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The nucleotide sequences of a 3,479-base-pair HindIII DNA fragment from Bacillus sphaericus 2362 and a
2,940-base-pair fragment from strain 2297 were determined; only minor differences were detected between
them. Each contained two open reading frames coding for protelns of 51.4 and 41.9 kllodaltons Both proteins
were required for toxicity to larvae of the mosquito Culex pipiens.

The parasporal crystal synthesized by sporulating cultures
of Bacillus sphaericus is toxic to larvae of a number of
disease-transmitting mosquito species (27). The predominant
proteins in crystals obtained from 48-h cultures of B. sphae-
ricus 2297 and 2362 have molecular masses of 125, 110, 63,
and 43 kilodaltons (kDa) as estimated from their migrations
in sodium dodecyl sulfate-polyacrylamide gels (3, 5). The
110-, 63-, and 43-kDa proteins from strain 2362 have been
purified, and only the 110- and 43-kDa proteins are toxic to
larvae of Culex pipiens (3, 5). Inmunological analyses with
antisera prepared against the 63- and 43-kDa proteins indi-
cated that these molecules are antigenically distinct, since
they have no detectable cross-reactivity (3). From the ob-
servation that both antisera reacted with the 110- and 125-
kDa proteins, we inferred that the 125-kDa protein was the
precursor of the 110-kDa peptide which, in turn, was de-
graded to the 63- and 43-kDa peptides. Our data on the
kinetics of synthesis of crystal proteins during sporulation
(5), as well as the cloning and expression in Escherichia coli
of the genes coding for the crystal proteins (2), were inter-
preted in line with these initial observations. Sequencing of
a 3.5-kilobase DNA fragment coding for the 63- and 43-kDa
proteins of B. sphaericus 2362 showed that this interpreta-
tion is untenable, since the two are on separate genes.
Recently, the DNAs coding for the 43-kDa proteins from B.
sphaericus 1593 and 2362 have been cloned into E. coli (4,
12) by using oligonucleotide probes based on the N-terminal
sequence data for the 43-kDa protein of strain 2362 (3) to
detect the appropriate recombinants. From their DNA se-
quences it was concluded that the 43-kDa peptide does not
arise from a higher-molecular-weight precursar (4, 12).

In the present communication, we present the sequences
of the DNAs coding for the 63- and 43-kDa proteins from B.
sphaericus 2297 and 2362. Since the deduced molecular
masses of these two proteins are 51.4 and 41.9 kDa, respec-
tively, we have designated them accordingly. Strain 2297
was chosen for comparison since it had a restriction pattern
different from that of strains 1593, 1691, and 2362 (2).

MATERIALS AND METHODS

Cloning and DNA sequencing procedures. The procedures
previously described (2) were used to clone the genes coding
for the 51.4- and 41.9-kDa proteins of B. sphaericus 2297 into
E. coli, with A\gtll as the vector (15). Two recombinants
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were obtained which were designated gtl and gt20 (Fig. 1).
Their characteristics were similar to those of the Agtll
recombinants containing the corresponding genes from B.
sphaericus 2362 (3). E. coli containing gt20 made a protein
which, in Western immunoblots, comigrated with the 51.4-
kDa protein from the crystal of B. sphaericus 2362 and
reacted only with antiserum to this protein. Similarly, E. coli
containing gtl made a protein which had the antigenic and
electrophoretic properties of the 41.9-kDa protein (results
not shown). A 3.5-kilobase HindIII DNA fragment contain-
ing both genes from B. sphaericus 2362 was previously
cloned into the vectar pPGEM-blue and designated pGA-5 (2).

For sequencing, the DNA fragments indicated in Fig. 1
were subcloned into M13mp18-M13mp19 by standard meth-
ods (18, 19). A series of overlapping deletions was obtained
by using the IBI Cyclone System (International Biotechnol-
ogies, Inc., New Haven, Conn.), which is based on the
procedure of Dale et al. (8). For the 3,479-base pair (bp)
HindIII DNA fragment from B. sphaericus 2362, both
strands of the segments consisting of nucleotides (nt) 1 to
2698 and 3185 to 3479 were sequenced by the dideoxy chain
termination method (20) (Fig. 2). Only one strand of the
region, comprising nt 2699 to 3184, was sequenced, since it
was identical to the DNA sequence found by Berry and
Hindley (4) (spanning bp 1689 to 3368 of our sequence). For
B. sphaericus 2297, the DN A corresponding to nt 399 to 3336
in Fig. 2 was sequenced.

K e H pGA-5 (2362)
51.4kDa 41.9 kDa
0.4 kb 20kb 1.9 kb
nK § ’é gt-20 (2297)
2.0 kb
: XE £ gt1 (2207)
0.8 kb -

2.1 kb

FIG. 1. Restriction map of the B. sphaericus DNA used for
sequence analysis. Fine lines delineate DNA fragments which were
subcloned into M13mp18-M13mp19 and used to generate a series of
overlapping deletions for sequencing. The positions of the 51.4- and
41.9-kDa proteins are. indicated. Numbers in parentheses indicate
the strain of B. sphaericus from which the DNA was obtained.
Abbreviations: H, HindIII; K, Kpnl; E, EcoRI; X, Xbal.
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CTTGTCRACATGTGARGATTARAGGTRACTTTCAGTTTCTTTCTGTGTAACRAATACACGARGTARTATATGTATTTCTATAGARARTTAART
CARARRAAGACCTAGTGARCTGCACCCTGTCARGTAGATAGTGGARATARTARRARTGTATTARGCGGCTTGTGCTCTTARTTCTAAGAR
GGTGATGARRRACTTGCACTCTAGGGCGTACCARGCARTCARAGGAGRARCGTTGTATCTCCGGATTARTTCGRACTACARCGTCTATTG
TAGATTAARCCGTARGAGATTATATAATTATTATARCARTACTTTARTTRRTTCAATTGARATTARACARACARCTTTTTCGGTATATAC
TATCTARCATATCGGTTTCAGTCCCATCGTTCTARRGGTACCTTCTTTTTGGTTARCGTTATTTARTGRACTTTTTAGGTTTTAARTAAT
ﬂTﬂﬂTGﬂGﬂﬁGTRTTTTTTﬂTCHRTGHTRREEEEETGHRGHRRGCHTGTGCGRTTCﬁﬂﬂRGHCRRTTCTGGCGTTTCRGHHRHRTGCGBH

necoSsSKDMNSGUSEI KT CSEG

ARGARATTTACTARTTACCCGCTAARTACTACTCCTRCARGCCTARATTATARCCTTCCAGRARTATCARRRRARTTTTATARCCTTARG
K K F TNYPLNTTPTSLHNYHNLPETISKTEKTFUVYHNLEK

ARTARATATTCACGGARTGGTTATGGTTTATCARRRACCGRATTTCCTTCARGTATCGARRATTGCCCATCTRACGARTATTCARTARTG
N KY SRHNGVY G LS KTETFPSSIENTCPSNEVYSTIHN

TﬂIGRTﬂHTﬁﬁﬂGﬁTCCTCGRTTCTTGHTTCGGTTTTTHTTHGRTGHTGGTRGRTRT“TTRTTGCRGRTﬁGRGﬁCGﬂTGGﬁGHRGTTTTT
Yy DNKDPRTFLTIARBARFLLUDDGRYTITIARDARDTDTEGTEUTF

GATGARGCACCTACTTATTTGGATARTARCARTCACCCTATCATARGTAGACAT TATACCGGAGRAGAGAGACARRRGTTTGAGCRGGTA
DERPT VY LDNNANUMPTITISARAMHYTGETEHRTOQKTFTETQ QU

GGTAGTGGAGATTATATTACGGGAGAGCARTTTTTTCARTTCTATACACAARRCARRACACGTGTATTGTCARATTGTAGGGCGCTTGAC
6 S6D0DY I TGEGQFTFUOQFYTOHNIKTRULSHNTCRALTDED

AGTAGGACAATATTACTATCTACTGCAARRATCTTCCCAATTTACCCTCCAGCTTCTGARACTCARCTARCAGCTTTCGTTARTRGTTCA
S RTILLSTAKTIFPIVYPPASETQ OQLTA AFUHNSS

TTTTATGCTGCGGCAATTCCTCARTTACCCCRRRCATCCTTACTTGAGARTATTCCTGAGCCTACTAGTCTCGATGATTCTGGAGTATTA
FYAAATIPOQLPQGTSLLENTIPEPTSLDDSGUL

CCARARGRTGCAGTARGAGCAGT TRRAGGARGTGCGCTATTACCTTGTATAATAGTACATGATCCTARTTTRARCARTTCCGATARARTG
P KDAUVURARAUEKSGSRALLPCTITIUHDPHNLNMNNSTIDEKH

ARRTTTARTACCTACTATCTTTTAGARTATARAGRATACTGGCATCAATTATGGTCACARARTTATACCTGCTCATCARACTGTAARARTA
K FNTVY VYLLEVYIKEVYMUNHOQLUHSOQITIPAHIOQTUKI

CAGGARCGARCAGGARTATCTGARGTTGTACRRARTAGCATGATTGRAGATTTARATATGTATATTGGAGCAGATTTTGGCATGCTTTTT
QERTGISEUUOQNSHTIEDLMNHNYIGADFGHNLTF

TATTTTAGATCTAGTGGATTTARGGARCARATARCARGGGGGCTARATAGGCCT TTATCCCARRCGACCACTCAGTTAGGAGARAGAGTA
Y FRSSGFEKEG QQITRARGLHNRPLSQTTTOQLGEHRU

GARGRARTGGAGTATTATAATTCTARTGATTTGGATGTTAGATATGTGARATACGCATTGGCTAGAGART TCRCACTAARACGCGTTAAT
EEMREVYYNSNDLODUURYUEKYALARETFTLI KR RUN

GGTGARATTGTARARARTTGGGTTGCTGTRGATTATCGATTGGCAGGTATACAATCGTATCCTRATGCACCTATARCTAATCCACTTACG
G EI UKHNUWURAUDYRLAGIOQSYPHNAPITHNPLT

CTARCARARCATACAATTATTCGATGTGARRATAGT TACGATGGACACATATTTRARRCACCTTTARTCTTTARRRATGGTGAAGTTATT
LTKHTTIIRCENSYDGHTIFIKTPLIFIKHNEGEUI

GTRARARCGARTGARGAAT TRATACCTARAATTARCCAGTGATACTTTRACTTCARRTATTCATTACCATGTTATTTARARTAGTAGATA
UKTHNETELTIPKTIHND G

GATGAARTARATAGTATATATTARGACRRCARCTTARTTTTGACACATARGARTARTTTTTARATGTATARATAGTATTTAGAGTGTTAT
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Deductions from the sequence of B. sphaericus 2362. Two
large open reading frames (ORFs) were found in the DNA
sequence (Fig. 2). The first ORF extends from the methio-
nine at nt 496 to nt 1839 and codes for a protein of 448 amino
acids with a deduced molecular weight of 51,373. This
protein migrates in sodium dodecyl sulfate-polyacrylamide
gels at a rate corresponding to a protein of about 63 kDa (3).
After six stop codons in the same reading frame, the second

ORF begins at nt 2014 and terminates at nt 3123. The
deduced molecular weight of the protein coded by this region
is 41,873, representing 370 amino acids. In sodium dodecyl
sulfate-polyacrylamide gels its migration corresponds to
about 43 kDa (3). The stop codon at nt 3124 to 3126 is
followed by seven additional stop codons within the next 100
nt. At nt 481 a putative Shine-Dalgarno (S-D) sequence is
found (GGAGA); the spacing between the middle A and the
ATG initiation codon (12 bp) is typical of that found in
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TGCARTATATTTTTTGARAGGGAGCTARARGACATGAGRARTTTGGATTTTATTGATTCTTTTATACCCACAGRAGGARAGTACATTCGC
NLDFTIDSTF!I

GTTATGGATTTTTATARTAGCGAGTATCCTTTCTGTATACATGCACCCTCAGCCCCTARTGGGGATATCATGACAGAARTCTGTAGCAGA
VHRODFVYNSEVYPFTCTIHRBREP

GRRRATARTCARTATTTTATTTTTTTTCCTACTGATGATGGTCGAGTARTTATTGCARATAGGCATARTGGGTCCGTTTTTRCCGGAGAR
ENNOQYFIFFPTDDGR RUI

GCCACARGTGTAGTATCAGATATCTATACTGGTAGCCCATTACAGTTTTTTAGAGAGGTCARRRGRRCTATGGCARCTTRTTATTTAGCG
AT SUVYUUSDIVYTGSPLOQFFREUKARBRTMNATYVY LA

ATACARRATCCTGAATCCGCARCAGATGTGAGAGCTCTAGARCCGCATTCCCATGAGCTGCCATCTCGCCTTTATTACACTAACARTATT
1 QNP ESATDURA ALEPMHSHETLPSRLYYTNNI

GARARTARTAGCARCATATTARTTTCTARTARGGARCARRTATATTTARCCTTGCCTTCACTTCCAGARARCGAGCARTACCCTRAAACT
ENNSHNILTISNIKETQ QI

CCAGTATTAAGCGGTATCGATGATATAGGACCTARTCARTCAGAGRARTCARTAATAGGARGTACTCTTATCCCATGTATARTGGTTTCG

PULSGTIDODTIGPNI OQSETKS S!I

GATTTTATTAGTTTGGGGGAGAGARTGARRACCACTCCATATTATTATGTARRGCACACTCARTATTGGCARAGCATGTGGTCCGCGCTC
DFISLGERMNNKTTPY Y Y UKUHTOQGY HOQSHUSAL

TTTCCRCCCGGCTCTARAGRGACARRARCTGAGARATCAGGTATCACTGACACTTCTCARRTARGTATGACTGACGGGATTARTGTTTCA
FPPGSKETI KTETIKSSTE

ATCGGAGCAGATTTCGGATTARGGTTTGGARATARARRCGTTTGGARTTARGGGGGGGTTCACCTATGATACAARGACTCARATARCTART
1 6 A DF GLARFGNKTTFTGI

ACCTCCCAATTGTTAATAGRARCARCTTATACTAGRGARTACACARATACAGARRATTTTCCTGTTAGATATACAGGCTATGTTTTAGCG
TSQLLTIETTY TREVYTHNTEWNTFPURYTGVY ULNR

TCAGARTTTACTTTACATCGTAGTGATGGAACTCAGGTTRAATACGATCCCATGGGTTGCTTTARACGATARCTATACARCARTAGCAAGA
S EFTLHRSDGTO QUNT

TATCCACATTTTGCAAGTGARCCTTTACTAGGAAATACARAGATTATTACAGATGATCARARCTARATTTRARCARTATTCTTGARCTAR
Yy PHFASEPLLGNTIKTII
TAGATGTTAAATAGARCAATTARTARCARTTTARGTACTTTTGGATTATAGTGARGGGACCTATARGCATAGCTTTTAGGTCCCTTTTAA
GTTGCTTTTTTTCGTTTTTRGARTAGTATAGATAGGCTACACTARCACTRAGTTGGACAGATARARTARGGGGTTGTARACTTAGACTATT

ARRRAAGGGAGRGTGCTACTATGACACGTCARCATCGRACTTTTRCACTCGRATGTARACTGTTGTTGTTTGGRARTARAGTCGTGATGT
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FIG. 2. Nucleotide sequence of the 3,479-bp HindlIl DNA fragment from B. sphaericus 2362 which contains the structural genes for the
51.4- and 41.9-kDa proteins. The predicted amino acid sequence is given in the single-letter code. Double lines designate potential S-D

sequences. Arrows designate a potential hairpin structure and two direct repeats.

gram-positive organisms (11). The sequence AAGGAG
ATGA, which begins at position 479, matches, in 9 of 10 nt,
the corresponding sequence at the 3’ end of the 16S rRNA of
Bacillus subtilis. The free energy of binding between this
region of the B. sphaericus mRNA and its counterpart on the
B. subtilis 16S rRNA (calculated by the method of Tinoco et
al. [23]) is —15.2 kcal/mol (—63.6 kJ/mol), which is well
within the range found in gram-positive organisms (11). As
noted by Berry and Hindley (4), another potential S-D
sequence (GGAGC) begins at nt 2001. The middle A in this
sequence is 10 bp away from the ATG codon which initiates
the 41.9-kDa protein. The sequence AAGGGAGCTAA
which begins at nt 1998 matches 8 of 11 corresponding
positions at the 3’ end of the B. subtilis 16S rRNA. The free
energy of binding was calculated to be —10.6 kcal/mol
(—44.4 kJ/mol), which is considerably lower than the aver-
age (—16.7 kcal/mol [—69.9 kJ/mol]) found in gram-positive
organisms (11). Since the 3’ sequence of B. sphaericus 16S
rRNA is not known, the significance of this difference cannot
be assessed. '

The fragment consisting of nt 3204 to 3236 contains an
inverted repeat which is complementary in 14 of 15 nucleo-
tides. This G+C-rich hairpin loop, which is followed by a
row of T’s, suggests a transcription termination signal. No
comparable hairpin structures were found in any other part
of the sequence, including the DNA region between the
sequences coding for the 51.4- and 41.9-kDa proteins (nt
1840 to 2013), suggesting that these crystal protein genes
reside within a single transcriptional operon. This is consist-
ent with our past observation that these two molecules are
synthesized at about the same time in sporulating cells (5).
Furthermore, in a recombinant in which the genes for
B-galactosidase and the 51.4-kDa protein were fused,
expression of both the fusion product and the 41.9-kDa
protein was under the control of B-galactosidase inducer (2).

We made a search for DNA sequences similar to known
promoters in B. subtilis (10) and Bacillus thuringiensis
subsp. kurstaki (26) and israelensis (24) and found a number
of potential candidates. However, since promoter sequences
are relatively A+T rich and the A+T content of B. sphae-
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ricus DNA is high (about 65 mol%) (27) and since known
sporulation promoters exhibit considerable differences (10),
a conclusion regarding their significance cannot be made. At
the end of the HindIII fragment are two direct repeats (nt
3404 to 3437 and 3444 to 3477) which match in 30 of the 34 nt.
The row of A’s bounded by regions of G’s and C’s is
reminiscent of a sequence found in the inverted repeats of
Tn4430, a transposon of B. thuringiensis (17).

Two additional short ORFs of 180 and 96 nt were detected
in the 3.5-kb HindIII fragment. The first begins at nt 185 and
ends at nt 364. Since it is not preceded by a region resem-
bling a S-D sequence, it is probably not expressed. The
second region begins at nt 3351 and ends at nt 3446. It is
preceded by a potential S-D sequence which has a high
similarity to the S-D sequence preceding the structural gene
for the 41.9-kDa protein. Hindley and Berry (12) also de-
tected this short ORF in B. sphaericus 1593.

Properties of the 41.9- and 51.4-kDa proteins deduced from
their amino acid sequences. A comparison of the N-terminal
portion of the deduced sequence of the 41.9-kDa protein
with that of the protein purified from the crystal of B.
sphaericus 2362 (3) indicates that the latter molecule is
missing the first four amino acids. Our past work has shown
that toxicity of the crystal-derived 41.9-kDa molecule is
greatly enhanced by at least two other processing steps.
When the crystal is ingested by mosquito larvae, it is
modified by the larval gut proteases (consisting of chy-
motrypsinlike and trypsinlike enzymes [6]), which remove
six additional amino acids from the N terminus and approx-
imately 20 amino acids from the C terminus (Fig. 3), result-
ing in a 54-fold increase in the toxicity of the protein for
tissue culture-grown cells of Culex quinquefasciatus (3, 6,
9). In the deduced amino acid sequence, residue 349 is an
arginine. This may provide a site for cleavage by trypsin,
thereby reducing the C terminus by 21 amino acids. A
summary of the possible steps involved in the processing of
the 41.9-kDa molecule is shown in Fig. 3.

Using the MacGene Plus program (Applied Genetic Tech-
nology, Inc., Fairview Park, Ohio), we have searched for
sequence similarity between the 41.9- and 51.4-kDa proteins
and the Lepidoptera- or Diptera-active proteins from B.
thuringiensis subsp. kurstaki (1, 21), berliner (13), and israe-
lensis (22, 24, 25). No similarity was detected. However,
significant sequence similarity was found between the 41.9-
and the 51.4-kDa proteins. Starting with amino acid 85 of the
51.4-kDa protein and amino acid 56 of the 41.9-kDa protein,
the two molecules could be aligned so that 87 of 333 amino
acids were identical. A summary of these matches, together
with the necessary adjustments (which involved the intro-

B. sphaericus
PROTEASE
CHYMOTRYPSIN TRYPSIN
MRNL DFIDSF IPT----AR Y--—--N TOXICITY
11 349 370
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DIGESTED WITH GUT ENZYMES T ¥

—

FIG. 3. Possible steps involved in the activation of the 41.9-kDa
larvicide. Vertical lines indicate positions at which the protein is
cleaved. Horizontal lines indicate the length of the protein. Sym-
bols: —, no toxicity for larvae (2); +, toxicity for mosquito larvae
and tissue culture-grown cells (3, 5); ++, increased toxicity for
tissue culture-grown mosquito cells (6).
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FIG. 4. Amino acid sequence similarity of the 51.4- and 41.9-kDa
proteins. The top sequence is from the 51.4-kDa protein; the bottom
sequence is from the 41.9-kDa protein. Numbers designate the
positions of the amino acids in the sequence. Vertical lines indicate
matching amino acids. The thick bars at the ends of the clusters
represent the adjustments necessary for alignment. Bars of equal
length represent an equal number of nonmatching amino acids;
those of unequal lengths represent gaps; the overlapping bar indi-
cates the removal of one amino acid. Clusters of amino acids
bounded by lines and designated by letters indicate the major
regions of sequence similarity.

duction of gaps or, in one case, the removal of an amino
acid) is illustrated in Fig. 4. It is noteworthy that the identical
amino acids contained within the last 163 amino acids
common to both proteins aligned without any adjustments.

We have analyzed the hydropathy of the deduced amino
acid sequences of the 51.4- and 41.9-kDa proteins by using
the computerized method of Kyte and Doolittle (16). The
results of this analysis (with a window of 9 amino acids), as
well as the location of the regions showing the greatest
amino acid sequence similarity, are presented in Fig. 5.
Several features emerge from this comparison. The most
highly conserved amino acid sequences, b,b’ and c,c’, are
also the major hydrophobic regions of these two proteins.
Sequences a,a’ and d,d’ are similar in that they are primarily
hydrophilic. The hydrophobic regions are presumably inter-
nal to the protein and may have the potential to interact with
the cell membrane (14).

Comparison of the DNA sequence from B. sphaericus 2362
with sequences from other strains of this species. The differ-
ences between the sequence of the 2,940-nt DNA fragment
from B. sphaericus 2297 and the analogous sequence of
strain 2362 (corresponding to positions 399 to 3336 in Fig. 2)
are summarized in Table 1. The substitution of an A for a C
at nt 2386 created an EcoRI site in strain 2297, which
distinguishes it from strains 1593, 1691, and 2362 (2). Most of
the changes were in the DNA sequence coding for the
41.9-kDa protein; 7 of the 12 changes were silent, and the
remaining 5 involved amino acid substitutions. Two of six
changes in the 51.4-kDa protein were silent. The three
changes spanning nt 1435 to 1446 involved two nearly
adjacent substitutions: a leucine was replaced by a tyrosine,
and a nearby phenylalanine was changed to a leucine.
Hindley and Berry (12) have indicated that in comparisons of
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FIG. 5. Hydropathic analysis of the deduced amino acid sequences of the 51.4- and 41.9-kDa proteins; plots are aligned by the identical
sequences in b and b’. The letters designate the highly conserved regions shown in Fig. 4.

B. sphaericus 1593 and 2362, the positions corresponding to
nt 1615 to 3451 in Fig. 2 are identical. Our data for strains
2297 and 2362 showed an additional G at nt 1613, following
nt 166 of the sequence obtained for strain 1593 by Hindley
and Berry (12). Inclusion of this G in their sequence creates
an ORF of 392 nt corresponding to the latter portion of the
51.4-kDa protein gene. This is consistent with our past work,
which established that the 51.4-kDa protein is made by strain
1593 (3).

TABLE 1. Sequence differences between the DNAs of B.
sphaericus strains

Nucleotide in

Sequence Strain 2362 strain: Amino acid
region chang
Position  Nucleotide 22974 15934
S1.4kDa 1435, 1436 CT TA LtoY
1446 T G FtoL
1455 T C None
1660 T A LtoM
1677 G A None
Space after 1844 insert CT Noncoding
1851 C A Noncoding
1909 T A Noncoding
1994 T A Noncoding
419kDa 2139 C T None
2169 T C None
2253 C T None
2308 G T VtoF
2323 G T AtoS
2386 C A HtoN
2412 T C None
2417 A T YtoF
2490 A T None
2643 C G None
2745 C T None
2813 G A Rto K
51.4 kDa® 1506 G C None
1507 A C TtoP
1582 T C YtoH

“ Comparisons involved nt 399 to 3336 in Fig. 2.

% Comparisons involve nt 1448 to 3451 in Fig. 2 (12).

¢ The sequence compared began at the latter part of the DNA coding for the
51.4-kDa protein (12).

DISCUSSION

From the data presented in this study and the reinterpre-
tation of our past results, it is apparent that the crystal of B.
sphaericus contains at least two larvicidal proteins. The
initial protein made in the course of sporulation is a 125-kDa
molecule; its decrease is paralleled by the appearance and
accumulation of a 110-kDa peptide (5). Since the toxicity of
the latter protein can no longer be explained by its degrada-
tion to a toxic 41.9-kDa peptide, it is clear that it, together
with its presumed 125-kDa precursor, constitutes another
toxin. The possibility that two of our other categories of
clones (2) might code for a 110- and/or 125-kDa toxin is
presently under investigation.

In our previous studies we found that the crystal-derived
41.9-kDa protein, but not the 51.4-kDa peptide, was toxic to
mosquito larvae (3). Two findings which remain to be
explained are the absence of toxicity of the recombinant-
produced 41.9-kDa protein and the observation that a mix-
ture of the recombinant-produced 41.9- and 51.4-kDa pro-
teins is toxic (2). When mixed in a 1:1 ratio, recombinants
gtl and gt20 from strain 2297 killed 50% of the larvae of C.
pipiens at 0.49 pg (dry weight)/ml, a concentration compa-
rable to that observed with combinations of recombinants
from strain 2362 (2). Although the mode of action of the B.
sphaericus crystal toxins is not understood, electron-micro-
scopic evidence indicates that the target is the gut epithelial
cells of the insect (7, 27). It is possible that the pathway of
sequential activation of the 41.9-kDa protein proposed in
Fig. 3 is initiated by a B. sphaericus-mediated removal of the
four N-terminal amino acids, making the protein susceptible
to further activation by larval gut proteases. We have no
explanation for the requirement of both the 41.9- and the
51.4-kDa recombinant-produced proteins for toxicity. Their
structural similarity (Fig. 4 and 5) suggests that the 51.4-kDa
peptide may provide a function which is masked in the
nonactivated 41.9-kDa protein. The difference in the charges
of these two proteins (3) indicates that they may be held
together in solution by electrostatic bonds and function as a
single unit. These speculations offer several lines of inquiry
which we are currently pursuing.
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