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Abstract To gain further insights into the understanding of the
intein invasion process in mycobacteria, intein sequences in the
gyrA gene of 42 mycobacterial strains were searched and a new
gyrA intein was found in Mycobacterium gastri (Mga). This
1260 bp intein, named MgaGyrA, inserted at the GyrA-a site, is
highly homologous to the members of the Mycobacterium leprae
GyrA allelic family. As the recA intein, MgaGyrA was detected
in only one out of six Mga strains examined, while the pps! intein
was a constant character of Mga. This data supports the genomic
heterogeneity of Mga towards intein invasion, a finding that may
have phylogenetic implications. © 2001 Published by Elsevier
Science B.V. on behalf of the Federation of European Biochem-
ical Societies.
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1. Introduction

Inteins are protein introns that are inserted in functionally
important domains of essential proteins. Their coding sequen-
ces are inserted in frame in host genes that are translated into
large polypeptide precursors and the autocatalytic and post-
translational splicing of the intein yields to the mature host
protein. Intein coding sequences are widely distributed in all
three kingdoms [1,2] but, to date, no essential function has yet
been ascribed to them. Although the majority of known in-
teins contain conserved LAGLIDADG motifs of the homing
endonucleases DOD family [1,3], this endonuclease activity
seems only to be involved in the perpetuation and transfer
of the intein [4] and has been experimentally demonstrated
for only a few inteins that include the mycobacterial Myco-
bacterium gastri (Mga)Ppsl, the only eubacterial intein de-
scribed so far to exhibit this enzyme activity [5]. This fact
may be related to the observation that most of the eubacterial
inteins (23 out of the 33) are recensed in the Mycobacterium
genus; these inteins are located in four host proteins, i.e.
GyrA, RecA, DnaB and Ppsl. In this context, we have re-
cently found new inteins in recA and ppsl genes from various
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Abbreviations: Mfl, Mycobacterium flavescens; Mga, Mycobacterium
gastri; Mgo, Mycobacterium gordonae; Mka, Mycobacterium kansasii;
Mle, Mycobacterium leprae; Mma, Mycobacterium malmoense; Mtu,
Mpycobacterium tuberculosis; Mxe, Mycobacterium xenopi

mycobacterial species and showed that both families of inteins
may have distinct insertion sites [5,6]. For instance, while the
RecA intein invades Mycobacterium tuberculosis (Mtu) at the
RecA-a site, seven RecA inteins interrupt the recA sequence at
the RecA-b site in Mycobacterium chitae, Mycobacterium fal-
lax, Mycobacterium flavescens (Mfl), Mga, Mycobacterium le-
prae (Mle), Mycobacterium shimodei and Mycobacterium ther-
moresistibile, and belong to the same intein allelic family.
Similarly, the three inteins found in Ppsl from Mga, Mile
and Mru are located in three distinct insertion sites.

To date, only one intein insertion site has been described in
GyrA from the six mycobacterial species, i.e. Mfl, Mycobac-
terium gordonae (Mgo), Mycobacterium kansasii (Mka), Mle,
Mycobacterium malmoense (Mma) and Mycobacterium xenopi
(Mxe). This observation may be related to the functional im-
portance of this GyrA insertion site or, alternatively, due to
the limited number of strains analysed. To discriminate be-
tween these two possibilities and to gain further insights into
the understanding of the intein invasion process in mycobac-
teria, we deliberately searched for the presence of inteins in
the mycobacterial gyr4 gene by analysing 42 mycobacterial
strains and species. This resulted in the identification of one
more intein in the Mga genome and, more importantly, to the
finding of a genomic heterogeneity among the six strains of
Mga examined.

2. Materials and methods

2.1. Mycobacterial strains, growth conditions and genomic
DNA isolation

A total of 42 non-tuberculous mycobacterial strains were used in
this study; these include 37 out of the 39 strains described elsewhere
[6] and five additional strains of Mga (listed in Table 1); the two
strains from the published list that were not analysed were Mycobac-
terium aurum 1P 141210005 and Mycobacterium cooki ATCC 49103.
All these strains were from the Reference Centre for Mycobacteria
(Institut Pasteur, Paris) and were kindly provided by Dr V. Vincent
Lévy-Frébault. All the strains were identified using the conventional
biochemical tests [7] and chemotaxonomic criteria such as mycolic
acid and species-specific glycolipids analyses [8]. Moreover, the genetic
differentiation between the six Mga and the Mka strains was per-
formed by amplified ribosomal DNA restriction analysis (ARDRA)
(see below).

Strains were grown at their optimal temperature of growth [7] on
the Lowenstein—Jensen medium for a few days to several weeks, de-
pending on the growth rate of the mycobacterial species. Genomic
DNA isolation from 42 mycobacterial strains was performed using
the glass-bead disruption method as described by Saves et al. [6].

2.2. ARDRA
ARDRA was used to establish the identity of the six Mga strains,
i.e. to discriminate between Mga and Mka species [9,10]. The 16S
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RNA gene was amplified using universal primers Bact01 (5'-agagttt-
gatcctggetcag-3') and Bactl1 (5'-aaggaggtgatccagee-3'). For this pur-
pose, 5 ul of genomic DNA was incubated with 7ag DNA polymerase
in 10 mM Tris-HCI, pH 8.3, 1.5 mM MgCl,, 50 mM KCl, 0.2 mM
dNTP and 15 pmol of each oligonucleotide in a 50 pl mix, which was
incubated for 5 min at 94°C, 35 times for 1 min at 94°C, 1 min at
54°C and 1.5 min at 72°C and finally for 5 min at 72°C. The 1.5 kb
amplified fragments were extracted from a 1% agarose gel in TBE
buffer (90 mM Tris-Borate, 2 mM EDTA) using Qiaquick gel extrac-
tion kit (Qiagen). Subsequent restriction digestions of these DNA
fragments with enzymes Rsal and Aval (New England Biolabs) led
to ARDRA patterns which allowed us to discriminate between the
mycobacterial species.

2.3. Intein detection by PCR amplification

The primers GyrA-5" (5'-cggaccgcagecacge-3') and GyrA-3' (5'-
gttgtgcggegggatattggt-3'), used to amplify the gyrA4 gene, were chosen
in the most conserved part of the gyr4 sequence; they correspond to
Mle gyrA gene sequence or its complementary sequence between po-
sitions 200-215 and positions 562-582, respectively. The primer pairs
RecA-5" and RecA-3’ and Ppsl-5" and Ppsl-3’, used to amplify rec4
and ppsl genes, respectively, as well as the primer pair Mga-ATG and
Mga-3', used to amplify the coding sequence of MgaPpsl intein, were
previously described [5,6].

PCR amplifications were performed with T7ag DNA polymerase in
10 mM Tris—HCI, pH 8.3, 1.5 mM MgCl,, 50 mM KCl, 0.2 mM
dNTP, using 5 pl of genomic DNA preparation as DNA matrix.
Several PCR assays were performed in different reaction conditions
with regard to oligonucleotide concentrations and hybridisation tem-
perature to ensure amplification specificity.

2.4. Cloning and sequencing of MgaGyrA intein coding sequence

The Mga PCR fragment containing the invading sequence was pu-
rified after migration on a 1% agarose gel by the Qiaquick extraction
kit and was directly cloned in the PCR2.1-TOPO plasmid using the
TOPO-TA cloning kit (Invitrogen). The resulting plasmid was double-
strand sequenced (MWG-Biotech) using universal primers M13for-
ward and M13reverse.

2.5. Accession numbers for nucleotide and peptide sequences

GenBank accession numbers for Mga recA and Mga ppsl genes are
AJ251715 and AJ276118, respectively. GenBank accession numbers
for Mga, Mle, Mtu, Mxe, Mfl, Mka, Mgo and Mma gyrA genes are
AJ251716, 768206, 127512, U67876, 268209, 7268207, 268208 and
AJ002066, respectively.

3. Results

3.1. The survey of GyrA inteins revealed a new intein in Mga

A total of 42 non-tuberculous mycobacterial strains belong-
ing to 31 species ([6] and Table 1), 21 non-pathogenic and 10
opportunistic pathogens [7], were tested for the presence of
intein in the gyrd4 gene. The oligonucleotide pair chosen to
detect the presence of an invading sequence in a 383 bp frag-
ment of the gyr4 gene limited the screening to the 5'-end of
the gene, which contains the GyrA-a insertion site. Among the
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42 strains examined, only three strains showed an invading
sequence in gyrd (Table 1) as attested by the presence of a
fragment of approximately 1600 bp that was amplified from
genomic DNA of these strains, namely Mfl, Mka and Mga,
while a 383 bp fragment was amplified from the other ge-
nomic DNA preparations. While the occurrence of GyrA in-
teins in Mfl and Mka was expected from previous reports
[11,12], the absence of the intein in the type-strain Mgo was
surprising since some strains of this species were reported to
contain GyrA intein [12]. This observation may be related to a
heterogeneity of strains belonging to the same mycobacterial
species towards GyrA intein. This assumption was supported
by the presence of the intein in only one out of the six strains
of Mga examined (Fig. 1). However, based on the close phy-
logenetical relationship between Mga and Mka [7], which con-
tains an intein in gyrA, it was important to ascertain that the
presence of a GyrA intein in only one strain of Mga did not
arise from a misidentification of this strain.

3.2. Genomic heterogeneity of Mga towards GyrA and
RecA inteins

Because the amplification and digestion of ARN 16S genes,
i.e. ARDRA, is the most reliable technique currently used to
clearly discriminate between two mycobacterial species, the six
Mga strains labelled were analysed by this method using an
authentic strain of Mka as a standard. The restriction patterns
obtained after digestion of PCR products by Rsal and Aval
were analysed and were found to be identical for the six Mga
strains and differed from those obtained with Mka (not
shown). Thus, it was concluded that strain HB 4389 that
harbours MgaGyrA intein belongs to the species Mga which
is heterogeneous in terms of GyrA intein content. Since our
previous studies have revealed that this particular strain of
Mga (strain HB 4389) contains also inteins in rec4 and ppsl
[5,6], we checked for the presence of intein sequence in these
two genes in the five other strains of Mga. PCR amplification
was performed with oligonucleotide pairs allowing the detec-
tion of an intein in a 229 bp fragment of the recA gene,
spanning both intein insertion sites RecA-a and RecA-b,
and in a 513 bp fragment of ppsI gene, spanning the three
intein insertion sites known in this gene, Ppsl-a, Ppsl-b and
Ppsl-c. The presence of inteins in recA and ppsl genes from
Mga was revealed by the amplification of a 1333 bp and a
1657 bp fragment, respectively. The amplification of the rec4
gene from the five additional Mga genomic DNA prepara-
tions generated five small fragments of 229 bp (Fig. 1). Hence,
as in the case of the gyrA4 gene, only strain HB 4389 of Mga
possesses an intein in the recA gene; its sequence and insertion

recA ppsl

M. gastri

Strains : 1 2 3 4 5 6 1

2 3 456 1 2 3 4 5 6

Fig. 1. PCR Amplification of fragments of the gyrd, recA and pps! genes of six strains of Mga. The references of strains numbers 1-6 are
HB4389, W471, 1P140340001, 1P140340003, IP140340010 and IP140340011, respectively.
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Table 1
A survey of inteins present in non-tuberculous gyr4 genes
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Species Strain reference Intein presence and size Insertion site
Mf ATCC 144747 +1263 (421)* GyrA-a
Mga HB 4389 +1260 (420) GyrA-a
Mga W 4717 -

Mga IP 14 034 0001 -

Mga IP 14 034 0003 -

Mga IP 14 034 0010 -

Mga IP 14 034 0011 -

Mgo ATCC 144707 _b

Mka ATCC 124787 +1260 (420)* GyrA-a

42 strains were examined; these include the 37 out of 39 strains listed earlier [6], except M. aurum 1P 141210005 and M. cooki ATCC 49103,
and five additional strains of Mga. Type-strain of species where intein has been detected by other workers are included. The exact size in bp

(in amino acids) of inteins is indicated.

2This intein was cloned and only partially sequenced. Its size and sequence were determined by Fsihi et al. [12].
"No intein was detected in this strain, while one was detected in other strains of the same species [12].

TMeans type-strain.

site has been described earlier [6]. In the case of the ppsi gene,
fragments of approximately 1600 bp were amplified from all
six genomic DNA (Fig. 1), meaning that all the strains possess
an intervening sequence in the pps/ gene. To ascertain that, in
all the strains, this intervening sequence corresponds to the
MgaPps] intein described previously [5], we amplified its cod-
ing sequence with the specific oligonucleotides formerly used
to clone it in an expression vector; in all cases, we were able
to detect the expected 1134 bp sequence (not shown). Thus, in
sharp contrast with rec4 and gyrA host genes, the ppsl gene
harbours the intein sequence inserted at the Ppsl-c site in all
six strains of Mga.

3.3. Analysis of the GyrA intein of Mga

Cloning and sequencing of the Mga amplified DNA re-
vealed that the intein coding sequence consists in 1260 bp
inserted at the GyrA-a site (Table 1). Thus, this new GyrA
intein from Mga, named MgaGyrA according to the current
nomenclature, also belongs to the large allelic family of the
MleGyrA intein. Comparison of the nucleotide sequence of
the GyrA-a insertion site from Mga with those of the six other
known GyrA-a sites containing intein showed that these se-

GyrA-a site

20 -15 -10 -5 #1 +5 +10 +15 +20

Mga CGCCGGCARCGATGREGTACACCGAGGCEFGGCTRACCCC  +
Mma CGCCGGCERCCATGRREGTATACCGAGGCIEGGNNNNNNNN * * +
Mxe CGCCGGCCICGATGRERTACRCCGARBCREEFCTEACERC  +
Mgo ceeeaacckcehTekeiraTacceaceegfceeTihccee  +
Mka dalcceacfeceaTelehraTacceacaefEeeeTRRCCCC  +
Mf1 ceccaacckccpTehkeTACRCEEAGGCREGGCTERCEFC  +
Mle dAcceacakcearehfiraTacceacacfteeerhefife  +

Mgo* dalcceackcheearcakBraghccenhbcpreecTghccce -
Mka* dAcccaclelceaTaekErachcceaceeEfceeTghccce -
ME1* ceccleclel clChTGERGTARRCCGAGGCREGGCTEACEEC -
Mtu dalcccecekceaTcplkeTAChCcCceARRCERGGCTRACCCC -
msmeg  ccccllecERcEhTeRErAERcceaRRcEEccTERCEEC -

Fig. 2. Nucleotide sequence alignments of the GyrA-a intein inser-
tion sites in gyrd genes from different mycobacterial strains and
species. The + or —, at the right of the sequences, means that an
intein is present or not, respectively, at this insertion site. Nucleo-
tides divergent from the most commonly found nucleotides in
inteincontaining genes appear in bold in white boxes; nucleotides
divergent from nucleotides found in intein-containing genes appear
in black boxes. *: The sequence comes from the inteinless strains of
the species described by Fsihi et al. [12]. **: The partial sequence of
the Mma gene ends at nucleotide +13 downstream of the GyrA-a
site.

quences are slightly divergent (Fig. 2). Nevertheless, alignment
of the peptide sequence of the MgaGyrA intein with those of
GyrA inteins of the same allelic family showed that the se-
quence of the N- and C-terminal junctions between GyrA and
inteins are well conserved (Fig. 3). In particular, only two
residues of these segments of GyrA sequence are variable.
In addition, except for the mini-intein MxeGyrA that lacks
222 residues in its central domain [11], these inteins are 49%
identical; furthermore, the comparison of intein sequences by
pairs revealed an identity of 64-89% (Table 2). The strong
homology among this intein family allowed us to locate the
eight intein motifs, blocks A—H, in the peptide sequence of the
six full-size inteins (Fig. 3). It is noteworthy that, as expected
from the close taxonomical relationship between Mga and
Mka [7], the newly discovered MgaGyrA intein is 89% iden-
tical to the MkaGyrA intein.

4. Discussion

The GyrA protein of mycobacteria is a privileged host for
protein introns since a seventh intein was discovered in the
present work, namely MgaGyrA, an intein in the GyrA pro-
tein of Mga (Table 1). The new intein is located at the same
insertion site and is highly homologous to the other members
of the allelic family that comprises MleGyrA, MfIGyrA, Mgo-
GyrA, MkaGyrA, MmaGyrA and MxeGyrA inteins (Table
2). Our study, which screened 42 strains belonging to 31 my-
cobacterial species, and previous works [11-13] did not find
potential intein insertion sites in the 3’-part of the gyrA4 gene.
This may be due to the observed fact that the presence of
inteins is limited so far to the functionally important domains
of the host proteins. Indeed, the seven known inteins are
located immediately downstream the tyrosine residue of the
active site of the GyrA subunit, suggesting that the intein
splicing is absolutely required for the gyrase activity.

Although the partial gyr4 nucleotide sequences revealed
some divergences (Fig. 2), the host protein sequences were
more conserved between species and exhibit a high level of
identity between the seven known GyrA proteins whose cod-
ing genes harbour an intein (Fig. 3). It should be noticed that
although the intein sequences are overall well conserved with-
in the same allelic family, the degree of homology between
inteins varies. Nevertheless, the newly discovered MgaGyrA
protein is highly homologous to the inteins of the same allelic
family, with 64-89% identity with these inteins (Table 2), ex-
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N-extein block A

MgaGyrA NDPPAAMRY
MkaGyrA NPPAAMRY

PFG|

MmaGyrA NJPPAAMRY
MgoGyrA NDPPAAMRY
Mf1GyrA NDPPAAMRY
MleGyrA NDPPAAMRY
MxeGyrA NDPPAAMRY
Cons. N.PPAAMRY

..G..LV.L . G

block C

MgaGyrA WKLIGEIHAN DYVALQRTPP MELGPADWHG TMEALLLGAF

MkaGyrA WKLIEEIHPD DYVALQRTPP MELGPADWHD TMEALLLGAF

MmaGyrA WKLIEEIRPD DHVVLQRTPP VEFGPADWHD VMEALLLGAF

MgoGyrA WMLIEEIRPD DYVVLQRAPP VESGPANWRD AMEALLLGAF

Mf1GyrA WKLTEEIRPG DHVVLQRTPP TEFGPADWQD AFEALHEGAF
L

MleGyrA WKLIGEIRSG DYVVLQRIPP VEFGPADWYS TMEALL[GAF
MxeGyrA WKLIDEIKPG DYAVIQR... ..uuunveunn oofiuwnnnnn.
Cons. W.L..EI D....QR.PP .E.GPA.W.. ..EALL.GAF

block D block E

MgaGyrA KQSRLWQMVG VRSADKMVPE WNIWHSPRAVK RTIFLEALFEG
MkaGyrA KQSRLWQILG MRSADIN MWHSPAAVK RVIFLQALFEG
MmaGyrA KEARLGDLCG QRPAPD )] WLWHSPAAVK RV[FLQALFEG
MgoGyrA KGTRLGVLCG QRSAD PRAVK RVIFLQALFEG
Mf1GyrA KKSRLGELVG QRSAPp PE PAVVK RVIFLQALFEG
MleGyrA KKTRLSGLCG QRSADKLVPE WLWHSPSTVK RA[FLQALFEG
MxeGyrA ........oo.o cuiilieis o)., F P
Cons. K..RL....G .R.ADPK.VP. . ..VK R.[FLQALFEG

QSMRIAD VVPGASPNSD NAVELKVLDR HGNPVVADHL FHSGDHQTYT VRTAEGYEVT GTANHPLLC[L

TGDALVRL PFGQSMRIAD VVPGARPNSD NAVELKVLDR HGNPVAADRL FHSGDHQTYM VRTAHGYEVT GTANHPLLC|L

TGDALVRL PFGHSVRIGN FVPAACPNSD NAVNLKVLDR HGDPVVADQL FHSGEHQTYT VRTAHGYEVT GTENHPLLC[L

TGDALVRL PFGQSMRIGD VAPGARTNSD NAGELKVLDR HGDPVFADRL FHSGDHQTFR VQTAEGYEVT GTE L

TGDALVRL PFGQSVRLRD VVAGARSSSD NAIDLKVLNR HGDPVVADKL FHSGEHETYT VRTAEGYEVT GTANHPLLC|L VDVGGVPTLL
L
L
L

SGREJLVRL EFGKSIRIGD IVTGAQFNSD NPIDLKVLDR HGNPVVADYL FHSGEHQTYT VRTTEGYERMT GTENHPLLC
TGDALVHL PEGESVRIAD IVPGARPNSD NAIDLKVLDR HGNPVLADRL FHSGEHPVYT VRTVEGHVT

.S.R... ....A...SD N...LKVL.R HG.PV.AD.L FHSG.H.... V.T.HG...T GT.NHP.LC

300
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block B

VDVGGVPTLL
VDVGGVPTLL
VDVGGVPTLL
NHPELC VNLAGVPTLL
VNVGGIPTLL
VDVAGVPTLL
V...G.PTLL

GTANHPLLC]

150
TGFANLDRDY FTTAAGAYDG VVGGKRYVYQ QTIGSGSPQH TLYTQKVTAL
AGFANLDRDY FTMVARAYDA VVGDKRDVYQ QTIASGSLQH TLYTQNVTAL
AGFNNCDRDY FAMVVGAYDA VVGGRRYVSS RRIASGSTLH ELDIQNIKEL
AGFNNVDRDY FNAVVAAYDA VVGGKRYVAQ RTIASGSVLN ELDIHDVSAL
AGFNNLDREF FNAVLTAYDT IVGGPRYVSS RTIASDSLLH ELDVHNLTAL
AGFNSLDRDY FTMVVNAYDT VVGGLRCISS RITVSGSTLL ELDVYNLIEF

T101sYTTHS
TIQISYN[TS
MIQISYS[TRS
TIQVSYS|TRS
TIQVSYS[TRS
IIEISYS|THs

LLEFGV[ISRR YLHAVGEYKV VITNRAQAEL
LLEFGV|IISRR YLHAAGEYKV VITDRAQAEL
LLEFGIITRR YRHAVGEHKV LITNRAQAEL
LLEFGV[ISRR YRHAVGEYKV VITNRAQAEL
LLEFGV[ISRR YVHATGEHKV VLTSRAQAEL
LLEFGVVSER YCHTVNEYKV VIANRAQVEM

.I..8Y.T.Ss ..LA.DVQQOM LLEFG.|[...R Y.H...E.KV ....RAQ.E.

350

MgaGyrA FATQIGFGGA KQTKLTKILA SMPPCA.GRD SDHVPGLALF IRRHCGSRWV DKEWLHKHNI DRLSRWRRDG AEILSHIADP DVRTIATELT DGRFYYARVZ2
MkaGyrA FPKQIGFGGA KQTELSKILA AMPPCA.GRD SDHVPGLARF IRRHCDSRWV DKEWLHKHNI DHLSRWRRDG AEILSHIADP DVRTIATDLT DGRFYYARVZ2
MmaGyrA FATRVGFGGA KQEKLTKILG SMPPCA.GMD SDHVPGLARF IRKHCGSRWV DKDWLNRHNV DRIQRWRTSG EKILSHIADP DVRAIATDLT DGRFYYAKVE
MgoGyrA FATQIGFGGA KQSKLTRILG SLPPCA.GMD TNHVPGLAAF IRSHCDSEWV DKEWLRKHNI DRLSRWRRDG AEILSRIANP DVRAIATDLT DGRFYYAQVT
Mf1GyrA FAAQIGFGGI KQAKLQGLLD ALPQAAAGRD GDYVPGLAQF VRKHSGSRWV DKDWLNRHNI DRLSRWQRDG AEILGRIADP DVRAIAQELT DGRFYYARVZ
MleGyrA FFTQVGFGVT KQAKLIRDVV SMSPCV.GMD INCVPGLATF IRKHCDNRWV EEDSFNQHNV DCVQHWHHHS AEIVGHIADP DIRAIVTDLT DGRFYYARVZ2
g € SAFSVDCAGF ARGKPEFAPT TYTVGVPGLV RFLEAHHRDP DAQAIADELT DGRFYYAKVZ2

Cons. F....GFG.. KQ..L..... ....... G.D

block F block G C-extein

MgaGyrA SVTDAGVQPV YSLRVDTDDH AFL[INGFVSH TEAR

MkaGyrA SVTDTGVQPV YSLRVDTDDH NGFVSH TEAR
MmaGyrA SVTEAGVQPV YSLRVDTDHH NGFVSH TEAR
MgoGyrA SVTEAGVQPV YSLRVD NGFVSH TEAR
Mf1GyrA SVTDSGVQPV YSLRVDTDDH NGFVSH

MleGyrA sVTDTGIQPVIEsLEAvVDTEpH
MxeGyrA SVTDAGVQPV YSLRVDTRIDH
Cons. SVT..G.QPV_.SL.VD...H

NGFHlSH
NGFVSH
NGF.SH

R
-3
5]
>
o

................... P D...I...LT DGRFYYA.V.

Fig. 3. Sequence alignment of the seven inteins of the MleGyrA allelic family. The partial sequences of N- and C-exteins are also indicated. In-
tein residues are numbered and conserved motifs are boxed. The variable residues within these motifs and within N- and C-exteins appear in
black boxes. The conserved residues (Cons.) are indicated below the seven sequences.

cluding the MxeGyrA mini-intein because of its atypical size
and sequence. If the high sequence identity between the Mga-
GyrA and MkaGyrA inteins can be associated with the close
taxonomic relatedness between Mga and Mka species [7],
there is no obvious rational in the other cases. In other words,
no correlation between the percentages of identity between
intein sequences and phylogenetical characteristics of the
strains such as growth rate or pathogenicity between invaded
species.

Thanks to the high sequence conservation between these
inteins, the intein signature can be readily located in all in-
teins, except for MxeGyrA (Fig. 3). The percentage of identity
is again higher within specific intein motifs (64%) than the
whole sequences (49%) and LAGLIDADG motifs C and E
are particularly well conserved between species. The sequence
of the former block is atypical in that the 13 residues consti-
tuting block C differ greatly from those most commonly
found in this block as compiled by Pietrokovski [3]. The
two glycine residues at positions 6 and 12 are nonetheless
conserved and the GDG triad is replaced by SEG in five
inteins, as found in a few archaeal inteins. In MleGyrA, the
glutamic acid residue of this triad is replaced by a glycine
residue, as in MfaRecA. These so-called splicing blocks are
also well conserved, although little is known about the splic-

ing of these inteins; in particular, the block G sequence is
identical in all inteins except in MleGyrA where the valine
residue is replaced by an isoleucine residue. Since GyrA in-
teins contain the conserved intein blocks C, D, E and H,
which are characteristic of endonucleases, the six full-size
GyrA inteins are putative site-specific endonucleases. Conse-
quently, it would be interesting to check for their endonu-
clease activities and compare the cleavage efficiency on the
various GyrA-a nucleotide sequences.

An important observation of the present study resides in
the genomic heterogeneity of Mga towards intein invasion;
both MgaRecA and MgaGyrA inteins were observed in
only one out of the six strains of Mga examined, while
MgaPpsl intein was present in all Mga strains (Fig. 1). Hence,
the presence or the absence of the inteins allows to differen-
tiate between Mga strains at a subspecies level, as it was the
case for Mka. This genomic heterogeneity may also concern
other mycobacterial species, as earlier studies [12,13] have also
failed to detect a GyrA intein in some strains of Mgo and
Mfl; consistent with these earlier observations is the fact
that we could not detect an intein sequence in the type-strain
of Mgo studied herein.

Based on sequence divergences at the GyrA-a site observed
between the gyrAd genes containing the intein and inteinless
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Table 2
Percentage identity between mycobacterial GyrA inteins peptide sequences
MgaGyrA MkaGyrA MmaGyrA MgoGyrA MAGyrA MleGyrA
MleGyrA 64.3 63.8 69.0 65.2 64.9 100
MfIGyrA 73.2 73.9 75.1 74.6 100
MgoGyrA 76.9 77.6 79.3 100
MmaGyrA 77.1 76.4 100
MkaGyrA 89.3 100
MgaGyrA 100

gyrA genes from Mgo, Mka and Mfl, Fsihi and collaborators
[12] had formerly suggested that the absence of intein in par-
ticular strains could be due to a defective homing event attrib-
utable to the homing endonuclease specificity. The alignment
of the GyrA-a site sequences presently known, including the
seven interrupted sites and five inteinless gyrA sequences (Fig.
2) showed, however, that this insertion site is not highly con-
served between species. Thus, assuming that the six full-size
inteins of this allelic family correspond to a family of iso-
schizomers endonucleases, as it is the case of the archaeal
TliPol-2 intein family [14], the cleavage specificity of these
enzymes should be quite large. Moreover, no major divergen-
ces between invaded and inteinless sites are detected. Only the
two strictly conserved G at positions —16 and +12 are mu-
tated in Mfl and Mycobacterium smegmatis inteinless sequen-
ces; since the divergent nucleotides also vary in some of the
invaded GyrA-a sites, it is doubtful that these nucleotides
belong to the minimal DNA sequence cleavable by the intein
and that the substitutions found around this site are respon-
sible for the absence of intein in the gyr4 gene. Furthermore,
sequencing of the inteinless recA gene from the type-strain of
Mga revealed only one nucleotide substitution around the
RecA-b site compared to the recA intein-containing gene
(not shown). This point mutation concerns the 13th residue
downstream the RecA-b insertion site, an hypervariable posi-
tion of the sequence [6]. Hence, on the assumption that the
intein coding sequences had been disseminated among myco-
bacteria by homing events consecutive to the specific cleavage
of the intein insertion sites, the absence of intein in some
mycobacterial strains and species can not be explained by se-
quence divergences of the target gene.

In contrast with the heterogeneous distribution of RecA
and GyrA inteins among Mga, Mgo, Mfl and Mka strains,
the inteins MgaPpsl (Fig. 3), MleGyrA [12], MmaGyrA and
MxeGyrA [11,13] are constantly found in strains of Mga,
Mle, Mma and Mxe, respectively. This raises again the ques-
tion of whether the intein coding sequences have been early
acquired by an ancestral mycobacterial strain and independ-
ently lost by some species and strains or if these insertion

sequences had been individually acquired by each species
and strain during the evolution. The relatively high conserva-
tion of the intein insertion site sequences in non-invaded
strains suggests that these sites are potential still-unoccupied
targets, implying that the invasion of essential proteins by
inteins is still in progress in mycobacteria.

Acknowledgements: We thank Dr V. Vincent Lévy-Frébault (Institut
Pasteur, Paris, France) for providing the mycobacterial strains used in
the present study, and Dr M.A. Lanéelle and Dr P. Constant (IPBS/
CNRS, Toulouse, France) for growing the strains.

References

[1] Inbase, the New England Biolabs intein database at http:/
www.neb.com/neb/inteins/.

[2] Perler, F.B., Olsen, G.J. and Adam, E. (1997) Nucleic Acids Res.
25, 1087-1093.

[3] Inteins-Protein introns web site at http://bioinfo.weizmann.ac.il/
—pietro/inteins/.

[4] Gimble, F.S. and Thorner, J. (1992) Nature 357, 301-306.

[5] Saves, 1., Westrelin, F., Daffé, M. and Masson, J.M. (submitted).

[6] Saves, 1., Laneelle, M.A., Daffé, M. and Masson, J.M. (2000)
FEBS Lett. 480, 221-225.

[7] Wayne, L.G. and Kubica, G.P. (1986) Bergey’s Manual of Sys-
tematic Bacteriology, (Sneath, R.A., Meir, N.S., Sharpe, M.E.,
Holt, J.G., Eds.), Vol. 2, 1436-1457, Williams & Wilkins, Balti-
more.

[8] Daffé, M. and Draper, P. (1998) Adv. Microb. Physiol. 39, 131-
203.

[9] Heyndrickx, M., Vauterin, L., Vandamme, P, Kersters, K. and
De Vos, P. (1996) J. Microbiol. Methods 26, 247-259.

[10] Vaneechoutte, M., De Beenhouwer, H., Claeys, G., Verschrae-
gen, G., De Rouck, A., Paepe, N., Elaichouni, A. and Portaels,
F. (1993) J. Clin. Microbiol. 31, 2061-2065.

[11] Telenti, A., Southworth, M., Alcaide, F., Daugelat, S., Jacobs
Jr., W.R. and Perler, F.B. (1997) J. Bacteriol. 179, 6378-6382.

[12] Fsihi, H., Vincent, V. and Cole, S.T. (1996) Proc. Natl. Acad.
Sci. USA 93, 3410-3415.

[13] Sander, P., Alcaide, F., Richter, 1., Frischkorn, K., Tortoli, E.,
Springer, B., Telenti, A. and Bottger, E.C. (1998) Microbiology
144, 589-591.

[14] Saves, 1., Eleaume, H., Dietrich, J. and Masson, J.M. (2000)
Nucleic Acids Res. 28, 4391-4396.



