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Using degenerate oligonucleotides complementary to sequences encoding conserved amino acid motifs in
p-alanine-p-alanine (Ddl) ligases, we have amplified ca. 600-bp fragments from Enterococcus casseliflavus
ATCC 25788 and Enterococcus flavescens CCM439. Sequence analysis of the amplification products indicated
that each strain possessed two genes, ddl; .., and vanC-2, and ddl;_g4,, and vanC-3, respectively, encoding
Ddl-related enzymes. The fragments internal to the vanC genes were 98.3% identical. The vanC-2 gene was
cloned into Escherichia coli and sequenced. Extensive similarity (66% nucleotide identity) was detected between
this gene and vanC-1 from Enterococcus gallinarum (S. Dutka-Malen, C. Molinas, M. Arthur, and P. Courvalin,
Gene 112:53-58, 1992), suggesting that the vanC genes are required for intrinsic low-level resistance to
vancomycin. The partial deduced amino acid sequences of ddl. ., and ddl; ,,, were identical and closely
related to that of the Ddl ligase of Enterococcus faecalis (79% identity). In Southern hybridization experiments,
only DNA from E. casseliflavus and E. flavescens hybridized to probes internal to the vanC-2 and ddl,. ... genes.

The glycopeptides vancomycin and teicoplanin constitute an
important class of antibiotics for the treatment of severe
infections due to gram-positive bacteria. Glycopeptides bind to
the peptidyl-p-alanyl-p-alanine (p-Ala-p-Ala) termini of pep-
tidoglycan precursors at the cell surface, thereby inhibiting cell
wall synthesis (2). The p-Ala residues that interact with
glycopeptides are incorporated into peptidoglycan precursors
as a dipeptide synthesized by p-alanine-p-alanine ligases
(Ddl). Acquired resistance to glycopeptides in enterococci is
due to production of p-Ala-p-Ala structurally related ligase
VanA (6) or VanB (15), which synthesizes the depsipeptide
p-alanyl-p-lactate (p-Ala-p-Lac) (3, 18). The depsipeptide
replaces the dipeptide p-Ala-p-Ala, leading to synthesis of
peptidoglycan precursors that bind vancomycin with greatly
reduced affinity (6, 23). p-Ala-p-Ala and p-Ala-p-Lac ligases
are structurally related (12, 15).

Enterococci with acquired glycopeptide resistance harbor
two related but distinct gene clusters, vand and vanB, defined
by hybridization with DNA probes derived from the structural
genes for the VanA and VanB ligases, respectively (11, 28).
Strains possessing the vand operon are inducibly resistant to
high levels of vancomycin and teicoplanin (VanA phenotype).
Strains with the vanB gene cluster are inducibly resistant to
various levels of vancomycin but remain susceptible to teico-
planin (VanB phenotype). Three species of enterococci are
intrinsically resistant to low levels of vancomycin only: Entero-
coccus gallinarum, Enterococcus casseliflavus, and Enterococcus
flavescens. The vanC-1 gene of E. gallinarum BM4174 encodes
a p-Ala—p-serine ligase required for low-level vancomycin
resistance (13, 29). The vanC-1 gene was detected in all strains
of E. gallinarum tested but not in E. casseliflavus and E.
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flavescens (21). In this study, we analyze the nucleotide se-
quence of genes encoding p-Ala—p-Ala ligase-related proteins
from these two intrinsically resistant species.

MATERIALS AND METHODS

Bacterial strains. Twenty-four E. casseliflavus strains and
two E. flavescens strains were collected from various sources
(Table 1). As controls, we included well-characterized glyco-
peptide-resistant enterococcal strains belonging to phenotypes
VanA, VanB, and VanC. These were Enterococcus faecium
BM4147 (VanA [12]), Enterococcus faecalis V583 (VanB [15]),
and five strains of E. gallinarum: NCDO 2313, A13 (from the
laboratory collection of L. A. Devriese), BM4115 (from our
laboratory collection), 6764 (from the bioMérieux collection
[Marcy I’Etoile, France]), and BM4174 (VanC [13]). The
following susceptible strains belonging to 16 different species
were used: Enterococcus avium NCDO 2369, Enterococcus
cecorum NCDO 2674, Enterococcus columbae STR 345, En-
terococcus dispar NCIMB 13000, Enterococcus durans NCDO
596, E. faecalis NCDO 581, E. faecium NCDO 942, Enterococ-
cus hirae NCDO 1258, Enterococcus malodoratus NCDO 846,
E. mundtii NCDO 2375 and API 9001120, Enterococcus
pseudoavium NCDO 2138, Enterococcus raffinosus NCTC
12192, Enterococcus saccharolyticus NCDO 2594, Enterococcus
solitarius NCTC 12193, Enterococcus sulfureus NCDO 2379,
and Enterococcus seriolicida ATCC 49156.

Identification of enterococci. Enterococci were identified as
described previously (10) with the 30°C motility test and API
50 CH strips (bioMérieux).

Culture conditions and antibiotic susceptibility tests. All
cultures were performed at 37°C in brain heart infusion broth
and agar (Difco Laboratories, Detroit, Mich.). The method of
Steers et al. (33), with 10* CFU per spot, was used to
determine the MICs of antibiotics on Mueller-Hinton agar
(Sanofi Diagnostics Pasteur, Marnes-la-Coquette, France).

DNA manipulation. Total (20) and plasmid (5) DNA was
prepared as described previously. Restriction fragments were
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TABLE 1. Properties of the E. casseliflavus and E. flavescens strains
Fragment hybridizin,
Strain Ye]low Motility MIC (pg/ml)* Acid profluction e with)',’: ¢ Source og
pigment from ribose reference
Vm Te vanC-2 ddlp s
E. casseliflavus
ATCC 25788 + + 8 0.5 + 2.5 4.1 37
8410085 + + 4 0.5 + 25 4.1 API
8407106 + + 8 0.5 + 25 4.1 API
A22 + + 1 0.25 + 42 6.8 8
9001123 + + 4 0.5 + 9.5 2.6 API
9001122 + + 4 0.5 + 8.6 2.6 API
9001119 + + 4 0.25 + 42 6.8 API
8911032 + + 8 1 + 7.9 33 API
8910035 + + 8 0.5 + 25 4.1 API
ATCC 25789 + - 4 0.5 + 2.5 4.1 37
LTS2 + - 8 0.5 + 7.4 33 37
LT62 + + 8 0.5 + 7.4 3.9 37
LT31 - + 4 0.5 + 74 7 37
c7 + + 8 0.5 + 7.4 6.5 37
G13 - + 1 0.25 + 7.4 7 37
NCDO 2154 + + 4 1 + 25 4.1 NCDO
NCDO 2310 + + 4 0.5 + 25 4.1 NCDO
NCDO 2376 + + 4 1 + 2.5 4.1 NCDO
NCDO 2378 + + 8 0.5 + 83 7.5 NCDO
NCDO 2380 + + 8 0.5 + 23 42 NCDO
NCDO 2725 + + 2 0.5 + 79 7.7 NCDO
ATCC 14436 + + 8 1 + 8.1 32 26
ATCC 12817 + + 8 0.5 + 79 32 26
ATCC 13638 + + 8 0.5 + 79 4 7
E. flavescens
CCM 439 + - 8 1 - 4.1 8.2 26
CCM 441 + - 8 0.5 - 4.1 8 26

“ Vm, vancomycin; Te, teicoplanin.

® Size in kilobases of the Kpnl fragment hybridizing with the vanC-2 and dd! probes.
© API, API-bioMérieux collection; NCDO, National Collection of Dairy Organisms, Reading, United Kingdom.

analyzed by 0.8% agarose gel electrophoresis. DNA fragments
were extracted from gels with the QIAEX Gel Extraction Kit
(Qiagen Inc., Chatsworth, Calif.). For Southern hybridization,
DNA was transferred by vacuum onto Nytran membranes
(Schleicher & Schuell, Dassel, Germany) with a Trans Vac
TE80 apparatus (Hoefer Scientific Instruments, San Francisco,
Calif.). Prehybridization and hybridization were performed
under stringent conditions at 68°C in 0.1% sodium dodecyl
sulfate (SDS)-0.7% nonfat dry milk-6X SSC (1x SSC is 0.15
M NaCl plus 0.015 M sodium citrate) (21). Membranes were
washed at 68°C in 0.1% SDS-2X SSC. Probes were labeled
with [a-*?P]dCTP (Radiochemical Centre, Amersham, En-
gland) with a nick-translation kit (Bethesda Research Labora-
tories, Inc., Gaithersburg, Md.).

DNA amplification, cloning, and sequencing. DNA amplifi-
cation by PCR was performed with oligonucleotides V1 and
V2 (13). The PCR products were purified by gel electrophore-
sis and cloned into the Smal site of pUC18 (24). Nucleotide
sequencing was by the dideoxynucleotide chain terminator
technique (32) with modified T7 DNA polymerase (Seque-
nase; U.S. Biochemicals, Cleveland, Ohio), a->*S-dATP (Ra-
diochemical Centre), and synthetic oligodeoxyribonucleotides
complementary to the sequence (Unité de Chimie Organique,
Institut Pasteur, Paris, France).

Computer analysis of sequence data. Nucleotide and amino
acid sequences were compared by using GenBank, EMBL, and
Swiss-Prot databases with the Genetics Computer Group
software (9) and with the program FASTA (25).

Enzymes and chemicals. Restriction endonucleases and T4

DNA ligase were purchased from Amersham Corp., Arlington
Heights, Ill. RNase A (bovine pancreas) and proteinase K were
from Calbiochem-Behring (La Jolla, Calif.). SeaKem GTG
agarose was from FMC Bioproducts (Rockland, Maine).
Teicoplanin was provided by Gruppo Lepetit (Milan, Italy),
and vancomycin was from Eli Lilly & Co. (Indianapolis, Ind.).
Nucleotide sequence accession nmumbers. The nucleotide
sequence of vanC-2 and the partial sequences of vanC-3,
ddl; .., and ddlg g, genes have been deposited in the
GenBank data library (Los Alamos, N.Mex.) under accession
numbers 129638, 129639, 1.29641, and 1.29640, respectively.

RESULTS AND DISCUSSION

Identification of Enterococcus spp. Differentiation among F.
faecium, E. gallinarum, E. casseliflavus, and E. flavescens is
based on a few physiological tests, the most discriminative
being motility at 30°C and production of a yellow pigment (10).
However, certain strains of E. casseliflavus were nonpig-
mented, and the motility test was not totally reliable (Table 1),
as already reported (37). Absence of these traits can lead to
misidentification of enterococcal clinical isolates.

Intrinsic resistance of E. casseliflavus and E. flavescens to
vancomycin. The MIC of vancomycin for the reference strain
E. casseliflavus ATCC 25788 was 8 pg/ml. The MICs for the 23
other E. casseliflavus strains ranged from 1 to 8 wg/ml (Table
1). The MICs for two strains were only 1 wg/ml, and that for
one strain was 2 pg/ml. The two strains of E. flavescens were
also resistant to low levels of the antibiotic, with vancomycin
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RBS M K KIATITITPFGGNSTPETYTVSTLASA AT
GTAAGAATCGGAAAAGCGGAAGGAAGAMAAACATGAARARAATCGCX AATTCACCGGAATACACCGTTTCTTTAGCTTCAGCAAC
ACCTTAAAAGAAAAAAGGAAAGGAAGAAAATGATGAAAAAAATTGCCGTTTTATT PTCTCCAGAATACTCAGTGTCACTAACCTCAGCAGC

RBS M K K I AVLFGGNSTZPETYSVSLTSA AR

TATTTT

S A I EALOQS S PYDYDLSLTIGTIAPUDA AMDU®WYTLYTSGTE
TAGCGCAATCGAAGCACTCCAATCATCTCCCTATGACTACGACCTCTCTTTGATCGGGATCGCCCCAGATGCTATGGATTGGTACTT A
AAGTGTGATCCAAGCTATTGAC. .. .. . CCGCTGAAATATGAAGTAATGACCATTGGCATCGCACCA . . . ACAATGGATTGGTAT AGGAAAC
S VIQATID PL KYEVMTTIGTIA AT®P T M DW Y WY QGN

L ENTIROQDTWULLDTI KU HIKZ QI KTIOQPLTFESGNGTFUWLSETESD?Q
CTGGAAAACATCCGACAAGACACGTGGTTGTTGGATACGAAACATAAACAGAAAATACAGCCGCTATTCGAAGGAAACGGCTTTT TAAGT
CPCGOGAATGTTCGCAATGATACTTGGCTAGAAGAT . . . . . . CACAAAAACTGTCACCAGCTGACTTTTTCTAGCC: TTATAT

L ANV RNDTWLED H K NCHOQLTF S S QGFTIULGEIKHR

AAAAC

Q TLVPDVLFZPTIMHGT KTYGETUDSGS STIOQGLTFETLMMKTLTPY
AGCAAACGTTGGTACCTGATGTTTTATTTCCCATTATGCATGGCAAATACGGGGAAGATGGCAGTATCCA TGTTTGAAT TGCCTTA
>CTCTTTCCAGTCTTGC] 'GGCTGTATCCAAGGACTGCTTGAACTAATGAACCTGCCTTA

1 VPDVULF FUZPVILHGIEKTYGEUDSGT CTIQGLULTETLMNILTPY

VGCGVAGSALTC CMNTEKUWILLHOQAAARATIGVQSAPTTIHL
TGTAGGCTGCGGGGTGGCAGGTTCTGCCTTATGTATGAACAAATGGCTGCTGCATCAAGCTGCAGCAGCCAT TGGCGTACAAAGTGCTCCTACGATTCTC
TGPTGGTTGCCATGTCGCTGCCTCCGCATTATGTATGAACAAATGGCTCTTGCATCAACT TGCTGATACCATGGGAATCGCTAGTGCTCCCACTTTGCTT
V GC HVAASALCMNEKMWLLIHOQLADTMGTIASATPTTLTL

L T NQA ANOQQEQTIE EATFTIOQTHGTFUPVF FFI KUPNEA AGSSKSG
TTGACAAATCAAGCCAACCAGCAAGAACAAATCGAAGCTTTTATCCAGACCCATGGCTTCCCAGTT TTCTTTAAGCCTAATGARGCGGGCTCCTCAAAAG
TTATCCCGCTATGAAAACGATCCTGCCACAATCGATCGTTTTATTCAAGACCATGGATTCCCGATCTTTATCAAGCCGAATGAAGCCGGTTCTTCAAAAG
L S RYENDUPATTIUDARTPFTIAOQDUHGTF®PTITFTIIZ KU PNEAGS S S KSG

I TKUVTCVETETIASALEKTEAMATFTTYCSAVILILOQIKNTIABMAMGYUV
GGATCACTAAAGTCACCTGCGTTGAAGAAATCGCTTCTGCCTTAAAAGAAGCCTTTACTTATTGTTCCGCAGTGCTCCTACAAAAAAATATTGCCGGTGT
GGATCACAAAAGTAACTGACAAAACAGCGCTCCAATCTGCATTAACGACTGCTTTTGCTTACGGTTCTACTGTGT TGATCCAAAAGGCGATAGCGGGTAT

I TKUVTDI KT ALO QSALTTATFAYSGS STV VULTIO QI KA ATIAGI

EI GCGILGNDSULTVGACDA ATISLVDSGTFTFTDTFTETEIK]Y

CGGTTGCGGTATTTT "AACGACTCTTTGACTGTCGGTGCTTGTGACGCCATTTCAT ’GGCTTTTTCGATTTTGAAGAAAAGTAC
TGAAATTGGCTGCGGCATCTTAGGAAATGAGCAATTGACGATTGGTGCTTGTGATGCGATTTCTCT TGTCGAC TTTTTTGATTT AGAGAAATAC
E I GCGILGNEU QLTTIGACDA ATISTLVDGTFTFUDTFETETK]Y

Q LI S AKTITVU®PAPLUPETTIETT KV VI KEU QAQLTLYHRSTLGIL
CAGCTGATCAGCGCCAAAATCACCGTCCCTGCGCCATTGCCTGAAACGATTGAAACCAAGGTCAAAGAACAAGCT CAGCTGCTCTATCGTAGTCTTGGTC
CAATTAATCAGCGCCACGATCACTGTCCCAGCACCATTGCCTCTCGOGCTTGAATCACAGATCAAGGAGCAGGCACAGCTGCTTTATCGAAACTTGGGAT
QLI SATTITVZPAPLUPLALTESU QTIIKEQ QAQLTLYRNILGTL

K G L ARIUDTFTFVTERGETLYTLNETINTMPGTFTSHSTRY
TTAAAGGTCTTGCTCGCATCGACT TTT T TGTCACGGAGCGAGGAGAACTATACT TGAATGAAATCAATACTATGCCGGGCTTTACGAGTCACTCCCGCTA
TGACGGGTCTGGCTCGAATCGATTTTTTCGTCACCAATCAAGGAGCGATTTATTTAAACGAAATCAACACCATGCCGGGATTTACTGGGCACTCCCGCTA

T G LARTIDTFTFVTNQGA ATITYULNETINTMPGTFTGHSTR RY

PAMMAAYV GL S Y QELULO OQIKTLTLVELATIKETEVK®*
TCCTGCCATGATGGCAGCGGTCGGCTTATCCTATCAAGAACTACTACAAAAACTGCT TGTCTTAGCAAAGGAGGAAGTCAAATGA
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vanC-1 980
VanC-1 317

CCCAGCTATGATGGCGGAAGTCGGGTTATCCTACGAAATATTAGTAGAGCAATTGATTGCACTGGCAGAGGAGGACAAACGATGA
P AMMAEVGL S Y EILVEOQLTIALAETETDTKTR?®*

FIG. 1. Comparison of DNA and deduced amino acid sequences of vanC-2 from E. casseliflavus ATCC 25788 and vanC-1 from E. gallinarum
BM4174 (13). The putative ribosome binding sites (RBS) are underlined. Dots indicate gaps.

MICs of 8 ng/ml. By contrast, the MICs of vancomycin for
strains belonging to the other enterococcal species studied
were between 0.25 and 2 pg/ml. These results confirm that
vancomycin MICs for E. casseliflavus and E. flavescens are
usually higher than those for other enterococcal species (34,
36). For the former species, the low MIC breakpoint of
vancomycin (4 pg/ml) (1, 22) divides the bacterial population
into two parts, and half of the isolates are categorized as
susceptible (Table 1).

Nucleotide sequence of the vanC-2 gene from E. casseliflavus
ATCC 25788. Degenerate oligonucleotides V1 and V2 (13) are
complementary to sequences encoding amino acid motifs that
are conserved in DdIA and DdIB ligases of Escherichia coli and
in resistance proteins VanA, VanB, and VanC. The oligonu-
cleotides allow amplification by PCR of fragments internal to
genes encoding Ddl-related enzymes (13). Amplification of ca.
600-bp fragments from E. casseliflavus ATCC 25788 was
obtained with V1 and V2 (data not shown). The PCR products
were cloned into pUCI18 in E. coli, and the sequence of the
insert of a recombinant plasmid was determined. Sequence
comparison indicated that the insert corresponded to a frag-
ment internal to a Ddl-related gene that was designated
vanC-2. A genomic library from E. casseliflavus ATCC 25788
was constructed by cloning total DNA digested partially with
Sau3Al into bacteriophage AEMBL3 (17). Recombinant
phages containing the vanC-2 gene were identified by plaque
hybridization with the cloned PCR fragment as a probe (4).

The DNA of a recombinant bacteriophage was purified and
digested with Sphl, and a 2-kb fragment containing the vanC-2
gene was subcloned into pUC18. The sequence of vanC-2 was
determined, and the nucleotide and the deduced amino acid
sequences were compared with those of the vanC-1 gene from
E. gallinarum BM4174 (Fig. 1). Extensive similarity was de-
tected between vanC-1 and vanC-2 (66% nucleotide identity)
and the corresponding gene products (69% amino acid iden-
tity), suggesting that VanC-2 is involved in low-level vancomy-
cin resistance like VanC-1.

Nucleotide sequence of fragments internal to genes encod-
ing p-Ala-p-Ala ligase-related enzymes from E. casseliflavus
and E. flavescens. Sequencing of other cloned PCR products
indicated that V1 and V2 amplified fragments of two genes
from E. casseliflavus ATCC 25788, one corresponding to
vanC-2 and the other to a gene designated ddl _,,, Similarly,
two amplification products were obtained with DNA from E.
flavescens CCM 439. The sequence of these fragments was
determined, and the corresponding genes were designated
vanC-3 and ddl ,,, The fragments internal to the vanC-2 and
vanC-3 genes dijfgred at 10 positions, leading to four amino
acid differences (Fig. 2A). The fragments of ddl; ., and
ddlg, g,, displayed 25 differences, but the deduced amino acid
sequences were identical (Fig. 2B). This observation suggests
that the ddl genes are under a strong selective pressure which
eliminates missense mutations.

Analysis of the sequence of the PCR products showed that
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1 LPELMIEKTLUPYVGCGVAGSALTC CMNEKT ®WILLHOQAAARAMARAMTIG
vanC-2 1 TTGTTTGAATTGATGAAGCTGCCTT TGC AGGTTCTGCCTT ACAAATGGCTGCTGCAPCAAGCTGCAGCAGCCATTG
vanC-3 Aivieoineresansnnaas T R R Ry R

35 VQSsSAPTILTLTN NG QANOQOQEOQTIEATFTIQTHGTFUPVTFTFK
vanC-2 101 GCGTACAAAGTGCTOCTACGATTCTCTTGACAAATCAAGCCAACCAGCAAGAACAAAT CGAAGCTTTTATCCAGACCCATGGCTTCOCAGTTTTCTTTAA

VANC-3  iiiiieieiceiiiteeciattateteeaeanaans Cetittenenssanesasaasecssessssssssssosasasnnanns K Y
(H)

68 P N E A G 8§ S K G I T KUV TCVETETIASALIKEA RAWFPTYCSAV

vanC-2 201 GCCTAATGAAGCGGGCTCCTCAAA 'ACTAAAGTCACCTGCX AGAAATCGCTTCTGCCTTAAAA CTTTACTTATTGTTCCGCAGTG

vanC-3 L..iiiiieeeeeend T T

101 L L Q K N I A GV E I GC G ILGNDSTLTVGACDA ATISTLVDG
vanC-2 301 CTCCTACAAAARA e T >GGTTGO AACGACTCTTTGACTGTCOGGTGCTTG' JGCCATTTCA' CG
BT 1o

135 FP FDFEEJKY YO QLTISAKTITVZPAPLTEPETTITETI KTUVIKTENQ QA
vanC-2 401 MWMAMWTWWMWWMM
R <o T S

168 Q L L YR S L GL KGLARTIDTFTFVTERSGETLTYTLNEHTI

vanC-2 501 TCAGCTGCTCTATCGTAGTCTTGGTCTTAAAGGTCTTGCTCGCATCGACTTTTTT ACGGAG( ACTATACTTGAATGAAATC
vanC-3 Liiiiiieeeiiacaeciaenans S PeAieeeeoseonnnocasrocaoaaas
(D) (Q)
B
1F L ETIGMZPYVGAGVYVLTSACGMDTEKTIMTI KT YTIULOQARAG
ddl E.cass. 1 TTTTTAGAAACCATCGGAATGCCTTATGTCGGAGCCGGTGTCPTGACTAGTGCC AAAATCATGACCA. 'CTPTGCAAGCTGCAG
ddl B.flaV. = siiiiieiciiiisatittatitanitanans K R I R Covrrnnnnnnnaas G..

3 I P Q V P YV PVLKNAWIEKENTPIKTIKTITFDO QCEGSTLTLYZ?PNM
ddl B.cass. 101 MAWAMAMMTWWMMMMWTQAMWAMT
ddl E.flav. Al [ P < B T o Y YRR

68 F V K P AN M G S SV GI S KAENRETETLU QNALUGQEAYRYD
ddl B.cass. 201 mm&cnﬂmmAmmmmmcumcncmmmAmmmmmmm

) T 5 T Covvnnnn Gevevrnnnn Y <

101 R A I V E Q G I EARETIEVAVLGNETUDV VR RTTMZPGETIUVK
ddl E.cass. 301 ACCCGAGOGATCGTTGAACAAGGAATCGAAGCCX Wmcccmmmmmmcaammmmu
o ) T 5 T [ R R TR GivereeasCininnnnnnnnannnnnns

135 DV A FP Y DY NS K Y I DNR RTIEMOQQTIUPAQTIUPETETU QR ATIKA ADQ
ddl E.cass. 401 MmkmﬂACM'I"!’CQAA‘PACA'M‘GACMCCGMTCQGATGQGAWOCAMNCCAGAAMCAAW

Lo ) B I 5 T [P Covrrennarnnenncannas c..
168 E F A K K A YT ML GG S GLSRCDFPTFTLTNIKNZETLTFLNTEHTL

ddl E.cass. 501 A( \GCCTATACGATGT “GGC T “CGTTGTGATTTCTTTT CCAATAAAA TCTTTTTAA TG

L - O - 5 1 Ciretiereateataaans A

FIG. 2. Comparison of partial DNA and deduced amino acid sequences of vanC-2 of E. casseliflavus and vanC-3 of E. flavescens (A) and ddl
of E. casseliflavus (ddl E. cass.) and ddl of E. flavescens (ddl E. flav.) (B). Dots indicate positions where identical nucleotides were present. The
deduced amino acid sequences of vanC-2 and ddl E. cass. are indicated above the nucleotide sequence. Amino acid substitutions in VanC-3 are
indicated in parentheses below the sequence of vanC-3.

E. casseliflavus and E. flavescens each possess two genes expected for housekeeping genes from different species or
encoding p-Ala-p-Ala ligase-related enzymes. The interspecies  relative to estimates of sequence diversity between the ge-
nucleotide sequence divergence between the vanC (1.7%) and  nomes of E. casseliflavus and E. flavescens based on DNA-
ddl (4.2%) genes was surprisingly low compared with that =~ DNA hybridization experiments (26).

1 80
vanC-1 LLELMNLPYV GCHVAASALC MNKWLLHQLA DTMGIASAPT LLLSR....Y ENDPATIDRF IQDHGFPIFI KPNEAGSSKG
vVanC-2 LFELMKLPYV GCGVAGSALC MNKWLLHQAA AAIGVQSAPT ILLTN....Q ANQQEQIEAF IQTHGFPVFF KPNEAG!

K ENPKKIFDQC

DAl B.cass FLETIGMPYV GAGVLTSACG MDKIMTKYIL QAAGIPQVPY VPVLKNAW. EGSLLYPMFV KPANMGSSVG
DAl B.faec GAGVLASVNA MDKIMTKYLL QTVGIPQVPF vwmsnw.x GNPKEVFEKC EGSLIYPVFV KPANMGSSVG
VanA LFELSGIPFV GCDIQSSAIC MDKSLTYIVA KNAGIA.TPA FWVIN....K DDRPVA.... .ATFTYPVFV KPARSGSSFG

VanB LPELSGIPYV GCDIQSSAAC MDKSLAYILT KNAGIA.VPE FQMIE....K GDKPEA.... .RTLTYPVFV KPARSGSSPG

DA1B E.coli MLELMGLPYT GSGVMASALS MDKLRSKLLW QGAGLPVAPW mmxrmo:.sm: .SALGLPVIV KPSREGSSVG

DA1A E.coli MLRVANLPFV GSDVLASAAC MDKDVTKRLL RDAGLNIAPF ITLTRANR.H NIS.. rmmmn:mmgggv?
- * * . - * -

81 160

VanC-1 ITKVTDKTAL QSALTTAPAY GSTVLIQKAI AGIEIGCGIL GN.EQLTIGA CDAISLVDGF FDFEEKYQL. ...ISATITV

vanC-2 ITKVTCVEEI ASALKEAFTY CSAVLLQKNI AGVEIGCGIL GN.DSLTVGA CDAISLVDGF FDFEEKYQL. ...ISAKITV
DAl E.cass ISKAENREEL QNALQEAYRY DTRAIVEQGI EAREIEVAVL GN.EDVRTTM PGEIVKDVAF YDYNSKY... ID.NRIEMQI
DAl B. faec DARAIVEQGI EAREIEVAIL GN IN.NTIEMQI

VanB :
DA1A B.coli VSKVTSEEQY AIAVDLAFEF DHKVIVEQGI KGREIECAVL GN.DNPQAST CGEIVLTSDF YAYDTKY... IDEDGAKVVV
DA1B E.coli MSKVVAENAL QDALRLAFQH DEEVLIEKWL SGPEI'I'VAIL eB.BILPSI. ..RIQPSGTF YDYBAKY... LSDET.QYFC
- -

vanC-1 PAPLPLALES QIKEQAQLLY RNLGLTGLAR IDFFVTNQGA IYLNEI
vanC-2 PAPLPETIET KVKEQAQLLY RSLGLKGLAR IDFFVTERGE LYLNEI
Ddl E.cass PAQIPEETQA KAQEFAKKAY TMLGGSGLSR CDFFLTNKNE LFLNEL
Ddl E.faec PAHVPEEVAH QAQEYAKKAY IMLDGSGLSR CDFFLTSKNE LPLNEL

VanB PADIPVEERN RVQET! VDLFLQEDGG IVLNEV
DAlA B.coli PAAIAPEIND KIRAIAVOAY QTLGCAGMAR VDVFLTPENE VVINEI
DA1B E.coli PAGLEASQEA IDVMLDSDGQ FYLLEA

FIG. 3. Alignment of the deduced partial amino acid sequences of VanC-1, VanC-2, Ddl of E. casseliflavus (Ddl E. cass), Ddl of E. faecalis (Ddl
E. faec) (14), VanA (12), VanB (14), and DdIA (38) and DdIB (30) of E. coli. Stars indicate positions where identical amino acids were present
in all sequences.



1792 NAVARRO AND COURVALIN ANTIMICROB. AGENTS CHEMOTHER.
TABLE 2. Sequence identity between the deduced partial amino acid sequences of ligases®

Sequence % Sequence identity with:

compared VanC-1 VanC-2 VanC-3 Ddlg .2 Ddlg. e VanA VanB DAIAE i DdIBg, .o
VanC-1 73 73 32 34 38 38 34 35
VanC-2 98 33 34 37 39 36 33
VanC-3 33 34 37 38 37 34
Ddlg 4 79 33 35 42 35
Ddlg, g 31 35 42 36
VanA 77 34 30
VanB 35 32
DdlAE coli 39
DdlBE coli

4 Identity between pairs of sequences was derived from the alignment in Fig. 3.

® The deduced partial amino acid sequences of Ddlg, ., and Ddlg g4, were identical.

The distinction between E. casseliflavus and E. flavescens is ACKNOWLEDGMENTS

tenuous since the two species are differentiated only on the
basis of acid production from ribose (26). The high degree of
identity between the ligase genes (Fig. 2B) is not consistent
with the assignation of clinical isolates of E. casseliflavus and E.
flavescens to two different species.

Amino acid sequence comparison. The deduced amino acid
sequences of the amplification products of vanC-2 and
ddly ..., were aligned with the corresponding portions of other
ligases (Fig. 3), and the percentages of identity were derived
for pairs of sequences (Table 2). Identity was significantly
higher between VanC-1 and VanC-2 (73%) than between
these proteins and any of the other ligases (33 to 39%).
Likewise, Ddl from E. casseliflavus was closely related to the
p-Ala-p-Ala ligase of E. faecalis (79%) and displayed a lower
level of identity with other ligases (32 to 42%). These results
are expected if the Ddl proteins from E. faecalis and from E.
casseliflavus correspond to p-Ala-p-Ala ligases from related
species whereas VanC-1 and VanC-2 correspond to ligases
involved in vancomycin resistance that have no counterpart in
glycopeptide-susceptible enterococci.

Distribution of the vanC-2 and ddl genes from E. casselifla-
vus. Genomic DNA from enterococcal strains was digested
with Kpnl or Kpnl plus HindIIl and analyzed by Southern
hybridization with the vanC-2 and ddl. ., gene fragments as
probes (data not shown). The probes hybridized with DNA of
the 24 E. casseliflavus strains and of the 2 E. flavescens strains
(Table 1). A minimum of five hybridization profiles was
detected in E. casseliflavus. The two E. flavescens strains were
indistinguishable and had profiles distinct from those of the E.
casseliflavus isolates. The probes did not hybridize with DNA
from strains of E. gallinarum and E. faecalis, from E. faecium
with VanA- or VanB-type resistance, and from susceptible
enterococci belonging to 16 species.

E. casseliflavus is pathogenic for humans with frequencies
ranging from 0.3 to 1% of clinically relevant enterococcal
isolates (27, 31). The frequency of isolation of yellow-pig-
mented enterococci, mainly E. casseliflavus, from wounds
(approximately 4%) is similar to that of E. faecium (27, 30).
Low-level vancomycin resistance in enterococci is frequently
not detected by disk diffusion or by automated antibiotic
susceptibility techniques (34-36). The possibility of treatment
failure because of intrinsic low-level resistance in infections has
been documented previously (16, 19, 21). These two observa-
tions stress the need for accurate identification of bacterial
species intrinsically resistant to this drug.

We thank F. Depardieu and S. Evers for introducing F.N. to the
techniques of molecular biology, S. Dutka-Malen for continuous
interest throughout this project, M. Arthur for help with the writing of
the manuscript, and L. A. Devriese for the gift of strains and help with
bacterial identification.
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