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DNA fragments derived from the Clostridium botulinum type A neurotoxin (BoNT/A) gene (bot4) were used
in DNA-DNA hybridization reactions to derive a restriction map of the region of the C. botulinum type B strain
Danish chromosome encoding botB. As the one probe encoded part of the BoNT/A heavy (H) chain and the
other encoded part of the light (L) chain, the position and orientation of botB relative to this map were
established. The temperature at which hybridization occurred indicated that a higher degree of DNA homology
occurred between the two genes in the H-chain-encoding region. By using the derived restriction map data, a
2.1-kb BgllI-Xbal fragment encoding the entire BoNT/B L chain and 108 amino acids of the H chain was cloned
and characterized by nucleotide sequencing. A contiguous 1.8-kb Xbal fragment encoding a further 623 amino
acids of the H chain was also cloned. The 3’ end of the gene was obtained by cloning a 1.6-kb fragment amplified
from genomic DNA by inverse polymerase chain reaction. Translation of the nucleotide sequence derived from
all three clones demonstrated that BoNT/B was composed of 1,291 amino acids. Comparative alignment of its
sequence with all currently characterized BoNTs (A, C, D, and E) and tetanus toxin (TeTx) showed that a wide
variation in percent homology occurred dependent on which component of the dichain was compared. Thus,
the L chain of BoNT/B exhibits the greatest degree of homology (50% identity) with the TeTx L chain, whereas
its H chain is most homologous (48% identity) with the BoNT/A H chain. Overall, the six neurotoxins were
shown to be composed of highly conserved amino acid domains interceded with amino acid tracts exhibiting
little overall similarity. In total, 68 amino acids of an average of 442 are absolutely conserved between L chains
and 110 of 845 amino acids are conserved between H chains. Conservation of Trp residues (one in the L chain
and nine in the H chain) was particularly striking. The most divergent region corresponds to the extreme
carboxy terminus of each toxin, which may reflect differences in specificity of binding to neurone acceptor sites.

Botulinum neurotoxin (BoNT) and tetanus toxin (TeTx) are
high-molecular-weight proteins (approximately 150,000 Da)
which exert potent neuroparalytic effects on vertebrates (14,
42). They are elaborated by anaerobic gram-positive bacteria
belonging to the genus Clostridium. TeTx is synthesized by
Clostridium tetani, whereas the majority of clostridia which
produce BoNT are classified as C. botulinum. In recent years,
however, isolates which resemble C. barati and C. butyricum
have been shown to produce BoNT (15, 24). On the basis of
antigenicity, BoNT has been subdivided into seven distinct
types, designated A to G. All eight neurotoxins (BoNT/A to
BoNT/G and TeTx) are synthesized as a single-chain,
150,000-Da molecule which subsequently becomes nicked to
the more potent dichain form, composed of a heavy (H)
(approximately 100,000 Da)- and a light (L) (50,000 Da)-chain
polypeptide linked by at least one disulfide bridge (40).

It has been proposed (38, 39) that action of both BoNT and
TeTx involves three distinct phases. In the first phase the
toxins become bound to acceptors on the external surface of
the targeted neural cells. This is followed by an energy-
dependent internalization step in which the toxin, or part of
it, enters the cell. Thereafter, an unidentified active moiety
of the toxin causes nerve cell dysfunction by blocking the
intracellular release of neurotransmitters. The two classes of
toxins differ, however, in that BoNT preferentially inhibits
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acetylcholine release at the nerve periphery, whereas TeTx
blockades the release of inhibitory amino acids principally in
the central nervous system. On the basis of a number of
pieces of experimental evidence, and by analogy to the
characterized binary toxins (e.g., diphtheria and ricin), it is
generally assumed that the L chain possesses the catalytic
activity responsible for cell poisoning (1, S, 41) and that the H
chain delivers this moiety to the cell cytoplasm by mediating
binding of the toxin to the cell and subsequent internalization.
The dual role of the H chain in toxicity has been rationalized
by the suggestion that the amino-terminal portion mediates
internalization (29, 32, 33) and the carboxy terminus plays a
crucial role in binding to nerve acceptors (20, 21, 30, 37).

To clarify structural and functional relationships, clostrid-
ial neurotoxin gene cloning programs have been initiated in a
number of laboratories. As a result of nucleotide sequence
analysis of cloned genes, the complete primary sequences of
TeTx (11), BoONT/A (4, 44), BoNT/C (17), BoNT/D (3), and
BoNT/E (45) are known. In the present report, we describe
the cloning of the gene encoding BoNT/B (botB) and the
derivation of the entire amino acid sequence of the neuro-
toxin by nucleotide sequencing.

MATERIALS AND METHODS

Bacterial strains, plasmids, and culture conditions. The
source of chromosomal DNA was C. botulinum Danish, and
the recombinant host used for cloning experiments was
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Escherichia coli TG1 [A(lac-pro) supE thi hsdD5/F'-traD36
proA* B* lacI® lacZAM15). Cloning vectors employed were
plasmids pMTL32 (this study), pMTL23 (7), and pCR1000
(26) and the M13 bacteriophages mpl8 and mpl9 (46). C.
botulinum was cultivated in USA II broth (2% peptone, 1%
yeast extract, 1% N-Z amine, 0.05% sodium mercaptoace-
tate, 1% glucose [pH 7.4]), and E. coli was cultivated in L
broth (1% tryptone, 0.5% yeast extract, 0.5% NaCl). Solid-
ified medium (L agar) consisted of L broth with the addition
of 2% (wt/vol) Bacto Agar (Difco Laboratories). Antibiotic
concentrations used for the maintenance and the selection of
transformants were 50 pg of ampicillin (pMTL32) and 50 pg
of kanamycin (pCR1000) per ml. Restriction endonucleases
and DNA modifying enzymes were purchased from
Northumbria Biochemicals Ltd., Taq polymerase was from
United States Biochemical Corporation, and radiolabel was
from Amersham International.

Purification and manipulation of DNA. Transformation of
E. coli and large-scale plasmid isolation procedures were as
described previously (27). Small-scale plasmid isolation was
by the method of Holmes and Quigley (19), while chromo-
somal DNA from C. botulinum was prepared essentially as
described by Marmur (23). Restriction endonucleases and
DNA modifying enzymes were used under the conditions
recommended by the suppliers. Digests were electro-
phoresed in 1% agarose slab gels on a standard horizontal
system (Bethesda Research Laboratories model H4), em-
ploying Tris borate-EDTA (0.09 M Tris borate, 0.002 M
EDTA) buffer. Fragments were isolated from gels by elec-
troelution (25). All primary cloning procedures were under-
taken under United Kingdom ACGM C2 containment con-
ditions, and total cell lysates of all recombinants carrying
cloned material were tested in mice for the absence of toxic
polypeptides.

DNA-DNA hybridization experiments. DNA restriction
fragments were transferred from agarose gels to Zeta Probe
nylon membrane by the procedure of Reed and Mann
(34). After partial depurination with 0.25 M HCI (15 min),
DNA was transferred in 0.4 M NaOH by capillary elution for
4 to 16 h. Bacterial colonies were screened for desired
recombinant plasmids by in situ colony hybridization (13),
using nitrocellulose filter disks (0.22 pwm; Schleicher and
Schuell). The gel-puriﬁed botA DNA fragments were la-
belled with [a-**P]dATP, using a multiprime kit supplied by
Amersham International. Hybridizations were carried out as
described previously (44) at temperatures ranging from 45 to
60°C.

Nucleotide sequence of pCBB plasmid inserts. The insert of
plasmid pCBB1 was excised by cleavage with BamHI and
Bglll and circularized by treatment with T4 ligase, and
size-fractionated 500- to 1,000-bp fragments generated by
sonication were cloned into the Smal site of M13mpl8
(for experimental conditions, see reference 28). Approxi-
mately 50 templates were then sequenced by the dideoxy-
nucleotide method of Sanger et al. (35), using a modified
version of bacteriophage T7 DNA polymerase, Sequenase
(43). Experimental conditions used were those stated by the
supplier (United States Biochemical Corp.). The inserts of
plasmids pCBB2 and pCBB3 were sequenced by using
templates derived by subcloning the entire region between
the appropriate sites of M13mp18 and M13mp19. Sequence
data obtained by employing universal primer were then
sequentially extended by the use of custom-synthesized
oligonucleotide primers. In certain instances, templates
were generated by the insertion of Dral restriction subfrag-
ments into the Smal site of M13mpl8. In all cases the
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sequence was determined on both DNA strands. The chro-
mosomal DNA region amplified with primers X1 and X2
(Fig. 1) was cloned directly into ddT-tailed, Smal-cut
M13mp8 (prepared by incubating Smal-cut DNA with ter-
minal transferase in the presence of dideoxy TTP), and the
resultant template was sequenced with universal primer.
DNA sequence data were analyzed by using the computer
software of DNASTAR Inc.

Amplification of DNA by PCR. Amplification of C. botuli-
num DNA was undertaken by polymerase chain reaction
(PCR), using an M J Research Inc. thermal cycler. Reaction
mixtures contained 10 mM Tris-HCl, 50 mM KCl, 3 mM
MgCl,, 0.1 mM deoxynucleoside triphosphate, 30 nmol of
each primer, 2.5 U of Taq polymerase, and 10 ng of strain
Danish genomic DNA, in a final volume of 0.1 ml. Amplifi-
cation was for 30 cycles, as follows: 1.5 min at 93°C, 3 min
at 37°C, and 3 min at 72°C. For inverse PCR, 140 ng of
chromosomal DNA, cleaved with an appropriate restriction
endonuclease, was ligated overnight at 14°C in a 50-pl
volume and a 10-pl portion of the resultant concatenated
DNA was used in PCR.

Nucleotide sequence accession number. The nucleotide
sequence has been submitted to the GenBank/EMBL data
banks, with the accession number M81186.

RESULTS AND DISCUSSION

Southern blot analysis of the botB gene. Previous studies
have shown that BoNT appears to conform to the classical
A-B binary toxin model (12). Thus, both L and H chains are
required for toxicity (14, 39). The risk of generating an E.
coli clone with the capacity to produce a neuroparalytic
polypeptide may therefore be alleviated by cloning genomic
restriction fragments which encode principally only one
component of the dichain molecule. To identify such frag-
ments, we exploited DNA homology between botB and the
previously cloned botA (44).

A 389-bp Hpal-Xholl botA fragment, encoding amino
acids 216 through 346 of the BoONT/A L chain, and a 628-bp
Haell-HindlIII fragment, coding for amino acids 526 through
736 of the H chain (44), were radiolabelled and used in
DNA-DNA hybridizations with type B chromosomal DNA
cleaved with various restriction enzymes. Reactions were
performed in aqueous solution over a range of tempera-
tures. “Weak™ hybridization between the two genes was
found to occur at 53 and 56°C with the L- and H-chain
probes, respectively (data not shown). The strength of
the signal observed and the relatively low stringency re-
quired were indicative of a fairly low level of DNA ho-
mology between botA and botB. Furthermore, these results
suggest that the L-chain-encoding regions of the two genes
are less homologous than the H-chain-encoding region, at
least in the areas probed. The conditions under which
hybridization occurred having been established, the type B
genomic DNA was cleaved with various combinations of

" restriction endonucleases and the nylon membranes carry-

ing the resultant fragments were sequentially hybridized
with the two probes. The data obtained allowed the deriva-
tion of a restriction map of the region of the type B genome
encoding botB. Furthermore, the use of the two probes
enabled the assignment of both the position of botB and
its relative orientation with respect to the derived map (Fig.
1).

Cloning and sequencing of the botB L chain. The restriction
map derived by the Southern blot experiments (Fig. 1)
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FIG. 1. Strategy employed in cloning the botB gene. The illustrated restriction map of the C. botulinum genome was generated by using
the indicated botA DNA fragments as probes in Southern blots. Regions of the strain B/Danish chromosome that were cloned in recombinant
plasmids pCBB1 and pCBB2 are represented by open boxes below the restriction map. The cloned inserts of these plasmids were shown to
be contiguous on the genome by PCR amplification of the region of the chromosome spanning their common Xbal site, using primers X1
(5'-CCAAGTGAAAATACAGAATCAC-3’) and X2 (3'-CCCACTTTGTCTATCATTTA-5') and sequencing across this junction. The insert of
pCBB3 was derived by PCR amplification of HindIII-cut, concatenated chromosomal DNA, using primers X4 (5'-ATAGAGATTTATATAT
TGGAG-3') and X3 (5'-TTATATACAGCCAAATGCTCCTTGC-3').

indicated that a 2.1-kb Bg/II-Xbal fragment principally en-
coded the L chain of BoNT/B. To clone this DNA, and to
minimize the risk of cloning contiguous BoNT/B-encoding
regions, the targeted fragment was purified by a two-stage
gel isolation procedure. C. botulinum type B chromosomal
DNA was cleaved with Xbal, and fragments of approxi-
mately 7.5 kb were purified from agarose gels by electroelu-
tion. The isolated DNA was then subjected to digestion with
Bglll, DNA fragments of around 2.1 kb were gel purified and
ligated to pMTL32 vector DNA (Fig. 2) cut with Xbal and
BamHI, and the resultant TG1 transformants were screened
for the presence of recombinant clones, using the botA4
L-chain probe. Vector pMTL32 was specifically constructed
for the purposes of cloning the botB DNA (Fig. 2). Based on
the pMTL1003 backbone (6), it carries multiple cloning sites
flanked on either side by tandem copies of transcriptional
terminators. Heterologous genes inserted into the multiple
cloning sites will therefore only be expressed if they carry
indigenous transcriptional elements recognized by the RNA
polymerases of E. coli.

The recombinant plasmid obtained, designated pCBBI1,
was shown by digestion with appropriate endonucleases to
contain restriction enzyme recognition sites consistent with
the map illustrated in Fig. 1. Its entire insert was excised by
digestion with BamHI and Bgl/ll, and M13 recombinant
templates containing random inserts were derived by using a
sonication procedure (28). By using these templates and
custom synthesized oligonucleotides, the entire nucleotide
sequence of the insert was determined on both strands.
Translation of the resultant sequence indicated the presence
of an open reading frame encoding a polypeptide of 549

amino acids in size. The amino terminus of this polypeptide
exhibited perfect conformity to that experimentally deter-
mined for purified BONT/B L chain (36). Amino acids 442
through 459 were identical to those determined for purified
BoNT/B H chain (36). Thus, the insert carried by pCBB1
was deemed to encode the entire L chain of BONT/B and 108
amino acids from the H chain.

Cloning and sequencing of the borB H chain. After it was
determined that the 2.1-kb BglII-Xbal fragment encoded
the entire BONT/B L chain and the amino terminus of the
H chain, it was apparent that the adjacent 1.8-kb Xbal
fragment (Fig. 1) should encode the majority of the re-
maining H chain. Type B chromosomal DNA was cleaved
with HindIII, fragments of approximately 3.5 kb were
isolated and digested with Xbal, and fragments of around
1.8 kb were gel purified. The isolated DNA was ligated
with Xbal-cleaved pMTL32 and transformed into E. coli
TG1, and recombinant plasmids were identified by probing
with the radiolabelled bot4 H-chain probe. One such plas-
mid was designated pCBB2, and the nucleotide sequence
of its insert was determined, following its insertion into
M13mp18, by employing custom-synthesized oligonucleo-
tide primers.

Translation of the nucleotide sequence obtained revealed
the presence of a continuous open reading frame of 623
codons, in the same reading frame relative to the Xbal site of
that of the insert of plasmid pCBB1. To confirm that the two
sequences were indeed contiguous, a 289-bp region of DNA
encompassing the Xbal site was amplified from type B
genomic DNA by using primers X1 and X2 (Fig. 1) in a PCR
and cloned directly into ddT-tailed Smal-cut M13mp8. Nu-
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FIG. 2. Cloning vector pMTL32. This plasmid was derived as
follows. A synthetic DNA fragment (5'-AGCCCGCCTAATGAGCG
GGCTTTTTTT-3'), corresponding to the E. coli trpA transcriptional
terminator, was ligated to Stul-cleaved pMTL23 (7), and a recom-
binant plasmid (pTRP23) was selected in which two tandem copies
of trpA had been inserted. The resultant double terminator, together
with part of the pMTL23 polylinker region, was excised as a 107-bp
Nrul-EcoRI fragment and inserted between the EcoRI and EcoRV
sites of plasmid pMTL1003 (6). As the ca. 350-bp EcoRI-EcoRV
fragment of pMTL1003 is deleted during this manipulation, the
resultant plasmid, pMTL32, does not carry a copy of the #rp
promoter.

cleotide sequencing of a derivative template, using universal
primer, demonstrated that the inserts of plasmids pCBB1
and pCBB2 were contiguous in the C. botulinum type B
chromosome.

Completion of the botB sequence. By combining the two
sequences of pCBB1 and pCBB2, the derived contiguous
open reading frame encoded 1,170 amino acids, indicating
that some 120 or so codons of the botB gene were missing. A
DNA region encompassing the remaining 3’ end of the gene
was cloned by inverse PCR. Type B chromosomal DNA was
cleaved with HindIII and incubated with T4 ligase, and the
resultant concatenated DNA was used as a template in PCR
with oligonucleotides X3 and X4 (Fig. 1). The 1.6-kb frag-
ment generated was cloned directly into the specialized
vector pCR1000, and the recombinant plasmid obtained was
designated pCBB3. A plasmid sequence reaction, under-
taken with a primer previously employed in the determina-
tion of the nucleotide sequence of the insert of plasmid
pCBB2, confirmed the presence of the botB gene. Thereaf-
ter, the nucleotide sequence of the region of pCBB3 encom-
passing the 3’ end of botB was determined by subcloning
selected overlapping fragments into M13. To rule out the
possibility that the insert of pCBB3 may have contained
PCR-induced errors, a second version of this plasmid recom-
binant was derived by cloning the amplified DNA product
from a further independent inverse PCR. Nucleotide se-
quencing of the appropriate regions of this second plasmid
gave a sequence identical to that already derived from the
primary isolate of pCBB3.

The entire nucleotide sequence of the botB gene (Fig. 3)
was obtained by splicing the individual sequence information
derived from the inserts of pCBB1, pCBB2, and pCBB3 into
a contiguous sequence. The gene is composed of 1,291
codons, initiating with an AUG codon at position 55 and
terminating with a UAA stop codon at position 3928 (Fig. 3).

ApPPL. ENVIRON. MICROBIOL.

The choice of these particular translational codons is typical
of clostridial genes (47). As with all other bot genes charac-
terized to date, the high A+T content of the DNA (74.6%)
results in an extreme bias towards the use of codons ending
in A or T and the frequent use of codons recognized as
modulators in E. coli. The translational start codon is
preceded by a sequence typical of clostridial ribosome
binding sites (47).

Alignment of the nucleotide sequences of the two botA4-
derived DNA probes used in Southern blot mapping with the
equivalent regions of botB confirmed that the greater degree
of homology existed in the respective H-chain-encoding
regions over those encoding L chain. Specifically, the 628-bp
Haelll-HindIIl botA fragment demonstrated 65% homology
with botB, whereas the 389-bp Hpal-Xholl botA fragment
had 54.8% homology with botB. Comparative alignment
demonstrated that, in general, the overall DNA homology
(Table 1) between the H- and L-chain-encoding regions of
all sequenced neurotoxin genes reflected the level of amino
acid sequence homology (Table 2) and averaged between
50 and 60% identity. One consequence of this relative
dissimilarity between genes is that DNA probes specific to
each toxin gene may be easily designed. However, although
there is sufficient homology in certain regions to derive a
generalized probe for the generic detection of neurotoxin
genes, it has not proven possible to design a probe which
hybridizes to all bot genes and not to the TeTx gene
(unpublished data).

Predicted amino acid sequence of BoNT/B. The deduced
primary sequence of BONT/B demonstrates that the toxin is
composed of 1,291 amino acid residues. By comparison to
partial amino acid sequences derived from purified polypep-
tides from other C. botulinum type B strains, it is apparent
that variations in toxin structure occur. Thus, although
amino acid residues 2 through 17 exhibit perfect conformity
to the sequence derived by Edman degradation of purified
BoNT/B L chain of strain B/Okra (36), the amino acid at
position 23 of the H chain was determined (10) to be Arg
rather than the Ser residue seen here (position 464, Fig. 4).
Similarly, the BoNT/B of strain B/657 possesses a Met
amino acid at position 30 of the L chain (9) compared with
Thr in the case of BoNT/B from both strain Danish and
strain B/Okra. Variations in the primary amino acid se-
quence of other types of BoNT have been noted, e.g.,
between BoNT/A of strains 62A (4) and NCTC 2916 (44) and
between BoNT/E of strains Beluga, Mashike, Iwanai, Otaru,
and NCTC 11219 (see reference 45). In the case of BoNT/B,
such variations help to explain observed dissimilarity in the
immunological properties of BONT/B isolated from different
strains (16, 31).

Pairwise comparisons of the respective L- and H-chain
components of all six toxins were undertaken, and the
results are summarized in Table 2. From this it can be seen
that, with notable exceptions, the overall level of identity
between L chains varies from around 30 to 35%. The three
exceptions are the degrees of homology seen between
BoNT/E and TeTx (40%), BoNT/C and BoNT/D (47%), and
BoNT/B and TeTx (50%). The last homology is particularly
striking and serves to illustrate the close relationships be-
tween the pharmacological action of BoNT and TeTx. In
contrast to the situation with the L-chain subunit, the H
chains of BoNT/B and TeTx represent one of the most
divergent pairings. The greatest level of homology (48%
identity) to BoNT/B in this region is with BONT/A. A similar
relationship exists between the dichain components of
BoNT/E and TeTx and BoNT/A. These observations sug-
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2601 MTAGAMTGTTTM‘I’AMYATM‘IAGCGAMTTl’TMATM'I’AI’TATCTTMATTYMGAVATMGGATMI’MTI’TMTAGATTTATCAGGATATGGG

AKVEVVDGVELHDKNO K TS K 1 RV TaanNaN
2701 MTGATAMAA'ICAATTTAMTTMCTAGHCAGCAAATAGTM(‘ATTAGAGTGAC"CMMTCAGA

1 1 F FLDFSVSFWIRIPKYIKHN 1 Y
2801 ATATCATATTTMTAGTG'IGTTCCTTMTTTTAGCGTTAGCT"TWTMWTACCTMATATMGAATGATGGYATACMMYTATATTCATMTGA

11 K N NS GWKTISII [
2901 ATATACAATMTTM?TGTATWAAATMTTCGGGCTGGAAAATATCTAI’TAGGEG"MTAWTMTATWCTTTMTTGATATMATGMMAACC

K S VFFEYNTIREDTISE 1 N
3001 MAYCRGTATTTTTTGAATATMCATMGAWGATATATCMAGTATATMATAGATGGTTTTTTGTMCTATTACTMTMTTTGAATMCGCTAMA

1 G X E S D1 1 EV I A G E 11 FK G D I
3101 TTTATATTMTGGYMGCTAGAATCAAATACAGATATTMAGATATMGAWG"ATTGCTMTGGTGAMTMTATTTMATTAMTGG‘IGATATAGA

S N1 EERYKIQSYSE
3201 TAWCACAAYYTAI‘TTGGATGAMTATTTCAGTAT'I'TTTMTACGMATTMGTWTWATATTWGATATMMTTCAATCATATAGCW

L KDF G E M F NAGNKNSYTIKLIKTKT DS
3301 TAI'TTAMAM"T7N‘.GGGAAATCCTTTM"GTACAATAMWTATTMATGTYTMTGCGGGWYMMATTCATATATTAMCTMAMM"

1 R K Y NQNSKY I NYRDLY!
3401 CACCTGTAGGTMTTTTMCACG‘I’AGCMATATMTCAAMTTCTMATATATMATTATAGAGATTTAI’ATATTGGAMAMATTTATYATMWG

K S NS Q@S I NDDI R K ED D L E RV
3501 AMGTCMATTCTWTCTATAMTGM’GATATAG'ITAGMMWGA'I’TATATATATCTAGATTTTTTTMTTTAMTCMGAGTGGAGAGTATATACC
Xbal

Y KY FKKEETEKLFLAPISDSDETFYNTIQIKETYDES®
3601 TATAAATATTTTAAGAAAGAGGAAGAAAAATTGTTTTTAGCTCCTATAAGTGATTCTGATGAGT TTTACAATACTATACAAATAAAAGAATATGATGAAC

P TYSCQLLTFKKDETESTDETIGLTIGTIHRFYESGIUV
3701 AGCCAACATATAGTTGTCAGTTGCTTTTTAAAAAAGATGAAGAAAGTACTGATGAGATAGGATTGATTGGTATTCATCGTTTCTACGAATCTGGAATTGT
FEEY [ CISKUVLKEVKIKPVNLKLGCI‘UOF
3801 M"I"lWMGTATMAGA‘I‘YAYTTTYGYA‘IMGTAMTQGTACTT ATATAATTTAAAATTGGGATGTAATTGGCAGTTT

I PXDEGW.T E Ter
3901 ATTCCTAAAGATGAAGGGTGGACTGAATAATATAACTATATGCTCAGCAAACCTATTTTATATAAGAAAAGTTTAAGTTTATAAAATCTTAAGTTTAAGG

4001 ATGTAGCTAAATTTTGAATATTAGATAAACTACATGTTT 4039
FIG. 3. Complete nucleotide sequence of botB. The illustrated sequence was derived by amalgamation of the derived nucleotide sequences
of the inserts of pCBB1, pCBB2, and pCBB3 (Fig. 1). The BoNT/B amino acid sequence is given in the single-letter code above the first
nucleotide of the corresponding codon. The ribosome binding site is indicated by a line above and below the sequence.
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in addition to sequence identity. Amino acids absolutely conserved in five

>

. Regions highly conserved among all six neurotoxins have been boxed and

30 and Arg-464) are circled and indicated above the strain B/Danish BONT/B sequence. The Cys

FIG. 4. Comparative alignment of clostridial neurotoxins. The illustrated alignment was essentially derived by using computer program

CLUSTAL (18) and has been gapped to maximize similarity
of six toxins are in boldface type. Numbering above the alignment corresponds to that of BoNT/B. Differences from the partial amino acid

sequence of BONT/B of strain B/657 (Met-
amino acids presumed to be involved in the formation of the disulfide bridge between the neurotoxin L and H chains are marked by downward

include areas in which conservative replacements have occurred
facing open arrows.

A total of 110 amino acids are absolutely conserved within

His positions did not affect the toxicity of a BoNT/A sub-
the H-chain region (average size, 845 amino acids). Most

unit in an Aplysia californica buccal ganglian model system

).

has been used to effect amino acid substitutions at all three

The

three conserved His residues of this region, on the basis of

their conservation in BoNT/A, BoNT/E

and TeTx, have

ly been suggested to play some role in the presumed

catalytic activity of the L chain (4). Their conservation in all

>

neurotoxin L chains reside in a region (positions 223 to 241
previous

of BoNT/B) which encompasses a histidine-rich motif.

notable is the high degree of conservation of Trp amino
acids. Of the 13 Trp residues which occur in the BONT/B H

six neurotoxins does not detract from this hypothesis. Pre-
liminary work, however, in which site-directed mutagenesis
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TABLE 1. Nucleotide sequence homology between characterized
bot structural genes®

AprPL. ENVIRON. MICROBIOL.

TABLE 2. Degree of homology between the respective L- and
H-chain components of characterized clostridial neurotoxins®

% Identity among H-chain- and among L-chain-encoding regions®

% Identity among H chains and among L chains®

Gene Neurotoxin

botA botB botC botD botE TET A B C D E TET
botA 58.6 52.8 55.2 62.7 54.0 A 48 34 35 46 35
botB 50.1 54.1 55.3 58.4 56.3 ‘B 31 39 40 44 36
botC 49.8 52.5 70.0 53.0 48.5 C 32 32 56 36 32
botD 50.8 52.1 61.5 52.5 53.8 D 35 35 47 37 36
botE 51.6 51.2 51.2 52.3 53.3 E 33 33 32 33 35
TET 49.3 65.2 51.1 53.5 49.8 TET 30 50 34 345 40

“ A, B, C, D, and E refer to the respective gene; TET represents the TeTx
gene.

® Identities between H-chain-encoding and between L-chain-encoding re-
gions are given above and below the diagonal, respectively.

chain, 9 are absolutely conserved in all toxins. In the
majority of the four other positions, where a difference does
exist in a particular toxin in six of nine cases, the substitution
of a chemically similar amino acid has occurred. The only
Trp that occurs in the BoONT/B L chain is conserved in all
neurotoxins. The functional significance of the apparent
evolutionary pressure for maintaining this relatively rare
amino acid, or chemically similar residues, at these positions
in BoNT and TeTx remains unknown. However, previous
studies in which BoNT Trp residues have been selectively
modified by chemical means has established a potential role
in both toxicity and immunogenicity (8). Indeed, in one
study it was reported that the modification of a single Trp
resulted in nearly complete detoxification (Shibaeva et al.,
1981, cited in reference 8). The selective disruption of
conserved Trp amino acids in BoNT by site-directed muta-

“ A, B, C, D, and E refer to the respective BONT; TET represents TeTx.
® Identities between H chains and between L chains are given above and
below the diagonal, respectively.

genesis should clarify which residue(s), if any, is important
in toxicity and antigenicity.

The most striking area of sequence divergence between
toxins occurs in carboxy-terminal areas of their H chains
from, in the case of BONT/B, around residue 1100 onwards.
Given that this part of the toxin plays a major role in cell
binding and that different toxins bind to distinct cell acceptor
molecules, the finding that none of the toxins are alike in this
region is perhaps not surprising. In view of the preceding
region of divergence, the conservation of a sequence motif
conforming to the consensus W-X-F-I/V-P/S-X-D/E-X-G-W-
X-E/N (BoNT/B positions 1280 through 1291) at the extreme
carboxy terminus is particularly intriguing.
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