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The effects of branchpoint sequence, the pyrimidine stretch, and intron size on the splicing efficiency of the
Drosophila white gene second intron were examined in nuclear extracts from Drosophila and human cells. This
74-nucleotide intron is typical of many Drosophila introns in that it lacks a significant pyrimidine stretch and
is below the minimum size required for splicing in human nuclear extracts. Alteration of sequences adjacent
to the 3’ splice site to create a pyrimidine stretch was necessary for splicing in human, but not Drosophila,
extracts. Increasing the size of this intron with insertions between the 5’ splice site and the branchpoint greatly
reduced the efficiency of splicing of introns longer than 79 nucleotides in Drosophila extracts but had an
opposite effect in human extracts, in which introns longer than 78 nucleotides were spliced with much greater
efficiency. The white-apricot copia insertion is immediately adjacent to the branchpoint normally used in the
splicing of this intron, and a copia long terminal repeat insertion prevents splicing in Drosophila, but not
human, extracts. However, a consensus branchpoint does not restore the splicing of introns containing the
copia long terminal repeat, and alteration of the wild-type branchpoint sequence alone does not eliminate
splicing. These results demonstrate species specificity of splicing signals, particularly pyrimidine stretch and
size requirements, and raise the possibility that variant mechanisms not found in mammals may operate in the
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splicing of small introns in Drosophila and possibly other species.

The splicing of eukaryotic mRNA precursors in mamma-
lian cells has been studied extensively (for reviews, see
references 18 and 79), and the signals that govern the identi-
fication of splice sites are generally known. A 5’ splice site
that conforms to the consensus sequence MAGIGURAGU
(M = Cor A; R = A or G) and includes the underlined GU
dinucleotide is required. 3’ splice sites conform to the
consensus sequence YAGIG (Y = C or U) and are typically
found at the site of the first AG dinucleotide downstream of
the branchpoint. Branchpoints fit the consensus sequence
UNCURAC (in which branch formation occurs at the under-
lined A) and usually reside between 18 and 38 nucleotides
upstream of the 3’ splice site. Between the branchpoint and
the 3’ splice site is a pyrimidine-rich region. The way in
which sequences at the 5’ splice site, the branchpoint, the
pyrimidine-rich stretch, and the 3’ splice site act together in
mammalian splicing to specify intron boundaries has been
investigated in detail, and much is known of the factors that
recognize these sites. For example, the 5' splice site is
recognized by the U1l small nuclear ribonucleoprotein (sn-
RNP) via base pairing in both mammals and in yeasts (8, 34,
47, 76, 78, 90), and the branchpoint is similarly recognized
by the U2 snRNP (50, 58, 84, 89, 91). Binding of the U2
snRNP to the branchpoint requires a number of factors,
including the Ul snRNP (2, 67, 75) and U2AF, a factor that
binds to the pyrimidine-rich stretch (70).

Despite the relatively large amount that is known about
the sequence requirements for splicing, it is still not possible
to accurately predict the positions of introns from sequence
information alone, and the basis of alternative, or regulated,
splicing is still being elucidated. The genetics of Drosophila
melanogaster has allowed regulatory factors to be identified
for several examples of alternative splicing (4, 10, 11, 41, 49,
85), and it appears that this organism will prove useful for the
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study of alternative splicing. However, the basic information
on splicing signals which exists in yeast and mammalian
systems has no counterpart in D. melanogaster, and splicing
signals do vary between species. For example, the relative
A+T richness of plant introns is critical to their proper
recognition (17), and animal introns are not properly recog-
nized in transfected plant cells (16, 82). Similarly, most
mammalian introns are not recognized by the yeast Saccha-
romyces cerevisiae (3, 32). This is due, at least in part, to the
fact that yeast introns almost always use the precise se-
quence UACUAAC as a branchpoint, and this sequence is
the primary determinant of yeast 3’ splice site selection (25,
51, 57). In contrast, the branchpoint sequence of mammalian
introns has greater flexibility (26, 28, 50, 65, 69, 88), and the
pyrimidine-rich stretch is more important (13, 64, 68).

A thorough analysis of Drosophila introns in GenBank
(45) revealed that although Drosophila splice sites are like
those in mammalian genes, Drosophila introns as a whole
differ from mammalian introns in several significant ways.
First, Drosophila introns tend not to have a G in the position
preceding the branched nucleotide, although G is the most
common nucleotide at that position in mammalian introns.
Second, many Drosophila introns are shorter than the small-
est mammalian introns. Third, Drosophila introns differ from
mammalian introns in base composition, with a 17% greater
A+T content in introns than in flanking exons and a much
less extreme preference for pyrimidines in the region be-
tween the branchpoint and the 3’ splice site.

In this study, we used in vitro splicing in both Drosophila
and human cell nuclear extracts to explore the signals
required for the splicing of a small Drosophila intron. The
second intron of the Drosophila white gene was chosen for
this study because it is characteristic of small pyrimidine-
poor Drosophila introns that lack sequence features required
for mammalian splicing. In addition, the splicing of this
74-bp intron is altered in the white-apricot (w®) allele by an
insertion of the transposable element copia in the same
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transcriptional orientation (5, 15, 56, 60). In w*, the level of
normally spliced mRNA is greatly reduced, and a number of
aberrant RNAs that are polyadenylated within copia are
observed (36, 46, 61, 86). Interest in w* derives from the
existence of mutations in unlinked genes which alter its
expression, resulting in increased or decreased eye pigmen-
tation (6, 7, 11, 38, 59, 62, 81, 85). Correlation of the
structure of a number of derivatives of w* with their pheno-
types, the RNAs that they produce, and their response to
genetic modifiers has led to the conclusion that there is
competition between polyadenylation within copia and the
splicing of this intron (31). Furthermore, it appears that the
copia insertion in w* has not only provided a polyadenyla-
tion site but has also interfered with splicing in some way.
For example, derivatives of w” that show little or no poly-
adenylation within copia (including those in which the copia
element has been replaced by a single long terminal repeat
[SLTR]) are expressed at less than fully wild type levels (31,
46, 86). In addition, because a number of studies have shown
that polyadenylation sites within introns can be spliced out
(1, 33, 37), even minimal use of the copia polyadenylation
site suggests a disruption of splicing. In this report, we show
that the w* copia insertion has altered the branchpoint
normally used in the splicing of this intron. Additional
results indicate that the increased size of the intron may also
contribute to the splicing defect in w”. A series of introns
with alterations between the 5’ splice site and the branch-
point revealed little or no splicing of introns longer than 79
nucleotides in Drosophila cell nuclear extract but an oppo-
site effect in human cell extracts, in which introns shorter
than 78 nucleotides were not spliced. Furthermore, a pyri-
midine stretch adjacent to the 3’ splice site was found to be
essential in human extracts and unnecessary (but stimula-
tory) for splicing in Drosophila extracts. These in vitro
differences between nuclear extracts from Drosophila and
human cells in their responses to variation in the sequence of
RNA substrates confirm differences suggested by differences
between these species in the sequences of their introns.

MATERIALS AND METHODS

Constructions. Plasmids pMG1 and pMG2 (Fig. 1) were
constructed by inserting the Pvull (white nucleotide 11078)-
Sall (position 11867) DNA fragments from plasmids pm12.5
(35) and pC1LTR (46), respectively, between the Smal and
Sall sites of the vector pIBI24 (International Biotechnolo-
gies, Inc.), downstream of the promoter for T7 RNA poly-
merase. The resulting clones contained portions of the
second and third exons of the wild-type white gene with
either the wild-type second intron (pMG1) or the same intron
carrying an sLTR insertion (pMG2).

The linker insertion mutation pMG3 was constructed by
using the polymerase chain reaction (71). pMG1 was used as
a template for amplification in two reactions. A 120-bp
fragment containing exon 2 and 29 bp of the second intron
(11078 to 11182) was amplified by using oligonucleotide MG2
(5'-GGATCCATCGATATCAGATCAGCCGACTGCGA-3’)
and reverse sequencing primer 1201 (New England Biolabs).
A 670-bp fragment containing the remainder of intron 2 and
all of exon 3 (11182 to 11867) was amplified by using
sequencing primer 1211 (New England Biolabs) and oligo-
nucleotide MG1 (5'-GATATCGATGGATCCTGTGTGAAA
TCTTAAT-3'). Oligonucleotides MG1 and MG2 carried Clal
sites within a nonannealing region at their 5’ ends. pMG3
was then constructed by ligating the 120-bp amplified frag-
ment cut with EcoRI and Clal, the 670-bp amplified fragment
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cut with Clal and HindIII, and pIBI24 cut with EcoRI and
HindIIl. The resulting construct, pMG3, contains a 16-bp
polylinker with sites for EcoRV, Clal, and BamHI 29 bp
downstream of 5’ splice site. Sequences were confirmed by
DNA sequencing (73).

The linker substitution mutations pMG7 and pMG37 were
also constructed by using the polymerase chain reaction
(71). A fragment of pMG1/31 containing exon 2 and 13 bp of
the second intron (11078 to 11169) was amplified by using
oligonucleotide MG9 (5'-GGATCCATCGATATCAATAGA
AACTCACCGTTC-3') and reverse sequencing primer 1201
(New England Biolabs). Oligonucleotide MG9 carried a Clal
site within a nonannealing region at its 5' end. pMG7 and
pMG37 were then constructed by ligating the amplified
fragment cut with EcoRI and Clal and pMG3/33 cut with
EcoRI and Clal. The resulting construct, pMG7/37, contains
a 16-bp polylinker substitution between the 5’ splice site and
branchpoint, 13 bp downstream of 5 splice site. Sequences
were confirmed by DNA sequencing.

Mutants with increased pyrimidine content (Fig. 1D) or
branchpoint alterations (Fig. 3A and C) were generated by
oligonucleotide-directed mutagenesis by using oligonucle-
otides MG3 (for making mutants with increased pyrimidine
content; 5'-TTACCAATTTTTTCCTCAGTTTGC-3'), DCB1
(for making mutants pMG4/34 from pMG2/32; 5'-GTAATT
GGACCCTTTATTAGTAATTTATAATTTA-3'), and MG6
(for making mutants pMG5/35 from pMG1/31; 5'-CTGTGTG
AAAACAACATAAAGGGTCC-3'). The template for muta-
genesis was generated by subcloning an EcoRI-HindIII
fragment of pMG1 and pMG2 into M13mpl8 or M13mp19.
Mutagenesis was performed essentially as described by
Kunkel et al. (30), and mutants were identified by DNA
sequencing.

Deletion mutants derived from pMG3 and pMG33 (Fig.
5C) were made by nuclease Bal 31 digestion of pMG3 and
PMG33 DNA linearized at the EcoRYV site. Deletion muta-
genesis was performed essentially as described by Sambrook
et al. (72), and mutants were identified by DNA sequencing.

Nuclear extracts. Drosophila Kc cells were grown in D22
medium. Drosophila Kc cell and human HeLa or 293 cell
nuclear extracts were prepared by a modification of the
protocol of Dignam et al. (12) in which 42 mM (NH,),SO,
was substituted for 0.1 M KCl in the final dialysis step (53).

Precursor preparation and in vitro splicing. Capped pre-
cursor RNAs were produced by runoff transcription with T7
RNA polymerase (Promega) of template linearized at the
Pyul site in the third exon of the white gene (Fig. 1A and B)
or at the Xhol site of the fushi tarazu (ftz) gene (Fig. 1C). 3P
labeling was provided by inclusion of [a->?P]GTP at a final
specific activity of 12 Ci/mmol. Pre-mRNA (50,000 cpm) was
incubated in 25-pl reaction mixtures containing 10 pl of
nuclear extract, 2.5% polyvinyl alcohol, 20 mM N-2-hy-
droxyethylpiperazine-N'-2-ethanesulfonic acid (HEPES)-
KOH (pH 7.6), 5 mM creatine phosphate, 1 mM MgCl,, and
3 mM ATP as described previously (66). Reactions were
terminated after 3 to 3.5 h of incubation at 20°C, and RNA
was extracted after proteinase K digestion (29) and analyzed
on denaturing polyacrylamide gels. K* ion concentrations
between 0 and 100 mM and Mg?* ion concentrations be-
tween 0 and 4 mM were tested, and reactions were per-
formed under optimal conditions (described above).

Debranching of lariat RNAs was carried out in 25-pl
reaction mixtures containing 20 mM HEPES (pH 7.9), 20
mM KCl, 10 mM EDTA, 20% glycerol, 1 mM dithiothreitol,
and 10 pl of HeLa S100 extract (12, 68) at 30°C for 60 min.

Analysis of polyadenylation activity. A nonspecific (AAU
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FIG. 1. Structures and partial nucleotide sequences of constructs. (A to C) Structures and expected RNA molecules produced during
splicing of the pre-mRNAs. Structures of the wild-type and mutant white introns are indicated at the top of each panel. (A) Plasmids
containing the second intron of the wild-type white gene (pMG1) or the same intron with a consensus pyrimidine stretch (pMG31). Synthetic
pre-mRNA synthesized by using T7 RNA polymerase from templates truncated at the Pvul site yields a 264-nucleotide precursor RNA. The
first step in the splicing reaction should yield a 5’ exon fragment (E1) of 97 nucleotides and an intron-3' exon (IVS-E2) lariat RNA fragment
of 167 nucleotides. The second step should yield a 190-nucleotide mRNA (E1-E2) and the excised lariat intron (IVS) of 74 nucleotides. (B)
Plasmids containing a copia LTR insertion (pMG2 and pMG32). Synthetic pre-mRNA synthesized by using T7 RNA polymerase from
templates truncated at the Pvul site yields a 540-nucleotide precursor RNA. The first step in the splicing reaction should yield a 5’ exon
fragment (E1) of 97 nucleotides and an intron-3' exon (IVS-E2) lariat RNA fragment of 443 nucleotides. The second step should yield a
190-nucleotide mRNA (E1-E2) and the excised lariat intron (IVS) of 350 nucleotides. (C) Plasmid containing the fzz intron (P GEM2 V61 S/B).
The plasmid and sizes are as described by Rio (66). (D) Partial nucleotide sequences of constructs pMG1, pMG31, pMG2, and pMG32. The
5’ splice site and 3’ splice site are denoted by slashes. Consensus sequences for the branchpoint (27, 45) and 3’ splice site (45, 74) are shown
on the top line. The site of the branch nucleotide within that consensus is indicated by an asterisk. Plasmids pMG31 and pMG32 differ from
pMG1 and pMG2 by a substitution mutation that increases pyrimidine content in the —20 to —5 region from 50 to 75%. The consensus
branchpoint in wild-type introns is underlined. The sequences are aligned by their 3’ splice sites, and only portions of the large introns from
pMG?2 and pMG32 are shown. Sizes are indicated in nucleotides.

AAA-independent) polyadenylation activity in our nuclear
extract was partially characterized (data not shown). Slowly
migrating bands seen in Fig. 2B, 2C, and 3A are ATP
dependent but disappear when reactions are carried out in
the presence of an inhibitor of polyadenylation, 3'-dATP.
Splicing reactions shown in all figures were performed
without 3'-dATP. Although concentrations of 3'-dATP
above 1 mM inhibit splicing (data not shown), the addition of
0.2 mM 3'-dATP eliminates the slowly migrating bands
without significant effects on splicing efficiency, and analysis
of the splicing of transcripts from pMG1, pMG31, pMG3,
pMG33, pMGS, pMG35, pMG2, pMG32, pMG4, pMG34,
pMG?7, and pMG37 in combination with a titration of 3'-
dATP between 0 and 0.5 mM confirms the major conclusions
of this study (data not shown).

RNase T, digestion and primer extension experiments.
Excised lariat intron (intervening sequence [IVS]) and the
intron-exon 2 intermediate (E2-IVS) were gel purified fol-
lowing splicing of RNA from the wild-type intron pMG1 and

PMG?31 and analyzed with and without treatment with S100
extract (which contains debranching activity). RNase T,
digestion was performed as described previously (63).
RNase T, oligonucleotide products containing the branched
and debranched nucleotide before and after S100 extract
treatment were then analyzed on a 20% denaturing poly-
acrylamide gel.

Primer extension was performed by the method of Inoue
and Cech (24). Oligonucleotide primers purified from 20%
denaturing polyacrylamide gels were labeled with [y->2P]
ATP. The primer used for extension on the lariat is a 15-mer
(5'-AAATTGGTAATTGGA-3’) complementary to the re-
gion near the 3’ splice site of the intron. The primer used for
extension on the lariat-E2 intermediate is a 32-mer (5'-GCA
GGGTCGTCTTTCCGGCACCGGAACTGCCC-3') comple-
mentary to a region of the 3’ exon 40 nucleotides down-
stream of the 3’ splice site. Twenty-five to 50% of each
splicing reaction product and 10 ng of primer were used for
each reaction.
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RESULTS

The wild-type second intron of the Drosophila white gene is
accurately removed in Kc cell nuclear extracts. As a first step
toward the investigation of species specificity in splicing
signals, an in vitro splicing system was established by using
Drosophila Kc cell nuclear extracts (12, 66; see Materials
and Methods). The Drosophila ftz intron was efficiently
spliced in these extracts (e.g., Fig. 2C), as previously
reported (66). Intron-containing transcripts with white sec-
ond-intron sequences were made from the constructs pMG1,
which contains the 74-nucleotide wild-type white second
intron, and pMG2, which contains the same intron with a
276-nucleotide copia sLTR at the position of the w* copia
insertion. The structures, splicing pathways, and partial
sequences of these constructs are shown in Fig. 1. All 18
white intron derivatives described in this study are flanked
by the same 97-nucleotide 5’ exon (with 20 nucleotides of 5’
plasmid sequence) and 93-nucleotide 3’ exon. Therefore,
they would all be expected to generate the same mRNA
product (190 nucleotides) but different lariat introns (be-
tween 72 and 350 nucleotides). >?P-labeled synthetic precur-
sor RNAs corresponding to the wild-type white second
intron (pMG1) were accurately spliced in this Kc cell nuclear
extract, yielding the expected products in an ATP-dependent
reaction (Fig. 2A, lanes 1 and 2). The products and interme-
diates expected from an accurate splicing of the white
second intron are designated in Fig. 2A: the 5’ exon (E1), the
intron-3' exon (E2-IVS), the lariat intron (IVS), and the
mRNA. In addition, the splicing products were incubated
with a HeLa cell cytoplasmic S100 extract which contains a
2'-5' phosphodiesterase activity that debranches the lariat to
generate linear RNA (68). After treatment with debranching
activity, the E2-IVS and IVS migrate as linear RNAs at the
expected sizes of 167 and 74 nucleotides, respectively (Fig.
2B, lane 1). In the absence of debranching activity, the
E2-IVS and IVS retain their lariat structure and migrate
anomalously during gel electrophoresis (lane 2). The heter-
ogeneous bands around 90 bp in lane 1 may be due to an
exonucleolytic activity that has been shown to remove the
intron lariat tail in vitro (68).

Together with these expected products, an unexpected
ATP-dependent product of approximately 180 nucleotides
was observed. Characterization by T, digestion and primer
extension (data not shown) revealed that this RNA lacks
sequences upstream of a site in the first exon near the 5’
splice site. Consideration of prior results in human cell
extracts indicates that such an RNA is likely to be due to the
activity of an exonuclease endogenous to the nuclear extract
(52, 54). Accordingly, we have designated this band EPP, for
exonuclease protection product.

T7 transcripts of pMG2, containing a 276-nucleotide copia
sLTR insertion at the position of the w* copia insertion, were
tested in parallel with pMG1 transcripts in Kc nuclear
extract. No splicing intermediates or products were detected
from reactions carried out and analyzed in the same way as
for pMGl1 transcripts (Fig. 2C, lanes 1 and 2). Thus, we
conclude that a copia sLTR insertion in the second intron of
the Drosophila white gene eliminates in vitro splicing in Kc
cell nuclear extracts.

A consensus pyrimidine stretch enhances, but is not essen-
tial for, the removal of the white second intron in Drosophila
extracts. Like many short Drosophila introns (reference 45
and references therein), the wild-type white second intron
does not have a consensus pyrimidine stretch. To investigate
whether a conventional pyrimidine stretch would neverthe-
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less enhance the splicing of this intron, mutations were made
in each of these constructs to increase the pyrimidine content.
A change of four consecutive purines to four consecutive
pyrimidines at positions —9 through —6 increased the fraction
of pyrimidines from 50 to 75% in the critical region between
—5 to —20 relative to the 3’ splice site (Fig. 1D). In Kc cell
nuclear extracts, this change enhanced wild-type second-
intron splicing to a variable extent (Fig. 2A and B, pMGl1
versus pMG31) but did not allow splicing of the sLTR-
containing intron (Fig. 2C, lanes 1 to 4, pMG2 and pMG32).

All four of these constructs were also tested in extracts
from two human cell lines. HeLa and 293 nuclear extracts
gave identical results with white-derived substrates (Fig. 2C
and data not shown), but results with these human cell
extracts differ from those obtained for the Drosophila nu-
clear extract. Neither of the 74-nucleotide introns (pMG1 or
pMG31) was excised (data not shown, but see Fig. 5), but the
350-nucleotide sLTR-containing intron with a consensus
pyrimidine tract (pMG32) was efficiently spliced, and the
lariat forms E2-IVS and IVS migrated at the correct linear
size after treatment with debranching activity (Fig. 2C, lanes
9 and 10). In these human extracts, a pyrimidine stretch
appears to be absolutely required; no splicing of pre-mRNA
from pMG?2 was observed (lanes 7 and 8). Although these
results are in sharp contrast to those obtained with the Kc
cell nuclear extract, they are in good agreement with previ-
ous results from human cell extracts, which have indicated
that both a minimum intron size of between 66 and 80
nucleotides and a good pyrimidine tract are required for
efficient splicing (14, 79). They also show that the inability of
our Drosophila extracts to process this intron was not due to
a general defect in the RNA preparation. Transcripts con-
taining the f¢z intron (66) were used as a positive control and
were spliced with similar efficiencies in Drosophila Kc and
human HeLa or 293 cell nuclear extracts (Fig. 2C, lanes 5, 6,
11, and 12; also data not shown).

The branchpoint of the wild-type white second intron is at
nucleotide —32, immediately adjacent to the site of the w*
copia insertion. To understand the molecular basis of the
inefficient splicing of the sLTR-containing introns (pMG2
and pMG32) in Drosophila Kc cell nuclear extracts, we
sought to determine whether the insertion of the copia
element had disrupted any of the normal splicing signals
required for removal of the wild-type second white intron.
The insertion is relatively far from both splice sites (48
nucleotides from the 5’ splice site and 31 nucleotides from
the 3’ splice site). However, the sequence UUAAU, which
is 32 nucleotides upstream of the 3’ splice site and is
disrupted by the copia insertion, is an excellent candidate for
the branchpoint sequence (27, 45, 50). Thus, alteration of the
natural branchpoint sequence appeared to be a likely expla-
nation for the inefficient expression of w* in vivo and the lack
of splicing of transcripts from the sSLTR-containing introns in
vitro. We therefore determined the branchpoint used by the
second intron of the wild-type white allele in vitro.

The branchpoint of the second white intron was first
localized to the 14-nucleotide RNase T, product AAAUC
UUAAUAAAG of pMG1 lariat intron, which contains the
sequence UUAAU (data not shown). Identical results were
obtained with the corresponding products from pMG31 (data
not shown). Primer extension experiments (24) were then
used to precisely localize the branchpoint. A 15-mer com-
plementary to the region near the 3’ splice site of the intron
and a 32-mer complementary to a region of the 3’ exon 40
nucleotides downstream of the 3’ splice site gave identical
results. Figure 2D shows results obtained with the 32-mer on
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FIG. 2. In vitro splicing and characterization of white second introns. (A) In vitro splicing of the wild-type intron in Drosophila Kc cell
nuclear extracts. 3?P-labeled pMG1 and pMG31 precursors were synthesized and incubated in the presence (+) or absence (—) of ATP.
Splicing products were analyzed on 6% polyacrylamide gel. Lane M, *?P-labeled Mspl digest of pBR322. Molecular sizes (in nucleotides) in
all panels are indicated on the left. The positions of substrate, intermediates, and products are shown on the right. (Abbreviations are as
described in the legend to Fig. 1 except for EPP [exonuclease protection product]. See text for explanation.) (B) Debranching assay. Splicing
products were treated with (+) or without (—) S100 debranching activity and analyzed on 10% polyacrylamide gel. The structures of substrate,
intermediates, and products are shown on the right. Lariat E2-IVS (lanes 2 and 4) runs close to (just above) mRNA (190 nucleotides) on this
10% polyacrylamide gel. The unshifted RNA between mRNA and lariat E2-IVS is the exonuclease protection product (see text). After
treatment with debranching activity (lanes 1 and 3), the linear E2-IVS runs at the expected size of 167 nucleotides. Slowly migrating bands
visible in this gel are ATP dependent (see Fig. 3A and B) and are apparently due to nonspecific polyadenylation activity present in the
Drosophila extracts (see Materials and Methods). The inset at the bottom shows a longer exposure of the lower portion of the gel. (C) In vitro
splicing of sLTR-containing introns. pMG2 and pMG32 precursors were synthesized, incubated in Kc (lanes 1 to 4) or 293 (lanes 7 to 10)
nuclear extracts, and debranched in parallel with pMG1 and pMG31 (B) and ftz positive controls (lanes 5, 6, 11, and 12). The structures of
substrate, intermediates, and products of pMG32 and f¢z are shown on the right, inside and outside, respectively. (D) Primer extension
mapping of branchpoints. RNAs from in vitro splicing reactions in the presence (+) or absence (—) of ATP were analyzed by primer extension
using a primer complementary to the 3’ exon, 40 nucleotides downstream of the 3’ splice site (see Materials and Methods). Primer extension
products corresponding to the branched nucleotide are indicated by the arrow. Lanes 3, 4, 7, and 8, markers from dideoxy sequencing
reactions performed using the same primer with precursor RNA as the template. A partial sequence of the white second intron is shown at
the bottom. The position of the branchpoint, which is at nucleotide —32, is indicated (*). Sequence with similarity to the Drosophila branch
site consensus (27, 45) is underlined.

the E2-IVS intermediates from both pMG1 and pMG31. The Nevertheless, human nuclear extracts were able to splice
precise location of the branchpoint was found to be position  the sLTR-containing transcript from pMG32. This observa-
—32 in both cases. Thus, our suspicion that the copia tion could be explained either by use of an alternate branch-
insertion disrupted the natural branchpoint sequence was  point in these extracts or by an insensitivity to alteration of
confirmed. the branchpoint sequence. Analysis of the branchpoint used



VoL. 13, 1993

DROSOPHILA IN VITRO SPLICING SIGNALS 1109

C e e D pMG1 pMG31
i o 9 o & T 1 e 1
it R o
+- 0+ -+ +- +- +- debranched f— - % % - - % %
i e2vsQ o s - TR T 29579
' Vs @t
o pre-pMG32 -
s e [~ ek
VS -32 > - < b -
ftz-mRNA - -
309 -
- -n -
90" ftz-lvSCQ___ t i g e
mRNA - .
o & & ftz-IVS
il 2583 4 o B 7-B
5" AUCUUAAUAAA 3'
110- —————
E1 *
T -32

90 -

M:51:2.3 4.5 677°81:9110:11:12

when the sSLTR-containing intron pMG32 is spliced in mam-
malian 293 cell extracts confirmed the latter possibility (data
not shown); position —32 was used even though the se-
quence upstream of the branched A is completely altered by
the sLTR insertion (ACAACAU, as compared with the
wild-type UCUUAAU and consensus UNCURAG; see Fig.
1 for the complete sequences). Because previous results with
HeLa cell nuclear extracts have shown flexibility in the
branchpoint sequence of mammalian introns (reviewed by
Nelson and Green [50]), this result was not unexpected, but
it is nevertheless quite striking.

The branchpoint disruption found in w* is not sufficient to
prevent splicing. To investigate whether the lack of splicing
in sLTR-containing introns was due to branchpoint disrup-
tion by the copia LTR, we constructed two groups of
mutants. In the first, we placed a consensus branchpoint
sequence (UACUAAU) at the 3' end of the LTR in the
sLTR-containing introns pMG2 and pMG32, generating
pMG4 and pMG34. In these mutants, the consensus branch-
point sequence is in the same location relative to the 3’ splice
site as in the wild-type intron. In a complementary experi-
ment, the branchpoint sequences of the wild-type intron
constructs were changed to ACAACAU, the sequence at
this position in the sLTR intron. If the splicing defect were
due to the disruption of the natural branchpoint sequence,

then mutants pMG4 and pMG34 should restore splicing
activities. Conversely, mutants pMG5 and pMG35 would be
expected to eliminate splicing in Kc cell nuclear extracts.
We found that restoration of the branchpoint consensus
did not compensate for the sLTR insertion; sSLTR-containing
introns with a consensus branchpoint (pMG4 and pMG34),
like the parental constructs (pMG2 and pMG32), did not
splice in Drosophila Kc cell nuclear extracts at all (Fig. 3A,
lanes 1 to 8). Splicing of the pMG34 transcripts was, how-
ever, observed in human cell nuclear extracts (Fig. 3B).
Furthermore, 74-nucleotide introns without a consensus
branchpoint (pMGS and pMG35) retained a large fraction of
the splicing activity shown by the corresponding wild-type
introns in Drosophila Kc cell nuclear extracts (pMG1 and
pMG31; Fig. 3C, lanes 1 to 4). To map the branchpoints used
by RNA from pMGS5 and pMG35, primer extension experi-
ments were carried out with the same 3’ exon 32-mer
described previously. Figure 3D shows that the precise
location of the branchpoint is at nucleotide —35, within the
sequence AAAACAACA, at a location (underlined) with
only a remote resemblance to the branchpoint consensus.
These results suggest that, contrary to our initial hypoth-
esis, a consensus branchpoint sequence is not essential for
efficient splicing of the second intron of white. It is also
interesting that the branchpoints of pMGS5 and pMG35 are at
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a location different from those observed when the sLTR-
containing intron (pMG32) is spliced in mammalian extracts
(AACAU; data not shown).

Increasing the size of the white second intron eliminates
splicing in Drosophila Kc cell nuclear extracts but improves
splicing in mammalian HeLa cell nuclear extracts. Because
the size of the wild-type second white intron (74 nucleotides)
is close to the minimum size which can be spliced in HeLa
cell nuclear extracts, we were originally concerned that the
small intron size might also prevent splicing in our Dro-
sophila in vitro system. Therefore, we made two additional
mutants, pMG3 and pMG33, by inserting a 16-bp polylinker
into pMG1 and pMG31, respectively, at a point between the
5’ splice site and the branchpoint, 29 bp downstream of the
5' splice site, resulting in 90-nucleotide introns (Fig. 4A). To
our great surprise, transcripts from pMG3 and pMG33 were
not spliced in Kc cell nuclear extracts, although wild-type
introns from pMG1 and pMG31 spliced well in parallel
reactions (Fig. 4B, lanes 1, 3, 4, and 6). In contrast, the
pMG33 intron was a good substrate for human extracts (data
not shown and Fig. 5B).

To distinguish the influence of intron size from the possi-
bility that the 16-bp polylinker insertion in pMG3 and
pMG33 prevented splicing by disrupting a previously unrec-
ognized sequence element, two substitution mutants were
made in which a 16-bp sequence between the 5’ splice site
and the branchpoint was replaced by the same 16-bp poly-
linker, resulting in altered 74-nucleotide substitution introns
(pPMG7 and pMG37; Fig. 4A). If the linker insertion altered a
previously unrecognized splicing signal, then these two
mutants would be expected to be defective for splicing, but
if the linker insertion prevented splicing by lengthening the
intron, then transcripts from pMG7 and pMG37 should
splice with efficiencies similar to those of the parental
74-nucleotide introns pMG1 and pMG31. Figure 4B shows
that these substituted transcripts are indeed spliced in Dro-
sophila Kc cell nuclear extracts with efficiencies comparable
to those of the corresponding wild-type introns (lanes 1, 2, 4,
and 5). Like the wild-type introns, these substituted introns
are not spliced in HeLa cell nuclear extracts (data not
shown).

Thus, both 90-nucleotide introns containing an innocuous
linker insertion (pMG3/33) and 350-nucleotide introns bear-
ing an insertion of the copia LTR (pMG2/32) were defective
for splicing in Drosophila Kc cell nuclear extracts. In each
case, the sequence change per se did not eliminate splicing in
control constructs of wild-type length (pMG7/37 and pMG5/
35). In each case, the elongated intron, if provided with a
pyrimidine-rich region, was an effective substrate for splic-
ing in human cell nuclear extracts (pMG33 and pMG32).
Consideration of these results led us to the hypothesis that
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intron size is a critical factor in the splicing of these introns
in our Drosophila nuclear extracts.

To test this idea, a series of deletion mutations around the
polylinker insertion region of pMG3 and pMG33 was con-
structed (Fig. 5C). Each of the resulting mutants contains a
different distance between the 5’ splice site and branchpoint.
If size is the critical factor, mutants with smaller introns
should be able to restore splicing activity in Kc cell nuclear
extracts.

The results obtained with three deletions from each of
PMG3 and pMG33 are shown in Fig. 5SA. As expected,
splicing efficiency increases with decreasing intron size in
Kc cell nuclear extracts. The 78- and 79-nucleotide introns,
pMG3A14, pMG3A28, pMG33A14, and pMG33A28 (lanes 3,
4, 8, and 9), showed splicing activity close to that of the
corresponding wild-type introns pMG1 and pMG31 (lane 5
and 10). Note that although the exonuclease protection
product generated from some substrates of intermediate
length obscures the mRNA band, the exon 1 intermediate
and intron products are better isolated on the gel and serve
as excellent, and equally valid, indicators of splicing effi-
ciency. The 84-nucleotide introns from pMG3A6 and
PMG33A23 showed very little splicing activity (lanes 2 and 7)
but were better substrates than their 90-nucleotide parental
introns, which showed almost no splicing activity at all
(lanes 1 and 6). In agreement with earlier results, a consen-
sus pyrimidine stretch confers greater splicing efficiency in
all cases (lanes 6 to 10 versus lanes 1 to 5). All of these 10
constructs were also tested in HeLa cell nuclear extracts
(Fig. 5B). In agreement with previous studies using mamma-
lian cell nuclear extracts, but in contrast to our results for
Drosophila Kc cell nuclear extracts, we found that splicing
efficiency decreases with decreasing intron size. Derivatives
of pMG3 lack a consensus pyrimidine stretch and did not
show any splicing activity in HeLa cell extracts (lanes 1 to
5). As observed earlier, the 90-nucleotide pMG33 intron was
spliced in HeLa nuclear extracts. Deletion of the intron in
construct pMG33 to less than 84 nucleotides resulted in
decreased splicing efficiencies in HeLa nuclear extracts (Fig.
5B, lanes 6 to 10). These results suggest that removal of the
white second intron is exquisitely sensitive to intron length
in both Drosophila cell nuclear extracts and human cell
nuclear extracts but that the relationship between length and
efficiency is species specific.

DISCUSSION

Species-specific splicing signals. We have examined the
effects on in vitro splicing of sequence alterations in the
74-nucleotide second intron of the Drosophila white gene.
This intron differs from mammalian introns in two ways that

FIG. 3. Evidence that mutations in the branchpoint consensus do not control white second intron splicing. (A) Splicing of sSLTR-containing
introns with and without a consensus branchpoint in Drosophila Kc nuclear extracts. Constructs pMG4 and pMG34 encode sLTR-containing
introns with a consensus branchpoint sequence and were made from pMG2 and pMG32. The sequences of the branchpoint regions are shown
underneath. Splicing reactions were performed and analyzed as described in the legend to Fig. 2A. The positions of precursors and splicing
products of pMG1 and pMG31 are shown on the right. (B) Splicing of pMG4 and pMG34 in HeLa nuclear extracts. (C) Splicing of introns
with and without a consensus branchpoint in Drosophila Kc nuclear extracts. Constructs pMG5 and pMG35 carry 74-nucleotide introns
lacking a consensus branchpoint sequence and were made from pMG1 and pMG31. The sequences of the branchpoint regions are shown
underneath. Splicing reactions were performed and analyzed as described in the legend to Fig. 2A. The exonuclease protection product of
pMG33 runs with or slightly slower than mRNA (190 nucleotides), and the best estimate of splicing efficiency is obtained from noting the
quantity of IVS product or intermediates (E1 and E2-IVS). (D) Primer extension mapping of the branchpoint in pMG35 RNA. Primer
extension experiments were performed as described in the legend to Fig. 2D. Primer extension products corresponding to the branched
nucleotide are indicated by the arrow. Lanes 3 and 4, markers. Partial sequence of the intron is shown underneath. The position of the
branchpoint, which is at nucleotide —35, is indicated (*). Sizes are indicated in nucleotides.
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are characteristic of a large subset of Drosophila introns
(45). It is shorter than the length of approximately 80
nucleotides required for efficient splicing in mammalian cells
(68, 83), and it lacks a tract of pyrimidines adjacent to the 3’
splice site. In results summarized in Fig. 6, we have con-
firmed that this Drosophila intron is not spliced by extracts
from human cells, but becomes a substrate for splicing in
human extracts if these two sequence features are modified
to correspond to the requirements of human cells. Thus, all
introns tested that were longer than 80 nucleotides and had a
good pyrimidine stretch (12 pyrimidines among 15 nucle-
otides in positions —5 to —19) were efficiently spliced in
human cell extracts. This set of introns includes the LTR-
containing introns pMG32 (Fig. 2C, lanes 9 and 10, and Fig.
3B, lane 3, show the pMG32 intron spliced in extracts from
293 cells and HeLa cells, respectively) and pMG34 (Fig. 3B,
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lane 7), as well as introns enlarged to 90 or 84 nucleotides by
the insertion of a linker (Fig. 5B, lanes 6 and 7, pMG33 and
pMG33A23). Although not present in the wild-type Dro-
sophila intron, a pyrimidine tract is absolutely required for
these introns to be recognized by human extracts; no intron
with the wild-type Drosophila sequence (GAAA) at —9 to
—6 relative to the 3’ splice site showed detectable splicing
(Fig. 2C, lanes 7 and 8 versus 9 and 10; Fig. 3B, lanes 1
versus 3 and 5 versus 7; Fig. 5B, lanes 1 to 5 versus 6 to 10).
Likewise, introns shorter than 80 nucleotides (pMG31,
pMG33A14, and pMG33A28 [Fig. 5B] and pMG37 [data not
shown]) are not spliced well in HeLa cell nuclear extracts.
Thus, our results confirm previous reports on the sequence
features required in nuclear extracts derived from human
cells and indicate that the ability of this intron to be properly
spliced in Drosophila extracts is indeed due to species
specificity in the recognition of splicing signals rather than to
some unrecognized feature of this intron.

Indeed, extracts derived from Drosophila Kc cells behave
very differently from those derived from human cells (sum-
marized in Fig. 6). Most significantly, the wild-type intron is
spliced efficiently in Drosophila extracts, despite its short
length and the absence of a pyrimidine tract. To explore this
species specificity, which was consistently observed in five
independent preparations of Kc cell nuclear extract, and to
characterize the sequence requirements for the splicing of
this intron in Drosophila nuclear extracts, mutations in the
pyrimidine stretch, in the branchpoint, and in the overall
length were analyzed. Each of these three sequence features
makes a significant contribution to splicing efficiency in
Drosophila extracts, but Drosophila extracts differ from
human extracts in that the effect of the pyrimidine stretch is
quantitative rather than absolute. When the ratio of pMG31
to pMG1 splicing produced by five different extract prepa-
rations was measured by quantitation of the excised intron
lariat, measurements varied between 7.73 and 18.04, with a
mean of 12.2 and a standard deviation of 3.6 (data not
shown). Examples are visible in Fig. 2A, 2B, 3C (lanes 1
versus 3 and 2 versus 4), 4B (lanes 1 to 3 versus 4 to 6), and
SA (lanes 1 to 5 versus 6 to 10). A strong preference for
small, rather than large, introns was also observed in Dro-
sophila extracts. This critical dependence of splicing effi-
ciency on length is made clear by data from the deletion

FIG. 4. Splicing of introns carrying a 16-nucleotide insertion in
Drosophila Kc cell nuclear extracts. (A) Schematic diagram of
insertion construct pMG3/33 and the control (substitution) construct
pMG7/37. pMG3 and pMG33 contain 90-nucleotide (nt) introns
which were made from pMGl and pMG31 by a 16-nucleotide
insertion (shown by a black box) at a point between the 5’ splice site
and the branchpoint, 29 nucleotides downstream of the 5’ splice site.
Constructs pMG7 and pMG37 contain 74-nucleotide introns which
were made from pMG1 and pMG31 by a substitution of the same 16
nucleotides (shown by a black box) for sequences in the region
between the 5’ splice site and the branchpoint, starting at 13
nucleotides downstream of the 5’ splice site. Exons are shown by
open boxes. The intron is shown by a line. The sequence of the
16-nucleotide insertion/substitution is underlined, and the position
of the insertion in pMG1/31 is indicated by the vertical bar. (B)
Splicing of pMG3, pMG33, pMG7, and pMG37 transcripts in Dros-
ophila Kc nuclear extracts. Splicing reactions were performed and
analyzed as described in the legend to Fig. 2A. The exonuclease
protection products from pMG3 and pMG33 run with or slightly
slower than mRNA (190 nucleotides), and the best estimate of
splicing efficiency is obtained from the quantity of IVS or interme-
diates. Sizes are indicated in nucleotides.
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pPMG3/33 90 CG/GTGAGTTTCTATTCGCAGTCGGCTGATC [TGATATCGATGGATCC] TGTGTGAAATCTTAATAA-—————————— TCAG/TT
A6/A23 84 CG/GTGAGTTTCTATTCGCAGTCGGCTGATC [T------ GATGGATCC] TGTGTGAAATCTTAATAA-—————————-— TCAG/TT
A28/A28 79 CG/GTGAGTTTCTATTCGCAGTCGGCTGATC [TGAT------—-——--— C] TGTGTGAAATCTTAATAA--—-——-————— TCAG/TT
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FIG. 5. Effect of intron size on splicing of white second introns in vitro. (A) Splicing of deletion mutants derived from pMG3 and pMG33
in Drosophila Kc cell nuclear extracts. Splicing reactions were performed and analyzed as described in the legend to Fig. 2A. (B) Splicing
of the same set of deletion mutants in mammalian HeLa nuclear extracts. (C) Intron size (length in nucleotides) and partial nucleotide
sequences of the introns in deletion mutants. Introns derived from pMG3 (lanes 1 to 5 in panels A and B) have the wild-type sequence at
positions —9 to —6 upstream of the 3’ splice site, while introns derived from pMG33 (lanes 6 to 10 in panel A and B) have the pyrimidines
at positions —9 to —6 upstream of the 3’ splice site (see Fig. 1D).



MoL. CELL. BioL.

GUO ET AL.

1114

*pauruIalap J0u ‘gN ‘oiqedridde jou ‘yN ‘aurs 201ds ¢ oy pue jutodyoueiq 9y) USIMISq DURISIP Y3 Aq
parediput ‘sjutodydueiq [enjoe oy “4-g ‘sjusuradxo swos ur sponpoid Surords jo sjunowre [fews Jo uonISIIP ‘—/+ ‘Suronds jou 10§ — 10 Suronds 10§ + £q paesipur santande Sudrds
“ds (1 "8I 99s) A[9A10adSaI ¢+ 10 — SE pajedIpUl JUsju0d JUIPIWLIAd 96/ 10 06 YIMm SIONIISU0D ‘u(£g) ‘uoneso] Surpuodssiios 3y 1e souanbas ay) 1o (cgowd pue Zeowd) s1oenxs
Iesponu uerfewwew 10 (Geod pue ‘sOWd ‘TepId ‘TOWd) s1oe1IXa Jesponu 03] ur sjutodyduelq se pasn AJ[enjoe a1 Yorym saouanbas bas g-g ‘uonur yoes ur sopros[onu Jo Joquinu
‘aZIS UONU] "SIANBALISD S)I pUE UOIUI PUODSS anym 3Y) Jo Aanoe Suidids oY) uo juajuod surpruiiAd pue “souanbas jurodyosuelq “ozis uonul Jo s109J9 3y} Jo Arewwng ‘9 *OIg

- ukas I — ] an + UN - + IVYLD 06€ peond
1 48 @ ] UN - ¥N - - IYYID 0G€ pord
ek — I ze- + N - +  I¥OWY 0G€ zeord
1 < I N - UN - - IVOWY 0G€E Zond
. husa an + an + +  IYVIL 8L pIveeowd

} UN - UN -/+ - IVYIL 8L  pIVEORd
Huika N -/+ an + ENA 4 A 6L 8zZVEEOWd

} m—{ ] N - YN -/+ - IVVYID 6L 8zveomd
— L) o | N -/+ ¥N -/+ +  IV¥YIL ¥8 €2vEEOWd
% I N _ ¥N - - IVVIL V8 9veOnd

_ - d
—— v z€ + N + IVVYLL 06 EEON!
1} en— ] UN - ¥N - - IVYLL 06 €owd
m— TRt e — W o * voownoovL ceond
1 d8 ¥N - an + - IVVYLL VL LOWd
T Vuia VA an an SE- + + YYOYY VL geord
— 1} wA an an Se- + - ¥YOVY 23 sond
T Vuika 48 N -/+ zZe- + + IVVYLL vL 1£omnd
% d8 YN - ze- + - NA'A AR VL 1oRd

eIn3onI3s *d'dg -1ds -d g -1ds u (Ag) -bes ®ZT8 3ONIJSUOD
*d'd uox3uT

(eTeH) ueTTeuwwrew

(o) etrydosoaq




VoL. 13, 1993

series derived from pMG3 and pMG33, which indicate a
maximum length of between 79 and 84 nucleotides for
efficient splicing of the second white intron in Kc cell nuclear
extracts (Fig. 5).

In summary, the species specificity of splicing signals,
particularly pyrimidine stretch and size requirements, im-
plied by sequence differences between Drosophila and mam-
malian introns has now been demonstrated in vitro. We have
also discovered an unexpected inability of Drosophila ex-
tracts to recognize elongated forms of this short intron.

This is not the first report of species-specific splicing in
Drosophila versus human cell extracts. Previously, it was
observed that substrates containing the regulated intron of
the Drosophila P transposable element were spliced accu-
rately in human extracts but not in Drosophila extracts (77).
However, the P intron conforms well to the features char-
acteristic of mammalian introns, and the species specificity
observed is contrary to expectation (splicing occurs in the
heterologous extract). These results are best attributed to
the regulated splicing of the intron; the Drosophila extracts
used were made from somatic cells, which do not normally
splice the P-element third intron, and an inhibitory factor can
also be isolated from human cells (80).

The molecular basis of the w* mutation. We have dupli-
cated the splicing defect observed in the w* allele in vitro
with introns containing an sLTR at the site of the copia
insertion, and we have mapped the branchpoint of the
second white intron to a location disrupted by the copia
insertion in the w* allele. However, when the branchpoint of
an intron of wild-type length is altered to match the sequence
alteration induced by the copia insertion, splicing is not
abolished, either in vitro (Fig. 3C) or in vivo (data not
shown). Instead, a nonconsensus branchpoint sequence is
used (Fig. 3D). Thus, the branchpoint disruption per se
cannot be held accountable for the splicing defect in w”.
Similarly, the provision of a consensus branchpoint to LTR-
disrupted introns does not restore splicing in vitro (Fig. 3A).
Like all introns derived from the second white intron and
greater than 80 nucleotides in size, these LTR-containing
introns yielded no spliced products in Drosophila extracts
that carry out efficient removal of the wild-type intron in
parallel (Fig. 2C and 3A). Thus, our observations are most
consistent with the idea that introns carrying the copia LTR
are defective for splicing in Kc cell nuclear extracts not
because of their altered branchpoint sequence but because of
their overall size. This effect is accentuated in the case of the
full copia insertion w* because of copia’s polyadenylation
activity (31).

Is there a specific mechanism for the splicing of small
introns in D. melanogaster? It is well established that Dro-
sophila and vertebrate splicing signals and mechanisms are
generally similar. Consensus sequences for Drosophila
splice sites are extremely similar to those found in mammals,
and similar branchpoint sequences can also be found in
Drosophila gene. Furthermore, identified components of the
splicing machinery appear to be conserved. The collection of
small RNAs that is known to function in mammalian splicing
has been identified in Drosophila cells, and these RNAs are
highly conserved in sequence (19, 39, 48), as are several
proteins involved in splicing that have been identified in both
Drosophila and human cells (20, 22, 23, 40, 4244, 87). In
addition, there are natural introns that are recognized by the
splicing machinery of both species (63, 77) (Fig. 2C).

However, many Drosophila introns are very small relative
to mammalian introns. Approximately half of all sequenced
Drosophila introns are less than 80 nucleotides, with a modal
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length between 60 and 65 nucleotides (21, 45), which is
smaller than the size of all but a few mammalian introns (21;
reviewed in reference 14). An even more extreme situation
exists in Caenorhabditis elegans, in which intron lengths of
less than 50 nucleotides are common (9). Consistent with
these observations, a C. elegans intron of 53 nucleotides was
efficiently spliced in HeLa cell nuclear extracts only when
expanded to 84 nucleotides (55).

The size dependence that we have observed for the
naturally small white intron not only is species specific but
also is specific to small introns. We have obtained similar
results with the fifth intron of the myosin heavy-chain gene,
in which case expansion from 68 to 84 nucleotides permitted
accurate splicing in extracts from HeLa cells but prevented
splicing in Kc cell extracts (data not shown). However, the
Drosophila ftz intron, which is 150 nucleotides, is efficiently
spliced in extracts from both Drosophila and human cells
(Fig. 2C). This finding rules out the possibility that Kc
extracts are generally unable to splice introns larger than 84
nucleotides but is consistent with the notion of an as yet
unidentified independent signal for small introns. Consider-
ation of all of the data (most of them summarized in Fig. 6)
leads us to favor the hypothesis that the splicing of small
introns, or a subset of small introns, in Drosophila cells
differs in mechanistic detail from the splicing of mammalian
introns and that Drosophila nuclear extracts are sensitive to
this difference.

The effect of size may be more significant in vitro than in
vivo. For example, although RNA transcripts from pMG2
and pMG32 are not spliced at all in Drosophila nuclear
extracts, and detectable levels of intron-containing tran-
scripts are observed in flies carrying the corresponding white
allele with an LTR-containing intron (30a), these same flies
do have significant levels of normally spliced RNA (46, 86).
Similarly, analysis of the splicing of introns described in this
study (pMG1, -31, -3, -33, -5, -35, -7, and -37) in transfected
Drosophila Schneider cells (38a) indicates that lengthening
the intron to 90 nucleotides decreases splicing efficiency
roughly twofold, comparable in magnitude to the effects of
branchpoint and pyrimidine tract alterations in the same
study. Thus, it appears that although the length effect can be
observed in vivo, it is less pronounced.

We consider three possibilities for size-specific splicing
signals. One is a positive signal (such as a mammalian-style
pyrimidine stretch) that operates in the splicing of long
introns but is not required for short introns. In small introns,
simple direct contact between a Ul snRNP at the 5’ splice
and a U2 snRNP at the branchpoint might supersede the
requirement for this signal. In this case, increasing the
distance between the 5' splice site and the branchpoint
beyond 53 nucleotides (the distance in pMG3A6 and
pMG33A23) might prevent splicing unless the additional
signal were present. A positive signal specific for the splicing
of small introns might also exist. This second hypothesis
(which is not inconsistent with the first) is attractive in that
it explains how pMGS, which lacks both a consensus branch-
point and pyrimidine stretch, might be recognized. The
observation that pMGS is spliced better than pMG33 would
imply that such a small intron-specific positive signal plays a
greater role in Drosophila extracts than does either the
branchpoint sequence or the pyrimidine stretch. Finally, our
results are consistent with a negative signal that inhibits the
pairing of one of the two splice sites of a short intron with
distant partners.

Having shown that a size-dependent signal acts in the
splicing of this intron but not the ftz control intron, we are
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now in a position to localize such a signal and to identify the
factor or factors responsible for its activity. The existence of
trans-acting genetic modifiers of w?, at least some of which
may act by overcoming the size limitations of this splicing
event, should prove useful to this approach. In any case, if
there is indeed a distinct mechanism for the splicing of small
introns in species such as D. melanogaster and C. elegans,
the elucidation of that mechanism is likely to reveal aspects
of splicing common to all species.
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