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Mutational analyses of the p12 Gag phosphoprotein of Moloney murine leukemia virus have demonstrated
its participation in both virus assembly and the early stages of infection. The molecular mechanisms by which
p12 functions in these events are still poorly understood. We performed studies to examine the significance of
p12 phosphorylation in the viral life cycle. Alanine substitutions were introduced at the potential phosphor-
ylation sites in p12, and the resulting mutants were tested for replication. Mutant viruses with changes at S61
and S78 were severely impaired, whereas the other mutant viruses were viable. S61 was shown to be required
for normal levels of phosphorylation of p12 in vivo. These defective mutant viruses showed no apparent
alteration to Gag protein processing or reduction in the yield of virions after transient transfection, but the
mutants failed to form circular viral DNAs in acutely infected cells. Sequence analysis of revertant clones
derived from S(61,65)A mutant virus revealed two classes: one group with a single mutation at a residue
adjacent to S61 and another group with mutations introducing new positive charges surrounding S61. In vivo
[32P]orthophosphate labeling indicated that the rescue of the S(61,65)A mutant virus did not result in a
significant increase in the phosphorylation level of p12. Alanine substitutions of an arginine-rich stretch near
S61 (at R-66, -68, -70, and -71) resulted in the same phenotype as the S(61,65)A mutant virus. The restored
function of S(61,65)A mutant virus by second or third site mutations may result from a structural change or
the addition of positively charged residues in the arginine-rich region.

The retroviral Gag protein plays an important role in the
viral life cycle, involving not only virus assembly but also virion
maturation after particle release and early postentry steps in
virus replication (11, 43). In the case of the most thoroughly
characterized of the gammaretroviruses, Moloney murine leu-
kemia virus (MMLV), the Gag precursor protein mediates the
assembly and release of virions during the late phase of virus
infection. The Gag precursor protein is ultimately cleaved by
the viral protease to yield four proteins: matrix or membrane
associated (MA), p12, capsid (CA), and nucleocapsid (NC)
(22). These separated Gag proteins then play roles in the early
stages of virus infection and may facilitate virus entry, uncoat-
ing, and possibly nuclear entry of the viral DNA.

The p12 protein of the MMLV gag gene products has been
shown to be involved in both virus assembly and early posten-
try steps (9, 47, 49). p12 is only 84 amino acid residues in
length. Alanine substitution mutations of p12 have revealed
that a PPPY motif is essential for the efficient release of virion
particles. This proline-rich PPPY domain is interchangeable
with the L-domains of the human immunodeficiency virus
(HIV)-p6 protein (19, 30, 42), the Rous sarcoma virus (44), the
Mason-Pfizer monkey virus (45), and equine infectious anemia
virus (32). In various tests, the L-domain from one virus can
function in place of the corresponding sequence of another

virus, suggesting that the sequences utilize similar mechanisms
and can act autonomously in many contexts (30, 44, 47). Al-
though these late effects are limited to mutations in the PPPY
domain, deletions of the N-terminal portion of p12 result in a
block at an early stage of infection (9). Alanine substitution at
both the N and the C termini of p12 also showed defects in
early events (48, 49). These mutant viruses synthesized normal
levels of linear viral DNA but no circular DNA. These results
strongly suggest that p12 plays a role after reverse transcription
and prior to DNA integration.

Phosphorylation of viral proteins often plays an important
role in regulation of viral replication (4, 41). In HIV type 1,
several viral proteins have been shown to be phosphorylated,
including MA(p17) (13), CA(p24) (6), Vpr (50), Nef (7), Rev
(15), Tat (26), and Vpu (31). In the case of the murine leuke-
mia viruses, p12 is the only major phosphorylated protein (28,
29). The bulk of the phosphorylation of p12 has been shown to
occur at serine and not at threonine or tyrosine residues (20,
27). p12 phosphorylation in vivo has been speculated to cor-
relate with virion maturation (27, 46) and has been suggested
to modulate the RNA-binding activity of p12 (35, 36). How-
ever, little is known about the effect of p12 phosphorylation on
virus replication.

To determine the role of the murine leukemia virus p12
phosphorylation in the viral life cycle, we generated alanine
substitution mutations at the serine residues of the p12 protein.
The results suggest that the phosphorylation of p12 is impor-
tant in the process of virus infection prior to integration and
not in virus assembly or budding. We also demonstrate that
S61 is required for nearly all p12 phosphorylation. The isola-
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tion of other mutants and revertants implies that an arginine-
rich stretch in the C terminus of p12 is also essential for
infection.

MATERIALS AND METHODS

Cell culture. 293 cells are human embryonic kidney (HEK) cells that express
the E1 region of adenovirus 5. 293T cells are 293 cells that stably express simian
virus 40 (SV40) large T-Ag. Rat2-2 cells are rat embryonic fibroblast cells. 293,
293T, and Rat2-2 cells were cultured in Dulbecco modified Eagle medium
(DMEM) containing 10% fetal calf serum.

Plasmid and mutant construction. Plasmid pNCA contains an infectious copy
of MMLV proviral DNA (8); pNCS is a version of pNCA that carries an SV40
replication origin in the vector to allow high-level expression in 293T cells.
Plasmids were constructed by introducing point mutations into plasmid vector
pNCS. Point mutations were created by overlap extension PCR (18) with pNCS
template DNA by using outside primers (forward primer in MA region, 5�-CT
GGGTCAAGCCCTTTGTACACCCTAAGCC-3�; reverse primer in CA, 5�-G
TCTGGGCGCTCGAGGGGAAAAGCG-3�). The sense strand primers utilized
for creating mutations were as follows, and the antisense primers were their
complement: S6/A, 5�-CCAGCCCTCACTCCTGCTCTAGGCGCCAAACCTA
AA-3�; S(17,19)A, 5�-ACCTAAACCTCAAGTTCTTGCTGACGCTGGGGGG
CCGCTCA-3�; S(61,65)A, 5�-AGGCACCGGACCCCGCCCCAATGGCAGC
TCGCCTACGTGG-3�; S(78,81)A, 5�-CCCTGTGGCCGACGCCACTACCGC
GCAGGCATTCCCCCTC-3�; S61A, 5�-GGAGAGGCACCGGACCCCGCCC
CAATGGCATCTCGCCTA-3�; S65A, 5�-GACCCCTCCCCAATGGCAGCTC
GCCTACGTGGGAGA-3�; S61D, 5�-AGAGGCACCGGACCCCGATCCAAT
GGCATCTCGCCTA-3�; S78A, 5�-CCCCCTGTGGCCGACGCCACTACCTC
GCAGGCATTC-3�; S78D, 5�-CCCTGTGGCCGACGATACTACCTCGCAG
GCATTCC-3�; S81A, 5�-GCCGACTCCACTACCGCGCAGGCATTCCCCGTC-
3�; R(66,68)A, 5�-GGCATCTGCACTAGCAGGGAGACGGGAGCCCCCT-3�;
R(66,68)K, 5�-GCATCTAAGCTAAAGGGGAGACGGGAGCCCCCT-3�; R(70,
71)/A, 5�-CTACGTGGGGCAGCAGAGCCCCCTGTGGCCGAC-3�; R(70,71)K,
5�-CTACGTGGGAAGAAGGAGCCCCCTGTGGCCGAC-3�; R(66)/A, 5�-AT
GGCATCTGCACTACGTGGGAGACGGGAGCCC-3�; R(66)/A/R, 5�-CCCA
CGTAGTGCAGATGCCATTGGGGA-3�; R(68)/A, 5�-ATGGCATCTCGCCT
AGCAGGGAGACGGGAGCC-3�; R(70)/A, 5�-CTACGTGGGGCACGGGA
GCCCCCTGTGGCCGAC-3�; R(71)/A, 5�-CTACGTGGGAGAGCAGAGCC
CCCTGTGGCCGAC-3�; and P12/Flag, 5�-TACAAAGACGATGACGACAA
GCCTGCGGGAGAGGCACCG-3�. All mutations were verified by DNA
sequence analysis.

Mammalian cell transfection and viral infection. To produce large amount of
virus and to test the effects of mutations on viral assembly, 293T cells were
transiently transfected by proviral DNAs containing the SV40 origin of replica-
tion, using the calcium phosphate method. The culture medium was changed at
48 h posttransfection, and the virus was harvested 72 h posttransfection and used
for further analysis. Infection of Rat2-2 cells was carried out in the presence of
Polybrene (8 �g/ml) for 2 h.

Virus purification and analysis of viral proteins. To prepare virus stocks, 72 h
after transfection of 293T cells with proviral DNAs, 9 ml of culture supernatant
was collected from each plate (100 by 15 mm). Cell debris was removed by
filtering the medium through a 0.45-�m (pore-size) filter, and HEPES buffer was
added to a final concentration of 20 mM. Virions were first purified on a 25 to
45% sucrose-TNE step gradient for 2 h at 25,000 rpm and 4°C in a Beckman
SW41 rotor. The interface was collected, and the virus was diluted with 4 ml of
TNE (50 mM Tris [pH 7.5], 100 mM NaCl, 1 mM EDTA) and pelleted through
a 25% sucrose cushion by centrifugation in the same rotor for 2 h at 25,000 rpm.
The collected virions were suspended in TNE buffer and stored at �80°C.

For immunodetection of virion proteins, pelleted virus particles were lysed and
subjected to sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-
PAGE). The proteins were transferred to nitrocellulose filters (Schleicher &
Schuell) and probed by various antibodies, including goat anti-CA serum (NCI
serum #79S-804). The membrane was stained by the ECL kit (Amersham Corp.)
and exposed to X-ray film for detection. The filter could be stripped and re-
probed with other antibodies.

In vivo labeling of virions and p12 immunoprecipitation. 293T cells were
grown and transfected with wild-type or p12 mutant pNCS plasmids in 60-mm-
diameter dishes. At 36 h posttransfection, the transfected cells were replaced
with new DMEM without phosphate for 30 min. These cells were then labeled
for 16 h with 1 mCi of 32P (NEN) per dish in 2 ml of phosphate-free DMEM (5%
fetal calf serum). The 32P-labeled virions were harvested and purified by cen-
trifugation through 25% (wt/vol) sucrose in phosphate-buffered saline buffer at

25,000 rpm for 2 h at 4°C in a Beckman SW41 rotor. The pellet was resuspended
with radioimmunoprecipitation assay buffer (0.1% SDS, 1% NP-40, 0.1% sodium
deoxycholate, 150 mM NaCl, 10 mM Tris-HCl; pH 7.5) containing 1 mM phe-
nylmethylsulfonyl fluoride and centrifuged in an Eppendorf model 5415C cen-
trifuge at 13,000 rpm for 20 min. Supernatants were incubated with Flag anti-
body-conjugated agarose (M2 agarose; Sigma) for 1 h with constant shaking at
4°C. The beads were washed three times with radioimmunoprecipitation assay
buffer, subjected to SDS-PAGE, and visualized with a PhosphorImager.

Analysis of viral DNA synthesized in vivo. Preintegrative viral DNAs were
isolated from Rat2-2 cells at 24 h postinfection (17) and analyzed by Southern
blotting. PCR was used to detect circular viral DNA containing two long terminal
repeats (LTRs). The primers used to amplify the LTR-LTR junction were
MR5784 (5�-AGTCCTCCGATTGACTGAG-3�) and MR4091 (5�-CTCTTTTA
TTGAGCTCGGG-3) (39); the PCR conditions were 94°C for 1 min, 50°C for 1
min, and 72°C for 2 min, repeated for 30 cycles. PCR was also used to detect an
internal region of linear viral DNA to serve as control. The primers used to
amply the capsid region were 5�-CCCCTCCGCGCAGGAGGAAAC-3� and 5�-
ACAATAGCTTGCTCATCTCTCTATG-3�; the PCR conditions were 94°C for
1 min, 55°C for 1 min, and 72°C for 2 min, repeated for 24 cycles.

S(61,65)A revertant isolation. Virus supernatants were harvested at the peak
of reverse transcriptase (RT) activity from 293T cultures transfected with the
S(61,65)A mutant. The virus stocks were used to infect fresh Rat2-2 cells. The
infected cells were repassaged every 4 days until RT activity reached levels
similar to those of the wild type. The emerging viruses were used to infect fresh
Rat2-2 cells, and low-molecular-weight DNA was harvested (17). A 640-bp
fragment spanning the MA-p12-CA coding region was PCR amplified from the
DNA. The primers used were as follows: positive, 5�-CTGGGTCAAGCCCTT
TGTACACCCTAAGCC-3�; and negative, 5�-ATCCCAGTCTGGGCGCTCG
AGGGGAAAAGCG-3�. Thirty cycles of PCR were performed with ca. 10 ng of
input DNA under the following conditions: 94°C for 45 s, 50°C for 30 s, and 72°C
for 1 min. Amplified DNA was digested with BsrGI and XhoI. The BsrGI-XhoI
fragments were cloned into the BsrGI and XhoI sites of a modified pUC18 vector
and sequenced in their entirety. After sequencing, BsrGI-XhoI fragments from
the pUC18 clones were exchanged for the BsrGI-XhoI fragment of pNCS to
generate a series of pNCS-derived revertants.

RESULTS

Mutations of specific serine residues of p12 block virus
replication. The Gag protein p12 of murine leukemia virus is
the only virion protein that is phosphorylated at significant
levels; the phosphate is present as phosphoserine (20, 46). To
explore whether the serine phosphorylation of p12 plays an
important role in the viral life cycle, we set out to generate a
series of mutants. The p12 protein sequences from different
gammaretroviruses were aligned to identify conserved serine
residues as potential phosphorylation sites (Fig. 1A). To de-
termine whether the phosphorylation of p12 protein affects
virus replication, all serine residues of p12 except Ser-42, which
has been previously shown to be dispensable in the viral cycle
(49), were mutated to alanine residues by site-directed mu-
tagenesis in a proviral clone. Single substitution mutants of
Ser-6, Ser-61, Ser-65, Ser-78, and Ser-81 and double substitu-
tions of Ser-(17,19), Ser-(61,65), and Ser-(78,81) were gener-
ated. The DNAs were then used to transfect 293T cells, and at
48 h posttransfection the virions produced from the transfected
cells were harvested and assayed for RT activity (Fig. 1B). All
of the mutants were able to induce the formation of virus
particles. Next, the concentrations of the virions were normal-
ized by RT levels, and the preparations were used to infect
fresh Rat2-2 cells. The supernatants from infected Rat2-2 cells
were collected every day, and the infected cells were split every
5 days. After 10 days of infection, the culture medium from the
Rat2-2 cells infected by S6A, S(17,19)A, S65A, and S81A mu-
tant viruses had RT activities similar to cells infected with
wild-type virus (Fig. 1C). In contrast, substitution of S61 by
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alanine completely abolished virus spreading, and no detect-
able RT activity was found in the supernatant of infected
Rat2-2 cells even 20 days postinfection. Only small amounts of
RT activity were detected in the cells infected by S(78,81)A or
S78A mutant viruses. We conclude that mutations at S61
blocked replication and that mutations at S78 strongly reduced
replication.

Mutant viruses assemble and release normal levels of ma-
ture virion particles. Studies were conducted to examine the
assembly of the mutant viruses in more detail. The defective
mutants and wild-type proviral DNAs were cotransfected with
the pCMV–�-galactosidase plasmid into 293T cells. At 72 h
after transfection of 293T cells, the culture supernatants con-
taining virion particles were harvested from the transfected

FIG. 1. Effect on virus replication of alanine substitution mutations in potentially phosphorylated serine residues of p12. (A) Sequences of
retrovirus p12 genes. The sequences of p12 were aligned with the MacVector program. All conserved potentially phosphorylated serine residues
are shadowed. (B) Transient transfection of 293T cells to assess viral assembly and particle release. The various mutations were introduced into
a proviral construct, and the resulting DNAs were transfected into 293T cells. The virions collected from supernatant of transfected cells were
analyzed for RT activity. (C) Virus spreading assay. The culture supernatants harvested from transfected 293T cells were normalized by RT activity
and used to infect naive Rat2-2 cells. The culture supernatants from infected Rat2-2 cells were collected every day for up to 7 days after infection
and assayed for RT activity. WT, wild type.
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293T cells, normalized by the enzymatic activity of �-galacto-
sidase, and purified by ultracentrifugation through a 25% su-
crose cushion. The purified virions were lysed and subjected to
SDS-PAGE and Western blot with anti-CA antibody to mea-
sure the yield of virus (Fig. 2). No apparent difference was
found in the viral protein profile between p12 wild-type and
mutant virions. None of the mutations in the serine residues
affected the late steps of the viral life cycle, protein processing,
or virus assembly or release. These results are consistent with
previous work (49) showing that alanine substitutions in the C
terminus of p12 did not affect Gag protein processing or virus
assembly.

Mutant viruses fail to synthesize normal levels of circular
viral DNA. Since alanine substitution mutations at serine res-
idues 61 and 78 did not affect virus assembly and Gag process-
ing, studies were carried out to determine whether these sub-
stitution mutations affect early events. To monitor synthesis of
viral DNA, virions of mutants S61A, S78A, S(61,65)A, and
S(71,78)A were harvested from transfected 293T cells and used
to infect fresh Rat2-2 cells. Low-molecular-weight DNAs were
prepared from these infected Rat2-2 cells at 16 h postinfection
and subjected to agarose gel electrophoresis for Southern blot-
ting with a probe specific for the MMLV genome. Similar to
the pattern observed for PM13 and PM14 mutants (49), the
S61A and S(61,65)A mutants were also not able to synthesize
detectable circular DNAs (Fig. 3A). The failure of S61A or
S(61,65)A mutant to form circular viral DNAs is consistent
with their impairment in virus spreading (Fig. 1C). Small but
detectable amounts of circular DNAs were found in cells in-
fected with the S78A or S(78,81)A mutants (Fig. 3A). The
reduced level of viral circular DNAs in the infection with the
S(78,81)A mutant virus was consistent with the delay in viral
replication (Fig. 1C).

To examine the ability of the mutants to direct the formation
of circular DNAs with greater sensitivity, several of the same
low-molecular weight DNAs were subjected to PCR with prim-
ers specific for the LTR-LTR junction region, which is present

only in circularized viral DNAs (Fig. 3B). Although an ampli-
fied fragment of the expected size was readily detected in the
wild-type infected cells, no such product could be detected in
cells infected with mutant S(61,65)A. Reduced levels of the
DNA were detected after infection with mutant S(78,81)A. To
confirm that there was no effect on the formation of linear
DNAs, PCR was performed with primers from an internal gag
region present on all viral DNAs. Similar levels were detected
in all of the infected cells (Fig. 3B).

S61 is required for p12 phosphorylation in vivo. p12 is
phosphorylated at serine residues (20, 27), and alanine substi-
tutions of some of these series could affect its phosphorylation.
To facilitate measurement of the phosphorylation status of
p12, a Flag epitope was inserted into the central portion of p12
in the proviral DNA (Fig. 4A), a region that tolerates alanine
substitution with no effect on virus replication (49). To test
whether the Flag epitope had an effect on viral replication, the
pNCS/Flag construct and a wild-type control were transfected
into 293T cells, and the culture supernatants were used to
infect Rat2-2 cells. The tagged variant replicated at a rate
identical to that of the wild type (Fig. 4B). We expected that
this epitope insertion would not change the phosphorylation
pattern of p12 and used this variant as parent in the subsequent
tests.

Flag-tagged versions of the S61A, S78A, S(61,78)A, and
S(61,65,78,81)A mutants were generated and used to transfect
293T cells. The transfected 293T cells were labeled with
[32P]orthophosphate for 12 h, beginning 36 h posttransfection.
The 32P-labeled virus particles from the transfected cells were
harvested and lysed, and p12 protein was then immunoprecipi-
tated with anti-Flag agarose beads. The purified p12 proteins
were resolved by SDS-PAGE, and bands were quantified by
using a PhosphorImager (Molecular Dynamics). The phos-
phorylation of the wild-type p12 was readily detected. The
phosphorylation of the S61A mutant virus was dramatically
reduced to ca. 15% that of the wild-type p12 (Fig. 4C). The
S(61,78)A and S(61,65,78,81)A mutant virions showed simi-
larly reduced levels of p12 phosphorylation. This suggests that
S61 is the major phosphorylation site or is at least required for
nearly all phosphorylation of p12. The additional changes of
S65, S78, and S81 caused no further reductions in phosphory-
lation, suggesting that the residual phosphorylation occurred
elsewhere. Changing S65 alone (Fig. 4C) showed fully wild-
type levels of phosphorylation, indicating that this residue was
not a major site of phosphorylation nor was it required for
phosphorylation of other sites.

To confirm that the changes in the 32P labeling were not due
to changes in the level of the protein in the virion particles,
parallel transfections were performed, and the yield of virions
from these transfected cells was quantified by RT assays and by
estimates of the level of p12 in virions. The yield of particles
was essentially equal, as judged by RT assays (data not shown),
and the levels of p12 were constant at judged from Western
blots of gels (Fig. 4C). Thus, the reductions in 32P labeling
reflect changes in phosphorylation levels.

Aspartic acid cannot replace serine 61 or 78 to rescue viral
replication. The in vivo 32P-labeling experiments suggested
that the phosphorylation of S61 might be important for p12
function. To test whether an acidic amino acid could mimic the
negative charge of phosphoserine, S61 and S78 were individ-

FIG. 2. Western blot analysis of gag gene products in the virions of
p12 mutants. Virus particles were harvested from the culture super-
natant of transfected 293T cells and lysed, and the capsid proteins were
separated by electrophoresis, blotted, and probed with anti-CA anti-
bodies. WT, wild type.
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ually mutated to aspartic acid. The S61D and S78D mutant
DNA constructs were introduced into 293T cells, and the viri-
ons from the transfected 293T cells were used to infect Rat 2
cells. These mutants were not replication competent. Thus,
aspartic acid could not functionally substitute for the poten-
tially phosphorylated serines at these positions in p12 (Fig. 5).

Isolation of revertants of a p12 serine substitution mutant.
To help define the structural features of p12 required for virus
replication, revertant viruses were derived from the replica-
tion-defective mutant S(61,65)A virus. S(61,65)A virus parti-
cles were collected from transfected 293T cells and used to
infect naive Rat2-2 cells. The infected cells were passaged
repeatedly, and RT assays were carried out to monitor the
emergence of revertants. After 12 weeks of culture, RT activ-
ities were found to reach wild-type levels in the supernatants

from the infected Rat2-2 cells. Infections of fresh Rat2-2 cells
with these revertant virus stocks showed that they replicated
with nearly wild-type efficiencies.

To identify the mutations responsible for the reversion
events, low-molecular-weight viral DNAs were prepared from
cultures after acute infection with the putative revertant virus
stock. PCR was carried out to amplify the MA-p12-CA portion
of the viral DNA. The PCR products were cloned into the
pUC18 plasmid vector, and the complete DNA sequences of a
number of individual clones for each putative revertant were
determined. Revertant clones 1, 6, 7, and 13 had the same
mutation (Ala to Thr) at residue 65, changing one of the
mutated residues back to threonine, a residue similar to the
original serine (Fig. 6). Examination of the sequences of the
rest of the putative revertants revealed that the original

FIG. 3. Southern blot and PCR analyses of linear and circular viral DNA synthesis after infection of Rat2-2 cells by p12 mutant viruses. Rat2-2
cells were infected with virus from transfected 293T cells, and low-molecular-weight DNA was isolated 16 h after infection. (A) Southern blotting
was performed by using a radiolabeled viral DNA probe. The positions of linear and circular viral DNAs are indicated. The efficiency of recovery
of the low-molecular weight DNAs was monitored by probing the blots for mitochondrial DNA. (B) PCR was performed on the same DNA
samples with primers specific for the LTR-LTR junction of circular DNA or for an internal region of the linear DNA. Products were displayed
by gel electrophoresis and visualized by ethidium bromide stain. WT, wild type.
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S(61,65)A mutation was maintained. Revertamt clones 2, 3, 8,
9, and 16 had acquired a common mutation (Met to Ile) at
position 63. The remaining revertants had typically acquired
additional positive charges by virtue of mutations in the nearby
portions of p12. For example, Rev12 and Rev14 each had
acquired two mutations, i.e., mutations G55R and G69R and
mutations G49R and E50K, respectively. Rev5 and Rev10 each
showed one similar mutation: Q83R and L66R, respectively.

Characterization of S(61,65)A revertant-derived clones. To
evaluate whether the mutations present in the various cloned
DNAs were responsible and sufficient for the improved repli-
cation kinetics observed in the revertant virus stocks, these
putative suppressor mutations were cloned back into the pro-
viral construct pNCS. These pNCS-derived revertants were
individually transfected into 293T cells, and the viruses pro-
duced were used to infect fresh Rat2-2 cells. The rate of spread
of the virus in the infected cultures was monitored by RT assay.
The replication kinetics of Rev1, Rev2, Rev12, and Rev14 were
indistinguishable from that of the wild type, whereas Rev5
(Fig. 7A) and Rev15 (data not shown) both replicated with a
moderate delay compared to the controls. In contrast, no rep-
licating virus could be detected in cultures infected with the
parental S(61,65)A virus, indicating that the compensatory mu-
tations in the cloned DNAs were sufficient to fully or partially
rescue the replication defect of the S(61,65)A mutant.

The S(61,65)A mutation blocked the formation of viral cir-
cular DNAs but not of linear DNAs (Fig. 3) and blocked viral
spread (Fig. 2C). To determine whether the specific defect of
the S(61,65)A mutant in the formation of viral circular DNAs

FIG. 4. Phosphorylation of p12 in mutant virions. (A) The sequence alignment of wild-type p12 and p12/Flag. The Flag epitope was inserted
in the central region of p12 in a proviral construct, a site known to be dispensable for virus replication. (B) Replication of p12/Flag virus. Wild-type
or p12/Flag proviral constructs were transfected into 293T cells, and the released virus was used to infect Rat2-2 cells. Replication was monitored
by RT assays. (C) Effect of alanine substitution mutations of potentially phosphorylated serine residues on the level of p12 phosphorylation. The
Flag epitope was inserted into the p12 coding region of various mutants. 293T cells were cotransfected with p12/Flag wild type or the various
mutants plus a pCMV–�-galactosidase DNA. One set of 293T cells was labeled with [32P]orthophosphate, and the 32P-labeled virions were
harvested, purified by ultracentrifugation, and lysed. p12 was then isolated by immunoprecipitation with antisera against the Flag epitope. The
32P-labeled proteins were resolved on SDS-PAGE and exposed to a PhosphorImager screen. (D) A second set of 293T cells was transfected as
before, and the virions were collected without 32P labeling. SDS-PAGE was performed to resolve the proteins, and the p12 levels were assessed
by Western blotting carried out with anti-Flag antibodies.

FIG. 5. Replication of serine-to-aspartate substitution mutants.
p12 mutant proviral DNAs in which various serine residues of p12
were replaced with aspartic acid were used to transfect 293T cells, the
virus was collected and used to infect Rat2-2 cells, and the replication
of the virus was assessed by assay for RT in the culture medium after
4 days. The results were similar to those observed for the correspond-
ing serine-to-alanine substitutions, suggesting that the introduction of
the negatively charged residue did not functionally replace the poten-
tially phosphorylated serine residues. WT, wild type.
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was corrected in the S(61,65)A revertants, Southern analysis
was performed on DNAs from infected fresh Rat2-2 cells with
revertant viruses, using labeled viral DNA as a probe (Fig. 7B).
As shown in Fig. 7B, the defect in the formation of circular
viral DNA was rescued to the level of wild type in Rev1, Rev2,
Rev12, and Rev14, whereas only partial restoration of circular
viral DNA synthesis was observed in Rev5. These results show
that the suppressor mutations did act to correct the early block
of the p12 parent.

No apparent change in the phosphorylation pattern of most
revertants. One mechanism by which the suppressor mutations
of the various revertant viruses might restore function to the
parental mutant would be to promote the needed phosphory-
lation of p12, perhaps at ectopic sites on the molecule. Alter-
natively, the mutations might somehow bypass the requirement
for normal phosphorylation. To test which of these possibilities
was correct, the phosphorylation levels of the various revertant
viruses in vivo were assessed directly. The sequences needed to
tag p12 with the Flag epitope were introduced into the ge-
nomes containing the revertants Rev1, Rev2, Rev12, and
Rev14, and the mutant DNAs were used to transfect 293T
cells. After 36 h, the cultures were labeled for 12 h with
[32P]orthophosphate. The 32P-labeled virus particles were har-
vested and purified by ultracentrifugation through a 25% su-
crose cushion. The virions were lysed, and the labeled Flag-
tagged p12 protein was immunoprecipitated with �-Flag
conjugated agarose, resolved by SDS-PAGE, and detected by
autoradiography. The phosphorylation level of the p12 protein
of Rev1, Rev2, Rev12, and Rev14 was very low and indistin-
guishable from that of the S61A mutant (Fig. 7C). This sug-
gests that a restored phosphorylation of Rev1, Rev2, Rev12,
and Rev14 is not responsible or required for the restoration of
S(61,65)A function and virus replication.

An arginine-rich stretch in C terminus of p12 is crucial for
the early stage of virus replication. The studies of the
S(61,65)A revertants described above revealed that the intro-
duction of new positively charged residues, especially arginine
residues, at several positions in p12 can suppress the defects of
the S(61,65)A mutant parent (Fig. 7A). Previous studies have

also shown that two other substitution mutants, PM14 and
PM15, in the vicinity of Ser-61 are defective in the formation of
viral circular DNAs (49). These two mutants have alanine
substitution mutations in the arginine-rich stretch of p12. Ex-
periments were therefore carried out to determine whether the
nearby arginine residues—R66, R68, R70, and R71—play a
critical role in the virus life cycle. The four arginine residues
were substituted with either alanine or lysine to construct the
single substitution mutants R66A, R68A, R70A, and R71A
and the double mutants R(66,68)K and R(70,71)K. The mu-
tant DNAs were transfected into 293T cells to produce virus
particles. The mutant virus particles were then used to infect
fresh Rat2-2 cells, and the ability of the viruses to spread in the
culture was monitored by RT assays. The R66A, R68A, R70A,
R71A, R(66,68)K, and R(70,71)K mutants all failed to pro-
duce infectious virus (Fig. 8A). Further, these mutant virions
were poorly able to synthesize viral DNAs, especially circular
forms, after acute infection (Fig. 8B). To confirm that there
were no effects on the late stages of replication and to evaluate
the pattern of Gag processing during virus production, West-
ern analysis of virion proteins released by the 293T cells was
performed. There were no apparent effects of the arginine
mutations on Gag processing or virus assembly (data not
shown). Taken together, these data indicated that the cluster
of arginine residues is essential for the function of p12 in the
early stage of virus infection.

DISCUSSION

The results presented here suggest that serine 61 of the
MMLV p12 protein is crucial for the early phase of the viral
life cycle and that serine 78 is also important, although to a
lesser extent. Single alanine substitutions of these two residues
and any combination of mutations that includes these changes
resulted in drastic defects in virus replication. Infection by the
mutant viruses was blocked at a specific stage: after completion
of reverse transcription to form a linear double-stranded DNA
but before the formation of double-stranded circular forms or
the integrated provirus. This phenotype is identical to earlier

FIG. 6. Sequence analysis of S(61,65)A revertants. Revertant viruses were isolated from the medium of Rat2-2 cells infected with S(61,65)A
mutant virus 3 months after infection. The revertant viruses were used to acutely infect naive Rat2-2 cells, and low-molecular-weight DNAs were
isolated and used as a template for PCR to synthesize a DNA fragment spanning the region from MA to CA. The PCR products were subcloned
and individual clones were sequenced.
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mutants with larger mutations in either the N-terminal or C-
terminal regions of p12 (48, 49) and suggests that these serines
help mediate the normal function of p12.

It has been known for many years that p12 is a phosphopro-
tein, with the bulk of the phosphate present as phosphoserine
(20, 27). The mutation of S61 caused a nearly complete loss of

phosphorylation of p12, suggesting that this residue itself was
likely to be the major site of phosphorylation. However, we
cannot rule out the alternative possibility that this residue is
somehow required for the phosphorylation of another position
or positions in the protein. In contrast, the S78 mutation did
not cause any detectable decrease in the overall level of p12
phosphorylation, suggesting that it is not a significant site of
phosphorylation. Its effect on replication is most likely due to
a direct effect of the substitution itself on protein conformation
and function. We note that even when S61 was mutated, there
was still a low level of phosphorylation of p12, which must
occur elsewhere on the molecule. The low phosphorylation
level of the multiply mutant S(61,65,78,81)A was similar to that
of the single S61A mutant, implying that the residual phos-
phorylation can occur on other residues, such as S6, S17, S19,
or S42. These residues were not important for virus replication,
since alanine substitution at these positions had no effect on
the virus. This result suggests that the residual phosphorylation
of p12 was neither sufficient for good replication in the absence
of S61 nor required when S61 was present.

The isolation and characterization of revertants of the p12
mutant S(61,65)A yielded some surprising suppressor muta-
tions. Many of the revertants (Rev5, Rev12, and Rev14) ac-
quired additional positive charges at nearby positions in p12,
most often arginine residues. These additional charges pre-
sumably alter the conformation of the protein so as to override
the need for the crucial S61 and its phosphorylation. It is
possible that the charges enhance the binding of p12 to some
interaction partner or to nucleic acids. This region has been
noted as similar to sequences in histone H5 and has been
suggested as responsible for the DNA- or RNA-binding activ-
ity of p12 (16). The importance of a cluster of arginine residues
near the C terminus of p12 is highlighted by the effects of
specific mutations introduced at these sites. Single alanine
substitution of any one of these arginines, and even lysine
substitutions, caused a strong replication defect. Thus, arginine
residues in this region apparently play a specific role beyond
the simple positive charge that they carry.

Other revertants did not compensate with added basic res-
idues but instead contained specific changes very close to the
crucial S61 position. Rev1 contained a very subtle change,
M63I, in between the two alanine substitutions, whereas Rev2
changed the seemingly unimportant alanine substitution at S65
back to a threonine. The basis for the suppression by these
changes is unclear, but presumably these mutations affect the
conformation of the protein so as to compensate for the serine
mutations. Significantly, neither the revertants with increased
basic residues nor those with the more subtle changes showed
a restoration in the level of phosphorylation of p12 back to the
wild-type levels. Thus, these revertants somehow carried out
normal virus replication without the normal levels of phos-
phorylation of p12. The result hints that although a residue
such as S61 is crucial for normal replication it can be easily
made irrelevant with small compensatory changes nearby and
that the S61 phosphorylation per se is not obligatory. It may
well be that even in the wild-type context the phosphorylation
is not the crucial aspect of S61 function but that other contri-
butions to the protein are the key features of this residue.

What might be the function of the p12 protein in early steps
of infection? The serine substitutions impair the formation of

FIG. 7. Phenotype of revertant viruses. (A) The replication of re-
vertants in Rat2-2 cells. The p12 region of revertants was cloned back
to a proviral DNA construct, used to generate virus, and the ability of
the virus to replicate was assessed by RT assay. (B) Southern blot
detection of linear and circular viral DNA synthesis after acute infec-
tion of Rat2-2 cells by wild type, S(61,65)A mutant, and revertant
viruses. Rat2-2 cells were infected by the culture medium from trans-
fected 293T cells with wild-type or revertant viruses as described in Fig.
1C. Low-molecular-weight DNA was purified 16 h after infection.
Southern blotting was performed by using a radiolabeled viral DNA
probe. The positions of viral linear and circular DNAs are indicated by
arrows. The efficiency of recovery of the low-molecular-weight DNAs
was monitored by probing the blots for mitochondrial DNA. (C) Phos-
phorylation of p12 by revertant viruses. Cultures expressing various
mutants and revertants were labeled with [32P]phosphate, and virion
particles were harvested from the medium and purified by centrifuga-
tion. The virions were disrupted, and viral proteins were analyzed by
SDS-PAGE, followed by autoradiography (upper section). Virions
from unlabeled cultures were isolated in parallel, and the levels of p12
protein were assessed by Western blot (lower section). WT, wild type.
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viral circular DNAs (Fig. 3 and 7B), which has been regarded
as the hallmark of entry of virus into the nucleus (3, 5, 12, 14).
The failure of these mutants to synthesize viral circular DNAs
could have several explanations. One possibility is that both the
phosphorylation of S61 and the presence of arginine residues
might be required for the entry of virus into the nucleus. A
variation on this theme is that p12 serves as a nuclear local-
ization signal (NLS) to carry the preintegration complex into
nucleus. Many cases have been described in which phosphor-
ylation of NLS elements regulate nuclear import of proteins.
This is known for lamins (23), SV40 T antigen (33), protein
kinase C (2), v-Jun (40), and NF-AT (38). In studies of nuclear
entry of hepatitis B virus, the phosphorylated core proteins
have been shown to preferentially bind to the nuclear pore
complex over unphosphorylated ones in digitonin-permeabi-
lized cells (21). It was suggested that phosphorylation of core
proteins induces exposure of the NLS in the core protein that
allows core binding to the nuclear pore complexes by the im-
portin-mediated pathway and the access of viral genome into
the nucleus.

In the case of HIV type 1 and other lentiviruses, the viral
DNAs can enter the nucleus of nondividing cells, probably
through an active import process (5, 10, 24, 25). In contrast, it
has been shown that MMLV viral DNAs cannot gain access to
the nucleus until the cells progress through mitosis, probably
due to a requirement for nuclear envelope breakdown for the
entry of the viral integration complex into the nucleus (34).
These observations suggest that if p12 phosphorylation is re-
sponsible for virus entry into nucleus, the mechanism is prob-
ably not a conventional nuclear active import. A variant sce-

nario is that p12 might act as a nuclear retention signal, which
allows the efficient retention of viral preintegration complex by
binding to nuclear proteins while the nuclear envelopes assem-
ble after mitosis (49). Through this mechanism, the viral pre-
integration complex can get access to the nucleus and integrate
into chromosome.

Another explanation for the requirement for p12 phosphor-
ylation for the synthesis of circular viral DNA is that p12 may
be a component of the preintegration complex by binding to
viral DNA. Phosphorylation of p12 may be essential for the
correct folding of functional preintegration complex, which in
turn undergoes either integration or autointegration. This no-
tion is supported by the observation that phosphorylated p12
protein can preferentially bind viral RNA molecules more ef-
ficiently than unphosphorylated p12 (35, 37). Given the RNA-
binding activities of phosphorylated p12, it is conceivable that
p12 may also have DNA-binding activity, and the phosphory-
lation of p12 may facilitate its binding to viral DNAs of pre-
integration complex.

The disposition of p12 in the preintegration complex and its
folded structure would be enormously helpful information in
understanding its function; unfortunately, little is known about
the structure of p12. We utilized the Seg program (1) and
Pepplot program (GCG) to try to predict its structure; the
results were that p12 is predicted to be almost entirely non-
globular, without significant alpha-helical structures (data not
shown). These predictions suggested that p12 is a proline-rich,
disordered, and low-complexity protein. Direct biophysical
studies of its structure might help confirm or dismiss these
predictions. It is quite possible that p12 only takes on discrete

FIG. 8. Effects on virus replication of alanine or lysine substitution mutations replacing the arginine residues in the C terminus of p12.
(A) Replication of arginine substitution mutants. The terminal amino acid sequences of p12 are shown, with the clustered arginine residues shown
underlined. The arginine residues at positions 66, 68, 70, and 71 in the p12 region of a proviral DNA construct were mutated to alanine or lysine.
The DNAs were used to transfect 293T cells, virus was collected and used to infect Rat2-2 cells, and virus replication of these mutants was assessed
by RT assay of the culture media harvested at day 4 posttransfection. (B) Detection of viral DNA synthesis in cells infected with arginine
substitution mutant viruses. Low-molecular-weight DNAs were isolated after acute infection of Rat2-2 cells with various arginine substitution
mutants, and the viral DNAs were detected by Southern blotting. The positions of linear and circular viral DNAs in the wild-type control are
indicated by arrows. The efficiency of recovery of the low-molecular-weight DNAs was monitored by probing the blots for mitochondrial DNA.
WT, wild type.
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structures in the presence of nucleic acids or other proteins.
The isolation of p12 interacting proteins may shed light on its
structure, its function, and the mechanism of entry of MMLV
into the nucleus.
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