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ABSTRACT APOBEC3 proteins APOBEC3F (A3F), APOBEC3G (A3G), and APOBEC3H
(A3H) are host restriction factors that inhibit HIV-1 through DNA cytidine deaminase-
dependent and -independent mechanisms and have either one (A3H) or two (A3F and
A3G) zinc-binding domains. A3H antiviral activity encompasses multiple molecular func-
tions, all of which depend on recognition of RNA or DNA. A3H crystal structures re-
vealed an unusual interaction with RNA wherein an RNA duplex mediates dimerization
of two A3H proteins. In this study, we sought to determine the importance of RNA-
binding amino acids in the antiviral and biochemical properties of A3H. We show that
the wild-type A3H-RNA interaction is essential for A3H antiviral activity and for two
deaminase-independent processes: encapsidation into viral particles and inhibition of re-
verse transcription. Furthermore, an extensive mutagenesis campaign revealed distinct
roles for two groups of amino acids at the RNA binding interface. C-terminal helix resi-
dues exclusively bind RNA, and loop 1 residues play a dual role in recognition of DNA
substrates and in RNA binding. Weakening the interface between A3H and RNA allows
DNA substrates to bind with greater affinity and enhances deamination rates, suggest-
ing that RNA binding must be disrupted to accommodate DNA. Intriguingly, we demon-
strate that A3H can deaminate overhanging DNA strands of RNA/DNA heteroduplexes,
which are early intermediates during reverse transcription and may represent natural
A3H substrates. Overall, we present a mechanistic model of A3H restriction and a step-
by-step elucidation of the roles of RNA-binding residues in A3H activity, particle incorpo-
ration, inhibition of reverse transcriptase inhibition, and DNA cytidine deamination.

IMPORTANCE APOBEC3 proteins are host factors that protect the integrity of the
host genome by inhibiting retroelements as well as retroviruses, such as HIV-1. To
do this, the APOBEC3H protein has evolved unique interactions with structured
RNAs. Here, we studied the importance of these interactions in driving antiviral ac-
tivity of APOBEC3H. Our results provide a clear picture of how RNA binding drives
the ability of APOBEC3H to infiltrate new viruses and prevent synthesis of viral DNA.
We also explore how RNA binding by APOBEC3H influences recognition and deami-
nation of viral DNA and describe two possible routes by which APOBEC3H might hy-
permutate the HIV-1 genome. These results highlight how one protein can sense
many nucleic acid species for a variety of antiviral activities.

KEYWORDS APOBEC3H, RNA binding, deamination, heteroduplex, human
immunodeficiency virus

APOBEC3 (A3) proteins are a family of restriction factors that protect vertebrates
from retroviruses and retroelements (1). In primates, APOBEC3F (A3F), APOBEC3G

(A3G), and APOBEC3H (A3H) potently restrict lentiviruses such as HIV-1 through a series
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of nucleic acid binding events (1, 2). First, RNA binding facilitates A3 encapsidation into
new virions, which is a requirement for initiation of A3 restriction activities (3–7). Much
of the antiviral potency of A3 proteins arises from their cytidine deaminase enzymatic
function, which causes extensive hypermutation of the minus strand (�) DNA (single-
stranded DNA [ssDNA]) product of HIV-1 reverse transcriptase (RT), leading to G-to-A
transitions in the plus strand (�) DNA (1, 2, 8–10). While deaminase function is a critical
aspect of A3 antiviral activity, catalytically inactive variants of A3F, A3G, and A3H retain
partial antiviral activity, potentially through interactions with RNA or RT (11–17). Hence,
two distinct mechanisms of restriction are described for antiviral APOBEC3 proteins, a
deaminase-dependent mechanism and a deaminase-independent mechanism.

Deaminase-dependent restriction activity in HIV-1-infected cells has been charac-
terized for A3F, A3G, and A3H (10, 18–20) in which a conserved zinc-binding domain
deaminates a cytosine base (substrate) to uracil (product) in single-stranded DNA. A3
proteins have various dinucleotide requirements (21) for deamination, i.e., 5=-CC for
A3G (20) and 5=-TC for A3F (21) and A3H (22) (the target C is bold and underlined);
however, the determinants of dinucleotide specificity remain elusive. Aside from this
distinction, DNA substrate preferences for each antiviral A3 have not been character-
ized extensively. Furthermore, because each antiviral A3 protein binds both RNA and
DNA, RNA is thought to inhibit DNA binding and deaminase activity (23, 24), even
though biochemical characterization of the interplay between RNA and DNA binding in
the context of deaminase activity has not been thoroughly explored.

RNA binding plays many roles in A3 restriction. In addition to mediating virion
incorporation of A3 proteins, interactions with RNA are important for deaminase-
independent restriction (16, 25). Thus far, mechanisms of reverse transcription inhibi-
tion have been explored most thoroughly for A3G (12, 13, 16, 17, 25–29). Several groups
have suggested that A3G inhibits reverse transcription through interactions with RT (13,
17, 26), while others suggested that A3G-RNA interactions drive inhibition of reverse
transcription (25). These mechanisms have not been distinguished biochemically. In
contrast to A3G, little is known about deaminase-independent mechanisms of restric-
tion of A3H, although the ability of A3H to recognize structured RNAs has led to many
hypotheses for an RNA-driven mechanism for A3H inhibition of reverse transcription
(11, 30, 31).

The highly multifunctional nature of A3 proteins requires a variety of crucial nucleic
acid interactions, which are poorly understood on a molecular level. Nucleic acid-
binding functions are modular in A3 restriction factors that possess two Zn-binding
domains (A3F and A3G), i.e., an N-terminal domain binds RNA, and a C-terminal domain
catalyzes cytidine deamination (32–34). For the didomain antiviral A3 proteins (A3F and
A3G), RNA binding and DNA binding (deaminase) functions are thought to be struc-
turally independent, and although structures of individual domains have been re-
ported, there are none of a full-length didomain alone or in complex with any nucleic
acid. In contrast, A3H is functionally and evolutionarily distinct from A3F and A3G. As
the only single-domain anti-HIV A3 protein, it must bind both RNA and ssDNA using
one Zn-binding domain (35–37). The mechanism by which this domain either recog-
nizes RNA and DNA simultaneously or toggles between RNA- and DNA-bound states
remains a mystery.

Thus far, the structural repertoire of A3 proteins in complex with nucleic acids is
limited. Recently reported structures of A3H-RNA complexes, the first of any A3 protein
bound to RNA, revealed that A3H selectively binds to RNA duplexes (24, 30, 38). This
unexpected binding mode lends itself to several A3H antiviral activities, including
recognition of viral RNAs for incorporation into virions and inhibition of reverse
transcription (24, 30, 38). In crystal structures of A3 catalytic domains in complex with
DNA substrates, only 2 or 3 DNA nucleotides are visible, limiting the interpretation of
these structures (39–41). In all cases, however, the nucleotide upstream of the target C,
the �1 nucleotide, of the 5=-XC dinucleotide motif binds near loop 7. In the A3H-RNA
complex, this loop binds an unpaired RNA base (30).

Here, we present a compilation of antiviral and biochemical assays using the active
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human A3H haplotype II (huA3H II) as well as a pigtailed macaque (pgt) A3H variant
(pgtA3H�) to support a model in which a highly basic region of A3H, consisting of loop
1 and the C-terminal helix, promiscuously binds a variety of nucleic acid species,
thereby driving both deaminase-dependent and deaminase-independent antiviral ac-
tivities. Promiscuity in nucleic acid recognition may confer an evolutionary advantage
for A3H in optimizing its ability to recognize packaged RNAs, structured regions of the
viral genome, and a wide variety of substrates, potentially including heteroduplexes.
This property of A3H is functionally and biochemically distinct from A3F and A3G,
consistent with nonredundant functions for these related antiviral factors (36, 37).

RESULTS
A3H relies on RNA binding for antiviral activity. Using structure-guided mu-

tagenesis of A3H, we focused on amino acids that contact RNA (24, 30, 38). Sites for
mutagenesis were selected based on the number of direct interactions of each amino
acid with the RNA backbone or bases and were grouped based on their location in A3H.
The first group is located on A3H extended loop 1 (R17, R18, Y23, and R26) (Fig. 1a,
shown in pink). Loop 1 of A3H is longer than loop 1 of all other A3 proteins and harbors
a greater number of positively charged residues (30). The second group is located on
the A3H C-terminal helix (R175 and R176) (Fig. 1a, shown in blue), which is a highly
basic surface that provides a favorable platform for binding phosphates in the RNA
backbone. The distribution of positive charge on the surface of A3H is distinct from that
on the surfaces of other antiviral A3 family members such as A3F and A3G (32). The
effects of single and double amino acid substitutions on antiviral activity against
HIV-1ΔVif (10) were initially tested in the context of the pig-tailed macaque (pgt) A3H�,
the variant with the highest levels of activity against HIV-1 (Fig. 1).

Given the number of positively charged residues on the basic surface of A3H, it was
surprising that certain substitutions of single amino acids abolished pgtA3H� restric-
tion activity in cells (R26E, R176E), as did nearly all double substitutions (R17E/R18E,
Y23A/R26A, Y23A/R26E, R175A/R176A, and R175E/R176E) (Fig. 1b). Charge reversal
substitutions at R17/R18 and R26 in loop 1 each resulted in near complete loss of
antiviral activity. Less drastic alanine substitutions at these positions had either weaker
effects (R26A) or no effect (R17A/R18A). Substitution of alanine for Y23, which stabilizes
the 5= end of the RNA (30), had no effect on antiviral activity. Y23A in combination with
either R26A or R26E, marginally enhanced the effects of either of the R26 single
substitutions (Fig. 1b). Two residues on the C-terminal helix, R175 and R176, each
provide several contacts to the RNA backbone. R175A, R175E, and R176A were active;
however, a single charge reversal at R176 (R176E) eliminated restriction activity. Double
substitutions at these positions (R175A/R176A and R175E/R175E) resulted in complete
loss of activity (Fig. 1b). In contrast, substitution of alanine for the catalytic residue E56
abolishes deaminase activity but only partially diminished antiviral activity (Fig. 1b),
consistent with an earlier finding that A3H restriction is not solely dependent on
deaminase activity (11).

Interestingly, the substitutions with the greatest effects on antiviral activity also
resulted in different degrees of reduction in protein levels, most evident with R17E/
R18E and R175E/R176E (Fig. 1d). However, the decrease in the levels of mutagenized
pgtA3H� in infected cells relative to wild-type levels did not account for the full extent
of loss of antiviral activity. We also introduced selected substitutions in the huA3H
haplotype II. huA3H II is less potent than pgtA3H� in restricting HIV-1ΔVif (30), but as
with pgtA3H�, substitutions targeting key residues R26 and R175/R176 completely
abolished antiviral activity, whereas the E56A substitution resulted in only partial loss
of virus inhibition (Fig. 1c). The double substitutions at the C-terminal helix also
reduced protein levels of both pgtA3H� and huA3H II in infected cells (Fig. 1d and e).
Together, these data suggest that, in addition to restriction activity, A3H binding to
RNA affects protein stability in the cell, and that RNA may serve as an A3H chaperone,
consistent with the build-up of similar RNA-binding mutants of chimpanzee A3H in cells
upon treatment with MG132, a proteasome inhibitor (38).
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FIG 1 Cellular restriction activities of A3H are mediated by RNA binding. (a) An RNA duplex bound to one A3H monomer (27) is shown; the second A3H
monomer in the complex is omitted for visibility. Structure-guided mutagenesis of two basic patches on A3H that provide a platform for duplex RNA
recognition, loop 1 in pink and the C-terminal helix in blue, is depiected. All data related to these mutants are color coded as such. (b) Antiviral activity of
mutagenized pgtA3H� at sites of RNA binding compared to wild-type pgtA3H�. HIV-1ΔVif stocks were generated in 293T cells in the presence of increasing
amounts of transiently transfected HA-tagged pgtA3H� (0 [control], 80, 200, 500 ng expression plasmid for the wild type [wt] or 500 ng for each pgtA3H�
RNA-binding mutant) and titrated on indicator cell lines expressing nanoluciferase under the control of the HIV-1 promoter. Luciferase activity was measured
and expressed as relative light units (RLU). Values are means plus standard deviations (error bars) from two independent experiments. (c) Antiviral activity of

(Continued on next page)
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RNA binding is critical for virion incorporation of A3H. Loss of RNA binding
would impair the ability of A3H to recognize viral RNA, thereby preventing A3H
incorporation into nascent viral particles, which in turn would result in lower levels of
antiviral activity. Here, transient expression of A3H in 293T cells resulted in significant
accumulation of the protein in the culture supernatant even in the absence of infection.
Therefore, to determine the effects of RNA binding on A3H incorporation into HIV-1
particles, we generated cell lines stably expressing each A3H mutant, infected them
with HIV-1ΔVif (30), and measured the virion incorporation of each mutant. This
approach eliminated A3H from supernatant samples in the absence of virus, detected
with an antibody against the HIV-1 capsid protein (CA) (Fig. 1f and g).

Overall, the levels of antiviral activity of the RNA-binding A3H mutants for both
pigtailed macaque and human proteins correlated with the levels of A3H incorporation
into virion particles, in agreement with previous studies (6, 30). Specifically, pgtA3H�

mutants that exhibited complete loss of antiviral activity (Y23A/R26E, R26E, R17E/R18E,
R176E, R175A/R176A, and R175E/R176E) were not incorporated into virions (Fig. 1f). Of
note, trace amounts of the huA3H R26A mutant could be detected in virions in some
experiments (Fig. 1g and data not shown). In contrast, the catalytically inactive E56A
was efficiently incorporated into virions (Fig. 1f and g), confirming that virion incorpo-
ration requires RNA binding and is not dependent on cytidine deaminase activity.

A3H inhibits strong-stop DNA synthesis during reverse transcription. Previous
cross-linking immunoprecipitation sequencing (CLIP-seq) experiments demonstrated
that A3H, but not A3F or A3G, preferentially binds elements in the structured 5= leader
of the viral genome (6, 30). Specific localization to the 5= leader also suggests a
mechanism for the observed deaminase-independent restriction through inhibition of
reverse transcription (11). Accordingly, the catalytically inactive E56A A3H mutants
maintained good levels of antiviral activity (Fig. 1b and c), in agreement with previous
studies (11), and were efficiently packaged into virions (Fig. 1f and g).

In light of these observations, we hypothesized that duplex RNA binding may drive
inhibition of reverse transcription. Thus, we developed a modified quantitative PCR-
based RT assay (42) to directly measure the impact of A3H on the formation of the 100-
to 150-nucleotide (nt) early RT product known as “strong stop” DNA [(�) ssDNA] using
purified, in vitro-synthesized HIV-1 NL4.3 5=-leader RNA as the template and an 18-nt
tRNA mimic as the primer for reverse transcription. The RNA template and primer were
hybridized and preincubated with recombinant A3H at various molar ratios prior to the
addition of RT (viral lysate). To avoid background from viral genomes, lysates were
made using a virus construct lacking the 5= leader. The presence of huA3H II in this
reaction mixture resulted in a dose-dependent reduction in RNA converted to (�)
ssDNA of up to 3 log units (Fig. 2a). The same trend occurred for the catalytically
inactive huA3H E56A, demonstrating that RT inhibition is independent of deaminase
activity (Fig. 2a). In contrast, even at great molar excess, the antiviral RNA-binding
protein ZAP (zinc finger antiviral protein) did not inhibit (�) ssDNA formation (Fig. 2a).

Together, these results support a mechanism for deaminase-independent A3H
inhibition of (�) ssDNA formation. We hypothesized that this inhibition was driven by
the A3H propensity to bind to duplex RNA. To address this, we tested the RT inhibitory
activity of mutagenized huA3H and pgtA3H� at RNA-interacting residues. Because the
largest inhibition of reverse transcription, within the detection limit of the assay,
occurred at a 50:1 molar ratio of A3H to RNA, we used this ratio to assess whether
disruption of RNA binding alleviated RT inhibition. The addition of purified, recombi-

FIG 1 Legend (Continued)
huA3H II mutants tested as in panel b. (d) Levels of all HA-tagged pgtA3H� mutants in panel b were analyzed by immunoblotting in comparison to HIV-1 Gag
and its proteolytic products (anti-HA [red] and anti-HIV-1 CA [green]). (e) Levels of HA-tagged huA3H II mutants in panel c tested as in panel d. (f) Virion
incorporation of pgtA3H�. 293T cells stably expressing wild-type HA-tagged A3H and mutants were infected with HIV-1ΔVif. Infected cells and sucrose-purified
virion particles were analyzed by immunoblotting as in panel d. The specificity of virion incorporation was verified using supernatants from uninfected cells
expressing selected A3H variants. Infected cells lacking A3H expression plasmid are the control. (g) Virion incorporation of huA3H tested as in panel f. Levels
of A3H incorporation are shown under the gels, expressed as the ratio of signals (in arbitrary units) of A3H bands to the viral capsid (CA) bands.
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nant, mutagenized A3H resulted in significantly lower levels (1 to 2 log units) of RT
inhibition (Fig. 2b). Consistent effects were observed in huA3H and pgtA3H� but were
substantially greater in huA3H.

RT inhibition was not completely eliminated for any of the tested A3H mutants. We
attribute this effect to a reduced, but not abolished, RNA affinity. All of the huA3H and
pgtA3H� RNA-binding mutants used in the RT assays purified as RNA-bound dimers
with absorbance ratios (260 nm/280 nm) of 1.4 to 1.5 (compared to 0.5 to 0.6 for protein
only), indicating that a single amino acid substitution does not abolish RNA binding
(Fig. 3a and b). A3H mutants with multiple charge reversal substitutions at the RNA
binding surface resulted in unstable proteins that could not be purified, suggesting that
RNA is a stabilizing chaperone for A3H. The stable mutants with single substitutions of
RNA-binding amino acids were more sensitive to dissociation by high salt (2 M NaCl),
as detected by analytical gel filtration (Fig. 3a and b), and all single and double
substitutions (R17A/R18A and R175A/R176A) exhibited substantially decreased thermo-
stability relative to the wild type (Fig. 3c and d), illustrating the importance of RNA to
A3H stability.

A3H RNA-binding residues play a role in ssDNA substrate recognition. While
virion incorporation and inhibition of reverse transcription are likely driven by A3H
recognition of RNA-RNA duplexes, A3H also binds single-stranded DNA, the substrate
for cytidine deamination. Early results with partially purified A3H suggested that RNA

FIG 2 A3H inhibits the formation of strong-stop DNA during early stages of reverse transcription. (a) Dose
effect of wild-type huA3H and E56A on production of (�) ssDNA in a viral lysate reconstitution of reverse
transcription. A3H was preincubated with the 5=-leader RNA prior to initiation of a 10-min reverse
transcription reaction. The amount of RNA (in nanograms) converted to (�) ssDNA was calculated from
a standard curve of known RNA concentrations. ZAP is an RNA-binding, antiviral protein that was used
as a negative control. (b) A panel of RNA-binding mutants of huA3H and pgtA3H� was tested in the
RT-qPCR assay to determine the contribution of single amino acids to A3H inhibition of RT. Means and
standard errors (error bars) are reported for three independent experiments. Slashed bars represent
those with no A3H added, while solid bars represent the effects of 50:1 A3H-RNA.
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binding is inhibitory to deaminase activity (11). However, highly purified A3H was
bound to copurifying RNA and retained potent cytidine deaminase activity even
though the bound RNA is near the Zn active site (Fig. 4a) (30). How the single domain
of A3H senses and recognizes multiple nucleic acid species is unknown.

To address this question, we used the huA3H and pgtA3H� RNA-binding mutants
that were tested for antiviral activity (Fig. 1). Purified, recombinant A3H proteins and a
40-nucleotide single-stranded DNA substrate were used in assays of cytidine deaminase
activity and DNA binding. Our data show that the two groups of RNA-binding amino
acids that were defined by their location in A3H (Fig. 1a) also have distinct biochemical
functions. First, loop 1 residues involved in RNA binding (R17, R18, Y23, and R26) (Fig.
4a, amino acids in pink) are also important for effective DNA binding and catalysis. The
double R17A/R18A mutant had increased deaminase activity and DNA binding relative
to wild-type A3H, while the double R17E/R18E mutant behaved similarly to wild type
(Fig. 4b). A or E substitutions at R26 slightly reduced DNA affinity compared to
wild-type A3H; however, R26A and R26E had markedly reduced deaminase activity,
suggesting a role for R26 in catalysis (Fig. 4b to e). In contrast, the C-terminal helix
exclusively supports RNA binding (Fig. 4a, amino acids in blue). Single A or E substi-
tutions at R175 or R176 increased deaminase activity and DNA affinity relative to
wild-type A3H, and the effect was only slightly enhanced in the double R175A/R176A
mutant (Fig. 4b to e). Reduced A3H affinity for RNA with the C-terminal helix substi-

FIG 3 RNA-binding mutants of A3H are destabilized. (a and b) Analytical gel filtration analysis of pgtA3H�. pgtA3H� (a)
and pgtA3H� R175E (b) were subjected to low salt (300 mM NaCl [solid traces]) or high salt (2 M NaCl [dashed traces])
before and during analytical gel filtration. Absorbance ratios (260 nm/280 nm) were measured for each fraction (blue for
low salt and green for high salt). Wild-type pgtA3H� was purely dimeric (D) under low-salt conditions and partially
dissociated into RNA-associated monomeric (M) units (A260/A280 ratio of �1) under high-salt conditions. In contrast, under
low-salt conditions, the R175E mutant was predominantly dimeric with a shoulder corresponding to a lower-molecular-
weight species. Under high-salt conditions, the R175E mutant completely dissociated from RNA, resulting in a protein-
only peak (A260/A280 ratio of � 1) and a distinct RNA peak (A260/A280 ratio of 1.5 to 2), which was not present for the
wild-type protein under high-salt conditions. mAU, milli absorbance units. (c and d) Thermostability of A3H analyzed by
differential scanning fluorimetry. Melting temperatures (Tm) were determined for each wild-type or mutant huA3H (c) and
pgtA3H� (d). Means and standard errors for six wells are reported.
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tutions (Fig. 3) was correlated with increased DNA affinity and catalysis, suggesting that
A3H either partially or fully releases RNA during DNA substrate recognition. Although
the effects were greater for pgtA3H�, they were consistent between huA3H and
pgtA3H�, implying a conserved mechanism of weakened RNA binding in the presence
of a single-stranded DNA substrate.

Determinants of substrate selection by A3H. To probe A3H recognition of DNA in
the presence of copurifying, bound RNA, we examined A3H preferences for deamina-
tion and binding using ssDNA substrates of different lengths (40, 16, and 10 nt), each
containing a single 5=-TC dinucleotide (Fig. 5a and b). Both huA3H and pgtA3H�

exhibited potent cytidine deaminase activity against the 40-nt substrate, as described

FIG 4 RNA-binding residues play distinct roles in substrate recognition and deamination of single-stranded DNA.
(a) A3H structure near two groups of amino acids at the protein-RNA interface (loop 1 side chains in pink,
C-terminal helix side chains in blue). (b and d) Deaminase activity of pgtA3H� (100 nM) and huA3H (50 nM) mutants
with a 40-nt ssDNA (1 �M). Products were detected by denaturing gel electrophoresis. Data are shown as log2 fold
changes compared to the wild type. Note the axis gap in panel b, highlighting the significant reduction in
deaminase activity for the double Y23A/R26E mutant. (c and e) Affinities (Kd [in nanomolar]) of pgtA3H� (c) and
huA3H (e) variants for a 40-nt ssDNA substrate (10 nM) determined by fluorescence polarization. Means � standard
errors from three experiments are shown. Mutagenesis data in panels b to e are colored according to the amino
acid coloring in panel a, with data for the wild type in green.
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previously (30), while initial deaminase rates for the 16-nt and 10-nt substrates were
8-fold and 16-fold lower, respectively. A similar length dependence of deamination rate
was observed for the hyperactive deaminase pgtA3H� R17A/R18A (Fig. 5a and b),
suggesting that, although pgtA3H� R17A/R18A had higher overall deaminase activity,
it retained a preference for longer substrates. To determine whether the DNA length
dependence was due to substrate affinity, competition binding experiments were
performed with the catalytically inactive variant, pgtA3H� E56A. First, we determined
the apparent binding affinity (Kd) of 20 nM for pgtA3H� E56A and the fluorescently
tagged 40-nt ssDNA 5=-TC-containing substrate using fluorescence polarization. For
competition binding, a fixed concentration of 80 nM A3H (90 to 100% of the 40-nt
substrate was bound) was preincubated with 10 nM labeled 40-nt ssDNA to ensure
complete binding of the labeled DNA. Unlabeled competitor DNA oligomers of differ-
ent lengths, all with a single 5=-TC dinucleotide recognition motif located in the center
of the sequence (10, 16, 25, 30, 40, 50, and 60 nt) were titrated into the labeled
DNA-A3H complex and inhibitory constants (Ki) were determined (Fig. 5c). The ability to
displace the labeled DNA (Ki) was strongly correlated with the length of the competing
oligomer. The 60-, 50-, 40-, and 30-nt oligomers fully displaced the fluorescently labeled
40-nt ssDNA (Fig. 5c), with length-dependent behavior saturating at 50 nt (Fig. 5d).
Interestingly, A3H displayed a preference for longer ssDNA substrates despite these
substrates containing a single TC dinucleotide motif flanked by the same nucleotides
as in shorter substrates. This suggests that A3H favors recognition of dinucleotide
motifs that are flanked by longer sequences or simply greater DNA mass.

We sought a structural explanation for these results by comparing structures of
A3-DNA substrate complexes and our A3H-RNA complex (30). In complexes of A3A (39,
41), A3B (41, 43), and A3G (40) with DNA substrates, the A3 enzymes form specific
interactions with only the dinucleotide recognition motif, i.e., the target C and the �1
nucleotide. Although longer oligomers were used in all cases, only two or three
nucleotides are resolved in published A3-DNA structures. Interestingly, in the A3

FIG 5 A3H prefers longer single-stranded DNA substrates. (a) Time course of huA3H (50 nM), pgtA3H� (100 nM), and pgtA3H� R17A R18A (50 nM) cytidine
deamination of single-stranded DNAs (1 �M) of different lengths (10, 16, and 40 nt) in an assay coupled with 40 nM uracil DNA glycosylase. Products were
detected by denaturing gel electrophoresis. (b) Comparison of initial deamination rates for data in panel a. (c) Fluorescence polarization-based competition
binding assay for pgtA3H� E56A and DNA. Unlabeled DNA oligomers of different lengths were titrated into a mixture of 10 nM fluorescently labeled 40-nt DNA
oligomer and 80 nM pgtA3H� E56A (Kd � 16 nM). (d) Correlation of apparent Ki with competing DNA oligomer (oligo) length. Means � standard errors from
three experiments are reported.
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substrate complexes, the binding site for the DNA �1 nucleotide of the dinucleotide
motif is equivalent to an aromatic cage occupied by an unpaired RNA base in the
A3H-RNA complex (Fig. 6a and b). Thus, effective DNA substrate binding seems to
require the displacement of the RNA base from loop 7. This could be facilitated by
general disruption of RNA binding, which may be a simpler task for longer DNA
substrates, as the primary RNA interaction is at the C-terminal helix, remote from loop
7, thus explaining the binding and catalytic preference for longer DNAs.

While A3G has a unique CC dinucleotide signature, the identical TC signatures of
A3F and A3H render their effects indistinguishable in hypermutation profiles of the
HIV-1 genome in infected cells. Understanding additional requirements for substrate
recognition by these proteins may help to parse hypermutation effects of A3F versus
those of A3H. Indeed, we found that not only DNA length but also sequence affected
A3H binding to ssDNA. Specifically, the affinity of huA3H and pgtA3H� for a 40-nt
dC-containing substrate was 10-fold greater than for a 40-nt dU-containing product of
otherwise identical sequence (Fig. 7a). Furthermore, the sequence context of the TC
dinucleotide, namely, the nucleotides at the �2 and �1 positions, had only modest
effects on deaminase activity. The initial deamination rates (linear phase of the reaction
time course) did not change significantly when the �2 or �1 nucleotides were varied
among A, C, T, and G (Fig. 7b). However, the endpoint total turnover values revealed a
twofold preference for pyrimidines (Fig. 7c, solid blue bars) over purines (Fig. 7c, solid
yellow bars) at the �2 position and a slight preference at the �1 position for G/C over
A/T (Fig. 7c, stippled bars).

Taken together, the DNA affinity and sequence selectivity results demonstrate that
A3H deamination favors longer ssDNAs and is selective for a 5=-TC dinucleotide-
containing substrate compared to an analogous dU-containing product mimic. Subtle
sequence preferences at the surrounding �2 or �1 positions are not critical in
substrate selection. Several mechanistic possibilities are consistent with the data. The
A3H-bound RNA duplex may be removed or remodeled in order for an ssDNA of
preferred length and sequence to bind. Alternatively, A3H may also recognize and
engage A-form RNA/DNA heteroduplexes that are generated during reverse transcrip-

FIG 6 Structural comparison of RNA-bound A3H with DNA-bound A3A. (a) Surface views of RNA-bound pgtA3H (PDB
accession no. 5W3V [27]) (A3H [green]; RNA [magenta]) and DNA-bound A3A (PDB accession no. 5KEG [34]) (A3A [yellow];
DNA [blue]) shown in the same orientation. The Zn active site and loop 7 are shown in stick form and labeled. Black outlines
highlight the binding pockets for dC and �1 dT (RNA nt 2). The �1 dT in A3A-DNA and nt 2 in A3H-RNA occupy equivalent
clefts, cradled by loop 7. (b) Superposition of A3A-DNA and A3H-RNA structures, showing both nucleic acids and the
surface of A3H.
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tion. Heteroduplex binding may position the A3H active site near newly synthesized
minus-strand DNA following degradation of the RNA template strand by the RNase H
domain of RT. These possibilities are not mutually exclusive, and A3H may act on both
ssDNA and RNA/DNA heteroduplexes with ssDNA overhangs.

A3H recognizes and can catalyze deamination on select heteroduplex sub-
strates. RNA/DNA heteroduplexes with ssDNA overhangs are formed by the combined
polymerase and RNase H activities of RT during the minus-strand phase of reverse
transcription (44). To test whether such heteroduplexes can serve as A3H substrates, we
developed a heteroduplex library (Fig. 8a and b; also see Table 1). Either a 40- or
42-nucleotide fluorescently labeled ssDNA oligomer served as the template for hybrid-
ization of RNA oligonucleotides, labeled 1 to 5 for the 40-nt oligomers and 7 and 8 for
the 42-nt oligomers (Fig. 8a). As a control, a complementary 40-nt DNA oligomer,
labeled 6, was used (Fig. 8a). Hybrid formation was confirmed by native gel electro-
phoresis (Fig. 8b), and A3H affinities were determined by fluorescence polarization (Fig.
8c). Both human and pigtail macaque A3H proteins bound all heteroduplexes with Kd

values comparable to the Kd of the 40-nt ssDNA oligomer, whereas double-stranded
DNA (dsDNA) was bound very weakly (Fig. 8c). These fluorescence polarization results
were recapitulated in the electrophoretic mobility shift data (Fig. 8d). The preference for
DNA/RNA heteroduplex over dsDNA is consistent with the clear preference of A3H for
A-form duplex, as in the A3H-RNA complex structure (30). In general, RNA/RNA and
RNA/DNA duplexes favor the A-form, whereas DNA/DNA duplexes favor the B-form. In

FIG 7 Sequence preferences for A3H substrate selection. (a) A3H affinities (Kd [in nanomolar]) for a 40-nt
dC-substrate ssDNA and a 40-nt dU-product. huA3H II (left) and pgtA3H� (right) were titrated into 10 nM DNA
oligomer, and binding was detected by fluorescence polarization. (b and c) Sequence preference for deamination
of single-stranded DNA substrates. 16-nt ssDNA oligomers with different �2 and �1 nucleotides (1 �M) were
incubated with 100 nM huA3H and 40 nM uracil DNA glycosylase (UDG). Products were detected by denaturing gel
electrophoresis over a 20-min time course. (b and c) Initial rates in the linear range of the reaction time course (0
to 5 min) are shown in panel b, and product formed (in micromolar) at the final 20-min time point is shown in panel
c. Means plus standard errors from three experiments are reported.
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FIG 8 A3H binding to RNA/DNA heteroduplexes. (a) Cartoon representation of RNA/DNA hybrids tested for cytidine deaminase activity and
binding by fluorescence polarization and electrophoretic mobility shift assays (DNA [black] and RNA [orange]). (b) Confirmation of hybrid
formation by 15% TBE native gel electrophoresis. (c) A3H affinities (Kd [in nanomolar]) for all heteroduplexes. Binding was detected by
fluorescence polarization by titrating huA3H (light blue) or pgtA3H� (light green) into 10 nM nucleic acid. A3H bound to all heteroduplexes with
high affinity, but it bound to the dsDNA control with 10-fold-weaker affinity. (d) Heteroduplex binding visualized by electrophoretic mobility shift
assays. A fixed nucleic acid concentration of 10 nM was incubated with huA3H at various concentrations (0, 2.7, 8.2, 24.7, 74, 222, 667, and
2,000 nM). Additional experiments surveyed other nucleic acid species: DNA/DNA duplex, RNA/RNA duplex, and 40-nt ssRNA. Supershifted species
in panel d are indicated with black arrows.

Bohn et al. Journal of Virology

December 2019 Volume 93 Issue 24 e01275-19 jvi.asm.org 12

https://jvi.asm.org


the electrophoretic mobility shift experiments, we confirmed that A3H binds RNA/RNA
duplexes as well as single-stranded RNA (ssRNA), but not dsDNA (Fig. 8d).

The electrophoretic mobility shift assays also revealed the presence of multiple
oligomer states of A3H bound to nucleic acid duplexes and single strands (Fig. 8d). This
suggests that heteroduplex substrates can displace the copurifying RNA duplex from
A3H. Moreover, because the footprint of A3H on the A-form duplex is minimally 7 bp,
the 17- to 40-bp heteroduplex substrates in our panel are large enough to accommo-
date multiple A3H proteins, resulting in supershifted species in these assays (Fig. 8d).
Similar observations were first noted during purifications of A3H from Escherichia coli
and mammalian expression systems where, in the absence of RNase treatment, higher-
order oligomeric species were detected by gel filtration (23, 30, 38). The ability of A3H
to oligomerize when bound to both RNA/RNA and RNA/DNA duplexes may be a facet
of its antiviral activity (45, 46).

We next asked whether the heteroduplexes could serve as substrates for deamina-
tion (Fig. 9). The DNA strand of each hybrid contained the dinucleotide for cytidine

FIG 9 Heteroduplexes with accessible dinucleotides are substrates for A3H. (a) Comparison of heteroduplexes and 40-nt ssDNA as the substrates for A3H
deamination. Duplexes 1 to 6 in panel a (1 �M) were incubated with 50 nM huA3H or 100 nM pgtA3H� and 40 nM uracil DNA glycosylase (UDG). No activity
was detected for substrates shown in black. (b) Comparison of A3H activities on substrates with DNA strands with a length of 40 and 42 nt. Duplexes 7 and
8 in panel a (1 �M) were incubated with 100 nM huA3H or pgtA3H� and 40 nM UDG. Products were detected by denaturing gel electrophoresis. (c and d)
Comparison of initial rates for data in panels a and b. Means � standard errors (error bars) from three experiments are reported.
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deamination and thus, if the dinucleotide were exposed, we expected that A3H would
deaminate these substrates. The heteroduplexes may represent A3H substrates en-
countered during reverse transcription, as the RT RNase H activity is slower than the
polymerase activity, leaving behind short stretches of RNA/DNA hybrids during syn-
thesis of minus-strand DNA (47, 48). A3H catalyzed deamination of some but not all
heteroduplex substrates and did not deaminate the DNA/DNA duplex (Fig. 9a). Under
conditions where the A3H concentration was limiting, A3H deaminated ssDNA more
efficiently than heteroduplexes 2 and 5 but had no detectable activity with duplex
substrates in which the TC dinucleotide was base paired (duplexes with DNA oligomers
1, 3, and 6 in Fig. 8a). Both huA3H and pgtA3H� deaminated heteroduplex 2 with a
mismatch/bulge in which the �2, �1, and target C nucleotides were unpaired as well
as heteroduplex 5 where the hybridized 20-nt RNA was downstream of the target
dinucleotide but the 5= half of the DNA was single stranded, with unpaired �2, �1, and
target C nucleotides (Fig. 9a). Interestingly, heteroduplex 4, where the hybridized 17-nt
RNA is upstream of the target dinucleotide and sequesters the �2 nucleotide, was not
a substrate for A3H deamination (Fig. 9a). This led to the hypothesis that an unpaired
�2 nucleotide is important for substrate recognition and catalysis. Addressing this
hypothesis required a longer DNA for stable hybridization upstream of the target TC
site, so we generated a set of hybrids with a fluorophore-tagged 42-nt ssDNA (Fig. 8a
and b) (see the melting temperatures of hybrids in Table 1). These hybrids contained
annealed RNAs upstream of the dinucleotide motif, but the �2 nucleotide or both the
�2 and �3 nucleotides were unpaired. Surprisingly, removing the base pair for the �2
nucleotide enabled A3H to deaminate these hybrids, but removing the base pair for
both �2 and �3 nucleotides had no added effect (Fig. 9b). Initial deamination rates for
huA3H and pgtA3H� with ssDNA and heteroduplex substrates under multiple-turnover
kinetic conditions are summarized in Fig. 9c and d, respectively.

While A3H had lower activity on heteroduplexes than on the 40-nt or 42-nt ssDNA
substrates, we tested the heteroduplexes under multiple-turnover kinetic conditions,
i.e., the substrate was in large excess over the enzyme (Fig. 9). Under single-turnover
conditions where enzyme is not limiting, huA3H catalyzed deamination on the hetero-
duplex substrates at rates similar to the rate with the ssDNA substrate (Fig. 10). Thus,
if the local concentration of A3H is higher during reverse transcription, A3H would act
equally well on ssDNA and heteroduplex substrates. In the context of an infection, A3H
may recognize both single-stranded DNA and DNA/RNA heteroduplexes with single-
stranded overhangs containing the TC dinucleotide recognition motif and an unpaired
�2 nucleotide.

TABLE 1 Calculated melting temperatures (Tm) for duplex substrates

Fluorescent
oligonucleotide

Hybrid
ID Unlabeled oligonucleotide Tm (°C)

40-nt ssDNA (JBs01) 1 40-nt fully complementary RNA (JBs27) 47.4
2 40-nt RNA with 3-nt mismatch at –CTC

(JBs28)
43.2

3 40-nt RNA with off-site 3-nt mismatch
(JBs29)

45.1

4 17-nt RNA upstream of –TC (JBs30) 22.7
5 20-nt RNA downstream of –TC (JBs31) 25.1
6 40-nt fully complementary DNA

(JBs32)
66.6

42-nt ssDNA (JBs33) 7 18-nt RNA upstream of CTC (JBs34) 23.8
8 17-nt RNA upstream of ACTC (JBs35) 22.7

40-nt ssDNA (JBs01) 16-nt RNA upstream of CTCa 18.3
15-nt RNA upstream of ACTCa 16.0

aNot used due to predicted instability (low calculated Tm) of the hybrid.
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DISCUSSION
A3H interactions with nucleic acid are critical for antiviral activities. APOBEC3H

is unique among A3 proteins that exhibit HIV-1 antiviral activity (A3F, A3G, and A3H)
(49). A3H differs fundamentally from A3F and A3G in that it employs a single canonical
A3 zinc-binding domain to bind RNA and to catalyze cytidine deamination of single-
stranded DNA. In contrast, the didomain A3F and A3G proteins consist of an N-terminal
RNA-binding domain (NTD) and a C-terminal catalytic domain (CTD) (8). While A3H and
the RNA-binding A3F and A3G NTDs are highly basic, the A3F and A3G NTD sequences
are more closely related to each other (62% identity) than either is to A3H (�30%
identity), and sequence similarity is even lower between A3H and the A3F/A3G catalytic
CTDs (50, 51). Consistent with the low sequence identity, the charge distributions on
the surfaces of the A3H and A3G NTD structures are strikingly different (30, 52),
indicative of different sites for RNA binding. Furthermore, the binding profile of A3H on
the viral genome differs significantly from those of A3G and A3F (6, 30). Together, these
analyses suggest that A3H recognizes RNA in a manner that is distinct from that of A3F
and A3G. Prior results from structural biology and cell-based cross-linking immunopre-
cipitation sequencing (CLIP-seq) experiments together with the antiviral assays and
biochemical analyses presented here highlight these differences. For example, CLIP-seq
data on A3F, A3G, and A3H binding to RNAs in cells and virions were initially inter-
preted as promiscuous binding of A3 proteins to RNA without a particular sequence
recognition motif, likely targeting single-stranded regions of RNA (6, 7). The A3H-RNA
complex structure (30) revealed that the lack of sequence specificity can be attributed
to A3H recognition of the shape of a short A-form RNA duplex and not its sequence.
Reanalysis of the CLIP-seq data provided biological relevance for the structural obser-
vations, as in HIV-1 virions, A3H bound most frequently to the highly structured
5=-leader region, which is replete with base-paired stem structures. RNA structure plays
a central role in successful viral replication (53), a feature that A3H has evolved to
exploit in a number of effective ways: (i) for selective virion encapsidation, (ii) for
inhibition of early stages of reverse transcription, and (iii) for substrate recognition
(Fig. 11).

Following our determination of an A3H-RNA crystal structure (30), we sought to
understand how the observed protein-RNA interactions modulate A3H antiviral activity.
Using site-directed mutagenesis, we found that substitutions of RNA-binding amino
acids abolished the A3H restriction activity, severely impaired virion incorporation, and
destabilized the protein. Virion incorporation is essential for antiviral activity because

FIG 10 Single-turnover kinetic analysis of A3H with heteroduplex substrates. 40-nt ssDNA and select
heteroduplex substrates were tested for deaminase activity under single-turnover conditions (500 nM
huA3H II, 50 nM substrate). 40 nM UDG was included in the reaction mixtures, and products were
detected by denaturing gel electrophoresis. Data were fit to a single exponential to determine observed
rate constants (kobs), summarized in the table below the graph. Means � standard errors (error bars) from
three experiments are reported.
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genomic RNA binding is the first of a series of A3H-nucleic acid interactions in viral
restriction. Additionally, A3H binds preferentially to sites in the 5= leader of the HIV-1
genome in virions, specifically, at or near the primer binding site (PBS) of the 5= leader
(6). Thus, we hypothesized that this binding may interfere with reverse transcription
and reduce minus-strand strong-stop DNA formation by RT (44). Indeed using a
modified, in vitro reverse transcriptase quantitative PCR (RT-qPCR) assay, we show that
A3H significantly impairs the conversion of a 5=-leader RNA template to strong-stop
DNA independently of its deaminase activity (Fig. 2). Our results are consistent with
previously published data showing that both wild-type and catalytically inactive A3H
proteins inhibit strong-stop DNA synthesis in virus particles (11).

A3H can toggle between tight and loose RNA-bound states. We performed a
detailed mechanistic analysis of A3H substrate selection and offer new insights into its
substrate preferences. First, we showed that loop 1 residues, specifically R26, play a dual
role in RNA binding and substrate recognition. Proteins with substitutions at A3H R26
were not only defective in virion incorporation but also had reduced deaminase activity
compared to wild type. This suggests a role for R26 in positioning the DNA substrate

FIG 11 Mechanistic overview of the nucleic acid-dependent restriction activities of A3H. Restriction
activity of A3H is driven by nucleic acid binding. (a) A3H binds to structured regions of viral RNA for
incorporation into particles. (b) A3H inhibits reverse transcription, likely by binding to base-paired stems
near the primer binding site (PBS) in the 5= leader, sterically inhibiting RT binding and synthesis of
proviral DNA. (c) During successful reverse transcription, A3H senses ssDNA for cytidine deamination
either by binding directly to ssDNA or by recognizing RNA/DNA heteroduplexes and acting on proximal
ssDNA overhangs. Cytidine deamination of TC dinucleotides in the minus strand DNA results in A3-driven
hypermutation of the viral genome.
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in the A3H active site. In contrast, C-terminal helix residues seem to be involved in RNA
binding by providing a positively charged platform for the RNA backbone, but not for
DNA. Eliminating positively charged side chains on the C-terminal helix reduced RNA
affinity but resulted in higher-affinity DNA binding and more-efficient cytidine deami-
nation. This is consistent with a DNA-dependent toggle between A3H states with
tightly bound or loosely bound RNA. These results also raise the possibility that DNA
binding might liberate or destabilize one A3H from the RNA duplex-mediated dimer,
and while one A3H remains bound to RNA, the other deaminates the target DNA. We
also found that, when presented with substrates with a single TC flanked by identical
nucleotides, A3H prefers longer DNA substrates (Fig. 5c). While the basis for this
preference is unclear, it could be due to the ability of longer DNA substrates to disrupt
RNA binding more effectively than shorter DNA substrates do. Our data also show that
A3H lacks DNA sequence specificity beyond the well-established 5=-TC dinucleotide
motif for deamination (Fig. 7b) (22, 46, 54).

An attractive mechanism for substrate recognition involves interactions with the
RNA/DNA heteroduplex product of the initial steps of reverse transcription. Importantly,
the window of opportunity for cytoplasmic A3H to hypermutate the viral genome is
limited to the lifetime of the minus-strand DNA, which includes both single-stranded
regions and segments of heteroduplex (Fig. 11). We show that A3H binds duplex RNA,
single-stranded DNA, single-stranded RNA, and intriguingly, RNA/DNA heteroduplexes.
A3H also catalyzes cytidine deamination of heteroduplexes with ssDNA overhangs in
which the �2 nucleotide, �1 nucleotide, and the target C are unpaired, without regard
to the direction of the overhang (Fig. 9b). This is consistent with the crystal structure of
A3H in complex with A-form duplex RNA (24, 30, 38). Given the finding that nucleic acid
stabilizes A3H, a heteroduplex could both stabilize the protein and facilitate cytidine
deamination of overhanging deoxy TC dinucleotides by providing a high local concen-
tration of the enzyme relative to its substrate. Notably, we tested heteroduplex
substrates where the TC dinucleotide was located on the single-stranded overhang
directly adjacent to the heteroduplex, and thus, it is remarkable that activity was
observed considering the potential steric hurdles for the target C to access the active
site. We anticipate that A3H could more effectively catalyze deamination of substrates
where the TC dinucleotide is further from the hybrid region, allowing the DNA to access
the active site with more flexibility. The discovery that A3H can bind and deaminate
heteroduplexes expands our understanding of the substrate scope of A3H.

This study highlights the versatility of nucleic acid recognition by A3H and the
diversity of antiviral functions that are facilitated by these interactions. Future structural
and biochemical studies of A3H in complex with a variety of nucleic acid substrates as
well as of other full-length antiviral A3s will help to elucidate the assortment of
A3-nucleic acid interactions and the functional consequences of these interactions
during a viral infection.

MATERIALS AND METHODS
Plasmids and cells. Human A3H haplotype II (huA3H II) and pigtailed macaque A3H variant

(pgtA3H�) were expressed using a modified LHCX (Clontech) vector, that expresses hygromycin, such
that the A3H stop codon was removed and three copies of a hemagglutinin (HA) tag were fused to the
C terminus of the protein (A3H-3xHA), as previously described for huA3H (6). Mutations at specific
residues were introduced using overlapping PCR. The HIV-1NL4.3ΔVif plasmid is a full-length virus plasmid
lacking Vif and has been previously described (6). 293T cells were maintained in Dulbecco modified Eagle
medium (DMEM) supplemented with 10% fetal calf serum (FCS). Helios cells are a HeLa-based indicator
cell line expressing CD4, CCR5, and also a nanoluciferase reporter gene under the control of an HIV-2
long terminal repeat (LTR) (55). They were maintained in DMEM supplemented with 10% FCS and G418
(100 ng/ml), hygromycin (100 ng/ml), and puromycin (0.6 ng/ml).

Antiviral activity assay for A3H RNA-binding mutants. For transient-transfection experiments,
293T cells (2.3 � 105 cells/well in 24 wells) were transfected using PEI (polyethylenimine) (Polysciences,
Inc.) with 300 ng of NL4.3Δvif and 500 ng of each A3H expression plasmid or control empty LHCX vector.
For wild-type (wt) A3H, the amount of plasmid was varied between 500, 200, and 80 ng of A3H
expression plasmid with empty vector making up the total concentration to 500 ng. Forty-eight hours
after transfection, the supernatant was harvested and filtered through a 0.22-�m filter and titrated onto
Helios cells. At 72 h after inoculation of the Helios cells, infectivity was quantified by measuring
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nanoluciferase expression using the Nano-Glo luciferase assay (Promega) and is expressed as relative
light units (RLU).

Virion incorporation assay. Murine leukemia virus (MLV)-based retroviral stocks of selected A3H
mutants were generated by transfection of 293T cells (8 � 105 cells/well in six wells) using PEI, with
500 ng of each A3H-3xHA expression plasmid or the LHCX control plasmid together with 800 ng of an
MLV GagPol expression plasmid and 100 ng of a vesicular stomatitis virus glycoprotein (VSV.G) expres-
sion plasmid. These stocks were used to generate 293T cells stably expressing each wt A3H or mutant,
as previously described (6). Briefly, 293T cells were inoculated with each virus stock, and stable cells were
selected using hygromycin.

For the generation of HIV-1NL4.3ΔVif virus stocks, 293T cells (8.5 � 106 cells/plate [10-cm plates])
were transfected using PEI with 10 �g of HIV-1NL4.3ΔVif and 0.5 �g of VSV.G. Forty-eight hours
posttransfection, supernatant was harvested and filtered through a 0.22-�m filter, aliquoted, and frozen.
Titers were determined on TZM-bl indicator cell lines.

293T cells stably expressing A3H proteins (7 � 105 cells/well in six wells) were infected with
VSV.G-pseudotyped HIV-1NL4.3ΔVif at a multiplicity of infection (MOI) of �2. At 16 h postinfection,
supernatants were collected, clarified by centrifugation at 2,500 rpm, and filtered through a 0.22-�m
filter, and virions were purified via ultracentrifugation through a 25% sucrose cushion. Supernatants from
uninfected A3H-expressing cells were used as a control for the specificity of A3H incorporation into viral
particles. Purified virions and cell lysates were analyzed by immunoblotting using a rabbit anti-HA
(catalog no. 600-401-384; Rockland) and mouse anti-HIV-1 p24 capsid (catalog no. 183-H12-5C; NIH AIDS
Reagent Program) antibodies, followed by an anti-rabbit IgG conjugated to IRDye680 and an anti-mouse
IgG conjugated to IRDye800 (Li-Cor).

Mutagenesis. All A3H mutants listed in Table 2 were generated by site-directed mutagenesis PCR
and confirmed by Sanger sequencing. Primers used to generate these mutants are listed in Table 2 and
were designed with the QuikChange primer design tool website (Agilent).

Expression of A3H proteins. Recombinant huA3H II, pgtA3H�, and all related mutants were
produced in Escherichia coli using codon-optimized synthetic DNAs (30). Ligation-independent cloning
(LIC) was used with the expression vectors pMCSG7 (56) (N-terminal His6 tag and tobacco etch virus [TEV]
protease cleavage site), including all pgtA3H� and huA3H II mutants. All sequences were confirmed by
Sanger sequencing. Plasmids in Table 2 were transformed into the E. coli strain BL21(DE3) carrying the
pGro7 plasmid for coexpression of chaperones GroES-GroEL (TaKaRa) (57). Transformed cells were grown
in terrific broth (TB) medium containing 4% glycerol, ampicillin (0.1 mg/ml), and chloramphenicol
(0.035 mg/ml) at 37°C until the optical density at 600 nm (OD600) reached 0.6 to 0.8. Chaperone
expression was induced with L-arabinose (1 g/liter) at 37°C for 1 h; then, the cultures were cooled to 20°C,
induced with 200 �M isopropyl-�-D-thiogalactopyranoside (IPTG), and grown overnight (14 to 16 h). Cells
were harvested via centrifugation and stored at –20°C.

Purification of A3H proteins. Bacterial cell pellets were resuspended in buffer A (50 mM Tris [pH
8.5], 300 mM NaCl, 10% glycerol, 5 mM �-mercaptoethanol) with 2 mM MgCl2, 0.5 mg/ml DNase I,
0.5 mg/ml RNase A, and 0.1 mg/ml lysozyme (lysis conditions). Under these conditions, resuspended cells
from a 1-liter culture were incubated on ice for at least 1 h, followed by sonication. Supernatants of
centrifuged cell lysates were batch-bound to 5 ml nickel-nitrilotriacetic acid (Ni-NTA) resin (Qiagen)
overnight at 4°C. The resin was washed with 5 column volumes (CV) of buffer A followed by a 5-CV wash
using buffer A with 1 M NaCl and 20 mM imidazole. Protein was eluted with 6 CV buffer A with 200 mM
imidazole. Purification tags were removed by overnight incubation with TEV protease (plus 5 mM
dithiothreitol [DTT]) in dialysis against buffer A. Tag-free protein was separated from uncleaved protein
and TEV protease with a 5-ml His Trap column (GE Healthcare), and the flowthrough was concentrated
and incubated for 4 h with 25 �g/ml RNase A at 25°C. Concentrated protein was loaded onto a Superdex
16/60 S200 gel filtration column and eluted in 50 mM Tris (pH 8), 300 mM NaCl, 5% glycerol, and 1 mM
tris(2-carboxyethyl)phosphine (TCEP). All APOBEC3H proteins eluted as monodisperse complexes with an
apparent molecular weight (MW) of �60 kDa (calculated A3H MW � 25.2 kDa). Peak fractions were
pooled, concentrated to 10 mg/ml, and flash frozen in liquid N2. All purified proteins, despite removal
efforts, contained nucleic acid as shown by the absorbance ratio (A260/A280) of �1.4 to 1.5. This was true
of wild-type A3H as well as RNA-binding mutants. Tag-free protein was used for all biochemical
experiments. All protein concentrations were determined using a Bradford assay kit (Bio-Rad).

Quantitative PCR-based reverse transcriptase assay. 293T cells were grown at 37°C and 5% CO2

in DMEM containing 10% FBS and 50 �g/ml gentamicin. For production of virus stocks, 293T cells were
cultured to 70% confluence in 10-cm2 dishes and transfected with 6 �g pCMV-ΔR8.2 (58) and 24 �g
polyethylenimine (PEI). The medium was changed 24 h posttransfection, and virus-containing superna-
tant was harvested 48 h posttransfection and filtered through a 0.22-�m filter. Virions were purified and
concentrated via ultracentrifugation through a 25% sucrose cushion. The concentration of harvested
RT-containing virus was quantified using a real-time PCR-based reverse transcriptase (RT) assay where
HIV-1-containing medium with known concentrations of capsid protein (CA) (p24) was used as a
standard, and thus, the number of virions could be quantified (42, 59, 60). A virus concentration of
�7.84 � 105 particles/�l, corresponding to �3.92 � 108 U of RT/�l for the RT assays described below,
was used.

The intact NL4-3 5=-leader RNA (nt 1 to 356) was in vitro transcribed and purified as described
previously (59) and was a kind gift from Michael Summers (University of Maryland Baltimore County
[UMBC]). The 5=-leader RNA was the template for annealing of a synthetic 18-nt RNA primer (IDT)
complementary to the primer binding site (PBS) region where tRNALys3 binds in vivo (61), and this
annealed RNA hybrid served as the template for reverse transcription. We note that the first step in the
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RT reaction will synthesize the strong-stop DNA that will serve as the template in the subsequent PCR
steps. The RNA template (8 ng) was preincubated with various molar ratios of A3H at room temperature
in binding buffer (10 mM Tris [pH 7.5], 140 mM KCl, 50 mM NaCl) with added RNase inhibitor for 20 min
prior to the addition of RT-containing viral lysate.

Quantitative PCR was conducted using PrimeTime Gene Expression Master Mix (IDT), primers (CCC
ACTGCTTAAGCCTCAATA [sense] and GTTACCAGAGTCACACAACAGA [antisense]) and a double-quenched
probe that specifically recognized strong-stop DNA (TTATATGCAGCATCTGAGGGCTCGC). Cycling condi-
tions were as follows: (i) 37°C for 10 min for RT synthesis of strong-stop DNA, (ii) 95°C for 3 min, (iii) 95°C
for 15 s, (iv) 60°C for 60 s, and (v) 80°C for 5 s. Steps (ii) through (iv) were repeated for a total of 45 cycles.
Negative-control reactions were performed in the absence of reverse transcriptase (viral lysate) as well
as in the absence of added A3H. Cycle thresholds (Ct) were measured using the Roche LightCycler, and

TABLE 2 Protein mutants and primers for plasmid construction

Plasmid IDa Mutant Primer nameb Primer sequence

ppgtA3H001 pgt� wt

ppgtA3H030 pgt� E56A JBp30 pgt� E56A-F AACAAGAAAGAGGACCATGCAGCAATTCGCTTTATTAACAAGATC
JBp31 pgt� E56A-R GATCTTGTTAATAAAGCGAATTGCTGCATGGTCCTCTTTCTTGTT

ppgtA3H054 pgt� R17A, R18A JBp123 pgt R17,18A-F CGGGTAGTAAGGCTTGTTGACTGCGGCCTTGTTGTTAAACTGTAAGCTG
JBp124 pgt R17,18A-R CAGCTTACAGTTTAACAACAAGGCCGCAGTCAACAAGCCTTACTACCCG

ppgtA3H055 pgt� R17E, R18E JBp125 pgt R17,18E-F CTTCCTCGGGTAGTAAGGCTTGTTGACCTCCTCCTTGTTGTTAAACTGTAAGCTGAATGT
JBp126 pgt R17,18E-R ACATTCAGCTTACAGTTTAACAACAAGGAGGAGGTCAACAAGCCTTACTACCCGAGGAAG

ppgtA3H056 pgt� Y23A JBp172 pgt Y23A-F GGCCTTCCTCGGGTAGGCAGGCTTGTTGACTCGG
JBp173 pgt Y23A-R CCGAGTCAACAAGCCTGCCTACCCGAGGAAGGCC

ppgtA3H057 pgt� Y23A, R26A JBp174 pgt Y23A, R26A-F ACACAAGAGGGCCTTCGCCGGGTAGGCAGGCTTGTTGACTCGG
JBp175 pgt Y23A, R26A-R CCGAGTCAACAAGCCTGCCTACCCGGCGAAGGCCCTCTTGTGT

ppgtA3H058 pgt� Y23A, R26E JBp176 pgt Y23A, R26E-F AACACAAGAGGGCCTTCTCCGGGTAGGCAGGCTTGTTGACTCGGC
JBp177 pgt Y23A, R26E-R GCCGAGTCAACAAGCCTGCCTACCCGGAGAAGGCCCTCTTGTGTT

ppgtA3H059 pgt� R26A JBp127 pgt R26A-F ACACAAGAGGGCCTTCGCCGGGTAGTAAGGCTTG
JBp128 pgt R26A-R CAAGCCTTACTACCCGGCGAAGGCCCTCTTGTGT

ppgtA3H060 pgt� R26E JBp129 pgt R26E-F GTAACACAAGAGGGCCTTCTCCGGGTAGTAAGGCTTGTTG
JBp130 pgt R26E-R CAACAAGCCTTACTACCCGGAGAAGGCCCTCTTGTGTTAC

ppgtA3H061 pgt� R175A JBp131 pgt R175A-F CTTTATCCTTTCAAGCCGTGCCTTTATGGCTTGGCTGTTTTTAT
JBp132 pgt R175A-R ATAAAAACAGCCAAGCCATAAAGGCACGGCTTGAAAGGATAAAG

ppgtA3H062 pgt� R175E JBp133 pgt R175E-F GGGACTTTATCCTTTCAAGCCGCTCCTTTATGGCTTGGCTGTTTTTAT
JBp134 pgt R175E-R ATAAAAACAGCCAAGCCATAAAGGAGCGGCTTGAAAGGATAAAGTCCC

ppgtA3H063 pgt� R176A JBp135 pgt R176A-F ACTTTATCCTTTCAAGCGCTCGCTTTATGGCTTGGCTGTT
JBp136 pgt R176A-R AACAGCCAAGCCATAAAGCGAGCGCTTGAAAGGATAAAGT

ppgtA3H064 pgt� R176E JBp137 pgt R176E-F GACTTTATCCTTTCAAGCTCTCGCTTTATGGCTTGGCTGTTT
JBp138 pgt R176E-R AAACAGCCAAGCCATAAAGCGAGAGCTTGAAAGGATAAAGTC

ppgtA3H065 pgt� R175A, R176A JBp139 pgt R175,176A-F CCGGGACTTTATCCTTTCAAGCGCTGCCTTTATGGCTTGGCTGTTTTTA
JBp140 pgt R175,176A-R TAAAAACAGCCAAGCCATAAAGGCAGCGCTTGAAAGGATAAAGTCCCGG

ppgtA3H066 pgt� R175E, R176E JBp141 pgt R175,176E-F CACTCCGGGACTTTATCCTTTCAAGCTCCTCCTTTATGGCTTGGCTGTTTTTATCTA
JBp142 pgt R175,176E-R TAGATAAAAACAGCCAAGCCATAAAGGAGGAGCTTGAAAGGATAAAGTCCCGGAGTG

phA3H032 hu wt JBp189 del mocr huA3H-F GGTACCGAGAACCTGTACTTCCAATCC
JBp188 del mocr huA3H-R CAGATCTACACCAGAAGAATGATGATGATG

phA3H033 hu E56A JBp46 hu E56A-F GAAAACAAGAAAAAGTGCCATGCAGCAATTTGCTTTATTAACGAGATCAAGTC
JBp47 hu E56A-R GACTTGATCTCGTTAATAAAGCAAATTGCTGCATGGCACTTTTTCTTGTTTTC

phA3H034 hu R17A, R18A JBp103 hu R17,18A-F GGTAGTAAGGCCTTCTGAGGGCGGCCTTGTTGTTAAACTGTAAGCG
JBp104 hu R17,18A-R CGCTTACAGTTTAACAACAAGGCCGCCCTCAGAAGGCCTTACTACC

phA3H038 hu R17E, R18E JBp105 hu R17,18E-F CCTCGGGTAGTAAGGCCTTCTGAGCTCCTCCTTGTTGTTAAACTGTAAGCGGAA
JBp106 hu R17,18E-R TTCCGCTTACAGTTTAACAACAAGGAGGAGCTCAGAAGGCCTTACTACCCGAGG

phA3H039 hu R26A JBp107 hu R26A-F CACAAGAGGGCCTTCGCCGGGTAGTAAGGCCT
JBp108 hu R26A-R AGGCCTTACTACCCGGCGAAGGCCCTCTTGTG

phA3H040 hu R26E JBp109 hu R26E-F AACACAAGAGGGCCTTCTCCGGGTAGTAAGGCCTTC
JBp110 hu R26E-R GAAGGCCTTACTACCCGGAGAAGGCCCTCTTGTGTT

phA3H041 hu R175A JBp111 hu R175A-F TTTATCCTGTCAAGCCGTGCCTTTATGGCTCGACTGTTTT
JBp112 hu R175A-R AAAACAGTCGAGCCATAAAGGCACGGCTTGACAGGATAAA

phA3H042 hu R175E JBp113 hu R175E-F CTGCTTTATCCTGTCAAGCCGCTCCTTTATGGCTCGACTGTTTTTA
JBp114 hu R175E-R TAAAAACAGTCGAGCCATAAAGGAGCGGCTTGACAGGATAAAGCAG

phA3H043 hu R176A JBp115 hu R176A-F CTTTATCCTGTCAAGCGCTCGCTTTATGGCTCGACTGTTT
JBp116 hu R176A-R AAACAGTCGAGCCATAAAGCGAGCGCTTGACAGGATAAAG

phA3H044 hu R176E JBp117 hu R176E-F CTTTATCCTGTCAAGCTCTCGCTTTATGGCTCGACTGTTT
JBp118 hu R176E-R AAACAGTCGAGCCATAAAGCGAGAGCTTGACAGGATAAAG

phA3H045 hu R175A, R176A JBp119 hu R175,176A-F GGACTGCTTTATCCTGTCAAGCGCTGCCTTTATGGCTCGACTGTTTTTA
JBp120 hu R175,176A-R TAAAAACAGTCGAGCCATAAAGGCAGCGCTTGACAGGATAAAGCAGTCC

aID, identifier.
bAt the end of the primer name, whether the primer is a forward (F) or reverse (R) primer is indicated after the hyphen.
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Ct values calculated with the vendor’s software were quantitated [nanograms of RNA template converted
to (�) ssDNA] with a standard curve from a dilution series of the RNA template with no added A3H.

Cytidine deaminase assays. Cytidine deaminase activity was evaluated in a coupled assay with
uracil-DNA glycosylase (UDG) (22, 62). Recombinant UDG (63) was produced in E. coli from pUDG001
generated by ligation-independent cloning of a synthetic DNA into pMCSG7, and purified by Ni-affinity
chromatography (30). All substrates contained a 5= fluorescent tag (6-carboxyfluorescein [6-FAM]):
5=-(6-FAM) tag and are summarized in Table 3.

(i) Multiple-turnover kinetic assays. For multiple-turnover kinetic assays, reaction mixtures (total
volume 40 �l) contained 1 �M substrate, 40 nM UDG, 50 mM Bis-Tris (pH 6.5), 40 mM NaCl, 5 mM MgCl2,
1 mM DTT, and either 50 or 100 nM A3H (protein concentrations are noted in figure legends). Reactions
at 37°C were initiated by the addition of A3H. At each time point, 3 �l of the reaction mixture was
quenched with 6 �l of 0.3 M NaOH. Next, samples were heated 15 min at 70°C to hydrolyze DNA at the
deglycosylated nucleotide, augmented with 21 �l formamide loading solution, heated 10 min at 95°C,
and resolved by 15% urea denaturing polyacrylamide gel electrophoresis.

(ii) Single-turnover kinetic assays. For single-turnover kinetic assays, reaction mixtures (total
volume of 80 �l) contained 50 nM substrate, 40 nM UDG, 50 mM Bis-Tris (pH 6.5), 40 mM NaCl, 5 mM
MgCl2, 1 mM DTT, and 500 nM A3H. Reactions at 37°C were initiated by the addition of A3H. At each time
point, 6 �l of the reaction mixture was quenched with 3 �l of 0.6 M NaOH. Samples were heated 15 min
at 70°C to hydrolyze DNA at the deglycosylated nucleotide, augmented with 6 �l formamide loading
solution, heated 10 min at 95°C, and resolved by 15% urea denaturing polyacrylamide gel electropho-
resis. Gels were scanned using a Typhoon fluorescence imager, and bands corresponding to cleaved and
uncleaved DNA were quantified using the ImageQuant software (GE Healthcare Life Sciences).

TABLE 3 Substrate library

Assay and substrate name
Length
(nt)

RNA or
DNA Fluorophore Sequencea

Deaminase assays for substrate length
JBs01b 40 DNA 5’-6-FAM AATGAAAGATATAAGACTCAAATTGAAATAGTTAAGATTA
JBs02 16 DNA 5’-6-FAM TAAGAATCAAATTGAT
JBs03 10 DNA 5’-6-FAM AGACTCAAAT

Competition binding fluorescence
polarization experiments

JBs13 60 DNA TATAATGAAAAATGAAAGATATAAGACTCAAATTGAAATAGTTAAGAT
TAAATAGATTAA

JBs12 50 DNA TGAAAAATGAAAGATATAAGACTCAAATTGAAATAGTTAAGATTAAATAG
JBs05 40 DNA AATGAAAGATATAAGACTCAAATTGAAATAGTTAAGATTA
JBs06 30 DNA AAGATATAAGACTCAAATTGAAATAGTTAA
JBs07 25 DNA ATATAAGACTCAAATTGAAATAGTT
JBs08 16 DNA TAAGACTCAAATTGAA
JBs09 10 DNA AGACTCAAAT

Heteroduplex deaminase
assays and fluorescence
polarization

JBs27 40 RNA UAAUCUUAACUAUUUCAAUUUGAGUCUUAUAUCUUUCAUU
JBs28 40 RNA UAAUCUUAACUAUUUCAAUUUAUUUCUUAUAUCUUUCAUU
JBs29 40 RNA UAAUCUUAUACAUUUCAAUUUGAGUCUUAUAUCUUUCAUU
JBs30 17 RNA GUCUUAUAUCUUUCAUU
JBs31 20 RNA UAAUCUUAACUAUUUCAAUU
JBs32 40 DNA TAATCTTAACTATTTCAATTTGAGTCTTATATCTTTCATT
JBs33 42 DNA 5’-6-FAM TGAATGAAAGATATAAGACTCAAATTGAAATAGTTAAGATTA
JBs34 18 RNA UCUUAUAUCUUUCAUUCA
JBs35 17 RNA CUUAUAUCUUUCAUUCA
JBs36 40 RNA 5’-6-FAM AAUGAAAGAUAUAAGACUCAAAUUGAAAUAGUUAAGAUUA

Deaminase assays for
sequence specificity

JBs37 16 DNA 5’-6-FAM TAAGAATCTAATTGAT
JBs38 16 DNA 5’-6-FAM TAAGAATCGAATTGAT
JBs39 16 DNA 5’-6-FAM TAAGAATCCAATTGAT
JBs40 16 DNA 5’-6-FAM TAAGATTCAAATTGAT
JBs41 16 DNA 5’-6-FAM TAAGAGTCAAATTGAT
JBs42 16 DNA 5’-6-FAM TAAGACTCAAATTGAT
JBs43 40 DNA 5’-6-FAM AATGAAAGATATAAGACTUAAATTGAAATAGTTAAGATTA

aThe TC dinucleotide motif and �2, �1, 0, or �1 nucleotides are shown in boldface type and underlined.
bJBs01 is the main substrate used in deaminase assays and fluorescence polarization experiments with huA3H and pgtA3H� mutants.
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Analytical gel filtration. Pure, dimeric, RNA-bound wt pgtA3H� and pgtA3H� R175E were each
incubated in either low-salt buffer (50 mM Tris [pH 8], 300 mM NaCl, 5% glycerol) or high-salt buffer
(50 mM Tris [pH 8], 2 M NaCl, 5% glycerol) for 16 h at 4°C. Protein (0.5 mg) was loaded onto a 24-ml
Superdex 200 10/300 gel filtration column preequilibrated in either low- or high-salt buffer. Absorbance
ratios (260 nm/280 nm) were measured for each 250-�l fraction. A260/A280 ratios of �1 indicated nucleic
acid association, while ratios of �1 indicated relatively nucleic-acid free protein. Gel filtration chromato-
grams were overlaid with absorbance ratio measurements to assess the effect of high-salt incubation on
A3H-RNA association.

Differential scanning fluorimetry. Purified huA3H II and pgtA3H� mutants were diluted to a
concentration of 3 �M in reaction buffer (50 mM Bis-Tris [pH 6.5], 40 mM NaCl, 5 mM MgCl2, 1 mM DTT)
containing 5� SYPRO Orange dye (10-�l final volume in a 384-well PCR plate). Reactions were run on the
Applied Biosystems QuantStudio 7 Flex qPCR machine where the temperature ramped from 25 to 85°C
at a rate of 0.01°C/s. Melting temperature (Tm) values were determined in GraphPad Prism.

Fluorescence polarization binding assay. Serial 2� dilutions (0.3 nM to 5 �M) of A3H stocks were
made in binding buffer (50 mM Bis-Tris [pH 6.5], 40 mM NaCl, 5 mM MgCl2, 1 mM DTT). A no-protein,
buffer-only solution was a negative control. Triplicate samples were incubated with a 10 nM fixed
concentration of 5=-6-FAM-labeled substrate in a black 384-well plate (Corning). Binding reactions (50-�l
total volume) were incubated for 10 min at room temperature, and fluorescence polarization (FP) was
measured with excitation at 485 nm and emission at 525 nm. The data were fit to a one-site binding
model (GraphPad Prism) to determine apparent affinities of A3H for a library of substrates (Table 3).

For competition binding experiments, an apparent binding affinity (Kd) of 16 nM, was first determined
for the catalytically inactive variant pgtA3H� E56A. ApgtA3H� E56A concentration at which 90 to 100%
of fluorescently labeled DNA was bound was selected for competition binding experiments (80 nM). A
fixed concentration of 10 nM 5=-6-FAM-labeled 40-nt DNA substrate was incubated with 80 nM pgtA3H�

E56A for 15 min prior to the addition of serial twofold dilutions of unlabeled DNA oligomers (1.2 nM to
20 �M). Mixtures with unlabeled oligomers were incubated for 15 min at room temperature prior to FP
measurement. The data were fitted to a one-site Ki model (GraphPad Prism) to determine apparent
inhibitory constants (Ki) for each unlabeled oligomer.

Hybridization of RNA and DNA oligomers. 5=-6-FAM-labeled 40-nt ssDNA, 42-nt ssDNA, and 40-nt
ssRNA served as the templates for annealing complementary oligomers (Table 3). Equimolar template
and complementary oligomers were mixed together in annealing buffer (10 mM Tris [pH 7.5], 50 mM
NaCl, 1 mM EDTA) to a final concentration of 10 �M. The mixture was heated 2 min at 95°C and then
slowly cooled (0.1°C/s) to 25°C, incubated for 20 min, and stored at –20°C. Calculated melting temper-
atures (Northwest oligonucleotide calculator) for the hybrid substrates are listed in Table 1.

Electrophoretic mobility shift assays (EMSAs). Serial threefold dilutions (2.7 nM to 2 �M) of huA3H
II were made in binding buffer (50 mM Bis-Tris [pH 6.5], 40 mM NaCl, 5 mM MgCl2, 1 mM DTT, 20%
glycerol) ranging. Additionally, a no-protein control was tested. Protein samples were incubated with a
10 nM fixed concentration of 5=-6-FAM-labeled substrate. The binding reaction mixtures (20-�l total
volume) were incubated for 1 h at 4°C. While binding reactions incubated, polyacrylamide gels were
prerun at 50 V. Bound complexes were resolved by 5% TBE (Tris-borate-EDTA) native gel electrophoresis
(50 V, 2.5 h, 4°C). Gels were scanned using a Typhoon fluorescence imager. For EMSAs involving
RNA-based hybrids or single-stranded RNA, the protein dilutions were preincubated with RNase inhibitor
for 20 min prior to mixing with substrate.
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