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Retroviral nucleocapsid (NC) proteins are molecular chaper-
ones that facilitate nucleic acid (NA) remodeling events critical
in viral replication processes such as reverse transcription. Sur-
prisingly, theNCprotein fromhumanT-cell leukemia virus type
1 (HTLV-1) is an extremely poor NA chaperone. Using bulk and
single molecule methods, we find that removal of the anionic
C-terminal domain (CTD) of HTLV-1 NC results in a protein
with chaperone properties comparable with that of other retro-
viral NCs. Increasing the ionic strength of the solution also
improves the chaperone activity of full-length HTLV-1 NC. To
determine how the CTD negatively modulates the chaperone
activity of HTLV-1 NC, we quantified the thermodynamics and
kinetics of wild-type and mutant HTLV-1 NC/NA interactions.
The wild-type protein exhibits very slow dissociation kinetics,
and removal of the CTD or mutations that eliminate acidic res-
idues dramatically increase the protein/DNA interaction kinet-
ics. Taken together, these results suggest that the anionic CTD
interacts with the cationic N-terminal domain intramolecularly
when HTLV-1 NC is not bound to nucleic acids, and similar
interactions occur between neighboring molecules when NC
is NA-bound. The intramolecular N-terminal domain-CTD
attraction slows down the association of the HTLV-1 NC with

NA, whereas the intermolecular interaction leads to multimer-
ization of HTLV-1 NC on the NA. The latter inhibits both
NA/NC aggregation and rapid protein dissociation from single-
stranded DNA. These features make HTLV-1 NC a poor NA
chaperone, despite its robust duplex destabilizing capability.

Nucleic acid (NA)5 chaperones are proteins that facilitate
NA remodeling and annealing (1). Retroviral nucleocapsid pro-
teins (NC) are essential NA chaperones (2–4) that facilitate
many steps in the retroviral life cycle, including dimerization of
theRNAgenome (5–10), reverse transcription (11–14), anneal-
ing of the tRNA primer to the primer-binding site (7, 15–22),
and integration of viral DNA into the host genome (23–27).
Previous work has shown that NCs from different retroviruses
display a wide range of NA chaperone activities (28). A model-
annealing reaction involving complementary trans-activation
response element (TAR) RNA and DNA hairpins derived from
theR region of theHIV-1 genomewas used to characterizeNCs
fromhuman immunodeficiency virus, type 1 (HIV-1), Rous sar-
coma virus, murine leukemia virus, and humanT-cell leukemia
virus, type 1 (HTLV-1) (28). Surprisingly, the annealing activity
of theseNCs varies by 5 orders ofmagnitude;HIV-1NCwas the
most efficient chaperone and HTLV-1 NC was the least effi-
cient. A singlemolecule (SM) Förster resonance energy transfer
(FRET) study confirmed the observation that HTLV-1 NC is a
very poor NA chaperone (29).
To determine the physical origin of these differences in ret-

roviral NC chaperone activity, we measured the NA aggrega-
tion and duplex destabilization activity for each protein (28).
Both of these capabilities, together with rapid protein/NA
interaction kinetics, are known to bemajor factors contributing
to chaperone activity (2, 4, 30, 31). Surprisingly, the duplex
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destabilizing ability of all four NC proteins studied was similar
(28). The ability of HTLV-1 NC to effectively destabilize DNA
duplexes was also observed in the SM-FRET study (29). Rous
sarcoma virus andmurine leukemia virusNCwere able to effec-
tively aggregate NA at concentrations comparable with that of
HIV-1 NC, whereas HTLV-1 NC was unable to do so, even at
high concentrations. Although this result could explain the
poor chaperone activity of the HTLV-1 NC, the aggregation
data were unable to explain the relatively poor annealing activ-
ity of murine leukemia virus NC compared with HIV or Rous
sarcoma virusNC. SM �-DNA stretching experiments revealed
an excellent correlation between the overall chaperone func-
tion of each NC and its NA dissociation kinetics (28, 30, 32).
The slow dissociation kinetics of HTLV-1NC relative to that of
other retroviral NCs was particularly striking, and the DNA
stretching behavior resembled that of a single-stranded (ss)
DNA-binding protein.
In this study, we set out to understand the mechanistic basis

for the slowNA dissociation kinetics and weak NA aggregation
activity ofHTLV-1NC,which are themain factors contributing
to its overall poor chaperone function. In addition tomeasuring
TAR RNA/DNA annealing kinetics in the presence of WT and
mutant HTLV-1 NC under varying conditions, we also used a
number of other biophysical approaches to characterize the
interaction of these proteins with NA. Specifically, we investi-
gated the NA aggregating ability of the proteins, as well as their
ability to destabilize NA duplexes. SM DNA stretching was
used to characterize their NA interaction kinetics (30, 32).
Taken together, the results of this investigation lead to a pro-
posedmodel in which electrostatic interaction between the an-
ionic C-terminal domain (CTD) and cationic N-terminal
domain (NTD) within a single HTLV-1 NC protein in solution,
or between DNA-bound neighbors, results in slow NA associ-
ation and dissociation, respectively, thereby negatively regulat-
ing the chaperone activity of this protein.

EXPERIMENTAL PROCEDURES

Protein and NA Preparation—The genes encoding HTLV-1
(33, 34) and -2 (GenBankTM accession number NC_001488) NC
were PCR-amplified from full-length HTLV-1 (pCS-HTLV-1)
and -2 proviral plasmids (generous gifts from David Derse,
NCI-Frederick, National Institutes of Health) and cloned into
pET32a, generating plasmids pDR2559 (for HTLV-1 NC) and
pDR2560 (for HTLV-2 NC). These plasmids allow expression
of NC as a thioredoxin fusion with a TEV protease cleavage site
(ENLYFQ) to liberate authentic HTLV-1 or -2 NC (28, 35, 36).
Mutant NC sequences were constructed using standard
mutagenesis/molecular biology techniques and cloned into
pET32a as for the WT HTLV-1 NC. WT and mutant HTLV-1
and -2 NC proteins were expressed, isolated, and purified
essentially as described previously (24, 28, 37). A plasmid
encoding a chimeric NCwas constructed that contained amino
acids 1–56 of HIV-1 NC (from pNL4-3, GenBankTM accession
number AF324493), and residues 57–85 from the CTD of
HTLV-1 NC (33, 34). This construct, also a gift from David
Derse (NCI-Frederick, National Institutes of Health), was PCR-

amplified and cloned into pGEX5X-1 (GE Healthcare), along
with the sequence encoding the TEV protease cleavage site fol-
lowed by a methionine (ENLYFQM) at the N terminus of the
chimeric NC (the Met residue was included to facilitate more
extensive cleavage of the TEV protease site (28, 35, 36)). The
resulting expression plasmid, pDB2703, was used for glutathi-
one S-transferase-NC fusion protein expression, which was
produced and affinity-purified according to themanufacturer’s
instructions. TEV cleavage of the purified fusion protein and
final purification by HPLC were performed as described above
for the HTLV-1 recombinant NC proteins. NCs were stored in
lyophilized formwith 1 eq of Zn2� per finger at�80 °C. Prior to
use, the proteins were resuspended in diethyl pyrocarbonate-
treated water or NC storage buffer (20 mM HEPES, 5 mM

�-mercaptoethanol, 0.1 mM tris(2-carboxyethyl) phosphine
hydrochloride (TCEP-HCl), pH 7.5). NC concentrations were
determined by measuring the absorbance at 280 nm (A280) and
using an extinction coefficient of 11,740 M�1 cm�1 forWT and
mutant HTLV-1 NC and 5,690 M�1 cm�1 for the chimeric NC.

The mini-TAR RNA and DNA constructs were obtained
from Dharmacon (Lafayette, CO) and Integrated DNA Tech-
nologies (Coralville, IA), respectively. The oligonucleotides
were purified on 16% denaturing polyacrylamide gels, dissolved
in diethyl pyrocarbonate-treated water, and stored at �20 °C.
Oligonucleotide concentrations were determined at A260 using
the following extinction coefficients: mini-TAR RNA, 2.82 �
105 M�1 cm�1; mini-TAR DNA, 3.06 � 105 M�1 cm�1.
Mini-TAR RNA was radiolabeled with [�-32P]ATP (Perkin-

Elmer Life Sciences) and T4 polynucleotide kinase (New Eng-
land Biolabs, Ipswich, MA) using standard protocols. The
radiolabeled TAR constructs were purified on 16% denaturing
polyacrylamide gels, dissolved in diethyl pyrocarbonate-treated
water, and stored at �20 °C.
Prior to use, mini-TAR oligonucleotides were refolded in 25

mM HEPES, pH 7.5, and 100 mM NaCl at a concentration that
was 100-fold greater than the final assay concentration. The
oligonucleotides were incubated at 80 °C for 2 min, cooled to
60 °C for 2 min, followed by addition of MgCl2 to a final con-
centration of 10 mM and placement on ice.
Annealing Assays—Single time point annealing assays were

performed to determine the amount of NC required to attain
saturating annealing levels. Solutions containing 15 nM re-
folded 32P-labeled mini-TAR RNA and 90 nM refolded mini-
TAR DNA in reaction buffer (20 mM HEPES, pH 7.5, 20 mM

NaCl, 5 mM dithiothreitol, and 0.2 mM MgCl2) were incubated
for 5 min at 37 °C. NC was then added to final concentrations
varying from 0.25 to 6 �M, and reactions were incubated for 30
min at 37 °C. For assays testing the effect of the HTLV-1 NC
CTD in trans, a peptide corresponding to residues 57–85 of
HTLV-1 NC and labeled with fluorescein isothiocyanate at its
N terminus (CTD-FL) was used. The peptide was purchased
from GenScript (Piscataway, NJ). CTD-FL (0–15 �M) was
added to 1 �M (3.3 nt:NC) HTLV-1 �C29 NC prior to addition
of NA, and reactions were incubated at 37 °C in reaction buffer
containing either 10 or 100mMNaCl. Reactionswere quenched
and analyzed as described previously (38).
Annealing assays to determine the kinetics of mini-TAR

RNAandDNAannealingwere performed in the presence of 5.0
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�M (0.66 nt:NC) WT or mutant HTLV-1 NC. Annealing reac-
tions for salt dependence experiments were carried out using 3
�M (1.1 nt:NC) NC in low salt (20 mM NaCl) and 6 �M (0.55
nt:NC) NC in high salt (100 mM NaCl) to account for poorer
binding. To determine the effect of zinc binding, annealing was
performed in the presence of 3 �M apo-WT HTLV-1 NC pre-
pared by pretreating with 1 mM EDTA for 30 min (30, 39, 40).
Experiments to compare annealing of HIV-1 NC, HTLV-1 NC,
and the HIV-1/HTLV-1 chimera were performed using 1.5 �M

(2.2 nt:NC) NC in low salt (20 mM NaCl). Separate mixtures
containing mini-TAR RNA (15 nM) and mini-TAR DNA (90
nM) in reaction buffer were prepared and preincubated at 37 °C.
DNA and RNA were mixed immediately prior to addition of
NC. Reactions were quenched at the specified time points and
analyzed as for the single time point assays.
Sedimentation/Aggregation Assays—Solutions containing

refolded 32P-labeled mini-TAR RNA (15 nM) and mini-TAR
DNA (45 nM) were incubated with varying concentrations of
WT and mutant HTLV-1 NC for 30 min at room temperature
in reaction buffer (20 mM HEPES, pH 7.5, 20 mM NaCl, 5 mM

dithiothreitol, and 0.2mMMgCl2). The reactionswere analyzed
as described previously (38).
FAAssays—Equilibriumbinding ofWTandmutantHTLV-1

NC to a 6-carboxyfluorescein (FAM)-labeled 20-nt ssDNA oligo-
nucleotide (5�-FAM-CTTCTTTGGGAGTGAATTAG-3�)
was examinedusing anHPLC-purifiedDNAoligomer (5�-FAM
DNA20) from TriLink Biotechnologies (San Diego). Binding to
the corresponding 20-nt DNA/RNA hybrid duplex was also
measured. The HPLC-purified RNA oligomer (5�-CUAAUU-
CACUCCCAAAGAAG-3�) was from Dharmacon. FA mea-
surements were performed on an Analyst AD or a Spectramax
M5 plate reader system (Molecular Devices, Sunnyvale, CA)
usingCorning 3676 low volume 384-well black nonbinding sur-
face polystyrene plates. Reaction mixtures contained 20 nM
5�-FAM DNA20 or the DNA/RNA duplex, varying concentra-
tions ofNC, and a buffer consisting of 20mMHEPES, pH 7.5, 50
mM NaCl, 5 mM �-mercaptoethanol, 1 �M ZnCl2, and 100 �M

TCEP (final concentrations). Reactions were incubated for 30
min at room temperature in the dark to allow samples to reach
equilibrium. Samples were excited at 485 nm, and the emission
intensities at 530 nm from the parallel and perpendicular planes
were measured. Equilibrium dissociation constants (Kd) were
obtained by fitting the binding curves as described previously
(28). To determine the free energy per base pair (41), Equation
1 was used,

�G � �RT�ln�Kd
ss/Kd

ds�/n (Eq. 1)

whereR is themolar gas constant;n is the binding site size in bp;
Kd
ss and Kd

ds are the protein dissociation constants from ssDNA
and dsDNA, respectively, and T is temperature in Kelvin. At
room temperature (23 °C), RT � 0.59 kcal/mol.
For FA measurements performed to characterize HTLV-1

NC �C29/CTD binding, the CTD-FL peptide described above
was used. The HTLV-1 NC �C29 variant was titrated into a
solution of CTD-FL and incubated for 30 min. The titrations
were performed in buffer (20 mMHEPES, pH 7.5, 5 mM �-mer-
captoethanol, 1 �M ZnCl2, and 100 �M TCEP) with variable

[NaCl] (1–100 mM). The binding curves were fit to determine
the dissociation constant for �C29/CTD-FL interaction as
described previously (28). Themeasured salt dependence of the
HTLV-1 NC NTD/CTD dissociation constant, Kd, NTD/CTD,
was used to estimate the salt-dependent free energy of this
interaction, �GNTD,CTD, using Equation 2,

�GNTD/CTD � �RT�ln� C0

Kd,NTD/CTD
� (Eq. 2)

where C0 is the effective concentration of NTD and CTD
domains in this intramolecular binding reaction. C0 is the
reciprocal volume of the HTLV-1 NC molecule, 400 M. This
value was estimated using the volume of a sphere of 2 nm in
diameter to approximate the average size of HTLV-1 NC,
which was assumed to be an 85-residue flexible polypeptide
chain.
Time-resolved FRET Assays—TAR DNA (64 nt) labeled with

AlexaFluor-488 at the 5�-end and 4-(4�-dimethylaminophenyl-
azo)benzoic acid at the 3�-end was obtained HPLC-purified
from TriLink Biotechnologies (San Diego) and refolded as
described (38). FoldedTARDNAat a final concentration of 100
nM was incubated with and without NC in a buffer containing
20mMHEPES, pH 7.5, 50mMNaCl, 10�MTCEP, 5mM �-mer-
captoethanol, and 1 �M zinc acetate for 30 min. Fluorescence
measurements were performed using the time-correlated sin-
gle photon counting technique (42) at room temperature on a
LifeSpec Red time-resolved spectrometer (Edinburgh Instru-
ments, Livingston UK) equipped with an EPL-475 picosecond
diode laser (wavelength � 475 nm, repetition rate of 200 ns).
Samples were excited using 475 nm vertically polarized pulses
from the laser, and emission at 520 nmwas detected at 90° with
respect to the excitation axis with a miniature-PMT detector
(Hamamatsu H7422) and a Glan Thompson polarizer set at the
magic angle. The emission decay was fit using a noniterative
nonlinear least squares fitting procedure by the reconvolution
fit analysis module of the T900 software (Edinburgh Instru-
ments), in which decay data were fit to a sum of exponential
decays convoluted with the instrumental response function.
Relative free energy �GT1 for the T1 state for each NC concen-
tration was determined using Equation 3,

�GT1 � RT�ln�% population of T1 state� (Eq. 3)

SM DNA Stretching—Dual beam optical tweezers were used
to stretch bacteriophage � DNA (Roche Applied Science),
which was labeled with biotin on both 5�-ends. A single DNA
molecule was caught between two streptavidin-coated polysty-
rene beads (Bangs Labs) with optical tweezers. All stretching
experiments were performed at a pulling rate of	100 nm/s in a
buffer consisting of 10 mM HEPES, pH 7.5, 50 mM Na�. Solu-
tions of saturating NC concentrations were exchanged with
buffer surrounding a single DNA molecule to investigate pro-
tein effects on DNA stretching curves. Experiments were per-
formed in the presence of 700 and 200 nM WT and �C29
HTLV-1 NC, respectively. To measure DNA reannealing rate,
we stretched �-DNA through the DNA force-induced melting
plateau and then relaxed to themid-point of the transition. At a
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fixed DNA extension, the stretching force was recorded as
function of time until equilibrium was achieved.

RESULTS

Fig. 1 compares the amino acid sequence ofHTLV-1NC (Fig.
1A) with that of HIV-1 NC (Fig. 1C, top). Both proteins possess
two zinc binding domains, which contain many basic residues
and two or three aromatic residues. A distinguishing feature is
the highly anionic CTD of HTLV-1 NC, which is absent in
mature HIV-1 NC.Whereas most retroviral NCs have an over-
all basic character (pI � 9–10), the overall pI of HTLV-1 NC is
about 7. Here, we investigate the hypothesis that this unusual
feature leads to poor chaperone function by comparing the
chaperone properties of the WT protein with that of a trun-
cated variant lacking 29 amino acids from its CTD (�C29, see

Fig. 1A). We also prepared three
additional HTLV-1 NC mutants
that lack (either through substitu-
tion with Ala or deletion) one or
more C-terminal acidic residues.
The negative charge of the anionic
CTD of thesemutants is diminished
to varying extents, and they are des-
ignated EED, in which three acidic
residues are neutralized by chang-
ing them to Ala, LLD, which lacks
residues 65–70 including one acidic
residue, and point mutant D69A.
These HTLV-1 NC mutants are
similar to the ones shown in a recent
study to have a significant effect on
apolipoprotein B editing catalytic
polypeptide 3G (APOBEC3G) pack-
aging into HTLV-1 virions (34).
Nucleic Acid Chaperone Activity

of HTLV-1 NC Is Negatively Modu-
lated by Its Anionic C-terminal
Domain—In this study, we used a
mini-TAR DNA/RNA model sys-
tem to characterize the overall
chaperone activity of WT and
mutantHTLV-1NC(Fig.2).Themini-
TAR RNA sequence is derived from
the TAR RNA hairpin present near
the 5�-end of the 96-nt R region
of theHIV-1 genome.TheHTLV-1R
region contains 228nt and folds into
a complex secondary structure (43–
45), whose 5� region is predicted to
contain several hairpins (e.g. nts
27–46 and 139–163) with similar
thermodynamic stability as the
mini-TAR RNA substrate used here
(�G � �9.70 kcal/mol) (46). We
compared the chaperone activities
of these proteins by measuring the
annealing time course in the pres-
ence of saturating amounts of NC.

As shown previously, in the absence of NC this reaction is
extremely slow and is characterized by a bimolecular rate con-
stant of 	100 M�1�s�1 in low salt (20 mM NaCl) (38). Addition
of HIV-1 NC increases this rate by 	103-fold. Presented in Fig.
3 is the mini-TAR annealing time course in 20 mM NaCl in the
presence of saturating amounts ofWTHTLV-1NC (5�M; 0.66
nt:NC ratio) and the following four mutants indicated in Fig.
1A:�C29, EED,D69A, and LLD. The ability of these proteins to
facilitate the annealing reaction varies greatly.WTHTLV-1NC
results in only a 2-fold increase above the background rate of
annealing, even at a concentration of 5 �M. The �C29 variant,
which lacks 8 out of a total of 11 negatively charged residues,
facilitates annealing 	100-fold over the background rate but is
still not quite as effective as HIV-1 NC (	4-fold lower) (38).
The next best chaperone is the EED variant, whose chaperone

FIGURE 1. Sequence and zinc finger structures of the WT and mutant NCs studied in this work, including
HTLV-1 (A), HTLV-2 (B), HIV-1 (C), and HIV-1/HTLV-1 chimeric NC (D). The arrows mark the C-terminal
deletion (�C29) or mutations or deletions of individual residues in the CTD. The corresponding names of all
mutants are indicated in parentheses. C also shows the p1 and p6 domains of the HIV-1 precursor protein
NCp15.
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activity is only 	3-fold reduced relative to �C29 NC. These
data suggest that the three neighboring acidic residues that
were neutralized in thismutant provide amajor contribution to
the inhibition of chaperone activity for HTLV-1NC. The chap-
erone activities of D69A and LLD are 	5-fold lower than the
EED variant and indistinguishable from one another within
our experimental error. This result is consistent with the fact
that relative to WT HTLV-1 NC, both of these variants lack
just a single negatively charged amino acid at position 69 (see
Fig. 1A).
Altering the Solution Ionic Strength Supports an Electrostatic

Mechanism of CTD Inhibition of HTLV-1 NC Chaperone
Function—Based on the results presented in Fig. 3, the anionic
residues of theCTDofHTLV-1NCare responsible for the poor
chaperone function of theWT protein.We hypothesize that an
electrostatic interaction between anionic CTD and cationic
NTD of HTLV NC (see Fig. 1A) may be responsible for this
effect. Because increasing salt is expected to weaken this elec-
trostatic interaction, the difference between WT and �C29
HTLV-1NC annealing activity is also expected to be reduced as

a function of increasing salt concen-
tration. To test this prediction, the
mini-TAR RNA/DNA annealing
activity was compared using satu-
rating amounts of WT and �C29
HTLV-1 NC in low (20 mM NaCl)
and high (100 mM NaCl) salt buffer.

To determine saturating condi-
tions for each protein at the differ-
ent solution ionic strengths tested,
we first performed steady-state
titration experiments, where the
percent ofmini-TARRNAannealed
to mini-TAR DNA was monitored
at 30 min after mixing as a function
of protein concentration. The an-
nealing in the presence of �C29 NC
is always higher than with the WT,
but, as expected, these two proteins
behave much more similarly at
higher salt concentrations (Fig. 4A).
In 100 mM NaCl, the effect of either
protein on annealing saturates at
	5 �M NC. Interestingly, for both
proteins in 20mMNaCl, the anneal-
ing first increases with [NC] up to
	1–2 �M but declines upon
increasing the protein concentra-
tion further (Fig. 4A). This phenom-
enon is likely due to significant NA
duplex destabilizing activity in the
presence of saturating amounts of
each protein and the reversible
nature of the annealing reaction. In
other words, the mini-TAR RNA/
DNA annealing equilibrium shifts
toward reactants, thereby leading to
less product formation at equilib-

rium, as observed previously for other retroviral NC proteins
(28). This effect is only apparent in lower salt conditions under
which the annealed duplex is much less stable than in higher
salt. Based on these fixed time point results, we performed
mini-TARRNA/DNA annealing kinetic studies in the presence
of 3 �M (1.1 nt:NC, low salt reactions) and 6 �M (0.55 nt:NC,
high salt reactions) protein. Both proteins are near saturation at
these concentrations, and the duplex destabilization observed
in low salt is minimal (see Fig. 4A).
Kinetics ofMini-TARRNA/DNAAnnealing in the Presence of

Saturating WT and �C29 HTLV-1 NC in Low and High Salt—
Presented in Fig. 4B are the mini-TAR annealing time courses
at low and high salt in the presence of either WT or �C29
HTLV-1 NC. The annealing time courses in 20 and 100 mM

NaCl in the absence of protein are also shown. In the latter case,
the extent of annealing after 30min is slightly higher at 100mM

comparedwith 20mMNaCl (see Fig. 4B). This result is in agree-
ment with the facilitating effect of mono- and divalent cations
on annealing (47). Interestingly, the annealing in the presence
of �C29 HTLV-1 NC is equally efficient either at low or high

FIGURE 2. A, schematic illustration of the annealing reaction between the TAR RNA and DNA hairpins or
mini-TAR RNA and DNA hairpins. B, typical native polyacrylamide gel quantifying the fraction of bound (B) and
free (F) RNA as a function of time indicated by each lane in minutes, in the presence of saturating HIV-1 NC.
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salt. In contrast, annealing in the presence of WT HTLV-1 NC
is very poor in low salt but is facilitated 2–3-fold in 100 mM

NaCl. In low salt, the annealing times with WT and �C29 are
	10-fold different, whereas in high salt they differ by less than
2-fold. This result supports our hypothesis that the electrostatic
attraction between the anionic CTD and cationic NTD of
HTLV-1 NC contributes to its poor chaperone function.
Assays presented in Fig. 4 were also performed with the

closely related HTLV-2 NC protein and a CTD truncation
mutant (Fig. 1B). The results for HTLV-1 and -2 are indistin-
guishable within experimental error (data not shown). This
result supports our hypothesis that it is the overall cationic/
anionic character of the proteins, rather than their exact amino
acid sequence (compare Fig. 1, A and B), that determines their
chaperone activity.
Elimination of Zinc Finger Structures Slightly Improves

Chaperone Function of HTLV-1NC—The zinc fingers of HIV-1
NC are known to be responsible for the ability of this protein to
destabilize NA secondary structures (18, 19, 31, 37, 48–54). To
test the potential role of the zinc finger structures in the chap-
erone function of HTLV-1 NC, the mini-TAR RNA/DNA
annealing reaction was performed in the presence of saturating
amounts ofWTHTLV-1NC (3�M; 1.1 nt:NC), which had been
preincubated for 30 min with 1 mM EDTA. Under these condi-
tions, the EDTA is expected to fully chelate the zinc (30, 39, 40),
thereby eliminating the zinc finger structures (55). The anneal-
ing rate was slightly increased (	2.2-fold) by EDTA treatment
(Fig. 4B). These results suggest that the zinc finger structures of
HTLV-1 NC contribute only slightly to the poor chaperone
function of this protein.
HTLV-1 NC CTD and NTD Domains Bind Each Other via

Direct Electrostatic Interaction—To establish whether a direct
electrostatic interaction occurs between the acidic CTD and

basic NTD of HTLV-1 NC, the binding between the two sepa-
rate domains was monitored by FA. The �C29 mutant was
titrated into CTD-FL. At low ionic strength (1 mM NaCl), a
binding interaction is clearly observed with an apparent
Kd, NTD/CTD of 206 
 40 nM (Fig. 5A). The Kd, NTD/CTD value
increases with increasing [NaCl], and at 100 mM NaCl, binding
can no longer be detected within the range of �C29 concentra-
tion studied (�3 �M) (Fig. 5A). A log-log plot of Kd, NTD/CTD
versus [NaCl] is shown in Fig. 5B. A linear fit of the data yields a
slope S � 1 
 0.3, suggesting that �C29/CTD-FL binding is
associatedwith a net release of	1Na�. This result implies that

FIGURE 3. Annealing time courses for mini-TAR RNA/DNA hairpins in the
absence of NC or in the presence of WT or mutant HTLV-1 NC as indicated
by each curve. The lines are two-exponential fits performed as described
previously (28).

FIGURE 4. A, percent of mini-TAR RNA (15 nM) annealed to mini-TAR DNA (90
nM) 30 min after mixing at 37 °C as a function of NC concentration. The filled
symbols correspond to WT HTLV-1 NC and open symbols to �C29 in low salt
(LS, 20 mM NaCl) or high salt (HS, 100 mM NaCl). B, time course of mini-TAR RNA
annealing to mini-TAR DNA in the absence of NC (�NC) or in the presence of
WT or mutant HTLV-1 NC. NC concentrations were 3 �M for low salt and 6 �M

for high salt conditions. The experiment with WT HTLV-1 NC treated with
EDTA as described in the text (WT � EDTA) was conducted under the low salt
conditions. For all curves, the lines are not fits but connect the data points.
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an effective negative charge of 	1 exists on the CTD site that
binds NTD (32), likely localized to a region created by several
closely spaced anionic residues, such as the EED (see Fig. 1A).
Although the binding data shown in Fig. 5 were obtained with
separate NTD and CTD constructs in trans (i.e. an intermolec-
ular interaction), these domains are present in cis in the full-
length HTLV-1 NC. The effective concentration (C0) of NTD
and CTD domains within a single molecule can be estimated as
the reciprocal volume of a single HTLV-1 NC molecule as
described under “Experimental Procedures” (C0 � 400 M). The
free energy of the �C29/CTD-FL interaction at a given salt
concentration was then estimated using Equation 2. �GNTD/CTD
changes with increasing salt concentration, from �12.6
kcal/mol at 1 mM NaCl to �8.5 kcal/mol at 100 mM NaCl, i.e.
the CTD/NTD interaction weakens significantly. Although the
absolute value of the actual NTD/CTD intramolecular interac-
tion is most likely smaller due to steric constraints, the salt

dependence of this interaction is expected to be close to these
calculated trends.
Anionic CTDDomain Inhibits ChaperoneActivity of HTLV-1

NTD inTrans andHIV-1NC inCis—Single time point gel-shift
assays were used to characterize mini-TAR RNA/DNA anneal-
ing by�C29HTLV-1NC in the presence of increasing concen-
trations of CTD-FL. As expected, the presence of CTD-FL had
no effect on �C29 HTLV-1 NC-facilitated annealing under
high salt (100mM) conditions (Fig. 6A), where binding between
NTD and CTD domains was not detected by FA (see Fig. 5A).
However, in low salt (10 mM), titration with the CTD-FL
reduced annealing by �C29 HTLV-1 NC to 85% of the level
achieved in the absence of CTD.
To further examine the inhibitory capability of the HTLV-1

NC CTD, a chimeric NC was constructed wherein the CTD of

FIGURE 5. A, FA of labeled CTD-FL (19 nM) monitored as a function of �C29
concentration. [NaCl] was varied as indicated on each curve. The lines are fits
of the data to a 1:1 binding isotherm. B, plot of the dissociation constant for
the NTD/CTD interaction versus [NaCl]. The Kd,NTD/CTD was obtained by fitting
the data in A as described under “Experimental Procedures.” The line is the
power law fit of Kd,NTD/CTD versus [NaCl] with a log-log slope S � 1 
 0.3.

FIGURE 6. A, relative percent mini-TAR RNA/DNA annealed at 30 min using 1
�M �C29 HTLV-1 NC in the presence of increasing amounts of CTD-FL in 10 or
100 mM NaCl. B, time course annealing of mini-TAR RNA/DNA in the presence
of 1.5 �M HIV-1, HTLV-1, or HIV-1/HTLV-1 chimeric NC.
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HTLV-1NCwas appended to the C terminus ofWTHIV-1NC
(Fig. 1D). The annealing activity of the chimera was compared
with that of WT HIV-1 and WT HTLV-1 NC. The chimeric
NC showed chaperone activity that was greater than that of
HTLV-1 NC but was impaired relative to HIV-1 NC (Fig. 6B).
Curve fitting to a single exponential function yielded annealing
rate constants of 1.74 and 0.20 min�1 for WT HIV-1 NC and
chimeric HIV-1/HTLV-1 NC, respectively. Thus, addition of
the acidicCTDofHTLV-1NC toHIV-1NC in cis resulted in an
	9-fold decrease in chaperone activity.
NA Aggregating Ability of WT andMutant HTLV-1 NC Cor-

relates with the Charge of the CTD—A sedimentation assay was
used to evaluate the NA aggregating ability of WT and mutant
HTLV-1 NC constructs. A plot of the percent mini-TAR RNA
aggregated under conditions similar to those used in annealing
experiments is shown in Fig. 7 as a function of protein concen-
tration. The NA aggregating ability of these proteins follows a
similar trend as their NA chaperone activity (compare Figs. 3
and 7) and is correlated with the anionic character of their
CTDs. Indeed, whereas the �C29 variant is a very effective
aggregating agent, WT, LLD, and D69A HTLV-1 NC fail to
aggregate RNA even at saturating concentrations of 5 �M. The
EED mutant, with three negative charges removed, displays an
intermediate level of aggregating ability.
Nucleic Acid Binding and Duplex Destabilizing Activities of

HTLV-1 NCAre OnlyWeakly Affected by CTDMutations—FA
was used to determine the apparent dissociation constants (Kd)
forWT andmutant HTLV-1NC binding to a 20-nt ssDNA and
a 20-bp DNA/RNA duplex. These data are summarized in
Table 1, along with previous data obtained for other retroviral
NCs (28). Notably, HTLV-1 NC binds ssDNA 3-fold more
weakly than HIV-1 NC, and the affinity for the DNA/RNA
duplex is 	8-fold lower. The measured Kd values are in good
agreement with the results of a recent fluorescence quenching

binding study, which reported the following values for WT
HTLV-1 NC: Kd

ss � 500 
 300 nM (binding to poly(dT)) and
Kd
ds � 3000 
 2000 nM (binding to ds calf thymus DNA) (56).

The latter studies were conducted in much lower salt (1 mM

sodium phosphate buffer instead of 50 mM NaCl used here),
and the agreement in Kd values is consistent with the weak salt
dependence of HTLV-1 NC binding to NA (56).
Removal of the CTD or mutation of the acidic residues has

only a very minor effect on ssDNA binding, whereas binding to
a DNA/RNA hybrid duplex is reduced 	2–3-fold (Table 1).
Thus, the preference for ss over ds NA binding is increased
upon CTD deletion or mutation.
WT and Mutant HTLV-1 NC Are Good NA Duplex De-

stabilizers—The relative ss and ds binding affinities reported in
Table 1 suggest that the �C29 variant should display even bet-
ter NA destabilization activity thanWT HTLV-1 NC. The val-
ues of Kd

ss and Kd
ss together with the binding site size of a single

NC protein can be used to estimate the protein-induced free
energy of destabilization per bp, �G, using Equation 1 (see
“Experimental Procedures”). Values for �G are summarized in
Table 1 and suggest that HTLV-1 NCs are equally effective or
better duplex destabilizers than the other retroviral NC pro-
teins tested.
To confirm the predictions based on the DNA binding stud-

ies, we directly tested the duplex destabilizing ability ofWTand
mutant HTLV-1 NC using a time-resolved FRET-based
approach (42). TAR DNA hairpins were labeled with a fluoro-
phore and quencher pair (Fig. 8A), and fluorescence lifetimes
were measured in the absence of NC and as a function of NC
protein concentration. Under all conditions, the fluorescence
decay is best described by a triple exponential, indicating at
least three conformational states designated as T1 (open), T2
(semi-open), and T3 (closed hairpin) (Fig. 8B). A plot of the
relative free energy of the open (T1) state as a function of NC
protein concentration is shown in Fig. 8C. Increasing NC con-
centration leads to lower (i.e. more favorable) free energy,
reflecting the duplex destabilizing ability of these proteins.
Interestingly, the robust destabilization of TAR DNA observed
upon HIV-1 NC titration saturates at 	1 �M NC. In contrast,
titration with WT HTLV-1 NC does not saturate even at the
highest protein concentration tested (3.2 �M), consistent with

FIGURE 7. Percent of mini-TAR RNA aggregated from a solution of 15 nM
32P-labeled mini-TAR RNA and 45 nM mini-TAR DNA at 37 °C as a function
of WT and mutant HTLV-1 NC concentration.

TABLE 1
Duplex destabilization free energies and apparent equilibrium
dissociation constants for binding of WT and mutant HTLV-1 NC and
other retroviral NCs to ss and ds NA
Kd
ss and Kd

ds values are dissociation constants measured using FA for binding to an
ssDNA 20-mer and a 20-bp RNA/DNAhybrid duplex, respectively. The free energy
of protein-induced destabilization per base pair (�G) was estimated frommeasured
Kd
ss and Kd

ds values using Equation 1 and assuming that each protein binds to 4 bp
(n � 4). RSV is Rous sarcoma virus, and MLV is murine leukemia virus.

NC Kd
ss Kd

ds �G

nM nM kcal/mol/bp
HTLV-1 WT 431 
 87 1840 
 400 �(0.2 
 0.05)
HTLV-1 �C29 276 
 16 4366 
 777 �(0.4 
 0.1)
HTLV-1 EED 380 
 15 4213 
 1353 �(0.3 
 0.1)
HTLV-1 LLD 252 
 19 6059 
 1453 �(0.5 
 0.05)
HTLV-1 D69A 291 
 30 4596 
 1863 �(0.4 
 0.05)
HIV-1a 123 
 9 233 
 11 �(0.1 
 0.02)
RSVa 200 
 49 660 
 47 �(0.2 
 0.05)
MLVa 334 
 34 1092 
 28 �(0.2 
 0.05)

a Values were taken from Ref. 28.
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the lowerNAbinding affinity of this protein (seeTable 1).How-
ever, at high HTLV-1 NC concentrations (3.2 �M), more effec-
tive opening of the TAR DNA hairpin is achieved than in the
presence of saturating amounts of HIV-1 NC, in agreement
with the conclusion that HTLV-1 NC possesses stronger
duplex destabilizing activity (see Table 1) (29). Interestingly,
the HTLV-1 NC CTD mutants seem to destabilize TAR DNA
even more effectively than the WT protein. This conclusion is
consistent with the data in Table 1 and appears to be due to
their greater preference for ssDNA over dsDNA.
SM DNA Stretching Studies Reveal Slow Kinetics of WT

HTLV-1 NC/ssDNA Dissociation—The differences in nucleic
acid binding properties and destabilization activity of WT and
mutant HTLV-1 NC are consistent with the improved chaper-

one function observed for the
mutant proteins. However, rapid
nucleic acid binding kinetics is
another important component of
chaperone function that has previ-
ously been used to explain differ-
ences in overall chaperone function
of retroviral NCs (28). Protein-nu-
cleic acid binding kinetics can be
measured using SMDNAstretching
by optical tweezers (30, 57–60).
Here, this technique was used to
probe theNA interaction kinetics of
WT and mutant HTLV-1 NCs.
Fig. 9A shows a stretching and

relaxation cycle for bacteriophage
�-DNA in the absence of protein
(black) and in the presence of a
saturating concentration of WT
HTLV-1 NC (red). In the absence of
protein, at extensions much less
than the B-form contour length of
dsDNA (0.34 nm/bp), very little
force is required to stretch the
DNA. As the contour length is
approached, the force increases dra-
matically, reflecting the elasticity of
the double helix. The plateau
observed as DNA is stretched from
0.34 to 0.6 nm/bp at a constant force
of about 60 piconewtons represents
a change from dsDNA to ssDNA
or a force-induced melting transi-
tion (49, 61–63). In the absence of
protein, the transition is highly
cooperative, and as the DNA is
relaxed back to lower extensions,
the force-extension curve is almost
completely reversible, showing little
hysteresis. In contrast, in the pres-
ence of WT HTLV-1 NC (Fig. 9A),
the DNA relaxation force is signifi-
cantly lower than forces observed
during extension, resulting in large

hysteresis. In other words, upon relaxation, the two strands do
not re-anneal but rather relax as ssDNAbound byHTLV-1NC,
indicating that the protein does not dissociate from ssDNA on
the time scale of the relaxation cycle, which is a few minutes.
The stretching part of the DNA cycle is nonequilibrium and
therefore depends on the rate of DNApulling, with slower rates
corresponding to lower forces, as was observed previously for
the T4 and T7 single-stranded DNA-binding proteins (59,
64–66). The relaxation curves obtained withWTHTLV-1 NC
are in sharp contrast to those obtained with HIV-1 NC, which
display pulling rate independence and very little hysteresis due
to rapid protein/NA dissociation and association (28, 49, 51).
To test the hypothesis that the large hysteresis (because of

slow HTLV-1 NC dissociation from ssDNA) was caused by the

FIGURE 8. A, sequence and secondary structure of the fluorescently labeled TAR DNA hairpin. B, schematic
illustration of the three conformational states of the TAR DNA hairpin monitored by time-resolved FRET. C, rel-
ative free energy of the T1 state of the TAR DNA hairpin calculated according to Equation 3, as a function of
HIV-1 NC (thick line) and WT or mutant HTLV-1 NC concentration.
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anionic CTD, we also performed DNA stretching in the pres-
ence of the �C29 variant. Fig. 9B shows a representative DNA
stretching and relaxation cycle in the presence of saturating
�C29. At low force, jumps were observed on the stretching
curve, during which the force increases at extensions below the
B-form contour length of 0.34 nm but then drops suddenly.
These jumps represent self-aggregation of the single DNAmol-
ecule induced by the protein. This result is consistent with the
observation that in contrast toWTHTLV-1NC, the CTDdele-
tion mutant does aggregate NA (see Fig. 7). This type of aggre-
gation has been observed in the presence of several NA chap-
erone proteins, including HIV-1 NC (30, 38, 47, 67, 68), the
retrotransposon chaperone LINE-1 ORF1p (69, 70), and other
retroviral NCs (28). In the presence of �C29, the ssDNA
stretching curve above the strand separation transition (i.e.
above 60 piconewtons) shifted to shorter contour lengths,
which indicates that protein-bound ssDNA is shorter than
ssDNA in the absence of protein. The hysteresis observed upon
relaxation in the presence of the �C29 variant is much smaller
than that observed in the presence of WT HTLV-1 NC. This
indicates that the protein was able to dissociate from the
ssDNA, and the DNA was able to almost completely re-anneal
on the time scale of the relaxation cycle.
As discussed above, the different levels of hysteresis observed

uponDNArelaxation after force-inducedmelting reflect differ-
ences in the DNA re-annealing time. This difference in DNA
re-annealing time, in turn, reflects the difference in the protein

dissociation time from ssDNA. To more directly monitor the
DNA re-annealing time in the presence of WT and �C29
HTLV-1 NC, the DNA was stretched in the presence of each
protein completely through the melting plateau until reaching
the ssDNA stretching region, located at about 0.6 nm/bp. Dur-
ing the process of stretching, DNA base pairs are opened, and
ssDNA is exposed for protein binding (71). Next, the DNA was
relaxed to a position halfway through the transition at an exten-
sion of 0.46 nm/bp. At this point, the DNA extension was held
constant, and the force was measured as a function of time. As
shown in Fig. 10, the force increased exponentially with time
until saturation, reflecting the dissociation of the protein from
ssDNAand the subsequent re-annealing of the twoprotein-free
complementary DNA strands. A single exponential fit of the
force relaxation curves yields the DNA re-annealing time con-
stant, T1, which differs by a factor of 	10 between the two
proteins (44.8
 6.6 s forWT and 5.3
 2 s for�C29). As will be
discussed in detail elsewhere, the relaxation time, T1, depends
on the stretchedDNA length and is related to the off time of the
protein, �off (the inverse of the off rate), as follows: T1	 �offC/
Kd,6 where �off is the protein dissociation time constant at con-
centration C. The equilibrium dissociation constants for these
two proteins differed by about a factor of 2 (see Table 1), andwe
used about three times more WT protein. Therefore, �C29
HTLV-1 NC dissociates about 10 times faster than WT
HTLV-1 NC. These results are consistent with the hypothesis
that the electrostatic interaction of the anionicCTDofHTLV-1
NC with the cationic NTD of a neighboring protein bound to
ssDNA is responsible for the slow dissociation of WT HTLV-1
NC.

6 I. Rouzina and M. Williams, unpublished results.

FIGURE 9. A, DNA stretching (solid line) and relaxation (dotted line) in the
absence (black) and presence (red) of WT HTLV-1 NC (700 nM). B, DNA stretch-
ing (solid line) and relaxation (dotted line) in the absence (black) and presence
(red) of �C29 HTLV-1 NC (200 nM).

FIGURE 10. Time-dependent relaxation data showing protein dissocia-
tion and subsequent DNA re-annealing for WT (700 nM, blue line) and
�C29 HTLV-1 NC (200 nM, red line). The black solid and dotted lines show
single exponential fits of the �C29 and WT data, respectively. The inset shows
the data points and fit obtained for �C29 on a shorter time scale.
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DISCUSSION

HTLV-1 NC displays extremely poor overall chaperone
activity in vitro, despite the fact that it is an effective duplex
destabilizer (see also Table 1 and Fig. 8) (28, 29). The highly
basic nature of most retroviral NCs is a major factor that con-
tributes to their highNA binding affinity. By contrast, the over-
all pI of HTLV-1 NC is 	7 due to a negatively charged CTD
extension. In accord with its less basic character, the NA bind-
ing affinity of HTLV-1 NC is lower than that of other retroviral
NC proteins studied to date (Table 1). Interestingly, although
deletion of the CTD or mutations that remove acidic residues
within this domain improve overall chaperone function, these
same changes were found to have very little effect on NA bind-
ing affinity (Table 1). Binding to ssDNA is only slightly
increased, whereas dsDNA binding affinity is moderately
decreased. The net result is that these variants are even better
NA-destabilizing agents than WT HTLV-1 NC.
Intramolecular electrostatic interactions between the an-

ionic CTD and cationic NTD of HTLV-1 NC control the bind-
ing of this protein to NA by reducing its on rate, as presented
schematically in Fig. 11. A previous tryptophan fluorescence
quenching study also suggested an intramolecular interaction
between the zinc finger domains of HTLV-1 NC and its CTD
(56). This interaction is eliminated in the presence of high salt
and is absent in an HTLV-1 NC (11–51) construct, which lacks
the CTD and 10 residues at the N terminus. These data are in
good agreement with our direct measurement of the intermo-
lecular �C29/CTD interaction by FA, which was also shown to
be highly sensitive to salt (Fig. 5). We estimated that in the
presence of physiological salt concentrations, the NTD/CTD
interaction free energy is still significant (between 2 and 8 kcal/
mol at 100 mM NaCl), and we hypothesize that this interaction
contributes to the poor chaperone properties of HTLV-1 NC.
Consistent with this hypothesis, addition of the CTD to the
NTD domain in trans reduces the chaperone function of the

latter at 10mMNaCl (Fig. 6A), and anHIV-1NC/HTLV-1CTD
chimera shows significant reductions in chaperone activity rel-
ative to WT HIV-1 NC (Fig. 6B). Interestingly, the annealing
rate with chimeric NC is not reduced to the level of WT
HTLV-1 NC, indicating that other structural features of
HTLV-1NCmay also contribute to its poor chaperone activity.
Upon binding to NA, intermolecular electrostatic interac-

tions between NA-bound protein neighbors may lead to the
apparent salt-dependent binding cooperativity previously
observed by Morcock et al. (56). The head-to-tail arrangement
shown in Fig. 11 is the simplestmodel consistent with the avail-
able data, but other arrangements can also be envisioned. In
contrast, N- and C-terminally truncated HTLV-1 NC (11–51)
was shown to bind NA with negligible cooperativity (56). Mul-
timerization on NA inhibits the aggregation ability of HTLV-1
NCWT (Fig. 7) and reduces its NAdissociation kinetics (Figs. 9
and 10), leading to poor overall chaperone function (Figs. 3 and
4) (28). CTD deletion makes NA dissociation (koff) 	10-fold
faster (Figs. 9 and 10) but does not significantly affect itsKd

ss (see
Table 1). Taken together, these results imply that the NA asso-
ciation (kon) ofHTLV-1NCalso becomes faster upon reduction
(or screening) of the negative charges of the CTD. This sup-
ports the notion that the intramolecular electrostatic interac-
tion between the anionic CTD and cationic NTD slows down
the NA association rate of this protein. Upon CTD removal (or
charge screening by higher salt), both protein association and
dissociation from NA are similarly facilitated, such that the Kd

ss

value of the protein remains essentially unaffected.
How doesHTLV-1 function with such a weakNA chaperone

protein? Regulation of chaperone activity for this NC may be
controlled by interaction with other proteins such as reverse
transcriptase in vivo. In addition, it is possible that other viral
proteins such as matrix perform at least a subset of functions in
HTLV-1 and other deltaretroviruses that are typically carried out
byNC, such asNA binding and viral RNA selection. For example,
matrix has been shown to play a role in viral RNA packaging in
another deltaretrovirus, bovine leukemia virus (72).
Interestingly, mature HIV-1 NCp7 is derived from a precur-

sor protein known as NCp15, which has a basic domain known
as p1 followed by an acidic extension (p6) at its C terminus (see
Fig. 1C). In addition, the high content of proline residues in all
CTDs is also conserved (compare Fig. 1, A, B and C). Similar to
WT HTLV-1 NC, HIV-1 NCp15 dissociates slowly from
ssDNA (68) and polymerizes on ssDNA without facilitating
aggregation (73, 74). Furthermore, failure to cleave p6 from
NCp15 results in greatly reduced viral infectivity, likely because
of defects in the integration step of the life cycle (75). In contrast
to HIV-1 NCp7, which facilitates reverse transcription, NCp15
expressed by a mutant HIV-1 was shown to inhibit DNA
polymerization by reverse transcriptase (75). Just as truncation
of the CTD of HTLV NC greatly improves its NA aggregating
and chaperone properties (Figs. 3, 7, 9, and 10), the natural
proteolysis of HIV-1 NC fromNCp15 to NCp9 and then NCp7
leads to progressive improvement of the NA aggregating (73,
74) and chaperone properties (68)7 of this protein.Whereas the

7 C. Jones, R. Gorelick, I. Rouzina, and K. Musier-Forsyth, unpublished data.

FIGURE 11. Schematic model of HTLV-1 NC binding to NA based on the
data presented in this study. In the unbound state, the anionic CTD inter-
acts with the cationic NTD thereby precluding the latter from effective bind-
ing to NA. The requirement for intramolecular NTD/CTD dissociation makes
the rate of HTLV-1 NC/NA association slow. In the bound state, the NTD asso-
ciates with NA, whereas CTD associates with a neighboring NTD, leading to
HTLV-1 NC binding cooperativity and slow NA dissociation (see Fig. 9).
Assuming that the NTD/CTD interactions are of similar strength in both states,
both on and off rates of the protein are decreased by a similar factor upon CTD
deletion. This results in similar Kd

ss values for WT and �C29 HTLV NC proteins
(see Table 1). High salt concentration is expected to screen the electrostatic
NTD/CTD interactions, resulting in more similar chaperone behavior of the
WT and �C29 proteins, as observed in mini-TAR annealing experiments (see
Fig. 4).
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acidic CTD is part of the mature form of HTLV-1 NC, HIV-1
NCp15 is an intermediate and is not present in significant
amounts in themature virus (76).Work to elucidate the biolog-
ical significance of this difference inNCprocessing in these two
human retroviruses is currently underway.
A question remains as to whyHTLV-1maintains a CTD that

is unfavorable to effective chaperone function. Retroviral NCs
perform a variety of essential functions throughout the viral life
cycle, and there are many differences between HIV-1 and
HTLV-1 that may explain why the CTD is retained in one case
but not in the other (77–81). In addition, the viruses appear to
have evolved different mechanisms to resist cellular restriction
factors such as human APOBEC3G. Extensive research in the
last several years (for reviews see Refs. 82–84) has shown that
the cellular cytidine deaminases of the APOBEC family are co-
packaged into retroviruses via an RNA-mediated interaction
with viral Gag proteins. In the case of HIV-1, the viral Vif pro-
tein binds APOBEC3G specifically, and targets it for degrada-
tion. In contrast, HTLV-1 does not appear to express an acces-
sory protein that interferes with APOBEC3G activity (34).
Although APOBEC3G can be found in HTLV-1 particles (85,
86), it has been proposed that the virus reduces the amount of
APOBEC3G packaged into virions via a mechanism that is
mediated by the CTD of NC (34). Interestingly, the mutants
studied here that improve chaperone activity and NA dissocia-
tion kinetics of HTLV-1 NC also allowed for higher levels of
APOBEC3G packaging and increased viral restriction (34). A
possible model to explain NC CTD-dependent APOBEC3G
exclusion involves the cooperative polymerization of HTLV-1
NC on ssRNA, effectively preventing APOBEC3G binding. It is
possible that the slow kinetics of the WT HTLV-1 NC/RNA
interaction predicted by the results presented here interfere
with efficient APOBEC3Gbinding to this RNA, thereby leading
to its exclusion fromvirions. Further studies to test this hypoth-
esis are underway.
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