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RETROVIRUSES T-lymphotropic viruses, whose genomes encode several
) regulatory genes in addition to the three structural genes (16,
Introduction

Retroviruses have been found in almost all metazoans that
have been examined so far (86, 87). Retrovirus-related
proviruses (endogenous retroviruses) have also been de-
tected in all mammalian genomes that have been investi-
gated. It has been estimated that in some species of mice as
many as 1,000 to 2,000 copies of endogenous proviruses or
provirus-like elements per haploid genome exist, most of
them with the characteristic structure long terminal repeat
(LTR) genes-LTR, reminiscent of infectious retroviruses.
Some of these elements, which are often referred to as
retrotransposons, transpose Or rearrange via reverse tran-
scription of mRNA. There is substantial evidence that these
retrotransposons are a continuous source of gene transposi-
tion and insertional mutagenesis and are a reservoir of
LTRs, which are potential activators of transcription (45).
Retroviruses act as transducing agents, behave as insertional
mutagens, induce a variety of cancers, and have been
incriminated as causative agents of many diseases such as
immunodeficiencies, arthritis and other autoimmune dis-
eases, and anemias (86, 87).

Retroviruses have several unique features: (i) they contain
a diploid RNA genome and the enzyme reverse transcriptase
(RNA-dependent DNA polymerase); (ii) their life cycle
involves conversion of the genomic RNA into a double-
stranded DNA intermediate by the virion-associated reverse
transcriptase, a feature that distinguishes retroviruses from
all other viruses; and (iii) mandatory integration of the viral
linear DNA into host chromosomal DNA results in the
formation of proviruses, a step carried out by the viral
integrase (93).

Retroviruses, like avian leukosis-sarcoma viruses and
murine leukemia viruses, are either simple, with only three
genes, gag, pol, and env, required for replication or com-
plex, such as human immunodeficiency viruses and human
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20, 21). Despite the intricate network of gene regulation in
the latter group of viruses, all retroviruses share some
fundamental properties which include reverse transcription,
generation of LTRs during reverse transcription, integration,
gene expression from the provirus by host RNA polymerase
I1, splicing and polyadenylation, translation, and maturation
and release of virus by budding.

Life Cycle

As with other viruses, the life cycle of retroviruses begins
with the entry of extracellular virus particles. Following
adsorption and penetration into the cytoplasm, reverse tran-
scription begins within the partially uncoated virus particles
by the associated reverse transcriptase. These steps are
schematically illustrated in Fig. 1. By using both subunits of
RNA and the tRNA primer, the reverse transcriptase syn-
thesizes a linear double-stranded DNA within a nucleopro-
tein complex in the cytoplasm (16, 61, 93). During this
process of reverse transcription, LTRs flanking the struc-
tural genes are generated (37, 74). Each LTR contains
unique sequences derived from both ends of the genome (U3
and US5) sandwiching a repeat element, R, in a structure
U3-R-US5 (Fig. 1). Following migration of the complex to the
nucleus, the linear DNA is covalently integrated into host
chromosomal DNA by the virus-encoded integrase protein
(12, 30). The integrated provirus is colinear with the uninte-
grated linear DNA. During integration, two nucleotides from
the outer end of the U3 of the upstream 5' LTR and two
nucleotides from the outer end of the US of the downstream
3’ LTR are lost and a 4- to 6-bp sequence of the host DNA
is duplicated at the site of integration. These features put
retroviruses into the category of transposable elements.

Following integration, host DNA-dependent RNA poly-
merase II transcribes viral DNA into RNA (55), which is
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FIG. 1. Replication of retroviruses. Virion RNA is converted to
double-stranded DNA by the virion-associated reverse tran-
scriptase, using tRNA primer to initiate DNA synthesis. In this
process US and U3 sequences, present only once in the RNA, are
copied twice in such a way that U3 goes to the 5’ end and U5 goes
to the 3’ end. The structure with U3-R-US is referred to as the LTR.
Both linear and circular intermediates are found in the infected cell.
The linear DNA integrates into the host chromosome in a reaction
carried out by the viral integrase. Following integration, host RNA
polymerase II transcribes viral DNA into RNA. The details of these
various steps can be found in several excellent reviews (16, 61, 93).

then processed by splicing into various mRNAs. The gag
and pol genes are translated from the primary transcript as a
fusion protein, which is subsequently cleaved to the precur-
sor gag and pol proteins (16). In all the retroviruses gag and
pol are separated by an overlapping sequence containing a
termination codon. In some retroviruses (e.g., murine leu-
kemia virus) the amber codon between gag and pol is read as
glu by a rare tRNAS™ (41). In most retroviruses gag and pol
are translated in different reading frames (—1), and in these
cases the termination codon is suppressed by ribosomal
frameshifting (41). Regulation of suppression ensures syn-
thesis of only smaller amounts of pol protein relative to the
gag precursor. The other protein (env glycoprotein) is syn-
thesized from a spliced mRNA (16). In complex retrovi-
ruses, such as human immunodeficiency virus (HIV) and
human T-cell leukemia virus (HTLV), many other regulatory
proteins such as tat, tax, rev, and rex proteins are synthe-
sized from different overlapping exons (21, 32).

TRANSCRIPTION TERMINATION AND
POLYADENYLATION IN EUKARYOTES

Without exception, the genes of all living species have to
be transcribed into RNA. Transcription starts at a specific
site and terminates at a region downstream of the gene.
Initiation and termination of transcription define the bound-
aries of the functional unit, the gene. In general, transcrip-
tional units are much longer than the coding requirements.
Most primary transcripts are processed by splicing and
3'-end maturation to yield mRNAs. All eukaryotic mRNAs,
with the exception of histone mRNAs, have a poly(A)
sequence added posttranscriptionally to the 3’ end in a
stepwise fashion by a multimeric protein complex (9, 51, 56,
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102). Transcription is regulated differentially by a variety of
environmental signals as well as by several internal factors
interacting in an intricate manner.

An initiated transcript has to be terminated, and both
initiation and termination are remarkably regulated. Termi-
nation is coupled to 3’-end processing, which includes both
cleavage and polyadenylation. These reactions appear to
occur almost simultaneously and are tightly regulated by
both cis elements in the transcript and trans-acting protein
factors (102). Although the function of poly(A) at the 3' end
of mRNAs is not fully understood, it has been implicated in
a variety of important properties of mRNA, such as stability,
translatability, and translocation from the nucleus to the
cytoplasm (9, 42, 51).

In the genesis of mature mRNAs, the primary transcript
(or pre-mRNA) is endonucleolytically cleaved and then a
poly(A) tail of 200 to 300 nucleotides (nt) is added by the
poly(A) polymerase (51, 102). At least two cis-acting recog-
nition signals, a highly conserved consensus AAUAAA
sequence approximately 10 to 30 nt upstream of the polyad-
enylation site and a weakly conserved G+U- or U-rich
sequence 1 to 30 nt downstream of the poly(A) site, are
required for efficient cleavage and polyadenylation (38, 51,
63, 102). The sequence of AAUAAA or its variant
AGUAAA is crucial, whereas the requirement for the GU
sequence is somewhat less stringent. At least six to eight
factors and a poly(A) polymerase appear to be involved in
the processing of 3’ ends of mRNAs. A model describing the
interaction of various factors in the 3'-end processing of
pre-mRNA has recently been presented (82, 102), and the
major steps are shown in Fig. 2. These include the following.
(i) RNA polymerase II, aided by several transcription factors
including site selection factors By (RAP30/74 or TFIIF) and
TATA-binding protein, binds to the core promoter element
(P in Fig. 2) and initiates transcription of the gene X; the rate
of transcription is regulated by several TBP-associated co-
activator factors and transcription enhancer factors which
interact specifically with the upstream cis-regulatory (E in
Fig. 2) elements (reviewed in references 17, 31, 72, and 105).
(ii) The transcription apparatus continues well past the
poly(A) site and dissociates, producing a pre-mRNA (49,
59). (iii) Specific factors such as the 500-kDa cleavage-
polyadenylation specificity factor (CPSF) or PF2 and cleav-
age stimulation factor (CstF) together form a stable complex
by interacting with the AAUAAA sequence of the pre-
mRNA (14, 28, 29, 44, 8la, 82). (iv) The pre-mRNA is
cleaved about 15 to 30 nt downstream of the AAUAAA by
an unknown activity of the complex, which is stimulated by
the multicomponent CstF (82) producing 3'-OH ends. (V)
Finally, polyadenylation is carried out by the poly(A) poly-
merase in a biphasic manner (102); the details of this step are
not yet understood, but with the recent cloning of the gene
encoding the poly(A) polymerase (67, 97), significant insights
into the mechanism of addition of poly(A) tails to mRNAs
should be forthcoming.

The role of the G+T- or T-rich downstream sequence in
transcription termination and polyadenylation is somewhat
uncertain. About 60 to 70% of mammalian genes contain a
consensus sequence YGTGTTYY (Y = T or C) approxi-
mately 5 to 30 bp downstream of the poly(A) site. The rest of
the genes contain either a stretch of six or seven T residues
or a G+T-rich sequence (54). Mutational analysis revealed
the requirement of this sequence in the termination and
polyadenylation of some but not other genes (51). In most of
the retroviruses, such a consensus sequence is absent (Table
1). The importance of this G+T-rich sequence in retroviral
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FIG. 2. Model to illustrate transcription of gene X, termination,
and 3’ formation of processed mRNAs. Gene X is transcribed by
RNA polymerase II by using the promoter (P) and enhancer (E)
signals. Initiation takes place about 20 to 30 bp downstream of the
TATA box (located in P) and elongates until the transcription
complex dissociates at the 3’ end of the G+T-rich sequence (GT). At
least five factors are involved in the catalysis of pre-mRNA cleavage
(14, 29, 82, 83). These include a CPSF (58; other terms such as
cleavage polyadenylation factor [14, 44] or polyadenylation factor 2
[28] were used before the now standard nomenclature [96]) (@) and
CstF (82, 83) (or CF1 [29]), and the poly(A) polymerase (3, 83) (@).
The CstF appears to directly interact with pre-mRNAs containing
AAUAAA via a component of CstF, the 64-kDa protein (58, 82, 104)
(@). Other polypeptides of CstF are also indicated ((0)). CPSF (28)
interacts with the pre-mRNA on the AAUAAA sequence (6) (step
b). CstF/CF1 (29) interacts with the pre-mRNA dependent on both
the downstream G+U-rich element and the AAUAAA, and a
complex between CstF and CPSF is required for the AAUAAA-
dependent cross-linking of the 64-kDa polypeptide (29, 104). CPSF
complexed with CstF cleaves the pre-mRNA downstream of
AAUAAA (29, 105) (step c), and then poly(A) polymerase adds a
poly(A) tail in two stages, an AAUAAA-dependent addition of
about 10 adenine residues (step d) and an AAUAAA-independent
but factor-dependent addition of a poly(A) tail of 200 to 300 nt (75,
102) (step e).

transcription termination/polyadenylation is discussed be-
low in the section on G+T-rich sequences in U5.

LTRs

All retroviruses have evolved a unique mode of replication
to ensure genesis of LTRs (U3-R-US), which contain the
controlling elements of transcription. Some acutely trans-
forming retroviruses are defective for replication because
they suffered deletions in the structural genes; they never-
theless retain the LTRs derived from their cognate helper
viruses, indicating the importance of these repeats. LTRs
have a central role in viral replication and integration and in
gene expression (24, 50, 93). They are also involved in
determining cell and tissue tropism (24, 88). They vary in
size from about 300 to 1,200 nt. The 5’ and 3’ LTRs are
identical in nucleotide sequence but functionally different.
The basis for this functional discrimination is not under-
stood, but recently described experiments may shed some
light on this paradox (see the section on differences between
5’ and 3' LTRs, below).

Some of the important features of a few representative
LTRs that are pertinent to this review are schematically
depicted in Fig. 3. The U3 region of almost all the retrovi-
ruses is relatively longer than the R or U5 region. Except in
one group of retroviruses, which include HTLV-1, HTLV-II,
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and bovine leukemia virus (BLV), the core promoter (TATA
and CCAAT boxes) is included within the first 100 bp
upstream from the transcription start site, the TATA se-
quence determines the transcription initiation site, and the
CCAAT sequence(s) contributes to the efficiency of tran-
scription initiations. We do not know which sequences
substitute for the CCAAT function in retrovirus LTRs that
do not contain this core sequence. Other cis-acting regula-
tory sequences, commonly termed enhancers, reside further
upstream of the start site and may extend almost to the left
boundary of the U3 sequence. In the HTLV group, the
lentivirus group (HIV belongs to this group), and the mouse
mammary tumor virus (MMTYV) group, the U3 region also
contains coding sequences (16, 50).

AAUAAA Sequence

The presence of the AAUAAA sequence among animal
cell mRNAs was first noticed by Proudfoot and Brownlee
(64). Since then it has been shown that this poly(A) signal is
present in more than 85 to 88% of all vertebrate mRNAs. In
about 12 to 15% mRNAs a variant sequence, AUUAAA, is
found (102). Either AAUAAA or AUUAAA is absolutely
required for 3'-end maturation of RNA. The presence of U at
the third position is essential for endonucleolytic cleavage of
pre-mRNA, since substitutions at this position virtually
eliminate cleavage (51, 103). Substitution of the A at the
second position by G renders the molecules only one-third as
efficient for 3'-end processing as AAUAAA is.

In all but one of the retroviruses, AAUAAA is invariant
and is located in either the U3 or the R region (Fig. 3). In
MMTV, AGUAAA is present instead of AAUAAA (50). In
most retroviruses the distance between the poly(A) signal
and the poly(A) site is remarkably constant, about 16 to 25 nt
(Table 1). However, in the human and bovine lymphotropic
virus subfamily (HTLV-1, HTLV-II, and BLV), the distance
is quite large, about 260 to 270 nt. The significance of this
configuration will be considered later in this review.

In almost all avian leukosis-sarcoma virus, HTLV-BLV,
and MMTYV groups of retroviruses, the AAUAAA signal is
located in the U3 region, only a few nucleotides upstream of
the R sequence. Unlike the cellular genes, in which
AAUAAA occurs only once at the 3’ end of the mRNA, in
retroviruses the AAUAAA sequence occurs twice, once in
each LTR. For this group of viruses, the presence of a
poly(A) signal in the U3 region, which is outside the tran-
scriptional start site, restricts transcription termination and
polyadenylation to the 3’ LTR.

In most of the mammalian retroviruses, in the avian spleen
necrosis virus (which resembles more closely the mamma-
lian than the retroviruses), and in all the lentiviruses,
AAUAAA is located in the R region (Fig. 3). Transcription
starts at the junction between U3 and R (the cap nucleotide
is the first nucleotide of R), polyadenylation takes place at
the junction of R and US5 (3’ boundary of R), RNA initiation
occurs in the 5" LTR, and termination and polyadenylation
are likely to take place in the 3’ LTR. This arrangement
raises a question about the mechanism of termination and
polyadenylation. Since both LTRs are identical, we expect
that the transcript initiated at +1 nucleotide in the 5" LTR
would be polyadenylated at the end of the R sequence in the
5’ LTR itself. This clearly does not happen. For instance, in
murine leukemia virus, spleen necrosis virus, and lentivi-
ruses such as HIV, only short polyadenylated transcripts of
65 to 100 nt would be synthesized; these have not been
detected in infected cells or in cell-free systems. These
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TABLE 1. U5 sequence”®

MicRroBIOL. REv.

% GT in nt: Distance from
Virus? Sequence AAUAAA (nt) % G+T
1-40 1-20 21-40 to poly(A) site
1 40

RSV PrC TTGGTGTGCACCTGGGTTGATGGCCGGACCTGCGATTCCC 62.5 75 50 22 33
SNV GATTGGCAGTGAGAGGAGATTTTGTTCGTGGTGTTGGCTG 71.5 65 90 21 52
MoMULV TCCGACTTGTGGTCTCGCTGTTCCTTGGEGAGGGTCTCCTC 65.0 65 65 16 50
AKV TCCGAATCGTGGTCTCGCTGATCCTTGGRAGGGTCTCCTC 60.0 60 60 16 69
MMTV TTCACCTCTTGTGTGTTTGTGTCTGTTCGCCATCCCGTCT 65.0 75 55 18 33
GA. FeSV TCTGACTCGTGATCTCGGTGTTCCGTGAATACGGGGTCTC 70.0 70 70 16 63
SSv TCCGAAGCCGTGATCTCATTGTTCCTTGGAGAGGATCTCTC 65.0 60 70 17 53
HTLV-I CGTCTTTGTTTCGTTTTCTGTTCTGCGCCGTTACAGATCG 67.5 80 55 269

HTLV-1I CTTCCGCGTTCTTGTCTCGTTCTTTCCTCTTCGCCGTCAC 57.5 65 50 269

BLV GTTTGTTTCCTGTCTTACTTTCTGTTTCTCGCGGCCCGCG 67.5 75 60 263

HIV-1 AGTAGTGTGTGCCCATCTATTGTAGTGACTCTGGTAACTAG 67.5 70 65 19 63
HIV-2 AGTTAAGTGTGTGCTCCCATCTCTCCTAGTCGCCGCCTGG 55.0 60 50 17 47
Visna virus GCTTGCTGGTTATTATCGGGATTGGTTACTAATTCCGTGC 67.5 75 60 19 68
HSRV ACTCATATATTATTGTCTCTTTTATACTTTATTAAGTAAA 55.0 55 55 17 40
FIV TGTCGAGTATCTGTAGTAATCTTTTTTACCTGTGAGGTCTC 67.5 65 70 17 53
SIVaoMm AGCCAGTGTATCTTCCCATCTCTCCTAGTCGCCGCCTGAT 52.5 50 55 17 47
Consensus YGTGTTYY (Y = T or C)

“GT Box™’

2 The G+T composition of the first 40 bp in the US region of various retroviruses is compared with that of the R region of the LTR between the poly(A) signal
and the poly(A) site. The most noteworthy feature of this comparison is the absence of a consensus sequence YGTGTTYY, which was deduced from a collection
of more than 100 cellular genes (54). In only HIV and simian immunodeficiency virus (SIV ) is there a sequence that closely matches with the consensus
sequence. In most of the retroviruses, the first 20 bp of the US region is relatively enriched for the G and T residues. Except for a few retroviruses, the R region
has a relatively lower G+T content. Since there is no consensus sequence in retroviruses and as few as 1 nt in a cis-element can relatively affect the interaction
of proteins with their cognate sequence, I suggest that formation of a secondary structure or distortion of the DNA in nucleosome in the 3' LTR is an important
signal for the dissociation of the complex and/or cleavage-polyadenylation in these viruses. In a few retroviruses reported, the importance of the GT sequence
in the U5 has been directly demonstrated by constructing deletion mutants which drastically reduced 3'-end formation (see the section on G+T-rich sequences
in US). Most of the sequences were taken from reference 101, except those for HIV-2 (47), visna virus (78), feline immunodeficiency virus (FIV) (84), and HSRV

(52).

b Abbreviations: RSV, Rous sarcoma virus; SNV, spleen necrosis virus; MoMuLV, Moloney murine leukemia virus; AKV, AKR murine leukemia virus; GA.
FeSV, feline sarcoma virus; SSV, simian sarcoma virus; HSRV, human spuma retrovirus.

results suggest occlusion of the poly(A) signals in the 5’
LTR. In HIV, a nonpolyadenylated RNA of 60 nt was found
(20). The accumulation of this short transcript diminished
greatly following expression of the Tat protein, a virus-
encoded regulatory protein which acts as an antiterminator
by binding to the short taz-binding RNA, TAR (20).

If termination of transcription does not occur in the 5’
LTR but only in the 3' LTR, what is the mechanism of this
differential utilization of poly(A) signals? To address this
question, several investigators have devised ingenious ex-
periments (13, 23, 39, 99). The conclusion from these exper-
iments was that the distance from the cap site to the poly(A)
signal is critical and increasing this spacing allows efficient
3’-end processing. One study (13) revealed an optimal dis-
tance of about 300 nt between the cap site and poly(A)
signal, whereas the experiments of Iwasaki and Temin (39)
indicated an optimal distance of about 1 to 1.5 kb; if the
distance was shorter than 500 nt, only 3 to 9% of the RNA
was polyadenylated. Iwasaki and Temin (39) further showed
that this spacing effect of 3'-end processing occurs only with
spleen necrosis virus and probably with related retroviruses
but not with thymidine kinase or simian virus 40 late genes.
They have further shown that multiple elements located
within the U3 and U5 regions are required for efficient
processing of 3’ ends (40). Spacing between the cap site and
poly(A) site also appears to be critical with certain pararet-
roviruses such as hepatitis B virus and cauliflower mosaic
virus (70, 71).

It has been shown that in some retroviruses including
HIV-1, an element in the U3 sequence, upstream of the
AAUAAA, contributes to the 3'-end processing (10, 23, 90,

RSV

Mo-MuLV

HTLV-1

HIV-1

SNV

HIv-2 ST

FIG. 3. Structural features of retroviral LTRs. Retroviral LTRs
contain three different segments, U3 (E), R (0O), and U5 (M), and
vary in size from about 300 to 1,200 bp. The U3 region contains cis
elements to which cellular factors and/or virus-encoded factors bind
and promote transcription. The TATA box (O), which determines
the transcription start site ( | ), is located about 20 to 30 bp upstream
of the transcription start site. The polyadenylation signal, AATAAA
(0O), is located either in the U3 or R region. It should be pointed out
that 5’ and 3’ LTRs (Fig. 1) are identical in sequence and arrange-
ment. Transcription begins in the 5' LTR ( | ) and ends in the 3’ LTR
(1)- The distance between the poly(A) signal and polyadenylation
site is fairly constant (16 to 25 bp), with the exception of that in the
HTLYV subfamily of retroviruses. Another feature that is peculiar to
HTLV-1is that the AATAAA sequence is 5’ to the TATA box. The
significance of this arrangement is not known.



VoL. 57, 1993

91). Valsamakis et al. (91) showed that mutations in the
sequence from 77 to 94 nt upstream of the AAUAAA signal
motif severely reduced the efficiency of polyadenylation.
This sequence (77 to 94 nt upstream of AAUAAA) is
different from the sequence determined by Brown et al. (10).
The detailed deletion analysis with spleen necrosis virus has
indicated that the U3 deletion of the U3 sequence also
severely curtailed 3'-end formation (40). Other in vitro
studies, however, have suggested that there are no upstream
elements in the HIV polyadenylation signal (99). These
conflicting results can be resolved only by further experi-
ments. If the requirement for the U3 region is true for other
lentiviruses, it would suggest that the presence of this
sequence distinguishes the 3' LTR from the 5' LTR, since
the 5’ RNA transcript does not include this sequence.

It is also appropriate to mention another important aspect
of the regulation of transcription of retroviruses. Although
the mechanism is not known, transcription initiation in the 3’
LTR is blocked when the 5’ LTR is active (22, 81). However,
when the upstream LTR is deleted, the 3' LTR can be
activated as a promoter. This phenomenon, originally de-
scribed with avian leukosis virus, has been observed fre-
quently (reviewed in reference 43). It is also known that the
U3 region of all retroviruses contains multiple cis elements
to which various cellular as well as virus-encoded factors
bind and promote transcription (24, 34, 50). It is logical,
therefore, to assume that transcription factors bind to the
core promoter TATA and CCAAT elements in the U3 region
and form initiation complexes with RNA polymerase II, with
this multicomponent transcription apparatus advancing
down to the R and U5 sequences. In addition, transcription
factors such as LBP (leader binding protein) bind to specific
sequences in the R region, and this interaction, along with
transcription complexes TFIID, RNA polymerase, and other
components that destabilize and unwind the DNA between
the TATA box and the R sequence, might preclude recogni-
tion of AAUAAA sequences by the CPSF-CstF complex.

In many elegant studies it has been shown that the 5’ LTR
is accessible to S1 and DNase I, implying active chromatin
(18, 100) which is free of nucleosomes or deficient in histone
Hi1, a protein shown to act as a repressor of transcription
(48, 100). Since active 5’ LTR renders the 3’ LTR inactive,
it is very likely that the configuration of the 3' LTR is in a
““closed” state, i.e., present in a highly condensed structure.
These structural differences may determine the fate of the
transcription complex. Some of these points are discussed in
more detail below (see the section on chromatin structure).

Except for one study, a thorough mutational analysis of
the requirement of retrovirus AAUAAA sequence has not
been done. In a rather more rigorous study, Herman and
Coffin (35, 36) showed that (i) readthrough transcripts, which
are transcripts initiated in the 5' LTR but continued into the
flanking cellular sequences, constitute about 15% of the total
RNA, and (ii) transcription initiation did not occur in the
downstream LTR, which is in agreement with the original
observation by Cullen et al. (22). By comparison, in spleen
necrosis virus, more than 96% of transcripts that originated
in the upstream LTR are correctly processed in the 3' LTR
(39). We have also observed that in a situation as close to the
natural provirus, i.e., LTR-gene-LTR, less than 1 to 2% of
the total transcripts are readthrough RNAs (15). This quan-
titation was done by S1 mapping with a vector Neo" gene
driven to expression by the Rous sarcoma virus LTR
(pATV-6D3A-Neo). This vector DNA was introduced into
quail tumor cells, and G418-resistant transformants were
selected. Southern analysis revealed that integration oc-
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curred in the plasmid pBR322 sequences and therefore the
Neo" gene sequence was flanked by LTRs. This arrangement
was very similar to that of an integrated viral genome, except
that in this construct only 23 bp of U5 was present instead of
the 81 bp in the provirus. S1 mapping analysis with RNA
isolated from stable transformants showed only one band, of
72 nt (15). This S1-protected fragment could come only from
the correctly processed neo mRNA. Exactly the same band
was also present in virus-infected chicken cellular RNA. If
15% of the RNA were due to unprocessed readthrough
transcripts, we should have detected a band migrating at 95
nt in the provirus. Neither in the pATV-6D3A-Neo vector
nor in the virus-infected cell clones (Pr.C cl.2, Pr.C cl.P)
could this band be detected. Further experiments with many
individual clones of the deletion mutant pATV-6D3A-319
and by polymerase chain reaction amplification (73) sup-
ported the above conclusions (14a).

Coffin’s group (35, 36, 81) also demonstrated that polyad-
enylation at the correct site is not required for retrovirus
replication, since mutation of AAUAAA to AAUGAA or
AAGGAA increased the frequency of readthrough to about
70 and 100%, respectively. This is rather surprising, because
it was thought that longer viral transcripts may not be
encapsidated very efficiently. Nevertheless, these experi-
ments conclusively establish (i) the requirement of
AAUAAA for cleavage and polyadenylation at the correct
site (if this is impaired, no processed transcripts are pro-
duced) and (ii) the absence of a rigorous size requirement for
RNA packaging, although transcripts of less than 9 to 10 kb,
which is the maximum size of all retrovirus genomes, are
preferred.

However, closer examination of the results did reveal
some preference in the size of the viral RNA that is encap-
sidated. For example, in the mutant (AAUAAA to AAG-
GAA) virus, production decreased to about 20 to 25% of the
wild-type level, indicating an anomalous behavior of the
mutant virus. Also, at least 60 to 70% of the RNA packaged
into the virions was only 0.2 to 0.5 kb longer than in the wild
type, suggesting preferential termination very close to the
U5 sequence of the virus. It is also possible that the virus
produced in the first round after transfection of DNA came
from proviruses that are integrated at a site closer to the
poly(A) signal. Comparison of the amounts of virus-specific
genomic RNA inside the cell with those of packaged viral
RNA indicated that although more than 60% of the mutant
virus RNA is of a single size of about 7.8 to 8.0 kb (the size
of the wild type is 7.6 kb), the mutant virus RNA certainly
displayed a greater extent of heterogeneity than did the RNA
in the virion. These results suggest a restriction in the size of
the RNA packaged in virus particles. It is important to
understand the nature of the readthrough cellular sequences
to reveal where termination and polyadenylation occur.
Since most of the readthrough RNA is only slightly larger
than the genomic RNA, it is possible that the transcription
complex dissociates at the end of U5 in response to the
G+U-rich sequences, which have been shown to play a
significant role in transcription termination (see below).

G+T-Rich Sequences in US

In most animal cell mRNAs, a less well conserved G+T-
or T-rich sequence is located downstream of the AATAAA
signal sequence. Compilation of a vast number of cellular
and viral termination and polyadenylation signal sequences
revealed the presence of a G+T-rich sequence. Mutational
analysis indicated that this sequence is also required, al-
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though less stringently, for 3'-end processing (53, 54). More-
over, it appears that the distance between the AATAAA and
the GT sequences is also critical (27).

In retroviruses, this G+T-rich sequence appears to be
important. Examination of several retroviral LTRs indicates
that the first 40 bp in the US region is rich in GT sequences
(Table 1). This sequence is about 15 to 60 bp downstream of
the poly(A) signal, placing it 1 to 40 bp from the poly(A) site.
Apart from a few viruses (e.g., AKR murine leukemia virus,
feline sarcoma virus, HIV, and visna virus [Table 1]) in
which the interval sequence between the AATAAA and
poly(A) site is also relatively high in G+T, this region is
relatively low in G+T compared with the U5 sequence. In
the US of many retroviruses, the first 20 bp (1-20, Table 1)
contains more G and T residues than the next 20 bp does
(2140, Table 1).

Avian retroviruses. Our laboratory has shown that deletion
of the sequence 1 to 23 in US (or +21 to 44 from the cap site)
severely diminishes the amount of correctly processed viral
or reporter gene transcripts (15). In these deletion mutants
(pPATV-6D3A-319), we kept the AATAAA sequence at —2 to
7 intact but deleted the G+T-rich sequence. Wild-type and
deletion-bearing plasmid DNAs were introduced into QT6
cells, and RNAs from individual G418-resistant transfor-
mants were analyzed by S1 mapping. The results indicated
that the U5 region of Rous sarcoma virus is important for
transcription termination and/or polyadenylation. These ex-
periments also suggested that the AAUAAA alone is not
sufficient for 3’ processing. Since similar results were ob-
tained with RNA from virus-infected cells, it would argue
against selection of a dominant marker (Neo") being respon-
sible for this effect of the GT region (14a). The results with
spleen necrosis virus also support these conclusions in that
deletion of the GT sequence severely impaired 3'-end pro-
cessing (40).

The results obtained by Coffin and his colleagues (36)
demonstrated the requirement of AAUAAA for the correct
3’ maturation of mRNA, although a significant proportion of
transcripts (15%) failed to be processed. Our results, al-
though not in total disagreement with those of Coffin and his
colleagues, nevertheless put more weight on the role of the
US sequence.

HIV. Working with HIV, Bohnlein et al. (8) showed that
when an intact HIV LTR was placed downstream of a
reporter insulin gene, more than 98% of the transcripts were
correctly processed and polyadenylated at the authentic
poly(A) site. These results were in excellent agreement with
those of Iwasaki and Temin (39) as well as ours, in that no
more than 1 to 2% readthrough transcripts could be detected
as opposed to 15 to 20% reported by others (36, 81).
Bohnlein et al. (8) also demonstrated that deletion of the first
few nucleotides of the US region in the 3' LTR (nt 5 to 12)
virtually eliminated 3’-end processing. In a follow-up study
Brown et al. (11) showed that both the AAUAAA and
G+U-rich sequences in the HIV RNA were required for
efficient and correct formation of 3’-polyadenylated RNAs.
Further, they demonstrated that random sequence insertions
between the AAUAAA and the GU box inhibited poly(A)
site function. However, they observed that if the inserted
sequence could form stem-loop structures that maintain the
correct spacing between the poly(A) signal and the GU box
signal, poly(A) addition would proceed normally (12). From
these results they concluded that the appropriate distance
between the poly(A) signal and the poly(A) site determines
where polyadenylation will occur (12). Similar studies have
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not been reported with any other member of the lentivirus
subfamily.

HTLYV subfamily. The HTLV group of retroviruses, which
includes HTLV-I, HTLV-II, and BLYV, is quite distinct from
other retroviruses in that the distance between the
AATAAA and the G+T-rich sequence in US is 265 nt, quite
long compared with those of other retroviruses (Fig. 3; Table
1). These viruses also code for two important proteins, Tax
and Rex. Tax is a 40-kDa trans-activator protein which
potentiates transcription by binding to the 21-bp enhancer
element located in the U3 region of the HTLV-I LTR (2, 25,
77, 85). The Rex gene product is a 27-kDa protein that binds
to the Rex-responsive element and increases the export of
unspliced genomic RNA and singly spliced env mRNA into
the cytoplasm from which viral structural proteins are syn-
thesized. The Rex-responsive element is predicted to be a
highly stable RNA stem-loop structure of 255 nt (2, 89).

The distance between AATAAA and GT elements in this
subfamily of retroviruses is about 255 to 263 bp. It might be
suspected that this would pose a serious problem, since
separation of these sequences by more than 30 to 40 nt would
be expected to lead to a total loss of poly(A) site usage in
3’-end processing (11, 27, 53). Recent demonstration of the
formation of a stable stem-loop structure between the
AAUAAA and GU elements would seem to alleviate the
paradox (2, 4). Both groups have convincingly demonstrated
that the formation of RNA secondary structure juxtaposes
the AAUAAA hexamer motif and GU element (2, 4).

To demonstrate the requirement of both AATAAA and
GT motifs, Ahmed et al. (2) constructed vectors containing
the HTLV-I Rex-responsive element with its poly(A) site as
well as an insulin poly(A) site about 195 nt downstream of
the HTLV-I poly(A) site. Transfection into COS cells and
analysis of the transcripts by S1 protection assays revealed
efficient and correct processing at the HTLV poly(A) site.
However, alteration of the AAUAAA to AAUAUU or
introduction of deletions which disrupt the formation of the
stem-loop structure or deletion of the GU sequence elimi-
nated 3'-end processing (2). This group further showed that
deletions preventing the folding of the secondary structure
and disrupting the spacing between the two motifs abolished
authentic 3'-end processing, suggesting the importance of
this arrangement. These results were confirmed by Bar-Shira
et al. (4). It is important to note that in these experiments,
base changes in the GT sequence in US did not drastically
affect poly(A) addition. For instance, alteration of the se-
quence CGTCTTTGTTTCGTTTTCTG (1-20 in U5 [Table
1]) to either CGTCACTTCGTTTTCTG or TCTACGTCTT
TGTGTCGACATCTG had only a slight effect on the effi-
ciency of 3'-end processing but deletion of the sequence
TTTCTG (15 to 20 bp) severely curtailed the formation of
correctly processed mRNA (4). Some additional important
points have emerged from these studies: (i) the first 20 nt of
Us is sufficient for pre-mRNA processing; (ii) the sequence
per se may not be important, because base changes in this
region did not affect 3'-end maturation; and (iii) the bases
from 15 to 20 of the U5 region are essential for the addition
of the poly(A) at the HTLV-I poly(A) site. It should be noted
that the first 20 nt of HTLV-I is extremely G+T rich (80%;
Table 1) and that the base changes introduced in this
sequence did not affect the G+T content significantly (4).

It appears that some factors specifically recognize the
G+U-rich element in the pre-mRNA. One factor, CF1,
which is composed of three polypeptides of molecular sizes
76, 64, and 48 kDa, provides specificity for the GU sequence
and stabilizes the complexes between the PF2 (CPSF) and
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pre-mRNA (29, 96). CF1 appears to be identical to CstF and
provides specificity for the downstream GU element via the
64-kDa protein component of the complex by cross-linking
in an AAUAAA-dependent manner (29, 82). The results
unambiguously establish the interaction of multiple protein
factors with both AAUAAA and GU elements of pre-mRNA
(14, 29, 66, 103, 104).

In this group of retroviruses, as in avian retroviruses, the
AAUAAA motif is located in the U3 region of the LTR; this
arrangement eliminates premature termination of the tran-
script in the 5" LTR since U3 sequences are lacking in the
transcript. Thus, each group of retroviruses has evolved a
different strategy for differential utilization of 5’ and 3' LTRs
for transcription initiation and termination-polyadenylation.

Differences between 5’ and 3’ LTRs

One of the most important and strategic features of
retrovirus replication is the unique mode of generation of
LTRs in which U3 and U5 sequences are duplicated. This
arrangement automatically suggests that these viruses do not
depend on host cell regulatory cis elements for transcription
initiation and termination. Such a dependence would be
disadvantageous for retroviruses because they cannot de-
pend on integration into a host site that ensures efficient
expression, since any of several thousand potential chromo-
somal loci could be occupied. Had the viruses depended on
the host termination polyadenylation sequences, they would
have to find a locus immediately downstream of the provi-
rus, otherwise transcripts of various sizes would be pro-
duced. Most of these would probably not be encapsidated
because of the limited capacity of the virus particles. Al-
though some preference for integration at DNase I-hyper-
sensitive sites (actively transcribing regions) has been re-
ported, this may not be a general event (69, 76, 95). Elegant
experiments by Pryciak et al. (65) with in vitro minichromo-
somes as targets for retroviral integration have demonstrated
some preference for integration into the exposed face of the
nucleosomal DNA compared with naked DNA. These data,
however, do not show whether the preferred sites of inte-
gration are indeed DNase I-hypersensitive sites, i.e., sites
where the nucleosomal structure is probably accessible to
transcription machinery. In retrovirus-infected cells, as
much as 1% of the total poly(A) RNA is virus specific,
suggesting that the proviruses efficiently use host RNA
polymerase II for their own transcription, and the cis ele-
ments in the LTR must determine the specificity as well as
the efficiency of transcription; therefore, this site of integra-
tion is critical for viral gene expression.

Several reports have already shown that in a normal
infection only the 5’ LTR is active whereas the 3’ LTR is
silent for transcription initiation (43, 81). The following
questions are then pertinent. What are the structural differ-
ences between the 5’ and 3' LTRs that render them func-
tionally different? How do the two LTRs cross-talk? Al-
though it is difficult to arrive at answers to these important
questions, some provocative information has been emerging
recently (94).

It has been known for some time that the 5’ LTR contains
DNase I-hypersensitive sites, implying that it is in a tran-
scriptionally active state (18, 100). It has been rigorously
established that the structure of chromatin and supercoiling
of DNA are important parameters governing expression of
eukaryotic genes in a variety of systems (57, 100). Therefore,
it is likely that the 5’ LTR is in a configuration that is
accessible to transcription factors, whereas the 3’ LTR must
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be inaccessible to the same factors. Recent evidence sug-
gests that there are indeed differences between the 5’ and 3’
LTRs, as revealed by probing with DNase I and restriction
enzymes.

The detailed analysis of the 5’ and 3’ LTRs for structural
changes under induced and constitutive levels of HIV pro-
virus expression has been carried out by DNase I digestion
of isolated nuclei followed by restriction enzyme digestion
and Southern hybridization (94). These studies have yielded
some interesting results. The U3 region of the 5’ LTR, which
supports transcription initiation, contains three major
DNase I-hypersensitive sites in constitutively expressing
cell lines; these sites are confined to the promoter and
enhancer sequences to which specific transcription factors
bind. Two more sites, which extend into the R, US, and
leader sequences, were found in cells treated with tumor
promoter (tetradecanoyl phorbol acetate) or tumor necrosis
factor which induce HIV transcription. In contrast to the 5'
LTR, in the 3' LTR only one major site appeared on DNase
I digestion under both uninduced and induced states. Al-
though some of these sites bind to the overlapping sequences
in the 3' LTR, the pattern of hypersensitive sites in Southern
blots indicated that the proteins that interacted in this area in
the 5" LTR did not bind to the homologous region in the 3’
LTR. In other words, the chromatin structure of the 5' LTR
is different from that of the 3’ LTR, with the 5 LTR DNA
more accessible to the transcription and enhancer factors
(94). These provocative experiments must be extended to
other retroviral systems before a consensus theme can be
proposed. Nevertheless, these results are exciting because
they demonstrate the structural differences in the chromatin
in the vicinity of 5’ and 3’ LTRs and show that the 3’ LTR is
in a closed state which may prevent transcription apparatus
from moving further down into adjacent cellular sequences.
In other words, the transcripts probably terminate down-
stream of this site and become polyadenylated after cor-
rectly removing the additional nucleotides.

The situation with myc-activated chicken syncytial provi-
ruses is somewhat different in that a predominance of
transcription from the 3’ LTR and little transcription from
the 5 LTR have been reported (7). These authors have
shown that the presence of a 0.3-kb leader sequence down-
stream of the primer-binding sequence suppresses transcrip-
tion from the 3' LTR whereas its absence, which is the case
in most proviruses in B-cell lymphomas induced by chicken
syncyial proviruses, promotes transcription from the 3’
LTR.

Chromatin Structure

The bulk of eukaryotic DNA is in nucleosomes, which
consist of DNA of 165 bp, wrapped twice around an octamer
of core histones of two H2A-H2B dimers and one H3,-H4,
tetramer (1, 26). The DNA in this configuration is inacces-
sible to transcription factors. In the active state, some of
these nucleosomes, especially those in specific regions con-
taining promoter and enhancer elements, are displaced,
leaving stretches of DNA exposed and readily accessible to
transcription factors (26, 33). The presence of nucleosomes
is sufficient to inhibit interaction of transcription factors (57,
106). In particular, histone H1, which is associated with
nucleosomes, is a potent inhibitor of transcription (48).
Activation of genes from the inactive state is often accom-
panied by changes in chromatin structure, particularly by the
displacement of nucleosomes and H1 (26, 48, 100, 105, 107).

During transcription it is necessary either that the RNA



518 GUNTAKA

polymerase II rotate along the DNA template or that another
protein act to relieve the torsional stress of supercoiling.
Evidence that topoisomerase I is involved in transcription
clongation has been obtained by antibody and inhibitor
studies (79, 80, 98). Stewart et al. (79) used camptothecin, an
inhibitor of topoisomerase I (80, 108), to study the fate of
c-fos transcripts when the gene is induced to an active state
by the addition of the calcium ionophore A23187. They
induced the cells with A23187, and added camptothecin at
various times after induction. Under these conditions, camp-
tothecin caused a retardation of transcriptional elongation by
trapping the topoisomerase I molecules. These experiments
demonstrated the functional involvement of supercoiling
during transcription.

From these results I propose that the provirus genome is
incorporated into nucleosomes with the exception of the
enhancer region of the 5' LTR region. I further propose that
transcription factors interact with the 5’ LTR and displace
the inhibitory protein histone H1 or H5 that bound to the
core histone-DNA complex and to linker DNA (1, 26) and
that this interaction induces higher-order supercoiling, re-
sulting in a higher level of compaction and hence in the 3’
LTR becoming inaccessible to the same proteins. It has been
shown that at least 6 to 10 proteins interact with different
motifs in the LTR. For example, at least 10 different factors
(not counting the transcription factors which recognize the
core promoter) bind to the LTR of HIV-1, with at least 2 or
3 of them binding to the R region and 6 or 7 recognizing the
U3 region (34). These ““activator’” proteins not only disrupt
the nucleosome structure but also interact with transcription
complexes (46). This means that these proteins keep the 5’
LTR in an ‘““open” state at all times, and this configuration
may block the interaction between the multicomponent
transcription complex with AAUAAA and GU elements,
preventing any premature termination of the transcripts. The
open state of chromatin would then induce supercoiling
further down the DNA, creating a torsional strain that could
be relieved only when the transcription apparatus including
topoisomerase I advanced past the GT sequence in the 3’
LTR.

The observations made with MMTYV promoter are consis-
tent with some of these ideas. Transcription from MMTV
promoter is regulated by steroid hormones, which induce a
receptor that binds to the hormone-responsive element,
HRE (5). Prior to hormone induction, the chromatin region
in the U3 was insensitive to DNase I, implying that the LTR
is organized into a nucleosome structure (68). After treat-
ment with hormone, the region from —200 to —60 became
hypersensitive to DNase I, suggesting that a nucleosome has
been removed or altered (19). Subsequently, it has been
shown that hormone receptors bind to both naked and
reconstituted nucleosomes equally well but that the tran-
scription factor NF1, which is required for MMTYV transcrip-
tion, binds to the naked DNA very tightly but not to the
promoter in the nucleosomes (62). These authors have
further demonstrated that precise positioning of one nucle-
osome could repress transcription. The results discussed
above (94) also indicated structural differences between the
5’ and 3’ LTR and lend further credence to the notion that
the 3’ LTR usually is present in an inactive state.

Sequences other than the U3 and U5 may also contribute
toward differential utilization of the 5’ and 3’ LTRs for
transcription initiation and termination. As shown by
Boerkoel and Kung (7), the sequence downstream of the
primer-binding site (which is outside the LTR) may influence
which LTR is to be utilized as transcription activator. In
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addition to the transcription factors that recognize the U3,
R, and US sequences, it is probable that sequences down-
stream of the 5’ LTR and upstream of the 3' LTR contribute
to the functional differences between the two LTRs.

INHERENT PROBLEMS IN TRANSCRIPTION
TERMINATION ANALYSIS

It has been practically impossible to distinguish between
actual termination and efficient cleavage of the pre-mRNA to
produce 3’ ends. In retroviruses, except in some abnormal
situations, LTRs usually flank structural genes and tran-
scription initiation occurs almost exclusively in the 5’ LTR.
This preferential initiation of transcription in the 5' LTR
immediately suggests that the 5’ and 3' LTRs, although
identical in sequence and arrangement, are functionally
different. To understand the respective roles of these LTRs
in initiation and termination, experiments should be done
with proviruses in their natural state. Unfortunately, most of
the studies on transcription termination and polyadenyla-
tion, with the exception of one study (39), have involved
artificial vector constructs in which termination signals of
the LTR were placed under heterologous promoters includ-
ing the thymidine kinase and the simian virus 40 late genes.
In addition, most of the results on termination and polyad-
enylation were obtained under transient-expression condi-
tions. We do not know whether the plasmid vector DNAs,
containing the deletions or point mutations of sequences
under investigation, assume nucleosome structures that re-
semble chromosomal arrangement of the provirus. There-
fore, I believe that studies on transcription initiation and
termination should be carried out with clones of host cells
carrying single proviruses. To facilitate these analyses when
possible, only small deletions or base substitutions in the
appropriate region under investigation should be introduced
into the viral genome itself. In our studies, we have taken
these issues into account and constructed vectors with a
selectable marker flanked by the LTRs (14a). We have
already shown that deletion of the GT sequence in the US of
only the downstream LTR obviously reduces the efficiency
of termination and/or cleavage-polyadenylation as observed
with natural proviruses. In another study, in which substi-
tutions in the AATAAA sequence were made in the provi-
rus, the results clearly indicated the requirement of
AATAAA for 3'-end processing (81). Most of the tran-
scripts, however, are only slightly longer than the genome,
suggesting that termination does occur immediately down-
stream of the GT sequence (81). However, until rigorous
analysis is done, most of the results obtained so far must be
viewed with caution and only as guides for future experi-
ments.

Of all the viruses known, only the retrovirus family
requires integration as an essential step in its life cycle.
Retroviruses have also evolved a unique mechanism of
replication to ensure genesis of two LTRs flanking the
structural genes. This arrangement instructs the host cell
machinery to initiate and terminate viral transcripts within
its LTRs. In cells infected with an exogenous retrovirus,
upto 1% of total RNA or as much as 5 to 10% of poly(A)
RNA is virus specific. This suggests that viral LTRs carry
the control elements not only for efficient transcription
initiation but also for an equally efficient termination. There-
fore, it can be speculated that the US DNA in the 3’ LTR,
which has a relatively higher G+T content, may be present
in tightly coiled or highly compact nucleosomes, making it
impossible for the transcription apparatus to advance further
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as it is inaccessible for transcription factors. This impasse
may not arise with the 5 LTR because of the binding of
transcription factors. Recent analysis of about 110 unidenti-
fied Drosophila polll genes indicated that about 60% exhib-
ited no evidence of cleavage at the 3’ end, suggesting that
transcription termination rather than RNA processing to
generate mature mRNAs (60). The results with retroviruses
are also consistent with some of these observations. The
most important topic in future work will certainly be the
dissection of the 5’ and 3’ LTRs for their functional differ-
ences. We predict that the chromatin structure, the selection
and binding of transcription initiation and termination fac-
tors, and the supercoiling of the provirus all will be impor-
tant in the control of transcription termination.

If the transcripts fail to terminate, they will read through
into the adjacent genes. A consequence of this readthrough
is the activation of otherwise silent genes, some of which
may result in tumorigenesis. These have been amply re-
viewed (43, 50, 92) and therefore will not be discussed here.

CONCLUSIONS

On the basis of a limited number of studies, it appears
clear that in retroviruses, transcription termination and
cleavage-polyadenylation follow the same principles that are
involved in the processing of animal cell pre-mRNAs. The
polyadenylation signal, AAUAAA, or a variant, AGUAAA,
is present in all retroviruses; its location, however, varies
among different groups of retroviruses. The G+T-rich se-
quence is present in the first 20 to 30 bp of the US region,
immediately downstream of the poly(A) site. As in animal
cell RNAs, both AAUAAA and G+ U-rich sequences appar-
ently contribute to the 3'-end processing of retroviral RNAs.
At least in some studies it has been demonstrated that
additional sequences in the U3 region determine the effi-
ciency of 3'-end processing. If these studies are extended to
other retroviruses, it would resolve a dilemma about the
absence of prematurely terminated RNAs in the 5' LTR.
Some studies have also indicated that the distance between
the 5’ cap site and AAUAAA distinguishes and/or deter-
mines 3’-end processing, which occurs only in the 3" LTR.

The 5’ and 3’ LTRs are identical in sequence and arrange-
ment, but they function differently. It is speculated that the
formation of chromatin structure and possibly supercoiling
cause functional heterogeneity between the two LTRs. It is
also possible that flanking cellular DNA sequences, se-
quences downstream of the 5’ LTR and upstream of the 3’
LTR, also influence transcription initiation and termination
and 3'-end processing. The reason that retroviruses have
developed a unique strategy to generate an extra U3 se-
quence at the 5’ end and an extra US sequence at the 3’ end
may be to ensure initiation and termination of its genome
within its limits while keeping the minimum AAUAAA and
G+U-rich elements required for proper processing.
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