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An Escherichia coli strain, ECOR28, was found to have insertions of an identical sequence (1,279 bp in
length) at 10 loci in its genome. This insertion sequence (named IS621) has one large open reading frame
encoding a putative protein that is 326 amino acids in length. A computer-aided homology search using the
DNA sequence as the query revealed that IS621 was homologous to the piv genes, encoding pilin gene invertase
(PIV). A homology search using the amino acid sequence of the putative protein encoded by IS621 as the query
revealed that the protein also has partial homology to transposases encoded by the IS110/IS492 family
elements, which were known to have partial homology to PIV. This indicates that IS621 belongs to the
IS110/IS492 family but is most closely related to the piv genes. In fact, a phylogenetic tree constructed on the
basis of amino acid sequences of PIV proteins and transposases revealed that IS621 belongs to the piv gene
group, which is distinct from the IS110/IS492 family elements, which form several groups. PIV proteins and
transposases encoded by the IS110/IS492 family elements, including IS621, have four acidic amino acid
residues, which are conserved at positions in their N-terminal regions. These residues may constitute a tetrad
D-E(or D)-D-D motif as the catalytic center. Interestingly, IS621 was inserted at specific sites within repetitive
extragenic palindromic (REP) sequences at 10 loci in the ECOR28 genome. IS621 may not recognize the entire
REP sequence in transposition, but it recognizes a 15-bp sequence conserved in the REP sequences around the
target site. There are several elements belonging to the IS110/IS492 family that also transpose to specific sites
in the repeated sequences, as does IS621. IS621 does not have terminal inverted repeats like most of the
IS110/IS492 family elements. The terminal sequences of IS621 have homology with the 26-bp inverted repeat
sequences of pilin gene inversion sites that are recognized and used for inversion of pilin genes by PIV. This
suggests that IS621 initiates transposition through recognition of their terminal regions and cleavage at the
ends by a mechanism similar to that used for PIV to promote inversion at the pilin gene inversion sites.

Insertion sequences (ISs) are small transposable elements,
0.7 to 2.5 kb in length, which are present in bacterial chromo-
somes and plasmids (for reviews, see references 27 and 32).
These elements encode transposases that promote their trans-
position. More than 600 IS elements have been identified from
171 bacteria and classified into about 20 families based on
homology among transposases (see reference 27). IS elements
in most of these families have terminal inverted repeat se-
quences (IRs), 10 to 40 bp in length, which are recognized by
transposases and generate duplication of a target site sequence
(2 to 13 bp in length) upon transposition. Most of the IS
elements belonging to the IS110/IS492 family are, however,
atypical, because they have no terminal IRs and do not gen-
erate duplication of the target site sequence upon transposi-
tion. These elements encode transposases with significant ho-
mology to one another (19, 25). The most characteristic
feature of these elements is that their transposases have partial
homology with the pilin gene invertase (PIV) encoded by the
piv gene that was first identified in Moraxella lacunata (25, 28).
PIV recognizes the 26-bp IRs of pilin gene inversion sites (invL
and invR) present in two pilin genes (tfpQ and tfpI) and pro-

motes site-specific recombination at the two sequences, result-
ing in inversion of a segment between invL and invR (12, 18,
47). tfpQ and tfpI encode type IV pilin proteins; of these, the
protein encoded by tfpQ is pathogenic because it is localized in
the outer membrane. A promoter is present to express only
one of two genes, thus determining pathogenicity to bacteria
(18). PIV does not have the amino acid motifs conserved in the
proteins of the �-integrase family and in the recombinases of
the Hin/Res family, some of which are involved in inversion of
a DNA segment. It has been reported that PIV may have part
of the catalytic motif in reverse transcriptases (19, 24, 26). PIV
has, however, recently been shown to have a D-E-D triad motif
corresponding to the catalytic D-D-E motif that is conserved in
integrases encoded by retroviruses related to avian sarcoma
virus (46).

The full genome sequences of Escherichia coli K-12 MG1655
and enterohemorrhagic E. coli (EHEC) O157:H7 have been
determined (8, 16, 17, 36). We have been searching for muta-
tions that occur from rearrangements in various E. coli strains,
including E. coli C and six ECOR strains from an E. coli
collection, focusing on the DNA segment (about 465 kb in
length) corresponding to the 0- to 10-min region of the E. coli
K-12 map by using PCR with primers that hybridize to the
MG1655 sequence at positions spaced in 5-kb intervals. DNA
sequencing of the polymorphic fragments generated from the
E. coli strains revealed that the polymorphism is due to the
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presence of mutations, such as insertions, deletions, substitu-
tions, and duplications of a DNA segment. Of these mutations,
most insertions were identified by a computer-aided homology
search to have homology with known IS elements.

In this study, we report that an E. coli strain, ECOR28, has
a repeated sequence with homology to piv genes at three loci in
the 0- to 10-min region of the E. coli K-12 map. We show that
this sequence is a novel insertion element, named IS621, which
does not have terminal inverted repeats and which encodes
transposase with partial homology to those encoded by the

IS110/IS492 family elements. The N-terminal regions of PIV
proteins and transposases encoded by the IS110/IS492 family
elements, including IS621, appear to have four acidic amino
acid residues constituting a tetrad motif, D-E (or D)-D-D,
rather than the triad motif as the catalytic center. IS621, which
shows the highest homology to piv, has terminal sequences that
have homology to the 26-bp IRs of pilin gene inversion sites,
suggesting that IS621 initiates transposition through recogni-
tion of their terminal regions and cleavage at the ends by a
common mechanism used by PIV to promote inversion at the
pilin gene inversion sites. Interestingly, IS621 was found to be
present in repetitive extragenic palindromic (REP) sequences
located at three loci in the ECOR28 genome. REP sequences
are bacterial short repeats, 35 to 40 bp in length, with imperfect
palindromic sequences (for a review, see reference 5). In most
cases, REP sequences at each locus occur in clusters called
bacterial interspersed mosaic elements, which contain 2 to 12
REP sequences, with other short conserved sequences in po-
sitions spaced at intervals (5, 13). The number of copies and
the arrangement of REP sequences vary among strains (45,
49). We show that IS621 is inserted into the same site in one of
two copies of the REP sequences located at each of the three
loci identified in the 0- to 10-min region as well as at seven loci
identified in other regions of the ECOR28 genome. There are
several elements belonging to the IS110/IS492 family which
also transpose to specific sites in the repeated sequences, as
does IS621. We discuss the possibility that IS621 and other
IS110/IS492 family elements recognize a sequence of about 15
bp with the insertion site in the repeated sequences with full or
partial homology.

MATERIALS AND METHODS

Bacterial strains. The bacterial strains used were E. coli K-12 MG1655, E. coli
C, six ECOR strains (ECOR11, ECOR23, ECOR28, ECOR36, ECOR43, and
ECOR46 [31]), and EHEC O157:H7 (NIID accession no. 960220; isolated from
Sakai, Japan).

Media. The culture media used were L broth and L-rich broth (51), SOC
medium (40), and �-medium (51). The L agar plates used contained 1.5%
(wt/vol) agar (Wako) in L broth.

FIG. 1. Physical maps of the DNA segments around the insertion sites of IS621 in the genomes of nine E. coli strains. The solid lines show the
sequences of E. coli K-12 MG1655 and EHEC O157:H7. For the other E. coli strains, sequences identified by gel electrophoresis of PCR-amplified
fragments and by sequencing are shown. Positions of IS element insertions (IS621, IS4, and IS200) and REP sequences (small rectangles) are
shown. IS4 and IS200 have been identified in the regions shown. Numbers with or without K are coordinates given to the E. coli K-12 MG1655
sequence in kilobases or base pairs, respectively. The positions of the primers used for PCR are shown by small arrowheads; the solid arrowheads
represent primers that were used to analyze polymorphism of the fragments with or without IS621 or REP. Note that IS621 is present in REP
sequences in ECOR28 and that ECOR36 and ECOR46 have no REP sequences.

TABLE 1. Oligonucleotide primers used

Primera Sequence (5� to 3�) Positionb

P1F CGGCTGGTGGAAACAACATT 5395–5414
P1R TAAGAAAGCACGCGGTCTGA 5817–5836
P2F GGTAATGTCAGCGAAGTGCT 138511–138530
P2R TGACCTATGAAGTGAATGGTAA 138932–138953
P3F TGGAGATGCTCGATCGTGAA 215618–215637
P3R TGCGTTTAAGCCAGAAACGC 216253–216272
P4F GAACGCGTGATCGACTTTAG 856716–856735
P4R AACTGGGAAGGACGCTTTAC 857090–857071
P5F AGGGATTGTGGAAGCTGACA 1814038–1814057
P5R ACCTACGCATCTTGATAGCC 1814787–1814806
P6F GGAAATGGCACAAAACGCTG 1841540–1841559
P6R CGGCGGAATTATCATGGATG 1842155–1842174
P7F ATTGCGGATGTGAGCGTTAC 1952279–1952298
P7R GGCTTGTGTAAAAACGGCAG 1952744–1952763
P8F CGCGAACATATCCGCGCAAT 2840201–2840220
P8R GACCCAGCCGATTAAAGATG 2840695–2840676
P9F CATAAATAGCCGTACTCACTC 4371904–4371924
P9R ACAAACGCTGGCAAACCTGA 4372425–4372444
P10F ATCTGCAATTACAGGCGCTG 4467774–4467793
P10R ACGAAGCCTTCTTCACCGAA 4468197–4468216
P1stF CTTTTGCGGGTCTGACACCACGG 880*–902*
P1stR ACTCAGCGACAGGTTCCATATAGGT 381*–405*
P2ndF AGCTGGCACAGGTGGCGTATGGA 1093*–1115*
P2ndR CCATAGTGAAACCAACCTTGCAAATAC 169*–195*

a Primers P1st with F or R and P2nd with F or R were used for ADL-PCR (see
Materials and Methods).

b Positions not marked with an asterisk are indicated by coordinates given
relative to the MG1655 sequence (8), and those marked with an asterisk are
indicated by coordinates given relative to the IS621 sequence.
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DNA preparation. Genomic DNA was extracted from a 5-ml bacterial culture
by the cetyltrimethylammonium bromide-NaCl method described previously (4).
Plasmid DNA was extracted from cells cultured at 37°C for 16 h in 3 ml of L
broth containing 100 �g of ampicillin/ml by using a Quantum prep kit (Bio-Rad).

PCR. The chemically synthesized oligonucleotide primers used are listed in
Table 1. PCR was performed according to the standard protocol in a 25-�l
solution containing a 0.4 mM concentration of each deoxyribonucleoside triphos-
phate, a 0.24 �M concentration of each pair of primers, 1.5 U of LA-Taq DNA
polymerase (Takara), and 0.2 �g of genomic DNA as the template. The PCR

conditions were as follows: denaturation at 98°C for 40 s, annealing at 55°C for
30 s, and extension at 72°C for 2 min for a total of 30 cycles. PCR was done with
a DNA thermal cycler model PJ2000 (Perkin-Elmer). PCR products were elec-
trophoresed in a 1.0% agarose gel (Wako) in TAE buffer (40 mM Tris-acetate,
1.0 mM EDTA [pH 8.0]) at 100 V for 1 h.

Adaptor-ligation-based (ADL) PCR (44) was done with LA-Taq DNA poly-
merase as follows. The total DNA of ECOR28 was digested with BamHI and
BglII (New England Biolabs), neither of which cut the IS621 sequence. T4 DNA
ligase (New England Biolabs) was used to ligate the digested DNA with the
oligonucleotide adaptor. PCR was first done with a ligated sample as the tem-
plate and with primers that hybridize to the adaptor and the IS621 sequence to
obtain fragments with an end region of IS621 and its flanking sequence. PCR was
then done with primers that hybridize to the adaptor and an end region of the
IS621 sequence (see Table 1 for the primers used). Fragments that included the
entire IS621 sequence in strain ECOR28 were obtained by PCR using primers
(Table 1) that hybridize to the flanking sequence of each identified member.

Purification and cloning of DNA fragments. The PCR-amplified fragments
were cut out of an agarose gel, recovered by using a centrifuge tube with a filter
(Suprec-01; Takara), and ethanol precipitated. The DNA fragments were cloned
by dATP tailing, followed by ligation to a TA cloning vector as follows: dATP
tailing was performed in 10 �l of solution containing 1� buffer, 2.5 mM MgCl2,
375 �M deoxyribonucleoside triphosphates, 5 U of LA-Taq DNA polymerase,
and 5 �l of the purified DNA fragment at 72°C for 15 to 30 min; ligation was
performed in 12 �l of solution containing 2 �l of dATP-tailed DNA solution, 50
ng of pGEM-T easy vector (Promega), and 400 U of T4 DNA ligase at 4°C for
16 to 20 h. The sample DNA was transformed into E. coli strain JM109 by using
the method described previously (40). The white colonies were selected on L
agar plates containing 100 �g of ampicillin/ml, 0.5 mM IPTG (isopropyl-�-D-
thiogalactopyranoside), and 100 �g of X-Gal (5-bromo-4-chloro-3-indolyl-�-D-
galactopyranoside) per ml.

DNA sequencing. DNA sequencing was performed by the dideoxynucleotide
chain termination method with oligonucleotide primers and an ABI BigDye
Terminator DNA sequencing kit (Applied Biosystems). The PCR products were
purified with a Centri-Sep spin column (Princeton) and analyzed with an ABI
377 DNA sequencer (Applied Biosystems).

Computer analysis. Nucleotide sequences were analyzed using Genetyx-Mac
version 10.1 and HarrPlot version 2.0 software. A homology search was per-
formed by using the search engines FASTA (34), BLAST (1), and SSEARCH
(33, 43) with the DDBJ homepage (http://www.ddbj.nig.ac.jp). Amino acid se-
quences of PIV proteins and transposases were aligned with YooEdit version
1.71, Clustal W version 1.7, and SeAl version 1.d1 software. A phylogenetic tree
was constructed with Phylip version 3.572, njplot, and TreeviewPPC software.
The secondary structures of proteins were analyzed with the software program
PSIPRED (http://bioinf.cs.ucl.ac.uk/psipred) (22, 29).

RESULTS

Identification of IS621. During the search for mutations that
occurred from rearrangements in the 0- to 10-min regions
(about 465 kb) of the genomes of nine E. coli strains, including
E. coli K-12 MG1655 and EHEC O157:H7, we found that the
PCR-amplified fragments from three regions showed polymor-
phisms with similar lengths upon gel electrophoresis (data not
shown). Nucleotide sequencing of the polymorphic fragments
revealed that an E. coli strain, ECOR28, had insertions of an
identical sequence, 1,279 bp in length, in three loci at kb 5.6,
138.7, and 216.0 in the E. coli K-12 map (Fig. 1). Six E. coli
strains (MG1655, C, ECOR11, ECOR23, ECOR43, and O157:
H7) had the target sequence for the insertion, but the other
two strains (ECOR36 and ECOR46) did not (Fig. 1), resulting
in generation of fragments slightly shorter than those for the
six strains (data not shown).

We have also identified many insertion mutations in the 0- to
10-min regions of the nine E. coli strains and characterized
them by a computer-aided homology search, using nucleotide
sequences as queries. They are almost identical to known IS
elements, such as IS1, IS2, IS3, IS4, IS5, IS30, IS150, IS186,
IS200, IS609, and IS911, except for the insertion sequence

FIG. 2. Nucleotide sequences with IS621 at 10 loci in the ECOR28
chromosome. (A) Nucleotide sequences with IS621 at three loci in the
region corresponding to the 0- to 10-min region of the E. coli K-12
map. The nucleotide sequence without IS621 at each position in the E.
coli K-12 (MG1655) chromosome is shown for comparison. Two types
of REP sequences that have the highest homology to the sequences at
the 10 loci are shown in bold. Palindromic sequences in REP are
indicated by short horizontal arrows. Note that each element is flanked
by 2-bp sequences (in boxes). (B) Nucleotide sequences with IS621 at
seven loci located outside of the 0- to 10-min region. IS621 is inserted
into the 2-bp sequences shown in boxes. The nucleotide sequence
without IS621 at each position in the E. coli K-12 (MG1655) chromo-
some is shown for comparison. Note that REP sequences at five po-
sitions (kb 1814.3, 1952.5, 2840.5, 4372.1, and 4468.0) are in a reverse
orientation.
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found at each of three loci in the ECOR28 genome, suggesting
that this sequence is a novel IS element, here called IS621.

Comparison of the sequences flanking IS621 at each of three
loci in ECOR28 with the MG1655 (or O157:H7) sequence
having no IS621 showed that a 2-bp sequence CT appeared at
the junction regions of IS621 with the target sequence (Fig.
2A). Note that IS621 has no IRs at its termini (Fig. 2A). IS621
has one large open reading frame, 981 bp in length, possibly
encoding transposase (Fig. 3A).

Specific insertion of IS621 into REP sequences. Interest-
ingly, the sequences flanking IS621 at three loci were found to
have homology with one another. A computer-aided homology
search revealed that there were REP sequences present in two
copies at each locus and that IS621 was present in one of the
two copies (Fig. 1). Two E. coli strains (ECOR36 and
ECOR46) had none of these REP sequences (Fig. 1). Six E.
coli strains (MG1655, C, ECOR11, ECOR23, ECOR43, and
O157:H7) had REP sequences without the IS621 insertion, in
which the REP sequence at kb 216.0 exceptionally had a small
deletion near the target site of insertion, but such a deletion
was not present at the corresponding region with IS621 in
ECOR28 (Fig. 2A). REP sequences have been classified into
three types (6). IS621 at kb 5.6 was inserted in the Z2-type REP
sequence, whereas IS621 members at kb 138.7 and 216.0 were
inserted in the Z1-type REP sequence (Fig. 2A). Note that
IS621 was inserted at a specific site in the sequences conserved
in the two types of REP sequences (Fig. 2A).

The results described above suggest that IS621 recognizes
REP sequences and is inserted into specific sites in their se-
quences. To confirm this, we carried out ADL PCR (see Ma-
terials and Methods) to identify and characterize more IS621
members that are supposed to be present in the ECOR28
chromosome. We found nine IS621 members at different loci,
two of which were the same as those identified at kb 138.7 and
216.0 in the E. coli K-12 map. Seven new IS621 members had
sequences identical to the three members initially identified or
had substitutions of 3 bp at most. All the new members were
found to be present at specific sites in the Z1-type REP se-
quences (Fig. 2B), confirming the above suggestion.

IS621, an IS110/IS492 family element most closely related to
piv. A computer-aided homology search based on the nucleo-
tide sequence of IS621 as the query revealed that IS621 is
homologous to the piv genes encoding PIV from various bac-
teria (Table 2). A homology search based on the amino acid
sequence of the putative protein encoded by IS621 as the
query, however, revealed that IS621 has partial homology not
only to PIV proteins but also to transposases encoded by the
IS110/IS492 family elements in various bacteria, including even
archaebacteria (Table 2 and Fig. 4). This finding is consistent
with the fact that transposases encoded by the IS110/IS492
family elements have partial homology to PIV (25) and indi-
cates that IS621 is a new member of the IS110/IS492 family. A
phylogenetic tree based on the amino acid sequences of PIV
proteins and transposases revealed that piv genes form a

FIG. 3. (A) The nucleotide sequence of IS621. The amino acid sequence of transposase encoded by one large open reading frame (orf) in IS621
is shown below the nucleotide sequence. A possible Shine-Dalgarno sequence preceding the initiation codon ATG is underlined. Palindromic
sequences found in the region downstream of the coding region are shown by a pair of arrows. The CT sequences that appear at the junction
regions of IS621 with the target sequence (Fig. 2) are underlined. Note that IS621 has no terminal inverted repeats. Four acidic residues
constituting a catalytic motif are shown in circles. (B) Comparison of the pilin gene inversion site sequences and terminal sequences of IS621 and
three other IS110/IS492 family elements that are closely related to IS621. Pilin gene inversion site sequences (horizontal arrows) and flanking
sequences are indicated by uppercase and lowercase letters, respectively. Terminal sequences of IS621 at kb 5.6 (Fig. 1), IS492 (7), IS110 (9, 26),
and IS1000 (3) and their flanking regions are shown by uppercase and lowercase letters, respectively. The CT sequences duplicated at the junction
regions with IS621 are underlined. Homologous sequences between pilin gene inversion site sequences and terminal sequences of IS621 are shown
in boxes.
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group, whereas IS elements form several groups distinct from
the piv gene group (Fig. 5). Note that IS621 belongs to the piv
gene group but not to the IS groups (Fig. 5).

PIV recognizes the 26-bp IRs of pilin gene inversion sites
that are present in two genes (tfpQ and tfpI). PIV promotes
recombination at the inverted repeat sequences, invL and invR,
resulting in the inversion of a DNA segment between them (12,
18). Terminal sequences of IS621 were found to have signifi-
cant homology with the 26-bp sequences, whereas those of the
other IS110/IS492 family elements were not (Fig. 3B).

The presence of four acidic amino acids conserved in PIV
proteins and transposases encoded by IS110/IS492 family el-

ements. Retroviral integrases and transposases encoded by
many IS elements with terminal IRs have three amino acid
residues constituting the catalytic D-D-E motif, which is re-
sponsible for the strand transfer reaction (see references 11
and 15). Recently, PIV has been reported to have a triad motif,
D-E-D, which corresponds to the D-D-E motif conserved in
integrases encoded by retroviruses related to avian sarcoma
virus (46). The N-terminal regions of transposases encoded by
the IS110/IS492 family elements, including IS621, appeared to
have the D-E-D (or D-D-D) motif at corresponding positions
in transposases, as occurs in PIV proteins (see the first three
acidic amino acid residues shown in the boxes in Fig. 4). In-
terestingly, PIV and transposase proteins had another D resi-
due conserved at the position, three amino acids downstream
of the third D residue in the D-E (or D)-D motif (Fig. 4). This
leads us to assume that these proteins may have a tetrad motif,
D-E (or D)-D-D, like the D-E-D-D motif identified as the
catalytic center in the RuvC Holliday junction resolvases (2, 21,
39). In fact, four acidic amino acid residues conserved in the
PIV and transposase proteins were present in positions corre-
sponding to those constituting the catalytic center in a RuvC
protein (Fig. 4; see Fig. 3A for the positions of four acidic
amino acids constituting the tetrad motif in the IS621 trans-
posase).

The tertiary structure of a RuvC Holliday junction resolvase
from E. coli has been determined by X-ray crystallography (2).
The secondary structure of the RuvC protein, based on the
tertiary structure, is shown schematically in Fig. 6. Note that
the secondary structure of the RuvC protein was generally
similar to that deduced by using the software program
PSIPRED (Fig. 6). Therefore, the secondary structures of the
IS621 transposase and PIV proteins were analyzed with
PSIPRED and compared with those of RuvC. The secondary
structures deduced for IS621 transposase and PIV proteins
were found to be similar to each other and to RuvC in the
regions with four acidic amino acid residues constituting the
D-E-D-D motif (Fig. 6). This supports the above assumption
that IS621 transposase and PIV proteins are closely related to
each other and to RuvC with the D-E-D-D motif.

Identification of other IS110/IS492 family elements that
transpose to a specific site in repeated sequences. As described
above, IS621 is inserted into specific sites within REP se-
quences. This leads us to assume that some other elements
belonging to the IS110/IS492 family may also transpose to
specific sites in repeated sequences, like IS621. In fact, two
members of ISSt1232, which was identified in this study as an
IS110/IS492 family element in the genome of archaebacterium
Sulfolobus tokodaii (Table 2), were found to be inserted into a
specific site within another IS element (named ISSt1281) re-
peated in the S. tokodaii genome (Fig. 7A). Comparison of the
sequences flanking ISSt1232 to the ISSt1281 sequence having
no ISSt1232 showed that a 2-bp sequence, CC, was present at
the junction regions (Fig. 7A). ISSt1232 appears to have no
IRs at its termini (Fig. 7A). There are several truncated mem-
bers of ISSt1232, which do not, however, seem to be inserted
into ISSt1281 (data not shown).

IS1594 is an Anabaena IS element, which was identified in
this study as belonging to the IS110/IS492 family (Table 2).
Analysis of 12 members of IS1594 present in the Anabaena
genome revealed that this element is actually 1,473 bp in

TABLE 2. piv genes and IS110/IS492 family elements

Elementa Accession no. Origin Length
(bp)b

piv genes
pivML M34367 Moraxella lacunata ATCC17956 969
pivMB M32345 Moraxella bovis EPP63 969
pivNG U65994 Neisseria gonorrhoeae 963
pivNM-1 AE002505 Neisseria meningitidis MC58 957
pivNM-2 AE002525 Neisseria meningitidis MC58 951
pivNM-3 AL162754 Neisseria meningitidis Z2491 966
pivEC AB024946 Escherichia coli plasmid pB171 (828)
pivAB AF282240 Acinetobacter sp. strain SE19 975
pivPC AF011334 Pectobacterium chrysanthemi 990

IS elements
IS621 This paper Escherichia coli ECOR28 1,279
IS110 Y00434 Streptomyces coelicolor 1,558
IS116 M31716 Streptomyces clavuligerus 1,421
IS117 X15942 Streptomyces coelicolor 2,527
IS492 M24471 Pseudomonas atlantica 1,202
IS900 X16293 Mycobacterium paratuberculosis 1,451
IS901 X59272 Mycobacterium avium 1,472
IS902 X58030 Mycobacterium avium 1,470
IS1000 M33159 Thermus thermophilus HB8 1,196
IS1110 Z23003 Mycobacterium avium 1,457
IS1111 M80806 Coxiella burnetii 1,450
IS1328 Z48244 Yersinia enterocolitica 1,353
IS1533 M82880 Leptospira borgpetersenii 1,464
IS1547 Y16254 Mycobacterium tuberculosis

9504
1,346

IS1594 AF047044 Anabaena sp. strain PCC7120 1,471
IS1613 AJ011837 Mycobacterium avium 1,453
IS1626 AF071067 Mycobacterium avium 1,418
IS2112 AF060871 Rhodococcus rhodochrous 1,415
IS4321 U60777 Enterobacter aerogenes plasmid

pR751
1,347

ISSfr1441 AF164961 Streptomyces fradiae T#2717 (1,441)
ISNme1143 AL162755 Neisseria meningitidis Z2491 1,143
ISH2e AE000092 Rhizobium sp. strain NGR234 (1,201)
ISRm19 AL603647 Sinorhizobium meliloti (1,224)
ISC1190 AE006641 Sulfolobus solfataricus P2 1,187
ISC1229 AE006641 Sulfolobus solfataricus P2 1,229
ISC1491 AE006641 Sulfolobus solfataricus P2 1,488
ISSt1206 AP000985 Sulfolobus tokodaii 7 1,206
ISSt1232 AP000985 Sulfolobus tokodaii 7 1,232
ISSt1492 AP000985 Sulfolobus tokodaii 7 1,492

a The piv genes and IS elements underlined are named in this study. The IS
elements listed do not have terminal IRs, except for IS1000, IS1111, IS1328 and
IS1533, which are reported to have imperfect or perfect IRs of 6, 7, 12, and 31
bp, respectively (3, 20, 38, 52). IS elements do not generate duplication of the
target sequence upon insertion, except for IS492, IS1000, and IS1533, which are
reported to generate duplication of 5-, 5-, and 2-bp sequences, respectively (3, 35,
52).

b The sizes of IS1547 and IS1594 have been previously reported to be 1,351
and 2,265 bp in length, respectively, but are redefined here. The numbers in
parentheses indicate only approximate sizes, due to uncertainty of the defined
sequence, except for pivEC, which is truncated in its distal region by deletion
mediated by an IS element.
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FIG. 4. An alignment of PIV proteins and transposases. Only three regions that are well conserved are shown. A RuvC Holliday junction
resolvase (accession no. P24239) is aligned to show that four acidic amino acid residues [D, E (or D), D, and D, shown in boxes] in the PIV and
transposase proteins are present in positions corresponding to those constituting the catalytic center in the RuvC protein. Amino acid residues
present in all the proteins are indicated by asterisks. Other conserved amino acid residues are indicated by dots.
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length, not 2,265 bp as was previously reported (accession no.
AF047044). Interestingly, 10 members of IS1594 were found to
be present in two types of REP-like sequences in the Anabaena
genome (Fig. 7B). IS1594 was inserted into a particular site in
the IRs with homology in one REP-like sequence to the other.
Note that a 2-bp sequence, CT, was present at the junction
regions of IS1594 with REP-like sequences and that IS1594 has
no IRs at its termini (Fig. 7B).

DISCUSSION

In this study, we have shown that ISs found at 10 loci in the
ECOR28 genome are a novel IS element, IS621, which belongs

to the IS110/IS492 family. We have also shown that a 2-bp
sequence, CT, was present at the junction regions of IS621 with
the target sequence (Fig. 2). It is possible that the 2-bp se-
quence is used as the target and duplicated upon insertion of
1,277-bp-long IS621 (Fig. 2). This possibility may be supported
by the observation that each member of the other two elements
belonging to the IS110/IS492 family, ISSt1232 and IS1594, was
flanked by a 2-bp target site sequence, CC or CT (Fig. 7).
However, based on previous reports that many IS110/IS492
family elements do not generate duplication of the target site
sequence upon insertion (14, 23, 30), we cannot exclude the
possibility that 1,279-bp-long IS621 is inserted into the target
site without duplication. We have been trying to develop a
system for transposing IS621 into the target plasmid with or
without a REP sequence by using methods that have been used
previously to transpose IS elements, such as IS1, IS3, and
ISY100 (41, 42, 48), but we have failed to do so. IS492, an
IS110/IS492 family element, is known to generate circular
IS492 molecules with an extra 5-bp sequence immediately ad-
jacent to the element (35). Circular molecules of IS621 were
not, however, detected in ECOR28 cells (our unpublished re-
sults), and therefore, the circle formation could not be used as
the assay system for IS621 transposition.

The IS110/IS492 family includes elements with divergent
nucleotide sequences, and transposases encoded by them show
only partial homology to one another and to PIV (Fig. 4). A
phylogenetic tree constructed on the basis of amino acid se-
quences of transposases and PIV proteins shows that the
IS110/IS492 family elements are classified into several groups,
which are distinct from the group consisting of piv genes and
IS621 (Fig. 5). This distinction is the reason why piv genes
could be exclusively identified by the homology search by using
the nucleotide sequence of IS621 as the query.

PIV has been reported to have a triad motif, D-E-D, which
corresponds to the catalytic D-D-E motif that is conserved in
retroviral integrases and transposases encoded by IS elements
with IRs. We have shown in this study that transposases en-
coded by the IS110/IS492 family elements, including IS621,
appear to have the D-E-D (or D-D-D) motif at positions in
their N-terminal regions that correspond to those in PIV pro-

FIG. 5. A phylogenetic tree of piv genes and IS110/IS492 family
elements. The tree was constructed by the neighbor-joining method
based on amino acid sequences of PIV proteins and transposases (Fig.
4). The scale bar equals a distance of 0.1.

FIG. 6. Comparison of secondary structures of RuvC, IS621 transposase, and PIV proteins. The secondary structure of RuvC, based on the
tertiary structure (PDB code 1HJR), is shown above the polypeptide sequence. � helices are indicated by ribbons, and � sheets are indicated by
arrows. Other features are indicated by straight solid lines. Positions of acidic amino acids constituting the D-E-D-D motif are indicated by thin
vertical lines. The secondary structures of RuvC, IS621 transposase, and PIV proteins were predicted by PSIPRED and are shown under the
polypeptide sequence of each protein.
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teins (Fig. 4). We have also shown that PIV and transposase
proteins have another D residue conserved at a position down-
stream of the triad motif (Fig. 4) and that the four acidic amino
acid residues in these proteins are present in positions corre-
sponding to those which constitute the D-E-D-D motif iden-
tified as the catalytic center in the RuvC Holliday junction
resolvase (Fig. 4 and 6). These findings strongly suggest that
these proteins have a tetrad motif, D-E (or D)-D-D, as does
RuvC (2, 21, 39). We have also shown in this study that PIV

and transposase proteins have several amino acid residues
conserved at corresponding positions in their C-terminal half
regions (Fig. 4). This finding suggests that the C-terminal half
of these proteins may have a domain(s) that is perhaps respon-
sible for DNA binding to the pilin gene inversion sites or the
end regions of IS elements, whereas their N-terminal half has
the catalytic domain with the tetrad motif.

We have shown in this study that IS621 and two other ele-
ments, ISSt1232 and IS1594, do not have terminal IRs, which
is consistent with the fact that most IS110/IS492 family ele-
ments are atypical and do not have terminal IRs. This finding
and the finding that transposases encoded by the IS110/IS492
family elements have a catalytic motif that is similar to that in
transposases encoded by the IR-carrying IS elements suggest
that the transposases encoded by the IS110/IS492 family ele-
ments with no IRs catalyze the strand transfer reaction, as do
those encoded by the IR-carrying IS elements.

We have shown that transposase encoded by IS621 has the
highest homology with PIV and that terminal sequences of
IS621 show significant homology with the 26-bp sequences of
the pilin gene inversion sites. These findings suggest that IS621
initiates transposition through recognition of their terminal
regions and cleavage at its ends by a similar mechanism to that
used for PIV to promote site-specific recombination at the
pilin gene inversion sites.

Interestingly, in this study we have shown that IS621 is
present at a specific site in each of the REP sequences at 10 loci

FIG. 7. Nucleotide sequences with or without another IS110/IS492 family element, ISSt1232 or IS1594. (A) Nucleotide sequences of ISSt1281
with or without ISSt1232 at two loci. ISSt1281 sequences are shown in bold. (B) Nucleotide sequences with or without IS1594 at three loci.
REP-like sequences are shown in bold for comparison. The two types of REP-like sequences that have the highest homology to the sequences at
the three loci are shown. Palindromic sequences in the REP-like sequences are indicated by horizontal arrows. Note that REP-like sequences at
kb 266.6 and 4388.6 are identical but are in a reverse orientation. Note also that each element is flanked by 2-bp sequences shown in boxes.

TABLE 3. Target sequences possibly recognized by
IS110/IS492 family elements

IS element Target sequencea

IS621 ....................................................... CTTATCAGGCCTACG
IS1594 .....................................................ACTGACGCACCCTAC
ISSt1232.................................................. GCCCCCTTAACCCCAT
IS900 ....................................................... CATGNNNNTCYCCTT
IS901 .......................................................CATNNGYNGNTTCCNTTC
IS902 .......................................................CATNNNCARNTTCCTTTC
IS1626 ..................................................... CATGCGTTTCTCCTATGTC
IS2112 ..................................................... CATGGTGTCCTCGCTT
IS492 ....................................................... GTTTNAANNNCTTGTTAG

a Consensus sequences were derived from published nucleotide sequences
(IS900 [14], IS901 [24], IS902 [30], IS1626 [37], IS2112 [23], and IS492 [35]). The
sequences that appear at the two junction regions of each element with the target
sequence are shown in bold. Note that these sequences are not necessarily meant
to be duplicated upon insertion of each element. The sequences complementary
to start codons and the ribosome-binding sequences in the target sequences for
IS900-related elements are underlined.
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in the ECOR28 genome. We have also shown that ISSt1232 is
inserted into a specific site within an IS element repeated in
the genome of the archaebacterium S. tokodaii, whereas
IS1594 is inserted into REP-like sequences repeated in the
Anabaena genome. Note that it is usually difficult to determine
the sequences of IS elements, particularly those which do not
have terminal IRs and transpose to specific sites in repeated
sequences; therefore, not only the sequences of several IS
copies but also those around the target sites have to be care-
fully examined to define the elements.

We assume that IS621 spontaneously transposed to the same
site in the REP sequences at the 10 loci in the ECOR28
genome by the action of transposase encoded by itself. It is,
however, possible that IS621, once inserted in a REP sequence
at one locus, transposed to the REP sequence at another locus
by a gene conversion mechanism through recombination be-
tween the homologous REP sequences. This possibility is, how-
ever, unlikely, because all the IS621 members present at 10 loci
are almost identical in their nucleotide sequences, whereas the
REP sequences nested by IS621 are of two kinds, Z1 and Z2,
which are only partially homologous to each other (Fig. 2).
This leads us to assume that IS621 does not recognize the
entire REP sequence in transposition but recognizes a short
homologous sequence, 15 bp in length, with the target site of
insertion in the REP sequences (Table 3). Similarly, in the case
of IS1594, it may not recognize the entire REP-like sequence,
but it recognizes a homologous 15-bp sequence with the target
site in the REP-like sequences (Table 3), which are partially
homologous to one another (Fig. 7B). ISSt1232 may also not
recognize the entire sequence of an IS element (named
ISSt1281) repeated in the S. tokodaii genome, but it recognizes
a homologous sequence of 15 bp in length (Table 3), which can
be identified in ISSt1281 by comparison with the target site
sequences flanking each of the truncated members of ISSt1232
present in the S. tokodaii genome.

It should be noted that in the other IS110/IS492 family
elements, IS900 and its related elements, such as IS901 and
IS902, were shown to be present in the 13- to 16-bp-long
sequences with partial homology to one another (24, 30). The
homologous sequences are not, however, located within the
repeated sequences, such as the REP- or IS-like sequences, but
are supposed to be in the proximal region of a gene, in which
the IS elements are inserted into a site between the ribosome-
binding sequence and the start codon (Table 3). These data
lead us to assume that the IS110/IS492 family elements gen-
erally recognize a short DNA sequence and are inserted into a
specific site within it. In fact, members of each of several
IS110/IS492 family elements, including IS492, that are not
closely related to IS900 seem to be present in the sequences of
about 16 bp in length with homology to one another (Table 3).
Note that the homologous sequences around the insertion sites
of IS492 are not located in the proximal region of a gene with
the start codon and the ribosome-binding sequence, like those
around the insertion sites of IS621, IS1594, and ISSt1232 (Ta-
ble 3).

It has been reported that an IS element, IS1397, which
belongs to the IS3 family, is inserted into REP sequences (10,
50), like IS621. IS1397 appears to recognize a different region
in REP from that recognized by IS621, because IS1397 is
present in the center of the region flanked by palindromic

sequences in REP, whereas IS621 is inserted into a site in the
region outside of a palindromic sequence in REP (Fig. 2). In
spite of this difference, IS1397 may recognize a short sequence
and transpose into a particular target site within it, as does
IS621.
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