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The nucleotide sequence of the Penicillium chrysogenum
Olil3 acvA gene encoding 6-(L-a-aminoadipyl)-L-
cysteinyl-D-valine synthetase, which performs the first
step in penicillin biosynthesis, has been determined. The
acvA gene contains an open reading frame of 11 238 bp
encoding a protein of 3746 amino acids with a predicted
mol. wt of 421 073 dalton. Three domains within the pro-
tein of ~ 570 amino acids have between 38% and 43%
identity with each other and share similarity with two
antibiotic peptide synthetases from Bacillus brevis as well
as two other enzymes capable of performing ATP— pyro-
phosphate exchange reactions. The acvA gene is located
close to the pchC gene encoding isopenicillin N synthetase,
the enzyme for the second step of 3-lactam biosynthesis,
and is transcribed in the opposite orientation to it. The
intergenic region of 1107 bp from which the acvA and
pcbC genes are divergently transcribed has also been
sequenced.
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Introduction

The formation of the tripeptide 6-(L-c-aminoadipyl)-L-
cysteinyl-D-valine (ACV) from the L-isomers of the
constitutent amino acids is the first step in the pathway of
B-lactam antibiotic biosynthesis in all producers so far
studied. ACV is then cyclized to give isopenicillin N (IPN)
which is the precursor for the divergent pathways of
penicillin biosynthesis in filamentous fungi or cephalosporin
and cephamycin biosynthesis in filamentous fungi, actino-
mycetes and some eubacteria (Nuesch et al., 1987).
Early studies of ACV synthetase (ACVS) using cell-free
extracts of Penicillium chrysogenum (Lara et al., 1982) and
Cephalosporium acremonium (Banko et al., 1986) suggested
that two separate enzymes may be involved in the formation
of ACV. However, based on the observation that less ACV
is formed from the dipeptide L-(a-aminoadipyl)-L-cysteine
and L-valine than the free amino acids, Banko et al. (1987)
proposed that a single multifunctional enzyme may be
responsible for ACV biosynthesis. A similar observation was
made with ACVS from Streptomyces clavuligerus and an
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analogous multifunctional enzyme was proposed (Jensen
et al., 1988).

Recently the ACVS of Aspergillus nidulans has been
purified and shown to be a single multifunctional peptide
synthetase (van Liempt ez al. , 1989). The purified A. nidulans
ACVS had an estimated molecular weight of 230 kd and
formed ACV from the constituent L-amino acids. The
enzyme could be amino-acylated with L-["*C]valine and
catalysed ATP—pyrophosphate exchange which was
dependent on the presence of the constituent amino acids
of ACV. Based on these observations the authors proposed
a multi-enzyme thiotemplate mechanism in which each of
the constituent amino acids of ACV are activated as
aminoacyl adenylates with peptide bonds formed through the
participation of amino acid thiolester intermediates. The
multi-enzyme thiotemplate mechanism is also found in
bacterial peptide synthetases, such as those involved in the
synthesis of the Bacillus brevis peptide antibiotics tyrocidine
and gramicidin S, but is different from that of glutathione
biosynthesis (reviewed by Kleinkauf and von Dohren, 1987).

The genes encoding the enzymes involved in (3-lactam
antibiotic biosynthesis have been the subject of much recent
investigation (reviewed by Ingolia and Queener, 1989) and
genes for several of the biosynthetic steps from a number
of producing species have been cloned (Samson et al., 1985;
Carr et al., 1986; Ramon et al., 1987; Samson ef al., 1987,
Barredo et al., 1989a; MacCabe et al., 1990). Smith ez al.
(1990a) showed that all the genes essential for the bio-
synthesis of penicillin from amino acid precursors are closely
linked in P.chrysogenum. Subsequently, conserved gene
clusters for 3-lactam biosynthesis which contained the gene
encoding ACVS were isolated from two filamentous fungi,
A.nidulans and P.chrysogenum, the Gram-positive
prokaryote S.clavuligerus and the Gram-negative prokaryote
Flavobacterium sp. SC 12,154 (Smith et al., 1990b).

We have determined the nucleotide sequence of the
P.chrysogenum Olil13 acvA gene, which encodes ACVS, and
predict that it encodes a massive protein containing three
large, homologous domains which are similar to antibiotic
peptide synthetases from a bacillus.

Results

The penicillin biosynthetic gene cluster of P.chrysogenum
Oli13, isolated as described in Smith et al. (1990b), is shown
in Figure 1. The DNA sequence of the region corresponding
to the acvA gene was determined as described in Materials
and methods (Figure 2).

An open reading frame (ORF) of 11 238 bp from a
translation initiation codon situated 1107 bp upstream of the
initiation codon of the pchC gene and encoding a protein
with a predicted molecular weight of 421 073 daltons was
identified. The OREF indicates that the direction of tran-
scription of the acvA gene is opposite to that of the pcbC
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gene which correlates with the detection of acvd mRNA
using single stranded RNA probes (Smith et al., 1990b).

The acvA — pcbC intergenic region
The nucleotide sequence of the 1107 bp intergenic region
between the pchbC and acvA genes was determined and is
likely to contain all the information necessary for the
divergent transcription and regulation of the two genes. The
first 418 bp of the region 5’ to the pcbC gene of P.chryso-
genum AS-P-78 has previously been described by Barredo
et al. (1989b) and contains sequences that may be important
for pcbC gene expression, particularly a TATA like sequence
(TATAAT) at — 198 bp. Examination of the sequence 5’ of
the acvA gene also reveals a TATA like sequence
(TATATA) at —228 bp. There do not appear to be any
extensive areas of similarity between the non-coding regions
immediately upsteam of the acvA and pcbC genes. Compar-
ison with the 5’ non-coding region of the third gene (aar)
of the penicillin biosynthetic gene cluster, which encodes
acylCoA :6-aminopenicillanic acid acyltransferase (Barredo
et al., 1989a), also does not reveal any extensive similarity.
Several attempts were made to prepare intact acvA mRNA
from P.chrysogenum Olil3 in order to map the 5’ ends of
the acvA transcript. A number of different preparation
methods were tried but Northern blot analysis revealed that
the acvA mRNA was always substantially degraded and not
of high enough quality for transcript mapping experiments.
In these preparations the pcbC and aat gene transcripts were
unaffected (results not shown). The start of the ‘smear’ of
degraded acvA mRNA was >9.5 kb (the size of the largest
marker used) which correlates with the reported size of acvA
mRNA detected in the high-penicillin-producing strain,
P.chrysogenum BW1901 (Smith et al., 1990b) and
A.nidulans (MacCabe et al., 1990).

acvA coding sequence
In the absence of any transcript mapping or N-terminal amino
acid sequence data it was assumed that the first ATG of the
OREF is used for translation initiation. However, we note that
there are two further in-frame ATGs located close to the
first, one of which (at +54 bp) is in a 10 bp segment of
DNA which is identical to the region containing the pcbC
translation initiation codon (Figure 2).

The CodonPreference and TestCode programs supplied
as part of the UWGCG sequence analysis package (Devereux
et al., 1984) were used to determine the coding potential

of the predicted ORF. The sequence of the P.chrysogenum,
pyrG, pcbC, trpC and 3-phospho-D-glycerate kinase genes
were used to construct a codon frequency table (using
CodonFrequency) for input to CodonPreference. In this
manner it was shown that the ORF exhibited P.chrysogenum
codon bias, codon third position GC bias (Bibb et al., 1984)
and compositional bias (Fickett, 1982) throughout the
11 238 bp (results not shown). Outside the ORF no such
bias was found, confirming the position of the predicted
initiation and termination signals. No evidence was found
to support the presence of introns in the acvA gene.

The 3’ non-coding region

The acvA ORF terminates at a TGA codon and several other
termination codons in all three possible reading frames are
located in the subsequent 150 bp. A putative eukaryotic
polyadenylation signal (AATAAA) is found 129 bp down
from the predicted termination codon (Figure 2).

The ACVS protein

The polypeptide predicted to be encoded by the acvA gene
contains 3746 amino acids and has a molecular weight of
421 073 daltons; this is considerably larger than the
estimated size of purified ACVS from A.nidulans (230 kd).

We have previously shown that a 2.2 kb fragment of the
Flavobacterium sp. SC 12,154 gene encoding ACVS
hybridized to three separate regions of the P.chrysogenum
Oli13 acvA gene (Smith et al., 1990b). This indicated either
that there are repeated domains within the P.chrysogenum
Oli13 ACVS or that regions of the Flavobacterium sp. SC
12,154 gene had been rearranged relative to the P.chryso-
genum Olil3 gene. To investigate these possibilities further
we compared the amino acid sequence from regions of the
P.chrysogenum Olil3 ACVS with the remainder of the
sequence.

The first 1200 amino acid residues of the P.chrysogenum
Olil3 ACVS were compared with the following 2100
residues using UWGCG Compare with a window of 30 and
a match stringency of 70%. This showed that a region of
~ 650 amino acids in the first 1200 shared similarity with
two distinct regions of approximately equivalent size in the
remainder of the protein. The results were plotted graphically
using DotPlot (Figure 3). The three similar regions were
termed domains A, B and C.

With the assistance of UWGCG BestFit and Gap the core
regions of similarity between domain A, B and C (~570
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Fig. 1. Restriction map of a portion of cosmid clone pCX3.2 (Smith er al., 1990b) showing the penicillin biosyxthetic gene cluster of P.chrysogenum
Oli13. The location of the acvA, pcbC and aat genes are shown with bold arrows indicating the direction of transcription. Lines shown underneath
the arrow representing the acvA gene indicate the location of the conserved A, B and C domains in the ACVS protein. Lines shown above the arrow
indicate the DNA fragments to which a 2.2 kb fragment of the Flavobacterium sp. SC 12,154 gene encoding ACVS hybridized (Smith et al.,
1990b). Dotted lines indicate less strongly hybridizing regions. E, EcoRl; X, Xhol; S, Sall; P, Pstl; B, BamHI; H, HindIIL; Bg, Bglll.
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amino acids) were identified and aligned (Figure 4) and their
position and extent within the acvA gene are marked on
Figure 1. Optimal alignment of the three domains
necessitated the insertion of gaps, none of these extensive
(2.1 insertion/deletion events per 100 residues). Within the
domains are several areas where there is continuous identity
over a number of amino acids (Figure 4). Using UWGCG
Gap the % identities and % similarities between the domains
were determined (Table I). The core (as defined in Figure 4)
of domain A has 577 amino acids, B has 568 and C 572.
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The location within the P.chrysogenum Olil3 acvA gene
of the DNA encoding the A, B and C domains is shown
in Figure 1. Examination of the location of these DNA
regions shows that they correspond with areas identified as
having homology with a 2.2 kb DNA fragment of the ACVS
gene from Flavobacterium sp. SC 12,154 (Smith et al.,

The core of each ACVS domain, as shown in Figure 4,
was used to search sequence databases using UWGCG
FastA. Four proteins were identified as having some
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Fig. 2. DNA sequence of the acvA gene of P.chrysogenum Olil3 including 5' and 3’ untranslated regions and the predicted amino acid sequence of
the protein. The translation start site of the pcbC gene (at —1107) is underlined with an arrow. TATA like elements in the intergenic region between
the pchC and acvA4 genes are overlined and the putative acv4 polyadenylation signal at +11369 is over and underlined.
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similarity with each of the three conserved domains of
ACVS. These were: Photinus pyralis (firefly) luciferase (de
Wet et al., 1987), Petroselinum crispum (parsley)
4-coumarate-CoA ligase (Lozoya et al., 1988), B.brevis
tyrocidine synthetase 1 (Weckermann et al., 1988) and
gramicidin S synthetase 1 (Kraetzschmar e al., 1989). The
% identity and % similarity between each of the ACVS
domains and these proteins was determined with UWGCG
Gap (Table I). One region was particularly conserved in the
three ACVS A, B, C domains and the luciferase,
4-coumarate-CoA ligase, tyrocidine synthetase 1 and
gramicidin S synthetase 1 proteins (Figure 5). As predicted
from the above results, the luciferase, 4-coumarate-CoA
ligase, tyrocidine synthetase 1 and gramicidin S synthetase
1 proteins also share similarity (Table I). Randomizing the
sequences and then performing the comparisons again
showed that the similarities found between the proteins were
significant (results not shown).

A region of ~ 355 amino acids following ACVS domain
C had some similarity with the sequence of gramicidin S
synthetase 1 and tyrocidine synthetase 1 immediately
following the region of these proteins identified as being
similar to the A, B and C domains (results not shown). All
other comparisons of the ACVS sequence outside the A, B
and C domains with protein sequence databases and the
proteins identified above did not reveal any significant
similarities.

Fig. 3. Dot (diagon) plot comparing the initial 1200 amino acids of
ACVS (x-axis) with the following 2100 residues (y-axis) using
UWGCG Compare with a match window of 30 and a match
stringency of 70%. Lines on the diagonal indicate areas meeting the
match criteria and are termed domain A, B and C. The numbers on
the axes correspond to amino acid positions in the protein.

P.chrysogenum ACV synthetase

Discussion

The sequencing of the acvA gene of P.chrysogenum Olil3
completes the sequence analysis of the three genes thought
to be necessary for the biosynthesis of penicillin from amino
acid precursors (Smith ez al., 1990a; Barredo et al., 1989a;
Carr et al., 1986). The close linkage of penicillin bio-
synthetic genes suggests that they may be coordinately
regulated and the divergent transcription of the acvA and
pcbC genes from a 1107 bp intergenic region should allow
simple functional analyses to be performed on this DNA to
locate any elements affecting their transcription and
regulation. Although sequences important for gene expres-
sion in filamentous fungi have not been well defined,
potential transcription signals such as TATA like motifs,
which are sometimes found upstream of the transcription
initiation sites of a number of filamentous fungal genes (Gurr
et al., 1987), have been identified in the upstream sequence
of both the acvA and pchbC genes. A eukaryotic poly-
adenylation signal, AATAAA, which is also sometimes
found at the 3’ end of filamentous fungal genes (Gurr ef al.,
1987), is found downstream of the acvA gene although its
functional significance has not been demonstrated.

It is unclear whether the P.chrysogenum Olil3 acvA gene
contains any introns. Introns in filamentous fungal genes are
generally small, averaging < 100 bp and several genes lack
introns completely, including the pcbC gene (Carr et al.,
1986; Gurr et al., 1987). The presence of many introns in
the acvA gene appears unlikely because no breaks in the acvA
ORF were identified, analysis of the sequence did not reveal
any regions having a low coding potential and the estimated
size of P.chrysogenum acvA mRNA is >9.5 kb (Smith
et al., 1990b). MacCabe er al. (1990) also estimated
A.nidulans acvA mRNA to be >9.5 kb in size. However,
the presence of small in-frame introns containing no
termination signals cannot be excluded.

It is likely that the ACVS of P.chrysogenum closely
resembles the A.nidulans ACVS (van Liempt et al., 1989)
and possesses the same multifunctional properties. The large
protein predicted to be encoded by the acvA gene is perhaps
then not surprising when the multifunctionality of the enzyme
is considered. The specific recognition and adenylation of
three amino acids, the formation of peptide bonds between

Table 1. Similarities between P.chrysogenum Olil3 ACVS domains
and other proteins

% Similarity® % Identity®
A B C T G P L

A 431 380 335 346 267 219
B 64.2 39.3 372 368 226 215
C 599 59.8 336 333 204 215
T 576 61.6 59.3 56.5 21.6 23.6
G 55.1 588 564 72.0 233 25
P 503 482 482 481 469 35.0
L 473 464 490 4.5 464 571

Key: A, B, C; P.chrysogenum Olil13 ACVS domains. T, B.brevis
tyrocidine synthetase 1; G, B.brevis gramicidin S synthetase 1;

P, parsley 4-coumarate-CoA ligase; L, firefly luciferase.
2Determined using UWGCG Gap (gap weight = 3.0, gap length
weight = 0.1).

YDetermined using UWGCG Gap (gap and gap length weight as
above) where mismatches are weighted according to the evolutionary
distance between the amino acids compared (Gribskov and Burgess,
1986).
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them via enzyme bound intermediates and the epimerization
of one amino acid finally followed by cleavage of the
complete tripeptide from the enzyme must require a complex
protein capable of recognizing and assembling the com-
ponents in the correct order.

The reason for the discrepancy between the estimated size
of purified A.nidulans ACVS of 230 kd and the predicted
size for the P.chrysogenum Olil3 ACVS of 421 kd, based
on the gene sequence, is unclear. It may simply reflect a
genuine major difference between the enzymes, which is
probably unlikely given the close evolutionary relationship
between the two fungi and the intergeneric hybridization

pattern (Smith et al., 1990b), or indicate the presence of
many introns in the P.chrysogenum acvA gene. As discussed
above, this is also unlikely. Alternatively the size of the
A.nidulans ACVS may have been wrongly estimated or the
protein is post-translationally processed.

The identification of three extensive regions with high
similarity in the P.chrysogenum Olil3 ACVS protein
supports the data obtained earlier by DNA homology
between the P.chrysogenum Oli13 acvA gene and the Flavo-
bacterium sp. SC 12,154 gene encoding ACVS (Smith ez al.,
1990b), which indicated that such repeated regions may be
present and are homologous. The function of these domains

A 307 [DKIAVVCDER 365

B 1400 [DKIAVVYEHTS D 1459
C 2483 HKIAVVQGDRAL i ] ATWKRAl 2542
A 366 GAAYVPIDPTY v VIGD II LLASL 425

B 1460 GGAYVPIDHGY -wuiq Ki GTLILYPS ceeees 1513
C 2543 GAAYVHIDPTYHPGRVON ASKC IAVDSPAIH...... 2596
A 426 AQDSSKFPAHNLDDLP YWY TSGTTGFPKGIFK IT YGVAG 485

B 1514 .ANP SNPSPLSRSITOLAYIIYTSGTTGRPKG VS 1572
C 2597 ..TA DLPTIASLGNLAYIIFRTSG KG DALRE 2654
A 486 TYING 544

B 1573 TYLSG 1631
C 2655 2713
A 545 TASV AFVIALKI 603

B 1632 TPSWS TEVSITIHKRL 1691
C 2714 TP TETTVYNIIAE 2772
A 604 PES 3 d 663

B 1692 FPE TS 1751
c 2773 TNESILF. ENALIREVLPGTRA 2831
A 664 TFIPNPFQIDCHKRI KTGD 719

B 1752 FIPNPFq‘ga?g'EGRNSRLYKTGDLVR 1809
C 2832 FIPNPHCKEEDf LYKTGDLVRSR 2891
A 720 E LMY BRVRITSL GPEE’I@NE ILVGYYVdD 3 779

B 1810 IEAIISSYHGIROS AQ. . . KHLVGYYVAD 1864
C 2892 VQNVLINSSPGVREGANVAKY ENNDTYSRIAHSLVGY 2951
A 780 838

B 1865 1922
C 2952 3011
A 839

B 1923

C 3012

Flg 4. Alignment (assisted by UWGCG Bestfit and Gap) of the core region of homology between the A, B and C domains of the P.chrysogenum
Oli13 ACVS. Identical amino acids are boxed. Numbers refer to amino acid position within the protein.
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A 444 S|IQQILAY|VIT[YTSGTTG
B1531 ISTDLAYIIYTSGTTG
C 2613 LGNLAYIIETSGTBG
T 169 PTDLAY|VIIYTSGTTG
G 181 STDLAYIYTSGT'I‘G

P 181

S(D|D|VV AL P|Y(SISGTTG

DKTIBLBHHSSG[;‘TG

Fig. 5. Alignment (assisted by UWGCG Gap) of the region of high
similarity between the A, B and C domains of the P.chrysogenum
Olil3 ACVS, B.brevis tyrocidine synthetase 1 (T), B.brevis gramicidin
S synthetase 1 (G), parsley 4-coumarate-CoA ligase (P) and firefly
luciferase (L) proteins. Numbers refer to amino acid position within
the respective proteins.
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is unknown. However, the discovery of similarity between
each of the ACVS domains and four other proteins, all of
which recognize and activate by adenylation an amino acid
or perform ATP-—pyrophosphate exchange reactions, is
interesting. It has been suggested (van Liempt ez al., 1989),
that ACV biosynthesis proceeds via a multi-enzyme thio-
template mechanism (Kleinkauf and von Dohren, 1987) and
it is tempting to speculate that each of the three ACVS A,
B and C domains may recognize and adenylate one of the
constituent amino acids of ACV. Separation and expression
of the DNA encoding each of the domains individually in
heterologous hosts may allow enzymic functions to be
assigned to each domain. It will also be interesting to see
whether changing the order of the domains has any affect
on the sequence of the tripeptide produced.

The three domains of the P.chrysogenum Olil3 ACVS
have some similarity with the N-terminal portions of the
B.brevis tyrocidine synthetase 1 and gramicidin S synthetase
1. These are closely related bacterial multifunctional enzymes
which perform the initial steps in the synthesis of the cyclic
peptide antibiotics tyrocidine and gramicidin S by activating
phenylalanine and epimerizing it to the D-isomer (Marahiel
et al., 1985; Kraetzschmar et al., 1989). A region following
the ACVS C domain also has some similarity with the C-
terminal portions of tyrocidine synthase 1 and gramicidin
S synthetase 1. It therefore appears that the A and B domains
are truncated versions of a more extensive similarity between
the C-terminal region of ACVS (including the C domain)
and the major part of tyrocidine synthetase 1 and gramicidin
S synthetase 1.

Small peptides with antibiotic/toxic activity are made by
a wide range of organisms (Kleinkauf and von Dohren, 1987;
Kurahashi, 1974) and the identification of similarity between
the P.chrysogenum ACVS and two bacterial enzymes
involved in antibiotic peptide synthesis indicates that some
of the bacterial and fungal multifunctional peptide synthetases
may have a common ancestral origin.

The DNA encoding the A, B and C domains identified
in the P.chrysogenum Olil3 ACVS align with acvA gene
DNA fragments which hybridized to a 2.2 kb fragment of
the Flavobacterium sp. SC 12,154 ACVS gene. It therefore
appears that the Flavobacterium sp. SC 12,154 ACVS may
also contain these domains, one of which was probably
encoded by the DNA within the 2.2 kb fragment used as
a probe to construct the intergeneric hybridization pattern
(Smith ez al., 1990b).

There are precedents for multifunctional enzymes in
filamentous fungi existing as separate monofunctional
enzymes in prokaryotes. The pentafunctional AROM locus

P.chrysogenum ACV synthetase

(for aromatic amino acid biosynthesis) of A.nidulans is
related to the monofunctional bacterial aro loci (Charles
et al., 1986). As appears to be the case with the P.chryso-
genum acvA gene, the A.nidulans AROM gene does not
contain any introns and it has been suggested (Hawkins,
1987) that it may have arisen from multiple gene fusion of
the bacterial genes. Perhaps a more interesting example is
found in cephalosporin biosynthesis. The filamentous fungus
C.acremonium, which produces cephalosporins, possesses
a dual function enzyme which performs both ring expansion
of penicillin N and the subsequent hydroxylation step
(Samson et al., 1987). In contrast, in the cephalosporin
synthesizing prokaryote S.clavuligerus, these activities are
located on diferent enzymes (Jensen ez al., 1985).

It has been suggested (Ramon e al., 1987; Weigel et al.,
1988) that some B-lactam biosynthetic genes arose in
prokaryotes and were transferred to a progenitor of the
filamentous fungi synthesizing $-lactam antibiotics. It will
therefore be interesting to determine whether Flavobacterium
sp. SC 12,154 contains one ACVS gene, encoding a large
multifunctional protein, or is composed of separate genes
for each of the domains identified in the P.chrysogenum
ACVS. The sequencing of the Flavobacterium sp. SC 12,154
gene encoding ACVS will resolve this question.

The availability of the acvA gene sequence should facilitate
studies of the P.chrysogenum ACVS, a complex, multi-
functional and commercially important peptide synthetase.

Materials and methods

Strains and plasmids
The isolation of the acvA gene of P.chrysogenum Oli13 on the cosmid clone
pCX3.2 has been described previously (Smith er al., 1990b).

Sequencing methods

CsCl/ethidium bromide density gradient purified plasmid DNA was prepared
for sequencing in the following manner: 3—5 ug of plasmid DNA in 20 ul
of H,0 was denatured by the addition of 20 ul of 0.4 M NaOH, 0.4 mM
EDTA and left at room temperature for 5 min. The denatured DNA was
neutralized by the addition of 4 ul of 2 M sodium acetate (pH 4.7),
precipitated by the addition of 100 ul of ethanol at —20°C followed by
15 min at —70°C and the DNA pellet collected by centrifugation, washed
with 70% ethanol and dried.

Denatured plasmid DNA was sequenced using a commercially available
kit (Sequenase; United States Biochemical Corporation) according to the
instruction manual supplied with the kit.

DNA fragment isolation from agarose gels, subcloning and plasmid
isolation was performed using standard techniques (Maniatis ez al., 1982).

Sequencing strategy

Fragments of the acvA gene contained on cosmid clone pCX3.2 were
subcloned in the plasmids pUC19 (Yannisch-Perron et al., 1985) and
pBluescript (Stratagene, La Jolla, CA, USA) and sequenced using M13
universal and reverse oligonucleotide primers (United States Biochemical
Corporation). The sequence thus generated allowed the synthesis of novel
18 or 20 bp oligonucleotide primers capable of initiating second strand
synthesis on previously unsequenced DNA. In this way the complete
nucleotide sequence of the region corresponding to the P.chrysogenum Oli13
acvA gene was determined for both strands using 63 oligonucleotide primers.
Oligonucleotide primers were synthesized by Alta Bioscience (Department
of Biochemistry, University of Birmingham, Birmingham, UK) and the
Department of Biochemistry, University of Bristol, Bristol, UK.

Computing

Computer programs supplied as part of the University of Wisconsin Genetics
Computer Group (UWGCG) sequence analysis package (Devereux et al.,
1984) and accessed through the UK Science and Engineering Research
Council SEQNET system were used for all sequence analysis and com-
parison.
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