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Neuropeptide genes are expressed in specific subsets of large polyploid neurons in Aplysia californica. We
have defined the transcription initiation sites of three of these neuropeptide genes (the R14, L11, and ELH
genes) and determined the nucleotide sequence of the promoter regions. The genes contain the usual eucaryotic
promoter signals as well as other structures of potential regulatory impoortance, including inverted and direct
repeats. The L11 and ELH genes, which are otherwise unrelated, have homology in the promoter regions, while
the R14 promoter was distinct. When cloned plasmids were microinjected into Aplysia neurons in organ
culture, transitions between supercoiled, relaxed circular, and linear DNAs occurred along with ligation into
high-molecular-weight species. About 20% of the microinjected neurons expressed the genes. The promoter
region of the R14 gene functioned in expression of the microinjected DNA in all cells studied. When both
additional 5’ and 3’ sequences were included, the gene was specifically expressed only in R14, suggesting that
the specificity of expression is generated by a multicomponent repression system. Finally, the R14 peptide could
be expressed in L11, demonstrating that it is possible to alter the transmitter phenotype of these neurons by

introduction of cloned genes.

Control of gene expression in the central nervous system
(CNS) may require novel and complex regulatory networks
to generate the vast and intricate communication network
between cells. The specificity of this network is determined
by the expression of specific sets of genes, including those
which determine neurotransmitter and receptor phenotype.
In addition, the CNS can be considered to develop continu-
ously throughout the life of an animal as experience shapes
the fine structure of this communication network. The com-
plexity, which affords the nervous system with remarkable
properties, makes cellular and molecular studies, including
those of gene expression, a difficult task. Neurons are
generally postmitotic, and the vast number of unique cells
makes the study of identified neurons with known functions
very difficult in vertebrates.

Many invertebrate species, including mollusks, have pro-
vided partial solutions to these problems due to the numer-
ical simplicity of their CNSs and the large size of the
component neurons. The CNS of the gastropod mollusk
Aplysia californica contains about 20,000 neurons, many of
which are reproducibly identifiable, allowing physiological
studies of the roles of these cells in governing simple
behaviors. The 2,000 neurons of the Aplysia abdominal
ganglion have been the subject of numerous investigations
concerning the neuronal elements underlying simple forms
of learning, while other studies have focused on the cellular
mechanisms governing fixed action patterns (27, 28).

The neuronal communication network mediating animal
behaviors is linked by a large variety of secreted substances,
such as acetylcholine and glutamine, which act over short
distances and short time periods within the constrained
space of the synapse. Neuropeptides can function in a
similar fashion, but in addition often serve to modulate the
actions of classic transmitters. Neuropeptides can travel
some distance from their site of release, and the duration of
their actions may be quite prolonged (4). Many, perhaps
even most, Aplysia neurons use neuropeptides as chemical
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messengers, and in some cells up to 10 to 25% of the mRNA
encodes precursors for the biologically active peptide prod-
ucts (for a review, see reference 26). RNA blotting, in situ
hybridization, and immunohistochemistry techniques all
demonstrate that the various neuropeptides are expressed in
cell-specific patterns ranging from as few as 12 cells in the
case of the R14 peptide to as many as 100 or so cells in the
case of the L11 peptide (Fig. 1) (for example, see references
30, 39, and 47).

Thus, in A. californica, it is possible to isolate genes
encoding neuropeptide precursors by differential screening
of cDNA and genomic libraries with probes made from the
mRNA of individually identified neurons (for a review, see
reference 46). Analysis of the cDNA clones allows definition
of the primary sequence of the peptide precursor; therefore,
precise studies of the proteolytic processing and packaging
are possible. As in all animals from yeasts to humans, the
Aplysia precursors are proteolytically cleaved at basic resi-
dues, and the resulting fragments are found localized in the
same secretory granules (31, 39a). Physiological studies of
these neuropeptide products are elucidating their roles in
governing simple behaviors, as well as the cellular mecha-
nisms whereby the responses are elicited. Thus, we are able
to follow quite precisely the flow of information encoded in
these neuropeptide genes through biosynthesis to a physio-
logical response and resulting behavior.

While this system provides an excellent model for studies
of gene expression in the nervous system, little is known
about the molecular mechanisms that regulate cell-specific
expression of the peptide genes. Even less is understood
about the mechanisms whereby neuronal activity may regu-
late expression of the genes in different physiological states.
To begin approaching these issues, we determined the tran-
scription start sites and characterized the promoter regions
of a peptide gene expressed in neurons R3 through R14
(referred to as the R14 gene) and a second gene expressed in
L11, as well as the left-upper-quadrant (LUQ) cells (referred
to as the L11 gene). We also studied the gene family
expressed in the bag cells and the atrial gland, which govern



VoL. 7, 1987

L.connective R.connective

U
€SN
D &‘\Q‘

J)

Siphon n.

Genital-pericardial n.

Branchial n.

FIG. 1. Schematic representation of the Aplysia abdominal gan-
glion dorsal surface. Some well-identified neurons of the abdominal
ganglion are indicated by their corresponding number in the right (R)
or left (L) hemiganglion. Three sets of neurons, each of which
expresses a unique neuropeptide gene, are indicated. The bag cells
are localized on the rostral connective and govern egg-laying behav-
ior via a set of neuropeptides processed from the ELH precursor.
The neurons R3 through R14 (hatched areas) express a neuropeptide
gene called the R14 gene after the cell used in its initial isolation. The
L11 (dark stippling) neuron also expresses large amounts of a
neuropeptide gene, and the LUQ cells L3, L4, and L6 (light
stippling) express this gene at about a 10-fold lower level. The
ganglion is about 2 to 4 mm in diameter and was dissected from the
animal, pinned in a dish, and microinjected in this position.

egg-laying behavior (referred to as the ELH gene) (Fig. 1).
Many Aplysia abdominal ganglion neurons are highly
polyploid and quite large (up to 500 pm diameter), making it
possible to reintroduce cloned genes into the cells by
microinjection. Using this procedure, we have been able to
study gene expression in identified neurons and thus have a
model system for investigating the function of products
introduced into nerve cells at the DNA level.

MATERIALS AND METHODS

Animals. A. californica weighing 75 to 150 g were pur-
chased from Sea Life Supply (Sand City, Calif.) and main-
tained in an aerated recirculating seawater tank at 15°C for
less than 2 weeks before use.

Microinjection. Abdominal ganglia from animals weighing
75 to 150 g were dissected and pinned in a dish containing
artificial sea water (490 mM NaCl, 11 mM KCl, 19 mM
MgCl,, 30 mM MgSO,, 11 mM CaCl,, and 10 mM Tris, pH
7.6). Individual cells of the dorsal face were injected with a
DNA solution suspended in 1 M KClI and 0.01% fast green.
About 10° to 107 copies of the gene were injected in a volume
of about 0.1 to 1 nl. The membrane potential of the cells was
recorded during all procedures. After injection, the ganglion
was kept for 48 h in L15 tissue culture medium at 16°C. The
medium was then changed to cold propylene glycol-sea
water (40:60), and individual cells were dissected.

RNA extraction. Dissected cells were lysed in 4 M
guanidium thiocyanate-2% Sarkosyl-12.5 mM EDTA-50
mM Tris (pH 7.5)-0.14 M 2-mercaptoethanol at 60°C. The
lysate was diluted with an equal volume of 0.1 M sodium
acetate, pH 5.0 and extracted twice with phenol-chloroform
at 60°C and once with chloroform. The aqueous phase was
ethanol precipitated in the presence of 10 pg of yeast RNA
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as carrier. The RNA was then suspended in 10 mM Tris (pH
7.9>-10 mM NaCl-6 mM MgCl, and incubated with RQ1
DNase (Promega Biotech) (1 U/pg of DNA) for 15 min at
37°C. The RNA was extracted successively by phenol,
phenol-chloroform, and chloroform and ethanol precip-
itated.

DNA extraction. Single dissected cells were lysed in 10
mM Tris (pH 7.5)-1 mM EDTA-200 mM NaCl-0.6% sodium
dodecyl sulfate, extracted successively with phenol, phenol-
chloroform, and chloroform, and ethanol precipitated with
10 pg of yeast RNA as carrier.

DNA sequencing. DNA fragments were sequenced by the
method of Maxam and Gilbert (37) essentially as described
before (39).

Analysis of DNA and RNA. Southern and Northern (RNA
blot) electrophoresis techniques and nucleic acid transfer to
nitrocellulose were done as described before (39). For the
dot blots, DNase-treated RNA was blotted to nitrocellulose
and hybridized to 32P-labeled probes (1). Filters were
washed at 85°C for 2 h in 0.05 M SSC-0.05% sodium dodecyl
sulfate before rehybridization.

Construction of plasmids. The techniques used in the
construction of hybrid molecules (restriction endonuclease
digestion, isolation of DNA fragments from agarose or
acrylamide electrophoresis gels, ligation, subcloning, colo-
nies, screening, etc.) have all been described (36). The
genomic R14 clone was first subcloned into pBR322 at the
HindIII site. The pRL-2A plasmid was constructed in two
steps. First, a 192-base-pair (bp) Haelll partial digest frag-
ment (nucleotides 376 to 568 [48]) isolated from L11 cDNA
was isolated and ligated at the Alul site (nucleotide 277 [39])
of the subclone pMP65 (49), which contains the second exon
of the R14 gene. Second, one clone which contained the L11
insert in the proper orientation was purified, and the EcoRI-
Sstl fragment was substituted for the corresponding frag-
ment in the R14 genomic clone.

pRL-2B cloned DNA was derived from the pRL-2A plas-
mid. pRL-2A DNA was digested to completion with BamHI
and recircularized. This eliminated all the 5’-flanking region
except for 420 nucleotides. To construct pR14CAT-E1 and
pR14-CAT plasmids, we first isolated from pR14E1 (a sub-
clone that contains the BamHI-Sall fragment of R14 ge-
nomic clone; unpublished data) the BamHI-Fokl and
BamHI-Taql fragments, which contain the R14 promoter
with and without the first exon, respectively. To do so, we
first digested pR14E1 to completion with Tagl or Fokl
endonuclease, filled with protruding ends with the Klenow
fragment of DNA polymerase I, and then digested to com-
pletion with BamHI nuclease. Both fragments were then
ligated, along with the HindIII-BamHI fragment of the pR14
clone, into the HindIII-BamHI-digested pCAT-B’' (an
enhancerless and promoterless chloramphenicol acetyltrans-
ferase [CAT] plasmid) in which the BamHI site had been
filled in.

pR14CAT-EB and pR14CAT-B were derived from
pR14CAT-E1 and pR14CAT, respectively, by digestion with
HindIll and BamH]I, filling the sticky ends with the Klenow
enzyme, and recircularization.

pLR-1 was constructed by ligation of the HindIII-Sall
fragments isolated from the 5’ end of the .11 genomic clone
and 3’ end of the R14 genomic clone, respectively.

S1 mapping and primer extension. The 5’ ends of the
transcripts were analyzed with S1 nuclease as described
(50). Hybridiztion was performed at 50°C in 80% formamide.
The hybrids were digested with 20 or 50 U of S1 nuclease at
37°C for 1 h, and the protected fragments were analyzed by
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FIG. 2. R14, L11, and bag cell genomic clones containing promoter regions. The positions of restriction enzyme sites are shown along with
the 5’ untranslated (open boxes), coding (solid boxes), and 3’ untranslated (stippled boxes) portions of the mRNAs. The R14 peptide clone
contains the entire gene; the L11 and bag cell (or ELH gene) clones contain only the first exons. The lines below the clones indicate the
splicing pattern. The ELH gene has an alternative splicing pattern in the 5’ untranslated region, as indicated. The arrows indicate the strategy
used to sequence the promoter regions as shown in Fig. 4. Restriction enzymes: A, Smal; B, BamHI; C, Hincll; D, Haelll; E, EcoRI; F,
Fokl; G, Bglll; H, Hindlll; 1, Xbal; J, Hhal; K, Kpnl; P, Pstl; Q, Taql; S, Sall; Ss, SstI; V, Pvull; X, Xhol.

electrophoresis through 6% polyacrylamide-urea sequenc-
ing gels.

The primer extension experiments were done as described
(38). The extended fragments were analyzed by electropho-
resis through 6% polyacrylamide—urea sequencing gels.

RNase mapping. The RNase mapping was done as de-
scribed previously (51). The RNA isolated from single cells
was dissolved in 80% formamide, hybridized overnight at
47°C to 3?P-labeled antisense riboprobe, digested with
RNases A and T, at 35°C for 30 min, and migrated on a 5%
polyacrylamide nondenaturing gel. Synthesis of the SP6
probes was done as described (51).

CAT assay. Approximately 48 h after injection, single cells
were dissected, suspended in water, and frozen and thawed
twice. The CAT assay and separation of the reaction prod-
ucts were performed as described (21).

Immunohistochemistry. The R3-14 peptide antibodies have
been described previously (30). The techniques used for
immunohistochemistry were essentially as described (30).

RESULTS

Aplysia neuropeptide gene promoters. Genomic and cDNA
clones encoding neuropeptide genes expressed in R3-14,
L11, and the bag cell neurons had previously been isolated
and characterized (39, 45, 47, 48). The transcribed regions
spanned a minimum of 7 kilobases (kb) in the case of the R14
peptide gene and over 30 kb in the case of the L11 peptide
gene. The cDNA clones contained substantial 5’ untrans-
lated sequences and were approximately the same size as the
mRNA determined by RNA blotting techniques. As a first
step in characterizing the promoters, we generated more
detailed restriction enzyme maps in the region of the 5’ end
of the mRNA (Fig. 2).

This structural information was used in conjunction with
primer extension and S1 mapping experiments to precisely
define the sites of transcription initiation of the three genes
(Fig. 3 and 4). Extension of bag cell or atrial gland RNA with
a 98-nucleotide fragment from the 5’ end of an ELH cDNA
revealed two major bands of approximately equal intensity
in both tissues, indicating that the same relative start sites
are used by the members of this small gene family (Fig. 3A).
Thus, while the nucleotide sequences of the promoter and
adjacent regions are similar (35), these genes are very
abundantly expressed in distinct tisues. This suggests that
elements controlling tissue-specific gene expression are lo-
cated outside the promoter region itself.

Whole abdominal ganglion RNA was used with both S1
mapping and primer extension techniques to map a single
transcription initiation site of the R14 gene (Fig. 3B).The
extension of a 58-bp probe located at the 5’ end of the R14
cDNA clone gave rise to bands of 128 to 129 nucleotides
(Fig. 3B, lane 1). Similarly, a 570-nucleotide probe from the
genomic R14 clone protected a nest of fragments centered at
150 nucleotides following digestion with 20 or 50 U of
enzyme (Fig. 3B, lanes 2 and 4 and lanes 3 and 5, respec-
tively). Both techniques located the start site at the same
position (=2 nucleotides), 36 nucleotides downstream from
the TATA box (Fig. 4).

In contrast S1 mapping of the L11 gene resulted in a
complex set of bands which we do not yet completely
understand (Fig. 3C). The intense series of bands located at
288 to 292 nucleotides was only found when Aplysia RNA
was added to the reaction mixture, while the set of bands at
326 to 330 nucleotides was also observed in control experi-
ments when tRNA was used in the hybridization and S1
digestion. The 326- to 330-nucleotide bands may be a result
of an inverted repeat sequence at this position. The remain-
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FIG. 3. Analysis of transcription initiation sites. >*P-labeled primer fragments isolated from the cDNA clones were hybridized to RNA in
80% formamide and extended by using reverse transcriptase. 32P-labeled genomic fragments were hybridized to RNA, followed by treatment
with the single-strand-specific nuclease S1. The exact definition of the genomic and cDNA products is illustrated below the gels. Reaction
mixtures were fractionated on 6% polyacrylamide sequencing gels. Size markers are indicated on the left (in nucleotides), and the bands of
interest are demarcated by arrowheads on the right. Smaller arrowheads indicate minor sites. The exact sizes of the products were determined
by comparing with sequencing ladders (not shown). (Bottom) The asterisks represent the position of label on the probes, and the wavy lines
indicate the extended products. The arrows above the genomic DNA fragments indicate transcription start sites. Enzyme abbreviations: N,
Hinfl; M, Ddel; Q, Taql; C, Hincll; B, BamHI; F, Fokl. (A) Primer extension analysis of the ELH gene family with atrial gland
polyadenylated RNA (lane 1) or bag cell total RNA (lane 2 and 3). A 98-nucleotide fragment from an ELH cDNA clone was used as the primer.
(B) Primer extension (lane 1) and S1 mapping (lanes 2 to 5) of the R14 promoter. A 58-nucleotide fragment from an R14 cDNA clone was used
for priming the extension reactions and a 570-nucleotide genomic fragment was used for the S1 analysis. Lanes 2 and 4 are 20 U of S1 nuclease
and lanes 3 and 5 are 50 U of S1. Lanes 4 and 5 are longer electrophoretic separations of the S1 products. (C) S1 mapping of the L11 gene

with 50 (lane 1) or 20 (lane 2) U of S1 nuclease. A 398-nucleotide genomic fragment was used as the probe.

ing higher-molecular-weight bands may arise from protec-
tion by authentic transcripts; however, they were not con-
sistent with our definition of the promoter as described
below.

The first exons of all three genes are untranslated leaders
separated from the remainder of the coding regions by
introns of at least 3 kb. The donor splice junctions all had GT
nucleotides at the beginning of the intron, conforming to the
splicing consensus rules (6) (Fig. 4). The major site of
transcription initiation is indicated as +1 by the large arrow.
Between 21 and 36 residues upstream we found sequences
which were exact or very close matches to the TATAAAA
box observed at this position in numerous eucaryotic genes
(M. Goldberg, Ph.D. thesis, Stanford University, Stanford,
Calif., 1979). The region spanning —86 to —142 nucleotides
had several sequences homologous with the CAAT box, a
second sequence often found in the promoters of eucaryotic

genes (6). In fact, the R14 promoter contained two perfect
CAAT consensus sequences in an inverted orientation at
positions —90 to —116. Based on these observations we
conclude that these Aplysia neuropeptide genes have the
common recognizable sequence elements found in eucary-
otic promoters.

We noted several other interesting structural characteris-
tics in these promoters (Fig. 4). A number of inverted and
direct repeats were found, the most striking of which was a
13 of 16 nucleotides inverted repeat located between the R14
TATA and CAAT homologies, making this region rich in
potentially important regulatory sequences. Just upstream of
the distal CAAT homology in the R14 promoter, the se-
quence degenerated to a CT and homopolymer repeat for
several hundred bases. A number of possible homologies to
other eucaryotic promoter regions are labeled I to V and
described in the legend to Fig. 4.
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L11 CGCTTCTACCAAACAGAAAACATAAATTTGGCTTTAATTCATCGTCAAGAATGCAAACGCAACAACTTGAGAGCTAACGTTGTTAAATTAATATAAACGA
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FIG. 4. Nucleotide sequences of R14, L.11, and ELH gene promoters. The sequences were determined by the Maxam and Gilbert
technique (37) and are aligned by the prominent transcription start sites indicated by the large arrows. Minor start sites are indicated by the
smaller arrows. The TATA (—) and CAAT (--—>) sequences are indicated. Direct and inverted repeats are labeled a and a’, b and b’, and ¢
and ¢', respectively. Regions of homology between the L11 and ELH promoters are shaded. The beginning of the corresponding cDNA clone
is indicated by brackets, and the dinucleotide GT spice donor sequence is underlined. The 5’ and transcribed sequences are in capital letters,
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FIG. 5. Blot analysis of DNA microinjected into neurons. Indi-
vidual abdominal ganglion neurons were injected with 10® copies of
supercoiled (lanes A and B) or linear (lanes C to E) plasmid
pR14CAT-EB (see map in Fig. 7). Two days postinjection, total
DNA from individually dissected neurons was isolated, subjected to
electrophoresis on a 1% agarose gel, transferred to nitrocellulose,
and hybridized to a nick-translated cat probe. Size markers are
indicated on the left. The numbers on the right correspond to
positions of: 1, high-molecular-weight genomic DNA; 2, open cir-
cular DNA; 3, linear DNA; and 4, supercoiled DNA. Lane E is a
sevenfold-longer exposure of lane D.

When the L11 and ELH gene promoters were aligned at
their transcription initiation sites, many short regions of
homology, ranging from 3 to 7 nucleotides, were observed
(Fig. 4). We were not able to find similar stretches of
homology to the R14 promote or random sequences. These
two genes do not have any other similarities at the DNA or
protein level. Therefore, these promoter regions may have
converged on this homology, which most likely represents
sites for protein-DNA interactions.

Fate of DNA microinjected into Aplysia neurons. Clearly,
one needs functional assays to delineate the roles of the
promoter regions described above, as well as to define other
potential regulatory sequences. Below we outline a series of
experiments which addressed the fate of DNA sequences
microinjected into Aplysia neurons. We began this analysis
by investigating the state of the injected DNA and then
analyzed its expression.

Abdominal ganglia were dissected and pinned in a Silgard
dish containing artificial sea water. Microelectrodes were
filled with DNA at a concentration of 200 pg/ml, suspended
in 1 M KClI and 0.01% fast green. In the expression studies
a volume of about 0.1 to 1 nl was injected, corresponding to
10¢ to 107 copies of the DNA sequence. We recorded the
membrane potential during the injection procedure and
monitored retention of the dye during the incubation period.
In the experiments reported below the ganglia were main-
tained for 48 h at 16°C in L15 medium.

Figure 5 shows an analysis of supercoiled and linear DNA
injected into Aplysia neurons. For these experiments it was
necessary to inject about 10% copies of the constructs to
allow subsequent detection in Southern blots. Lanes A and
B show injected supercoiled DNAs which migrated at the
position of band 4. After the 48-h incubation period, the
supercoiled plasmids were recovered as molecules which
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FIG. 6. Specific expression of an R14-L11 hybrid gene. (A)
Schematic representation of pRL-2A plasmid DNA. The clone was
constructed by inserting 192 nucleotides of L11 coding region into
the second exon of the R1S5 gene. The symbols are the same as in
Fig. 2. The cells were injected with about 107 copies of the
construct; 2 days postinjection, the neurons were dissected and the
RNA was purified. (B) Half of the RNA was bound to nitrocellulose
for a dot blot assay. The blot was hybridized to the L11 probe,
exposed, stripped of the bound radioactivity, and rehybridized to
the R14 probe. As a control the probe was washed off and rehybrid-
ized with pBR322; no hybridization was detected. However, in
another series of injections, the second half of the purified RNA was
not DNase treated. In this case every cell hybridized to the pBR322
probe, showing that all neurons received an approximately equal
amount of injected DNA (not shown). (C) Half of the RNA was
fractionated on formaldehyde-agarose gels, blotted, and hybridized.
Here we show hybridization to RNA from an injected L11 neuron
and an injected R14 neuron probed with L11 sequences. The
transcripts are consistent with previous studies of the expression of
these genes.

migrated precisely at the positions of relaxed circles (band 2)
and linear plasmid (band 3). Even after longer exposure, no
other bands were observed in these lanes. An analysis of
injected linear DNA is shown in Fig. 5, lanes C and D. After
incubation the injected linear DNA was found in a variety of
other forms, including relaxed circular DNA, and after
longer exposure a small amount of material was occasionally
detected at the position of supercoiled DNA (Fig. S, lane E,
band 4). In addition, some material was found to migrate as
a smear at higher molecular weights (band 1). When the gels
were stained with ethidium bromide prior to blotting, the
bulk of the chromosomal DNA from the neurons was found
to migrate at this position. This high-molecular-weight DNA
most likely represents long concatenates of the plasmid, but
we do not know whether this material was integrated into the
chromosome. The other possibility is that this DNA repre-
sents many independent integrations into the chromosomal

and the introns are in lowercase letters. The numbers are relative to the transcription initiation start site. The lower region shows a comparison
with consensus TATA and CAAT sequences, as well as the repeated sequences. The repeat in the R14 (a/a’) gene is homologous to an inverted
repeat sequence seen in the human beta interferon gene (TCCTCTGAATAGAGAGAGGA; the underlined region indicates the homology)
(19). Sequences which may correspond to known eucaryotic promoter enhancer signals are underlined and labeled I to V. I: GC/ACAG. This
sequence is repeated seven times in the 5’ end of the ELH gene and is similar to the core sequence found in a number of enhancers
(PuPuGA/CCAGPuPu) (2, 10, 17). II: CCGCCC. This sequence in the L11 gene is similar to the simian virus 40 21-bp repeat consensus
(CCGCCC) (15). II: CCACACCCTT. A bag cell sequence similar to the globin upstream sequence (CCXCACCCTG) (13). IV:
ACACACACACAC. Alternating stretches of purines and pyrimidines which may adopt a ZDNA conformation and possess enhancer activity
(23). V: GGA/CAT/AAAGTCTC. A shared sequence near the L11 and bag cell transcription initiation sites that is similar to an insect non-heat

shock gene sequence described previously (ATCAG/TTC/T) (24).
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DNA. These results are in general agreement with the
conformation of DNAs introduced into Xenopus laevis
oocytes, fertilized eggs of mice, and various tissue culture
cells (8, 14, 16, 40).

Expression of microinjected genes. We used four assays to
follow the expression of DNA microinjected into the Aplysia
neurons. First, RNA blots detected expression of the
microinjected genes. Second, these results were confirmed
and extended with constructs between the bacterial cat gene
and the R14 promoter region. Third, riboprobes defined the
site of transcription initiation used by the injected genes.
Finally, we formed hybrids between the R14 and L11 genes
and used antibodies to detect the expressed product.

To monitor expression of injected sequences, we modified
the R14 genomic clone in a very minor way which would still
allow us to discriminate the microinjected gene from the
endogenous gene (Fig. 6). A 192-nucleotide fragment of the
L11 coding region was inserted, in frame, into the middle
exon of the R14 gene. In this way expression of the construct
in R3-14 neurons could be detected by probing with L11,
while expression in other neurons could be detected by
probing with R14 gene fragments.

Many identified neurons have been injected with the
R14-L.11 hybrid construct and analyzed by RNA blot assays.
Five injected cells are shown in Fig. 6B. When the 11 probe
was hybridized to the dot blot RNA, all of the neurons
showed hybridization above background. When this blot
was washed and reprobed with R14 gene sequences, expres-
sion was detected only in R14, not in the L11 and LUQ cells.
Therefore, these experiments suggest that the microinjected
gene is expressed specifically in R14 and not the other cells
investigated. These results also show that the microinjected
gene is expressed at roughly the same level as the endoge-
nous R14 gene (compare hybridization in R14 cells with the
L11 and R14 probes). DNase treatment and control experi-
ments established that the hybridization was to RNA and not
to the microinjected DNA (Fig. 6). To further establish this
point, we analyzed the other half of the RNA from these
cells in Northern assays. Figure 6C shows hybridization of
the L11 gene probe to the RNA from a microinjected L11
and a microinjected R14 neuron. The endogenous L11
transcript of 1.2 kb was detected in L11 cells, while R14
probes did not hybridize. In the RNA from the R14 neuron,
hybridization with the L11 probe revealed a band consistent
with transcription of the microinjected gene initiating at the
correct site. We injected 38 cells with this construct. Five of
the 11 R14 neurons expressed the microinjected gene, while
we did not detect expression in 10 R3-13 neurons. None of
the 17 injected neurons in the left hemiganglion, including
L11 and LUQ cells, expressed the gene. These data demon-
strate that the pRL-2A construct was specifically expressed
in R14 and not other neurons, with a confidence level of
0.025 (5 of 11 versus 0 of 17; x? test).

To further analyze this promoter region, a series of four
constructs between the bacterial car gene and the R14
promoter were injected into Aplysia neurons (Fig. 7). The
locations of the R14 DNA used in these constructs relative to
the transcribed portion of the gene are shown in Fig. 2. The
constructs included either 4 or 0.4 kb of 5’-flanking sequence
and a portion of the 5’ exon. These DNAs were injected into
a variety of cells in organ culture (over 150 cells injected),
incubated for 48 h, dissected from the ganglion, and assayed
for CAT activity (Fig. 7). Approximately 20% of the
microinjected neurons expressed these genes. No differ-
ences in expression of these four constructs were observed,
and the amount of activity varied from barely detectable to
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FIG. 7. Analysis of the expression of R14-cat hybrid genes.
(Top) Schematic representation of four recombinants between the 5’
region of the R14 gene and the cat gene. The recombinants contain
either 4 kb (pR14CAT-E1 and pR14CAT) or 420 nucleotides
(pPR14CAT-EB and pR14CAT-B) of 5'-flanking DNA and the first
untranslated exon (pPR14CAT-E1 and pR14 CAT-EB). The symbols
for the restriction enzymes are as in Fig. 2, and the striped boxes
represent the cat gene. El represents the R14 first exon, and
asterisks represent loss of a site after filling in and ligation. The small
B represents a new BamHI site generated from filling in and
blunt-end ligation. (Bottom) Thin-layer chromatography analysis of
CAT activity. The constructs shown above were expressed in all
cells investigated. Four representative autoradiographs of chroma-
tography plates are shown. Assays with either no enzyme or purified
bacterial CAT are shown in the first two lanes, respectively. All
other lanes contained individually microinjected neurons. The num-
bers to the left represent the positions of the origin (0), 1“C-labeled
chloramphenicol (position 1) and the mono- (positions 2 and 3) and
di- (position 4) acetylated forms. The stars represent cells with
activity above background. Reading from left to right, these cells
were injected with the following constructs: R14, R7 (pR14CAT-
El), L11 (pR14CAT-EB), R14, R15, L11 (pR14CAT), R14, RS, L7,
L3, L6, R14, R6, and RS (pR14CAT-EB).

greater than 10-fold the background level. In addition,
expression was not restricted to neurons which normally
express the R14 gene, suggesting that the 420-nucleotide
BamHI-Taql fragment serves as a constitutive promoter
element.

It was important to determine whether the promoter, as
defined earlier in this report, was active in expressing the
microinjected genes. This was done by injecting the con-
struct shown in Fig. 8 and using SP6 riboprobes to determine
the region protected by transcripts. This construct was a
truncated version of pRL-2A, which contains the complete
mRNA coding region, 0.4 kb of 5’ and 2.3 kb of 3’ DNA.
Figure 8, lane A, shows an uninjected R14 neuron which
expressed the endogenous peptide gene. The 153-nucleotide
band was approximately the expected size for initiation at
the promoter site as described earlier. Lanes B, C, and D
represent RNase protection of transcripts expressed in in-
jected cells which do not normally express the R14 gene. The
size of this transcript again corresponded to that expected
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FIG. 8. RNase mapping of a microinjected R14 gene. (Left)
Schematic representation of the microinjected gene and the RNase
mapping strategy. The R14 gene was truncated at the BamHI site.
The SP6 probe contained 265 nucleotides of the 5’ end of the car
gene, the R14 first exon, and 420 nucleotides of the R14 promoter
region. Expression of the microinjected gene will result in protection
of a 160-nucleotide fragment. Symbols and abbreviations are as in
Fig. 2. (Right) RNase mapping of microinjected cells. RNA was
hybridized overnight in 80% formamide at 47°C, digested with
RNases A and T; at 35°C for 30 min, and fractionated on
nondenaturing 5% polyacrylamide gels. DNA size markers (in
nucleotides) are shown to the left and may not exactly predict the
size of the RNA bands. Lanes: A, uninjected R14; B, injected L7; C,
injected L11; D, injected LUQ (L2).

for transcription initiation at the promoter site displayed in
Fig. 4. This construct was expressed in microinjected neu-
rons regardless of their identity.

Therefore, while we have not precisely defined the se-
quences necessary for R14-specific expression, the above
data suggest an interaction between the promoter region and
sequences both 5’ and 3', forming a multicomponent repres-
sor system.

DNA-mediated switching of transmitter phenotype. At this
point we had established that large Aplysia neurons can
express microinjected genes, suggesting that the system will
be useful for investigations of neuron cell biology and
function. For instance, can neuropeptides normally ex-
pressed in one cell be expressed in another cell, and if so, are
they processed and packaged in a similar fashion? To begin
an analysis of this and other questions, we joined the 5’
region of the L11 gene to the coding portion of the R14 gene
at a unique Sall site in the first intervening sequence of both
genes (Fig. 9). This gene was injected into various cells, and
expression of the peptide product was assayed by using
antibodies which recognize the R14 neuropeptide precursor.
These antibodies were generated against synthetic peptides
defined by the sequence of a cDNA clone and have been
extensively characterized elsewhere (30). Injection of this
construct into L11 neurons resulted in the synthesis of
R14-immunoreactive material; however, we do not yet know
whether the material was processed and localized in dense
core vesicles as expected. In control experiments, microin-
jection of numerous other DN As lacking the R14 sequences
did not generate any immunoreactivity. We have not ana-
lyzed enough cells to have statistically significant evidence
relevant to the specificity of the expression, yet these data
demonstrate the utility of this system in expressing neuronal
protein products in identified neurons.

DISCUSSION

Our analysis of Aplysia promoters demonstrates that these
sequences conform to the general consensus derived from
the analysis of eucaryotic genes. TATA and CAAT se-
quences were found in the usual positions, emphasizing their
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important roles in governing expression of these genes (6;
Goldberg, Ph.D. thesis). The presence of two CAAT se-
quences in the L11 and R14 promoters is unusual. The
second CAAT sequence in the L11 gene is quite distal to the
TATA box and is not a perfect match to the consensus
sequence. Nevertheless, this sequence could be involved in
the potential secondary initiation sites observed in the pro-
moter mapping experiments. The R14 gene has two perfect
matches to the consensus sequence, in inverted orientation,
separated by 11 nucleotides, or about one turn of B DNA.
Graves et al. (22) have shown that an inverted copy of the
CAAT sequence can bind a nuclear transcription factor and
function to modulate transcription of the herpesvirus thymi-
dine kinase (zk) gene. It is therefore likely that both of these
sequences can function in vivo; however, it is not clear
whether they act in a coordinate fashion or independently.

The unexpected finding of many short homologies be-
tween the L11 and bag cell promoters suggests that similar or
identical molecules may interact with these regions of DNA.
These otherwise unrelated genes may be coordinately regu-
lated by common molecules, for example during egg laying,
and independently regulated by factors which recognize
unique sequences outside the promoter regions.

Of additional interest is the homology (sequence V in Fig.
4) located at the transcription initiation site of the L11 and
bag cell genes. A similar sequence is found at the initiation
sites of many insect (24), sea urchin histone (9), and other
genes (29). The sequence was not found in the R14 gene, nor
has it been identified in vertebrate genes. Its role in gene
expression remains unknown; however, its presence in an
additional phylum suggests that its function is quite impor-
tant.

Cloned Aplysia genes were expressed when microinjected
into neurons maintained in organ culture. As in other sys-
tems, the DNA underwent a number of transitions after
microinjection, including linearization, cyclization, ligation,
and supercoiling. The results demonstrate that about 20% of
the microinjected neurons expressed the exogenous genes;
however, it was difficult to determine whether the DNA was

H S EE SsV PV YV H P S H
15

| mRNA
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FIG. 9. Injection of DNA can alter transmitter phenotype. (Top)
Hybrid L11-R14 gene constructed by joining the first exon of L11 to
the second and third exons of R14 at a unique Sall site within the
first intron. Abbreviations and symbols are as in Fig. 2. (Bottom)
Microinjected L11 neuron stained with antibodies which recognize
the R14 neuropeptide precursor and peptides (arrow). Uninjected
neurons or neurons injected with other constructs did not stain with
this antibody. Bar, 50 pm.
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being directly introduced into the nucleus. Aplysia neurons
are highly polyploid, containing up to 2 X 10° copies of the
genome (12, 34), while the injections presented in this report
were usually of about 10° to 107 copies of DNA. Injection of
an order of magnitude less DNA did not result in detectable
expression. Thus, while we were able to work with single
neurons, copies of important regulatory factors may have
been diluted in these experiments. Finally, we have not yet
systematically investigated potential physiological factors
which may influence expression of the genes and lead to
uncontrolled variation between individual animals.

Many different constructs are expressed when driven by
Aplysia promoters; however, viral promoters were poorly
effective in driving the cat gene (the constructs investigated
were MSV-CAT [33], SV2-CAT [21], and RSV-CAT [20)).
The 420-nucleotide BamHI-Taql fragment of the R14 pro-
moter was sufficient to direct accurate transcription of the
cat gene, but this expression was not restricted to a partic-
ular cell type. We also demonstrated nonspecific expression
of R14 constructs, which included 420 nucleotides of 5’
DNA, the whole transcribed sequence, and 2.3 kb of 3’
untranslated sequence. Only when a large genomic fragment
was introduced into cells including 4 kb of 5' DNA, all
introns and exons, as well as 2.3 kb of 3’ DNA was the gene
expressed in a cell-specific fashion. This specific expression
was limited to R14 and did not include the anatomically
distinct neurons R3 to R13, which express the endogenous
gene.

While these issues are in need of more detailed investiga-
tion, there appear to be multiple cis-acting sequences gov-
erning expression of the R14 gene. The constitutive pro-
moter region was found directly in front of the gene. The fact
that additional 5’ and 3' sequences were required for cell-
specific expression suggests that a complex repression
mechanism may turn off the gene in non-R14 neurons.
Negative regulation is well established in procaryotes as well
as yeast (5, 7, 43), and examples in which deletion of a
sequence leads to increased expression of a gene have been
reported in eucaryotic systems as well (3, 11, 18, 19, 25, 41,
42, 44, 51). Some of these repressor functions act at a
distance and in an orientation-independent manner, while
others are position dependent and act by blocking polymer-
ase.

The study of neuronal products reintroduced into cells has
already proven useful in the case of ion channels, peptide
hormones, and transmitter biosynthetic enzymes (for exam-
ple, see reference 32). The system presented here represents
the first description of the expression of genes introduced
directly into neurons. This affords the possibility for study-
ing neuronal products in a well-defined environment. In
particular, the ability to study gene expression in different
physiological states of the neuron may help lead to an
understanding of the relationship between neuronal electri-
cal activity and gene expression.
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