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Abstract

HIV-1 reverse transcriptase (RT) is a bi-functional enzyme, having both DNA polymerase (RNA-
and DNA-dependent) and ribonuclease H (RNH) activities. HIV-1 RT has been an exceptionally
important target for antiretroviral therapeutic development, and nearly half of the current clinically
used antiretrovirals target RT DNA polymerase. However, no inhibitors of RT RNH are on the
market or in preclinical development. Several drug-like small molecule inhibitors of RT RNH
have been described, but little structural information is available about the interactions between
RT RNH and inhibitors that exhibit antiviral activity. In this report, we describe NMR studies of
the interaction of a new RNH inhibitor, BHMP07, with a catalytically active HIV-1 RT RNH
domain fragment. We carried out solution NMR experiments to identify the interaction interface
of BHMP07 with the RNH domain fragment. Chemical shift changes of backbone amide signals at
different BHMP07 concentrations clearly demonstrate that BHMP07 mainly recognizes the
substrate handle region in the RNH fragment. Using RNH inhibition assays and RT mutants, the
binding specificity of BHMP07 was compared with another inhibitor, dihydroxy benzoyl naphthyl
hydrazone. Our results provide a structural characterization of the ribonuclease H-inhibitor
interaction and are likely to be useful for further improvements of the inhibitors.
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Reverse transcriptase (RT) plays a crucial role in HIV-1 replication and has thus proven to
be an attractive target for the development of antiretroviral agents. Indeed, approximately
half of the current clinically approved drugs for the treatment of HIV-1 infection target RT,
specifically, the DNA polymerase activity of the enzyme (1-6). However, HIV-1 RT is a
bifunctional enzyme, possessing ribonuclease H (RNH) activity in addition to its DNA
polymerase activity. These two enzymatic activities reside in spatially distinct active sites on
RT. Like RT DNA polymerase activity, RT-RNH activity is absolutely required for viral
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replication (7-10), and, thus, RT-RNH represents a potential target for antiretroviral drug
development. Although a number of RT-RNH inhibitors have been described (11-19), there
are no clinically approved anti-AIDS drugs targeting this enzyme activity, nor are there any
in advanced preclinical development.

One of the reasons for the difficulty in development of HIV RNH inhibitors may be the lack
of detailed structural information about the interaction of potent RNH inhibitors with the
RT-RNH domain. A previous structural study of RT in the presence of an N-acylhydrazone
analogue, DHBNH, demonstrated that this RNH-specific inhibitor bound the RT polymerase
domain, and not to the RNH site (20). Recently, crystal structures have been solved for the
active site-directed RNH inhibitor β-thujaplicinol bound to the RNH domain of RT and to
an isolated RT-RNH domain fragment (21); another RNH active site-directed compound,
pyrimidinol carboxylic acid, was found to bind a catalytically active RT-RNH domain
fragment (22). While these structures are significant advances, neither of these compounds
has antiviral activity, and thus the importance of this structural information to the
development of therapeutics targeting RT-RNH is still unclear.

We have been studying acylhydrazones as potential inhibitors of RT-RNH (13, 20, 23, 24).
This chemical class is interesting, as a number of the compounds that we have developed
possess antiviral activity (13, 20). Thus, understanding how these compounds interact with
RT-RNH may provide information for the design of new analogs with potential therapeutic
utility. In the present work, we investigated the interaction of several acylhydrazones with
RT and with an RT-RNH domain fragment using a variety of methodologies including
protein NMR. The RT-RNH fragment used in these studies, p15-EC, is a chimera created by
replacing a small loop segment of HIV-1 RT-RNH with a 24 residue α-helical substrate-
binding loop derived from Escherichia coli RNHI into the HIV RT RNH domain (Figure 1).
This modification confers catalytic activity to the RNH fragment. Since the native isolated
RT RNH domain fragment does not exhibit measurable RNH activity, the p15-EC chimeric
construct has been widely used to screen RNH inhibitors and to characterize the protein-
inhibitor interactions (25-27).

RESULTS AND DISCUSSION

Inhibition of HIV-1 RT-RNH by acylhydrazones

Our previous crystal structure of an acylhydrazone (DHBNH) bound to the polymerase
domain of RT suggested possible structural alterations of the inhibitor that might provide
additional contacts with RT and thus improve inhibitory potency (20). We, therefore,
synthesized compounds in which the fused naphthyl ring system of DHBNH was replaced
with a flexible and extended biphenyl system possessing a carboxylate moiety in the distal
phenyl ring (Table 1), with the hypothesis that this carboxylate might form ionic interactions
with the amino group of K223 in the RT polymerase domain. The 3,4-dihydroxy and 3,4,5-
trihydroxy benzoyl structures donated by the acylhydrazide (see references in Himmel et al.
(20)) were maintained. The new compounds provided interesting inhibition phenotypes. The
trihydroxy compound, termed BHMP07, inhibited both RT polymerase and RT-RNH
activities, whereas the dihydroxy analog, BHMP03, inhibited RT-RNH activity only (Table
1). Unlike the dihydroxy compounds DHBNH and BHMP03, the trihydroxy BHMP07
showed potent inhibition of the p15-EC RNH. Although both BHPM03 and BHMP07 bound
to p15-EC RNH in a saturable manner as determined by the quenching of intrinsic protein
fluorescence (Figure 2), the interaction of BHMP07 with the protein was substantially
stronger than that of BHMP03. BHMP03 and BHMP07 are more soluble in aqueous
solution than the naphthyl-based DHBNH and thus were more readily used for solution
NMR studies.
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Characterization of p15-EC RT-RNH for NMR studies

The 1H-15N HSQC spectrum of the p15-EC sample revealed excellent chemical shift
dispersion and line widths, indicating stable folding of the recombinant protein. The signal
positions in the HSQC spectrum were essentially identical to those observed previously (28)
(Figure 3). With the exception of 8 residues that may undergo chemical exchange
broadening, amide 15N and 1H signal positions were assigned.

The 1H-15N HSQC spectra recorded in the absence or presence of 20 mM Mg2+ (200:1
molar ratio of Mg2+ to p15-EC RNH protein) showed clear residue specific effects of the
divalent metal (Figure 3). Residues exhibiting significant changes in chemical shifts were
observed in four clustered regions, all of which were in positions close to the active site
(Figure 4, inset). The crystal structure of the HIV-1 RT RNH domain shows two metal ions
bound to the active site residues, D17, E52, D72, and D137 (corresponding to catalytically
essential RT-RNH residues, D443, E478, D498, and D549, respectively) (29). The 1H-15N
HSQC spectra show that the presence of Mg2+ induced significant chemical shift changes in
E52 (E478) and D72 (D498) that are located in the α-helix and a loop region. In contrast,
significant shift change was not observed for D17 (D443), most likely because the backbone
amide of D17 forms a hydrogen bond with a carbonyl of G30 (G456) in a β-sheet structure
that is not perturbed upon Mg2+ titration. We were unable to assign the signal of D137
(D549) due to signal overlap or broadening. Overall, Mg2+ affects primarily the active site
region (metal binding sites) of RNH and does not lead to global protein structural
perturbation, suggesting that the Mg2+ ions are specifically coordinated to the protein as
previously observed in the E. coli RNHI and RT RNH crystal structures (29-31). We did not
examine effects of Mg2+ at concentrations higher than 20 mM since physiologically relevant
intracellular total Mg2+ levels are on the order of 10 mM. These localized effects of Mg2+

on the p15-EC RNH contrast with the solution effects of Mg2+ on the isolated non-chimeric
and catalytically inactive RT-RNH domain fragment where the presence of divalent metal
cation induces global effects on RT-RNH in solution (32).

Effect of BHMP07 on NMR chemical shift changes of p15-EC RNH

Addition of BHMP07 to p15-EC RNH (titrated up to 4:1 molar ratio of inhibitor to protein)
in the absence of Mg2+ resulted in shifts of several protein residue amide peaks in
the 1H-15N HSQC spectrum of the RNH domain fragment (Figure 5A and Supplementary
Figure S1). The residues affected by BHMP07 included D73 (D499), A76 (A502), I79
(I505), I80 (I506), R90 (in the loop-helix component taken from E. coli RNHI), and I114
(I526) (the corresponding RT RNH residue numbers are listed in parentheses). These shifts
demonstrate specific inhibitor-protein interaction. Generally, changes in protein residue
chemical shifts upon titration with ligand, rather than generation of a new set of peaks, occur
when the weighted sum of the ligand on/off rates is sufficiently faster than the difference in
chemical shifts between the ligand-bound and free forms (33). When the on-rate is close to
the diffusion limit, the interaction of the RNH fragment with BHMP07 that shows such a
fast exchange is expected to be relatively weak.

The residues exhibiting chemical shift perturbation upon BHMP07 addition were mostly
localized between residues 72 and 110, which includes the “substrate binding handle” region
(residues 81 to 104) (Figures 5A and 6A). In addition to the changes in backbone signals,
the Nε proton of W83 in this loop-helix also showed remarkable changes in chemical shift
(Supplementary Figure S1B), suggesting hydrophobic interactions of this residue with the
inhibitor and is consistent with the effect of the compound on quenching of the intrinsic p15-
EC RNH fluorescence (Figure 2). Overall, the observed changes in chemical shifts indicate
that the substrate handle region provides an important primary interaction site for BHMP07.
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BHMP03 also perturbed the NMR signals of the RNH fragment, such as D73 (D499), A76
(A502), I79 (I505), I80 (I506), I114, and V124 (Supplementary Figure S2). This chemical-
shift perturbation by BHMP03 is similar to that of BHMP07, consistent with the fact that the
chemical structure of BHMP03 is analogous to that of BHMP07 (Table 1). Since BHMP03
exhibits more than 50 times higher IC50 of the p15-EC RNH than BHMP07 (Table 1) and
lower binding affinity (Figure 2), we focused our follow-up NMR experiments on the
interaction of BHMP07 with p15-EC RNH.

To understand the impact of metal ions on the interaction between BHMP07 and RNH, we
repeated our NMR titration studies, in the presence of 20 mM Mg2+. Similar to observations
made in the absence of metal ions, significant changes in chemical shifts in the substrate
handle region (including residues from 72 to 110) of p15-EC RNH were observed when
BHMP07 was titrated in the presence of magnesium (Figures 5B and 6B), demonstrating
homologous binding modes of BHMP07 in both the presence and absence of the metal.
Close inspection of the changes in chemical shifts in Figure 5 indicates that the magnitude of
the chemical shift changes in the presence of Mg2+ are not necessarily the same as those
observed in the absence of Mg2+. For example, K88 and I114 (I526) exhibit larger changes
in chemical shifts in the presence of Mg2+ whereas W87 and V124 (V536) exhibit an
opposite tendency. In addition to these changes in the substrate handle region, residues close
to the active site, G18 (444), A19 (445), and K28 (454), also exhibited changes in chemical
shifts upon BHMP07 titration in the presence of Mg2+ (Figure 5B). Since the distance from
the active site to the center of the substrate binding handle is more than 15 Å, the chemical
shift perturbations at these residues may be due to indirect effects, for example, through the
active site metals or through repositioning of the inhibitor due to interference with the
metals.

BHMP07 - p15-EC RNH dissociation constants

The chemical shift perturbations upon BHMP07 titration were used to determine an
approximate inhibitor-dissociation constant (KD), assuming a simple two-state model
(Figure 7). Although the observed changes in chemical shifts did not reach complete
saturation, KD values were approximately ~200 μM in the absence of 20 mM Mg2+ (Table
2). In general, such weak binding could be due to non-specific interaction of the inhibitor to
different hydrophobic surfaces in the protein. However, it is not the case. The NMR titration
experiment provides information of the effects of inhibitor binding at individual sites. As
described in Table 2, KD values were obtained consistently among different sites in the
substrate binding handle for the backbone and for tryptophan side chain protons. The
binding appears to be cooperative, demonstrating specific interaction of BHMP07 to the
p15-EC RNH fragment.

The binding became weaker (KD, ~400 μM) in the presence of 20 mM Mg2+ (Figure 7 and
Table 2). While the increase in the KD in the presence of Mg2+ suggests that BHMP07
binding may be competitive with Mg2+, we consider this unlikely for two reasons. First, if
BHMP07 competes with Mg2+ for binding to p15-EC RNH, then large changes in chemical
shifts should be observed in Mg2+ binding sites. However, the residues at or around the four
major Mg2+ coordinating residues, including D17 (D443) and E52 (E478), did not show any
significant changes upon BHMP07 interaction (Figure 5B). Secondly, the regions that
exhibit chemical shift changes upon BHMP07 interaction are very similar, in the presence or
absence of Mg2+, showing the major interaction site in the substrate handle region. Thus, the
Mg2+ effect on KD is not likely due to direct competition, but could be due to minor
interaction or indirect structural changes caused by metal binding.

The KD value determined by NMR (KD, ~400 μM, Figure 7 and Table 2) is 10 fold larger
than those estimated by the fluorescence quenching data (Figure 2) and the in vitro
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inhibitory potency (Table 1). This is not surprising because the NMR experiments were
performed at significantly higher protein concentration (~200 μM) at pH 7 than those of
fluorescence quenching and in vitro assays (low μM) at pH 8 in the presence of Mn2+. In
such NMR titrations that use high inhibitor concentrations, high solubility of the inhibitor, to
levels equal or greater than that of the protein, is critical. Even though BHMP07 exhibits
higher aqueous solubility than DHBNH, BHMP07 is not likely completely soluble in
aqueous solution at the levels used in the NMR studies, and some inhibitor precipitation was
noted following overnight incubation. These solubility issues will impact the apparent KD
for BHMP07 determined by NMR. Nonetheless, it is important to note that the NMR data
demonstrate specific interaction of BHMP07 to p15-EC RNH even at these high inhibitor
concentrations.

Effect of mutations of RT residues identified as interacting with acylhydrazones

HIV-1 RT consists of two subunits of 51 kDa (p51) and 66 kDa (p66), with the RNH
domain comprising a 15 kDa carboxy-terminus segment of the p66 subunit (Figure 7C). The
interaction site for BHMP07 in the p15-EC RNH fragment is primarily conserved in intact
p66/p51 heterodimeric HIV-1 RT. We evaluated the impact of mutating acylhydrazone-
interacting residues in the latter protein on the inhibitory potency of the compounds. In the
p15-EC RNH fragment, residue A76 (which corresponds to A502 in RT) exhibited
significant chemical shift upon addition of BHMP07 (Figure 5). The A502G mutation in
p66/p51 heterodimeric RT resulted in substantially reduced sensitivity to inhibition of RT-
RNH activity by all acylhydrazones tested, as did the A502F mutation (Table 3). Residue
I79 in p15-EC (I505 in RT) also showed considerable chemical shifts upon BHMP07
binding. The I505V mutation had no effect on acylhydrazone inhibitory potency. This is
perhaps not surprising given the conservative nature of this substitution that would maintain
the potential to form hydrophobic interactions with the inhibitor. Mutations of this residue in
RT to amino acids other than valine (such as I505F) completely abrogated RT-RNH activity
(data not shown).

NMR studies indicate that both A76 and I79 likely form part of the acylhydrazone
interaction site in the RNH domain. However, NMR also shows that residues in the inserted
loop-helix region from E. coli RNHI that confers catalytic activity to the fragment also
contribute to acylhydrazone binding. The equivalent residues to A76 and I79 (A502 and
I505, respectively) in the p66/p51 RT heterodimer are positioned near the p66 – p51 subunit
interface. Structural alignment of the p15-EC RNH fragment with the RT structure indicates
that the additional component in the fragment may mimic the inter-subunit interaction at the
interface of the RT p51 subunit with the RT RNH domain in the p66 subunit (Figure 6C).
Residue D256 in the RT p51 subunit is located at the subunit interface with the RNH
domain of p66, close to the RNH active site. Introduction of the D256G mutation in the p51
subunit of RT, in addition to the A502G mutation identified from our NMR studies, resulted
in 20-fold reduced inhibitory potency for BHMP07 (Table 3), which may also demonstrate
importance of the domain interface for the inhibitor interaction.

Comparison of the identified BHMP07 interaction sites with those of other RT RNH
inhibitors

Several classes of HIV-1 RNH inhibitors have been reported (6, 34). Biochemical studies
have shown that some of these inhibitors directly recognize the active site of RNH, primarily
through their metal-binding characteristics (14, 27, 35). Recent crystal structures clearly
demonstrate interaction of two such inhibitors, β-thujiplicinol (21) and a pyrimidinol
derivative (22) with the active-site metals in RT or in an isolated RNH fragment. These
structures are significant advances, but both describe active site-directed inhibitors whereas
BHMP07 appears to bind outside of the RNH active site (Figure 6). Furthermore, neither of
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the compounds used in the crystal studies has antiviral activity, whereas acylhydrazones
have been found to possess antiviral activity (13, 20). HIV-1 RT RNH activity is optimal at
Mg2+ concentrations above 5 mM, but intracellular free Mg2+ is generally considered to be
much lower (36). Therefore, it is perhaps not surprising that the Mg2+-mediated inhibitors
might be disadvantaged in vivo. Our data indicate that acylhydrazones are likely to interact
with RT RNH in a manner independent of Mg2+ as the primary binding site of the
acylhydrazone inhibitor was identified as the substrate handle region rather than the metal
binding site. While it is possible that the inhibitor binds to another (allosteric) site, thereby
inducing large chemical shifts in the substrate handle region, such significant
conformational changes have never been seen in previous studies (21, 22). We thus feel that
our present study demonstrates a clear structural distinction in the potential inhibition
mechanism of the acylhydrazone inhibitors from that of the active site directed metal-
mediated inhibitors.

The binding site found in this study may reasonably explain why an N-acylhydrazone
analogue, DHBNH, was not soaked into the RNH specific site in the previous crystal
structure, but only into the RT polymerase site (20). In E. Coli RNHI, the substrate handle
region is basically rigid but contains dynamics in different time scales (37, 38). The
substrate-handle region of p15-EC RNH is expected to have such dynamics. Consistently,
the domain interfaces of RT RNH, a part of which the p15-EC RNH mimics, is not rigid in
solution either (39). Thus, the flexibility that allows inhibitor binding may be frozen in the
RT crystal structure, and thus impact the ability of the acylhydrazone to bind.

CONCLUSIONS

Although small molecule inhibitors of RT RNH have been screened, little structural
information is available about the interactions between RT RNH. In this report, we describe
NMR studies of the interaction of a new RNH inhibitor, BHMP07, with a catalytically
active HIV-1 RT RNH domain fragment. Our data indicate that acylhydrazones are likely to
interact with RT RNH in a manner independent of Mg2+ with the primary binding site at the
substrate handle region. This demonstrates a clear structural distinction in the potential
inhibition mechanism of the acylhydrazone inhibitors from that of the active site directed
metal-mediated inhibitors, providing guidance for future experiments for RNH inhibitor
design and the structural characterization.

MATERIALS and METHODS

Synthesis of acylhydrazones

Acylhydrazones were synthesized by condensation of the aromatic aldehyde with the
corresponding acid hydrazide, essentially as described (40). As an example, BHMP07 was
prepared by the drop-wise addition of 3, 4, 5-trihydroxybenzyhydrazide (1.1 mmol in 10 ml
ethanol) to a solution of 3’-formyl-[1, 1’-biphenyl]-4-carboxylic acid (1 mmol in 4% acetic
acid in ethanol) with stirring, while heating in a boiling water bath. Heating and stirring
were continued for 20 minutes following completion of addition of the ethanolic acid
hydrazide solution, and then the mixture was allowed to cool to room temperature. The
resulting precipitate was collected by filtration, washed with cold ethanol and diethyl ether,
and dried. Elemental and mass spectral analyses were consistent with the expected structure.
Stock solutions of the acylhydrazones were prepared in dimethyl sulfoxide (DMSO) and
used for assays and the NMR experiments.
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Protein preparation and assay

Plasmid p6HRT (a gift from Dr. S. Le Grice, NCI-Frederick, Frederick, MD) expresses
wild-type p66/p51 heterodimeric HIV-1 RT (Le Grice & Gruniger-Leitch, 1990). Mutations
I505V, A502G, and D256G/A502G were introduced into this plasmid using the QuikChange
site-directed mutagenesis kit (Stratagene, La Jolla, CA). The presence of the appropriate
mutations was verified by sequencing. Heterodimeric p66/p51 RT (wild type and mutant
forms) was expressed and purified essentially as previously described (Fletcher et al., 1996).
Plasmid pCSR231 encoding a codon-optimized chimeric HIV-1 RNH domain fragment
protein containing an α-helical substrate-binding loop derived from E. coli RNase HI
(25-27) was a generous gift from Dr. Daria Hazuda (Merck, West Point, PA). This protein,
termed p15-EC, was overexpressed and purified as described below. RT RNA-dependent
DNA polymerase activity was measured as described (13). Ribonuclease H activities of the
RT p66/p51 heterodimer and the p15-EC RNH domain fragment were determined using a
rapid fluorescence assay (24), essentially as described, except that assays with RT p66/p51
used 10 mM Mg2+ as metal cofactor whereas assays with p15-EC used 2 mM Mn2+ as
cofactor since this chimeric fragment shows reduced catalytic activity with Mg2+.

Fluorescence quenching measurements

All experiments were done at ambient temperature (23 - 25°C) using a PTI-QM-6/2500
Steady State Spectrofluorometer, with excitation at 295 nm and emission at 350 nm. Briefly,
aliquots of solutions of BHMP03 or BHMP07 in DMSO were titrated into 393 μl of a
solution of p15-EC RNH (2 μM) in 50 mM Tris buffer (pH 8.0) containing 60mM KCl, and
2mM MnCl2. The final volume after completion of acylhydrazone addition was 400 μl, thus
the final DMSO in the sample was less than 2%. The experiment was recorded twice, and
data points are the averages of two independent sets of measurements.

Isotopic labeling of p15-EC RNH

Isotopic labeling of proteins for NMR experiments was carried out by growing the
pCSR231-transformed bacterial cell culture in a modified M9 minimal media
containing 15NH4Cl (1 g/l) as the sole nitrogen source in the absence or in the presence of
[u-13C]-glucose as the sole carbon source. Over-expressed protein was purified using
HiTrapTM Q SP Sepharose ion exchange and a HiTrap SP columns (GE Healthcare),
equilibrated with 25 mM sodium phosphate buffer (pH 7.0), 0.02% sodium azide, and 1 mM
dithiothreitol (DTT). Protein was eluted using a linear gradient of 1M NaCl. RNH was
further purified by size exclusion chromatography on a Superdex75 26/60 column (GE
Healthcare) using buffer containing 25 mM sodium phosphate buffer (pH 7.0), 0.02%
sodium azide, 100 mM NaCl and 1 mM DTT. The resulting p15-EC RNH was
homogeneous as determined by 20% SDS-PAGE gel electrophoresis. Protein was stored in
aliquots at -70°C until use.

NMR experiments

All spectra were recorded on Bruker AVANCE600 or AVANCE700 spectrometers
equipped with a 5mm-triple-resonance-z-gradient cryogenic probe (Bruker Biospin,
Billerica, MA) at 25°C. The p15-EC RNH sample was prepared in 40 mM sodium
phosphate, (pH 6.8) in a 95% H2O/5%D2O ratio in a sample volume of ~350μL (final
concentration ~ 200 μM protein) in a 5-mm Shigemi tube (Shigemi, Inc., Allison Park, PA).
A series of 1H-15N Heteronuclear Single Quantum Coherence (HSQC) experiments were
recorded at different Mg2+ concentrations (0, 5, 10, and 20 mM) to identify the Mg2+

interaction sites. Although the above assay was conducted at 10 mM, we tested various
concentrations up to 20 mM Mg2+ in the NMR studies due to the high protein
concentrations needed for this approach. Similarly, a series of 1H-15N HSQC experiments
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were recorded at different concentration of BHMP07 (0, 0.1, 0.2, 0.4, 0.6, 0.8 mM) to
identify the inhibitor-interaction site in the presence and absence of 20 mM Mg2+. Each
series of the titration experiment was conducted using the same condition and completed
within a half day. Changes in chemical shifts were presented as the square root of the sum of

the square of the 1H and 15N chemical shift differences,  (Hz).
Backbone 1H-15N signals were assigned by recording HNCA, CBCAONH and CCONH
experiments using 15N/13C-labeled protein at ~500 μM concentration (41). NMR data were
processed and analyzed using the nmrDraw and nmrView (42, 43).

Model structure of the p15-EC RNH fragment

A model structure of the p15-EC RNH fragment was generated by inserting the sequence,
TQWIHNWKKRGWKTADKKPVKNV (Supplementary Figure S1), to the RT RNH
domain coordinates (PDB = 2I5J) using Modeller 9v6 software. This modeled structure was
used to indicate residues that exhibited changes in NMR chemical shifts enabling an
estimation of the binding location for the acylhydrazone inhibitors. Graphics were generated
using VMD 1. 8. 6 (44).

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.
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Figure 1.
Primary sequence of p15-EC RNH fragment (1-148 residues). Numbers at the beginning of
each line indicate amino acid positions relative to chain A of HIV RT RNH domain
sequence. The E.coli sequence introduced into HIV RT RNH domain fragment is
underlined. To present the NMR results conducted using the RNH fragment, the fragment
residue numbers are described with the RT residues number in parentheses.
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Figure 2.
Interaction of BHMP03 (▽) or BHMP07 (▲) with the p15-EC RNH domain fragment
monitored by intrinsic protein fluorescence in the presence of 2 mM Mn2+. The observed
half maximal interaction values determined by the fluorescence quenching experiment for
BHMP03 and BHMP07 were 23.1 and 5.3 μM, respectively.
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Figure 3.
Overlay of 1H-15N HSQC spectra of the RNH fragment recorded in the absence (black) or
presence of 5, 10, and 20 mM of Mg2+ in 40 mM sodium phosphate buffer at 25 °C (black,
orange, light blue, and pink, respectively). Residues that showed distinct chemical shift
differences in the presence or absence of Mg2+ are labeled in the spectra.
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Figure 4.
Differences in backbone amide chemical shifts of the RNH fragment in the presence or
absence of 20 mM Mg2+. The magnesium-induced shift in the RNH was calculated as the
square root of the sum of the square of the 1H and 15N chemical shift difference. The
resonances were considered shifted when the difference was greater than 20 Hz, based on
resolution and signal broadenings. In the inserted model structure (See Materials and
Methods), residues that exhibited significant chemical shift changes (> 20 Hz) are
highlighted with pink in the backbone, and previously described metal coordinating side
chains of D17(443), E52(478), D72(498), and D137(549) (29-31) are shown in yellow.
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Figure 5.
Differences in backbone amide chemical shift of the RNH fragment in the presence or
absence of four-fold BHMP07 recorded in the absence (A) or presence (B) of 20 mM Mg2+.
The BHMP07-induced shift in the RNH was calculated as the square root of the sum of the
square of the 1H and 15N chemical shift difference. The resonances were considered shifted
when the difference was greater than 20 Hz, based on resolution and signal broadenings.
The region inserted from E. Coli RNH is indicated by a solid-line arrow (residues 81 to 103)
and the “substrate handle region” is indicated by a dashed arrow (residues 72 to 110).
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Figure 6.
Ribbon representation of the p15-EC RNH fragment in the absence (A) or presence (B) of
20 mM Mg2+, and of the HIV-1 RT (C). In (A) and (B), the residues that were perturbed by
BHMP07 are highlighted red. In (C), the highlighted p15-EC structure (cyan) was
superimposed on the RT structure (PDB 2I5J, p51 subunit (gray) and p66 subunit (lime)).
The substrate handle region in p15-EC RNH is marked with a dashed circle, and is located at
the domain-interface in RT.
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Figure 7.
Interaction of BHMP07 with the p15-EC RNH domain fragment monitored by resonance
shifts of the NMR signal of W83 in the absence (●, circle) or presence (▲, triangle) of 20
mM Mg2+. Dissociation constants, KD, determined by NMR for BHMP07 were 142.7 ±
35.7 μM and 392.0 ± 69.6 μM in the absence and presence of 20 mM Mg2+, respectively.
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Table 1

Inhibitory properties of acylhydrazones used in the present study

PROPERTY

DHBNHa BHMP03 BHMP07

Inhibition of
RT DNA
polymerase
activity (IC50,
μM)

> 25 > 50 0.3 ± 0.2

Inhibition of
RT RNH (IC50,
μM)

0.5 ± 0.2 0.4 ± 0.2 0.2 ± 0.1

Inhibition of
the p15-EC
RNH fragment
(IC50, μM)

18.5 ± 3.4 > 50 0.8 ± 0.06

a
Data were taken from the reference, (20). Enzyme activity was measured as described in Materials and Methods.
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Table 2

Site specific investigation of the BHMP07 dissociation constants against the p15-EC RNH

RNH fragment residue (RT residue) Inhibitor dissociation constant, KD (μM)

No Mg++ + 20 mM Mg++

Q74 (500) - 246.4 ± 72.8

Y75 (501) - 262.4 ± 134.8

A76 (502) 191.9 ± 28.9 311.4 ± 41.5

I79 (505) 211.6 ± 20.1 371.6 ± 60.2

W83a 142.7 ± 35.7 392.0 ± 69.6

K93 193.8 ± 18.3 454.1 ± 150.6

I114 (526) 216.8 ± 38.4 320.9 ± 26.2

V124 (536) 242.5 ± 18.2 -

a
Detected for indole amine signal.
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