGGE-————F*k *h*].

Kk KKK IKK e ——— dekkhkkhkhk kokdhkdkkkk_d ko dkok ok ko dk __A***___* mG_..-_**f dedex

410 420 430 440 450 460 470 480 490 500
AAAACGTTTA GCAGACAATG AGTTAAATTA TTTTAAAGCA GAGTTTACTT ATGTAAATGA GCATTTAAAA TAATGAAAA- CGAAGCCGTA TGTGAGCGTT
Khkhh ko hh dkkRoh ok ko ek kR kR Nk Kk ok khkkhk Ak khkkkhkkkh ddkhhdrokdk ok *Phkdhddkdd dhkdhkdhho dkkkikhhhd Vet de Pk A ok ok

e badett d? IR T L7 U5 U2
hdedddekddk(G ThhdPrThkr *A*CGC*AAC AAGAGCGAAG *CCGH *x sk k CC****mA* CTGAG*G*TT *GTGC(X;CGA THkkdekdr Nd *kCAK Pk * Ak
dkddkdkdkk(G Trrx*kTkThe* *AXCGC* AAC AAGAGCGAAG *CHCrxkkkx cc****GcA* CTGAG*G*TT *GTGCCGCGA e s ok e ke ok e Ty ok *kCA* A** Aok
e e ke deode ke ke ke (5 T***’I‘*T*** *A*CGC*AAC AAGAGCGAAG *CHChk ¥k Cc****g:A* CPGAG*G*TT *GTGCCGCGA T*******A* ok CRK Pk ke Dok
deddede ke de ok ke k(5 T***T*T*** *A*CGC*AAC AAGAGCGAAG *C*xChxx*kdk Mk hk(Gk Ak CTGAGCG*TT *GTGCCGCGA TN* *dk ke Dok *ok CA* A ** [k
***G*****G T***T*T*** *A&cwmc AAGAGCGAAG dCRChrdkddod Tokkdek (G Ak CI‘GAG(:G'*’I“T *GTGCCGTGA T*****A*A* **c**m*c*
Jededkokddew ok k(G ThdkPhThokk iA*cm*AAC WMG FCG—kdk ki CC****GCA* CTGAG*G*TT *GTGCCGCGA T*******A* **CA****A*
dkkkkdkk Rk (G ThekPeThkd * AXCGC*AAC AAGANCGAAG NCk =¥ * k¥ n CC* ¥ ¥ *RCAX CI‘GAGiGi’I'I‘ *GTGCCGCGA TN* **N*x & Ak *k CRK* k kv f\*

* A APC K-KOGTRA*G
*d ke NC *_*CGT***G

510 520
TGACTTATAA AAATGGTGGA AACATA 566
TRk hkhrhr dkkhkhkkhkbdk dhkhdk 458
FHRCh oAk KO K meenOk —*¥A¥ e 279

kW RCARY ATRARRARRR Kk*k** 25D
——F kR CRkk kThkdkkdkkdkd Fhkdkd 261
-._*_**CA** *T**t***** e g e e Xk e 263
__*_**CA** *T******** ¥k ok ke 263
-_*_**CA*'& *T******** e e e de K de 262
**_-_C*A** *C**___._C* T*A*-_ 375
**___C*A** *C**_—_—C* T*A*_— 375
KK ek A K K T*A%* —— 376
K —CXPX T*A*—-- 375
*AT—~C*A-C *CG*TTA 378
**Ct___A** *C**_--_C* T*A*-_ 380
*RCk PRk KOk kmme Ok TXAX—— 461
241
242
241
240
241
242
242
333
[ — *hk kk___kk_Ck *K*AXA- 283
| [—— * ke **___**_c* **A*A_ 283

Fig. 1. For legend see facing page.
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(b)
1 10 20 30 40 50 60 70 80 90 100
131412 AAGGATAA-- GGAPACCTGC CATTTGCRTC TIFGTTTAGTT TTGAGAGGIC TTGH--—-—= ——==-=-==== - TGGGGCC TTAGCTCAGC TGGGAGA-CN 97
ag Sekddekkkk o AR ERAR RRRRRRIGh ok kfeddedodedokk o Jekdedekok Rk ok R R o kkdkkkh Khkdkkhkhkhkkk AEkkA**GRG T8
dy FhKkh_kk I RRRR_KACKT TRGAATRG* * * Qs ok sk kh Sddkhdkkhhdh *Xhp e e e Fkkdokdhk Kkkkkkwkkk Kkkkk**GAG  T7T
ub Fkkkk RN AARR_RACKT TEAORIARGH* *P Ak dkdbdkd *kkdkkhddkd* **¥OANGACG CAGAGACAPA CTGXxkkkkkk *kkdkddkdkks *k¥*k**¥G*kG Qg7
th Sk kPR DNC hkk_TGTA *THGA*TTH* *PAkkdkdddk dokdkdkdokdkhdr *ohdfme e al Rk kkhhhk Kkkkkkdkkk F¥XEFFXGHG T8
bo FRAAFRAIC Fhk ko cGOA FGFFRAGORA Fkddkdddk dokdkhkhddd *ddlo e Khkkkdk hdkrkkukdhk KhkkkkRAGFG  T7
tRNANS
110 120 130 140 150 160 170 180 190 200
L31412 CCTGCTTTGC ACGCAGGAGG TCAGCGNTTC GATCNCGCTA GGCTCCATT- GAATCGAAAG GTTC-AA--- le2
ag Fhdddddkdok ke kkkk Rk hREK Ak GRhd Ik Chhhdh dkddokdkokkkh_ kkkhhdkdkkd kkkkdh 143
dy Fkkdokkddokd Kkkkkkdokhh kkkkhkGhAk KhkkChhdhk kkkk kA Ak KGR AAKNGHT ARCKTH**Ame 145
ub ek EAFRKIE Rk IR IRk Rk IR GRRk kAR kORI IRk Ik kkk*k koA *GHKXACKG—~ -***A*CTGA ACTTAATAGA AGTGAAGTTT CATTGTATCT 193
th Sokkdokdkk ok Rokkkdkk kR Rk Kk Ghokk kkk ok Chdokokk ke kb dekkk ok dedekok Ak ek 143
m Fkdhkdehkkd Fkkhkkkdkhkh ****i*G*i’* ***\kci**** Ve e dede de ke e deode o de ok i e e e e ke e A***_**A—_ 143
210 220 230 240 250 260 270 280 290 300
L31412 -~--ATTGTT CATTGAAAAT ’IF?\ATATCI‘A TATCAAATTC CACGATCTA- GAAATAGAT- TGTA-GAAA- GTAACAAGAA AATAAACCGA AAA-----—- 247
ag mmmmdkhhdd kdedkkkdekdh kprkkkhkkhk khkkkhkdkkhd hkkorfehkkdh_ kkhkkhhdk_ dkk ko khkdkh o kkkkkkdkkhk hdkhdkkhdokk kdk 228
dy e PARCR I KT hkkdkkhkkkdk kA kkkkk ddkdkhkkkkk ko kk ok ko Ak ok kK Thodek . ke CR AR T ko kkokdokk kkkkkkk ko kkk 233
ub TAGT**A**(C *hkkkkddhd kfkkddkddeddh khkkdddkddkd kodufekkATe *h*AAThdd o dhkkokdhhd | hkddkkddkdkrd _dkkkhkdd ***AAANCGA 289
th Gk dkk kS hkkkdkdekdek kkkkhdddohdh kkkkhdkddkk *kkPofkkGrk D\ *Th**TACAT A-kk—k*Th_ hhkhddkdhdhk dhkdkrkkrrad *dho 229
bo Gk kkE R kkdkkkkkdek APk ddkokdkkde Kk Rk kkk Ik Ik Rk IPORR hk ook TR AT dedekk_kkPho Fdekdkkdkhk F—dokddkkkk *k(Gommme e 230
310 320 330 340 350 360
L31412 ----CGCTGT GAA--TATTT AATGAGTTTT -CTAGTTTTA AAGAAACTAG TTTAA--TAA 298
ag mmmkkkdkd Kk oodk ok ok ok kkkkkdok Rk ok _kkkddkdAkdk Ak kkkkkhAk Ghhkh—_kikk 279
dy mmmmkkkkkk kkk kA PRC Kk _kkdkkkdk PrRARARE_AR GATHTARAkE RAARKGA*** 285
ub TARA** % ——— Sk *kCAk*** ] **DAXDANFCA AGARKGICAE RGhk—_kh_k G-A*X*—_*¥* 340
th mmmk ke k ok k Kk k_odkkkk Kk kkkkk K AGHOG* ¥ *GCOCAR*— ———F ¥k kx 272
bo —T L R T - ok kkkkhdkddkko L PRKGKCA* Chkrkkrk_*AChk— —_Pr*__kk*x 272

Fig. 1. Alignments of the 165-23S intergenic spacer sequences from (a) staphylococcal species and (b) streptococcal
species. Symbols: au, Sta. aureus; cr, Sta. chromogenes; ep, Sta. epidermidis; hy, Sta. hyicus; si, Sta. simulans; xy, Sta.
xylosus; ag, Str. agalactiae; dy, Str. dysgalactiae; ub, Str. uberis; th, Str. thermophilus (GenBank accession no. U32965;
Tilsala-Timisjarvi & Alatossava, 1997); bo, Str. bovis (U39766; this study). The clone types are indicated after the species in
capital letters (A-H). U11779 and L31412 are the spacer sequences of Sta. aureus and Str. agalactiae, respectively (Gurtler
& Barrie, 1995; Hall et al., 1995). The species-specific primers are presented in bold, and the genus-specific primers are
boxed. The regions (minimum length 8 bp) identical in all staphylococcal and streptococcal species are indicated with
double lines. Identical nucleotides are indicated with asterisks, deletions with dashed lines, and transitions and
transversions compared to the uppermost sequence of the alignment are indicated with capital letters. The locations of
tRNA genes are indicated above the aligned sequences.

Specificity of the primers

Each primer pair was tested at least twice with DNA
from 31 different bacterial species (Tables 1 and 2) using
5 ng template DNA in a 20 pl PCR reaction with
conventional PCR. Appropriate controls were included
in PCR; a positive control for DNA and primers and a
negative control for PCR mix. In addition, the primer
pairs were tested after raising the concentration of DNA
from staphylococcal and streptococcal species up to
100 ng in a 20 pl PCR reaction. The performance of
ATC-PCR was tested with nine DNA samples (Table 1).
The ‘species-specific’ primer pairs (Table 4) amplified
their targets mainly as expected, amplifying only the
corresponding DNA (Table 2, Fig. 2). The unexpected
products with STAX, STRA, STAH and STAS primer
pairs differed in size from the expected products, and no
amplification with the ‘genus-specific’ primers was
observed. If these cases represented true Streptococcus
or Staphylococcus species, a product with the genus-
specific primers would have been expected also. The
genus-specific primers amplified as expected: the
Staphylococcus specific primers amplified only staphylo-
coccal DNA, and the Streptococcus specific primers
amplified streptococcal, lactococcal and enterococcal

DNA (Table 2). Lactococci and enterococci are very
closely related to streptococci and have similar se-
quences in the primer regions (Chiaruttini & Milet,
1993 Sechi & Daneo-Moore, 1993; Tilsala-Timisjirvi
& Alatossava, 1997; Wood & Holzapfel, 1995).

Validity of the primers with mastitis samples

The original staphylococcal and streptococcal strains
from which the spacer regions were sequenced were
mostly ATCC strains (Table 1), not isolated from bovine
mastitis. To investigate if there was sequence variation
between strains within a species, which could affect the
utility of the assays, we performed PCR on 51 isolates
from cases of bovine mastitis. The conventional species
determination was made in a veterinary clinical micro-
biology laboratory (Food and Environmental Labora-
tory, Oulu, Finland or National Veterinary and Food
Research Institute Helsinki, Finland). PCR reactions
used purified DNA from each cultivated isolate (Table
5). The staphylococcal genus-specific primer pair dis-
tinguished the genus with 100 % sensitivity and specifi-
city. The streptococcal genus-specific primer pair detec-
ted one Sta. aureus isolate and all streptococcal isolates.
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Table 3. Sequence identity between 165-23S rDNA
spacer sequences of different Staphylococcus and
Streptococcus species

au, Sta. aureus clone; cr, Sta. chromogenes; ep-A, Sta.
epidermidis clone type A; hy-A, Sta. hyicus clone type Aj; si-A,
Sta. simulans clone type A; xy-A, Sta. xylosus clone type A; ag,
Str. agalactiae; dy, Str. dysgalactiae; ub, Str. uberis.

DNA identity (%)*

Spacer o ep-A hy-A si-A xy-A ag dy ub

au 63 68 69 58 65 50 52 53

cr : 74 71 66 70 52 54 52
ep-A : 59 71 77 52 52 52
hy-A : 53 57 51 52 51
si-A . 71 51 51 50
xy-A . 53 53 52

ag : 85 70

dy - 70

*The tRNA gene region was excluded from the Sta. aureus (au)
spacer sequence for analysis. The calculations were made by the
DNA Maximum Homology program of DNASIs.

Ninety percent of the isolates identified conventionally
at the species level (36/40) were recognized with the
species-specific primers. The reason for the failure of

bp

506, 517
396
344
298
220, 201

staphylococcal species amplified with corresponding species-
specific primer pairs. Lanes: 1, Sta. aureus ATCC 25923; 2, Sta.
chromogenes ATCC 43764; 3, Sta. epidermidis ATCC 12228; 4,
Sta. hyicus KNS 264/92; 5, Sta. simulans ATCC 11631; 6, Sta.
xylosus ATCC 12162; 7, 1kb ladder (Gibco BRL); 8, Str.
agalactiae ATCC 27956; 9, Str. dysgalactiae ATCC 27957; 10, Str.
uberis ATCC 27958.

identification for four isolates may be sequence variation
between strains in the primer regions. In addition, three
isolates gave a PCR product with a second species-
specific primer pair (Table 5). These products may also
be due to sequence variation. Alternatively, the milk
samples may have contained minor amounts of these
other bacterial species. Only five of the CNS isolates
were identified to the species level in the clinical

Table 4. Species- and genus-specific oligonucleotide primers from the 165-23S rRNA intergenic spacer region for

bovine mastitis pathogens

Species Oligonucleotide* Sequence (5-3) Length MgCly in MgCly in  Size of the
(nt) PCR ATC-PCR  main PCR
(mM)t (mM)t product (bp)
Str. agalactiae STRA-Agl GGAAACCTGCCATTGCG 18 30 50 280
STRA-Agll TAACTTAACCTTATTAACCTAG 22
Str. dysgalactiae STRD-Dyl TGGAACACGTTAGGGTCG 18 30 30 270
STRD-DylI CTTTTACTAGTATATCTTAACTA 23
Str. uberis STRU-UbI TAAGGAACACGTTGGTTAAG 20 15 30 330
STRU-UbII TCCAGTCCTTAGACCTTCT 19
Sta. aureus STAA-Aul TCTTCAGAAGATGCGGAATA 20 2:0 30 420
STAA-Aull TAAGTCAAACGTTAACATACG 21
Sta. chromogenes STAC-Chrl ACGGAATATCGCTTTTAAGC 20 15 30 250
STAC-Chrll CGTTTACATTCGGCTTTCG 19
Sta. epidermidis STAE-Epl TCTACGAAGATGAGGGATA 19 30 30 240
STAE-EplI TTTCCACCATATTTTGAATTGT 22
Sta. hyicus STAH-Hyl TACGGAATATCGCCTTAGG 19 15 40 250
STAH-Hyll AAAACATCTGTCATCCGAAG 20
Sta. simulans STAS-Sil ATTCGGAACAGTTTCGCAG 19 1-5 40 220
STAS-SilI ATTGTGAGTAATCGTTTGCC 20
Sta. xylosus STAX-Xyl TCTTTAGAAGATGACAGAGG 20 15 30 260
STAX-Xyll TGACTTTTAACACGACGAAG 20
Streptococcus genus STR I TGTTTAGTTTTGAGAGGTCTTG 22 15 50 150-210
STR II CGTGGAATTTGATATAGATATTC 23
Staphylococcus genus STAI GGAATAACGTGACATATTGTA 21 15 30 100-200
STAII TTCACTCGGTTTTGCTTGG 19

* Primer I in each primer pair is from the $” terminus of the spacer and primer Il is from the 3" terminus of the spacer.

t Optimal MgCl, concentrations in PCR reactions.
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Table 5. Specificity of the primer pairs with DNA of 51 isolates from mastitic milk

Identification with PCR

aureus

aureus, Streptococcus
aureus, Str. agalactiae
aureus, Sta. hyicus

chromogenes
epidermidis
hyicus
simulans

chromogenes
simulans
xylosus

Streptococcus, Str. uberis, Str. agalactiae
Streptococcus, Str. agalactiae
Streptococcus, Str. dysgalactiae

Bacterial sample No. of samples

Sta. aureus 19 Staphylococcus, Sta.
Sta. aureus 2 Staphylococcus

Sta. aureus 1 Staphylococcus, Sta.
Sta. aureus 2 Staphylococcus, Sta.
Sta. aureus 1 Staphylococcus, Sta.
Sta. chromogenes* 1 Staphylococcus, Sta.
Sta. epidermidis* 1 Staphylococcus, Sta.
Sta. hyicus* 1 Staphylococcus, Sta.
Sta. simulans® 1 Staphylococcus, Sta.
Sta. xylosus* 1 Staphylococcus
CNS 1 Staphylococcus, Sta.
CNS 3 Staphylococcus, Sta.
CNS 4 Staphylococcus, Sta.
CNS 3 Staphylococcus

Str. uberis S Streptococcus, Str. uberis
Str. uberis 1

Str. agalactiae 2

Str. dysgalactiae 1

Str. dysgalactiae 1 Streptococcus

* CNS samples identified at the species level.

laboratories (Table 5). Eight out of eleven CNS samples
(73%) were detected by PCR with the species-specific
primers. With the API-Staph system we identified one of
the remaining CNS samples as Staphylococcus warneri,
which could not be detected with our PCR primers. Two
other CNS samples remain unidentified.

Applicability of the results

The important aims of this study were to investigate the
level of sequence variation in the 165-23S spacer region
between different staphylococcal and streptococcal mas-
titis pathogens and the potential use of this variation for
the rapid identification of these pathogens to species
level. The conventional microbiological and biochemi-
cal methods for identifying mastitis pathogens are time-
consuming. In addition, CNS species are still difficult to
identify, and thus species identification is not done
routinely, in spite of their increased prevalence in
mastitis cases (White et al., 1989; Myllys et al., 1994).
The advantages of PCR compared to other diagnostic
methods are rapidity and facility. Furthermore, screen-
ing for antibiotic resistance could be combined with
PCR-based species identification. In practice, the PCR
identification could be done in two stages. First,
performing the tests for the genus (STA, STR), Sta.
aureus, the streptococcal species and antibiotic resist-
ance (e.g. blaZ for p-lactamase gene). The second PCR
would be the identification of CNS species if necessary.
The main disadvantage of a PCR identification method
might be excessive sensitivity, with minor contaminants
in samples resulting in misdiagnosis. The multiple copy
number of rrn operons in a bacterial genome is an

advantage, increasing the sensitivity of PCR, but the
potential for variation within a species may reduce the
sensitivity for all strains. The current primer pairs work
reasonably well, but not yet with 100% of isolates.
Improvement in both primer design and PCR conditions
is still needed. The primer pairs designed in this study
proved to be specific and appropriately sensitive, such
that the normal bacterial flora in milk did not give PCR
products. However, a more extensive study of sequence
variation in strains of these species isolated from cases of
bovine mastitis is still needed to critically assess specifi-
city. The traditional species identification would have to
be confirmed by sequencing part(s) of the 16S rRNA
gene, since even biochemical identification systems are
not 100% reliable. Our future work will focus on
detecting mastitic pathogens by PCR directly from milk.
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