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The human immunodeficiency virus (HIV) currently infects
~40 million people worldwide. The virus’s ability to integrate
a viral DNA (vDNA) copy of its RNA genome into host chromatin, leading to the establishment of a permanent and irreversible infection of the target cell (and any progeny cells), is
the central challenge in developing a cure (1). Integration,
catalyzed by the viral integrase (IN) protein, is essential for
retroviral replication and results in the covalent linkage of
vDNA to the host genome (2, 3). Proper integration depends
on the formation of a large oligomeric nucleoprotein complex
containing viral IN assembled on the ends of vDNA, commonly referred to as an intasome (4–9). All intasomes contain
multimeric IN bound to vDNA ends, but they are characterized by distinct oligomeric configurations and domain arrangements.
Intasome assembly and catalysis proceeds through a
multi-step process that involves several distinct intermediates (fig. S1). The catalytically competent cleaved synaptic
complex (CSC) intasome, which contains free 3′-OH ends, is
the specific target of the IN strand transfer inhibitors (INSTIs), a group of drugs that bind to both the active site of HIV
IN and the ends of vDNA, blocking catalysis. Treatment with
INSTIs, which are a key component of combined antiretroviral therapy, leads to a rapid decrease in viral load in patients.
INSTIs are generally well tolerated, and the second generation drugs do not readily select for resistance (10–13). They
are used in the recommended first line combination
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therapies for treating HIV-infected patients and are prime
candidates for future development (14, 15).
The prototype foamy virus (PFV) intasome has been used
as a model system to understand INSTI binding (6, 16–19).
However, this system has limitations. PFV and HIV INs share
only ~25% sequence identity in the catalytic core domain
(CCD) (6), and many of the sites where drug resistance mutations occur in HIV IN are not conserved in PFV IN. Moreover,
minor changes in the structure of an INSTI can profoundly
impact its ability to inhibit mutant forms of HIV (19, 20).
Thus, understanding how INSTIs interact with HIV intasomes – their natural target – at a molecular level is needed
to overcome drug resistance and to guide development of improved inhibitors.
We established conditions for assembling, purifying, and
structurally characterizing HIV CSC intasomes. Previously,
we showed that fusion of the small protein Sso7d to the Nterminal domain (NTD) of HIV IN improves its solubility and
facilitates assembly and purification of strand transfer complex intasomes (4, 21). We further optimized conditions required for CSC formation and purification and showed that
these complexes are biochemically active for concerted integration (fig. S2). We used a tilted cryo-EM data collection
strategy to alleviate the effects of preferential specimen orientation on cryo-EM grids (22), allowing us to collect data on
the apo form of the HIV CSC intasome. The cryo-EM reconstruction of the HIV CSC intasome reveals a two-fold
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The HIV intasome is a large nucleoprotein assembly that mediates the integration of a DNA copy of the
viral genome into host chromatin. Intasomes are targeted by the latest generation of antiretrovirals,
integrase (IN) strand transfer inhibitors (INSTIs). Challenges associated with lentiviral intasome
biochemistry have hindered high-resolution structural studies of how INSTIs bind to their native drug
target. Here, we present high-resolution cryo-electron microscopy (cryo-EM) structures of HIV intasomes
bound to the latest generation INSTIs. These structures highlight how small changes in the IN active site
can have significant implications for drug binding and design and provide mechanistic insights into why a
leading INSTI retains efficacy against a broad spectrum of drug resistant variants. The data have
implications for expanding effective treatments available for HIV-infected individuals.
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binding of all INSTIs (Fig. 2, B and C). First, three central
electronegative heteroatoms chelate two Mg2+ cofactors
within the active site of IN. A halogenated benzyl moiety appended to the core by a short linker displaces and substitutes
for the 3′ terminal adenosine of processed vDNA, making a
π-stacking interaction with the base of the penultimate cytosine. The displaced adenosine can adopt multiple rotameric
conformations (17), only one of which contributes to INSTI
binding by stacking on the central ring of the INSTI core (fig.
S13). Removing the adenosine from the end of vDNA increases INSTI dissociation (27). The nature of the INSTI core
and its substituents modulate its binding and help to determine its spatial orientation within the active site. For example, the core naphthyridine ring of the 4c/4d/4f compounds
binds closer to the Mg2+ ions than the chelating core of BIC
(Fig. 2D). These naphthyridine compounds position their 6substituents within a constriction formed by the sidechain of
Y143 and the backbone of N117. Fifteen of the most commonly
found mutations that cause resistance in HIV IN are located
within 10 Å of an INSTI core; however, only six are conserved
between HIV IN and PFV IN (table S2). Small chemical modifications can dramatically affect drug potency, as demonstrated previously for compounds targeting reverse
transcriptase (28) or protease (29, 30). Thus, it is important
to understand all interactions at the molecular level.
One strategy for developing inhibitors with broad potency
against rapidly evolving enzyme targets is based on the concept of filling the “substrate envelope” (29). The rationale is
that if inhibitory compounds bind entirely within a conserved
consensus volume occupied by an enzyme’s natural substrates, this limits the ability of the virus to evolve changes in
the target enzyme that allow it to discriminate between its
normal substrates and synthetic inhibitors. The concept was
originally used to guide the development of protease inhibitors and resulted in compounds with broad potency against
viral resistant variants (31). We extended the substrate envelope hypothesis to the development of INSTIs; however, the
structural models initially used were based on PFV intasomes
(19). The cryo-EM structures of HIV intasomes with bound
INSTIs reveal key differences in the substrate binding region.
For example, although the chelating naphthyridine core of 4f
binds to PFV and HIV intasomes similarly, the 6-substituted
sulfonyl benzyl moiety, which is key to the potency of the
compound (19, 20), adopts distinct configurations (Fig. 3, A
to C). In compound 4c, the 6-substitution is an n-pentanol
chain. When bound to the HIV CSC, the pentanol group of 4c
adopts an extended configuration and makes contacts with
HIV IN that are distinct from interactions that the pentanol
substituent of 4c makes with PFV IN (Fig. 3, D to F) (19, 26).
Compound 4d, which is more potent than 4c (fig. S8), adapts
a similar extended configuration (Fig. 3F). Therefore, the differences in INSTI configuration are induced by the nature of
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symmetric dodecameric molecular assembly of IN. The highest resolution (~2.7 Å) resides within the core containing the
two catalytic sites and the ends of vDNA (fig. S3 and table S1).
Lentiviral intasomes have a large degree of heterogeneity
and vary in size depending on the protein and biochemical
conditions, forming tetramers, dodecamers, hexadecamers,
and proto-intasome stacks (figs. S4 and S5). The basic underlying unit, the conserved intasome core (CIC), resembles, but
is not identical to, the tetrameric PFV intasome. The CIC is
composed of two IN dimers, each of which binds one vDNA
end and a C-terminal domain (CTD) from a neighboring protomer (23). In the cryo-EM reconstruction, four fully defined
IN protomers, two CTDs from flanking protomers, and two
additional CTDs from distal subunits are clearly resolved
(Fig. 1A); these were used to build an atomic model (Fig. 1B).
With the exception of the additional CTDs from distal subunits, which are not conserved in other retroviral species, the
resolved regions comprise the intasome CIC.
Each of the two active sites in an HIV intasome contains
the catalytic residues Asp64, Asp116, and Glu152, forming the
prototypical DDE motif present in many nucleases, transposases, and other INs (24). The regions near the active sites
of the PFV and HIV intasomes are similar because many of
the residues participate in substrate binding and catalysis.
However, further from the active sites, the structures diverge
(Fig. 1C and figs. S6 and S7). The largest differences reside in
the synaptic CTD from the flanking protomer, specifically the
region around the loop spanning HIV IN Arg228-Lys236. The
corresponding loop in PFV IN has four additional residues,
and assumes a distinct configuration. Clinically relevant drug
resistance mutations occur within regions of HIV IN where
the amino acid sequences between the two orthologs diverge
(11, 12).
To better understand how INSTIs interact with HIV intasomes, we assembled the complex with bictegravir (BIC), a
leading 2nd generation INSTI and the most broadly potent of
all clinically approved INSTIs (25). We also examined the
binding of additional compounds, named 4f, 4d and 4c,
which contain a distinct chelating core (Fig. 2A), whose development was motivated by the need to further improve potency against drug resistant variants (19, 20). Currently, 4d is
a leading drug candidate that shows improved efficacy over
all clinically used and developmental compounds against the
known drug resistant variants (25, 26) (fig. S8). Intasomes
were co-assembled and co-purified with INSTIs, and we verified their inhibitory activity (fig. S9). The cryo-EM structures
of INSTI-bound CSCs extend to a comparable ~2.6-2.7 Å resolution near the active site, allowing derivation of atomic
models (figs. S10 to S12 and table S1).
INSTIs bind HIV CSCs within a well-defined pocket
formed by the interface between two IN protomers and
vDNA. Several important pharmacophores characterize the
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Within the substrate envelope, differences in geometry of
the catalytic pockets, their overall volume, the locations of
bound waters, among other features, all matter for understanding INSTI interactions. The current work highlights
how small changes in the active site modulate drug binding
and have implications for drug design. Structures of WT and
mutant HIV intasomes bound to INSTIs should improve our
understanding of resistance mechanisms and lead to the development of better drugs to be used in combination antiretroviral therapy for targeting viral escape mutants.
REFERENCES AND NOTES
1. A. R. Martin, R. F. Siliciano, Progress Toward HIV Eradication: Case Reports, Current
Efforts, and the Challenges Associated with Cure. Annu. Rev. Med. 67, 215–228
(2016). doi:10.1146/annurev-med-011514-023043 Medline
2. P. Lesbats, A. N. Engelman, P. Cherepanov, Retroviral DNA Integration. Chem. Rev.
116, 12730–12757 (2016). doi:10.1021/acs.chemrev.6b00125
3. R. Craigie, F. D. Bushman, HIV DNA integration. Cold Spring Harb. Perspect. Med. 2,
a006890 (2012). doi:10.1101/cshperspect.a006890 Medline
4. D. O. Passos, M. Li, R. Yang, S. V. Rebensburg, R. Ghirlando, Y. Jeon, N. Shkriabai,
M. Kvaratskhelia, R. Craigie, D. Lyumkis, Cryo-EM structures and atomic model of
the HIV-1 strand transfer complex intasome. Science 355, 89–92 (2017).
doi:10.1126/science.aah5163 Medline
5. G. N. Maertens, S. Hare, P. Cherepanov, The mechanism of retroviral integration
from X-ray structures of its key intermediates. Nature 468, 326–329 (2010).
doi:10.1038/nature09517 Medline
6. S. Hare, S. S. Gupta, E. Valkov, A. Engelman, P. Cherepanov, Retroviral intasome
assembly and inhibition of DNA strand transfer. Nature 464, 232–236 (2010).
doi:10.1038/nature08784 Medline
7. A. Ballandras-Colas, D. P. Maskell, E. Serrao, J. Locke, P. Swuec, S. R. Jónsson, A.
Kotecha, N. J. Cook, V. E. Pye, I. A. Taylor, V. Andrésdóttir, A. N. Engelman, A.
Costa, P. Cherepanov, A supramolecular assembly mediates lentiviral DNA
integration. Science 355, 93–95 (2017). doi:10.1126/science.aah7002 Medline
8. A. Ballandras-Colas, M. Brown, N. J. Cook, T. G. Dewdney, B. Demeler, P.
Cherepanov, D. Lyumkis, A. N. Engelman, Cryo-EM reveals a novel octameric
integrase structure for betaretroviral intasome function. Nature 530, 358–361
(2016). doi:10.1038/nature16955 Medline
9. Z. Yin, K. Shi, S. Banerjee, K. K. Pandey, S. Bera, D. P. Grandgenett, H. Aihara, Crystal
structure of the Rous sarcoma virus intasome. Nature 530, 362–366 (2016).
doi:10.1038/nature16950 Medline
10. D. J. Hazuda, HIV integrase as a target for antiretroviral therapy. Curr. Opin. HIV
AIDS 7, 383–389 (2012). doi:10.1097/COH.0b013e3283567309 Medline
11. J. A. Grobler, D. J. Hazuda, Resistance to HIV integrase strand transfer inhibitors:
In vitro findings and clinical consequences. Curr. Opin. Virol. 8, 98–103 (2014).
doi:10.1016/j.coviro.2014.07.006 Medline
12. K. Anstett, B. Brenner, T. Mesplede, M. A. Wainberg, HIV drug resistance against
strand transfer integrase inhibitors. Retrovirology 14, 36 (2017).
doi:10.1186/s12977-017-0360-7 Medline
13. E. J. Arts, D. J. Hazuda, HIV-1 antiretroviral drug therapy. Cold Spring Harb.
Perspect. Med. 2, a007161 (2012). doi:10.1101/cshperspect.a007161 Medline
14. J. Riddell 4th, 2018 IAS-USA Recommendations for the Use of Antiretroviral
Therapy for HIV: Building on Decades of Progress. JAMA 320, 347–349 (2018).
doi:10.1001/jama.2018.9184 Medline
15. P. A. Volberding, HIV Treatment and Prevention: An Overview of
Recommendations From the IAS-USA Antiretroviral Guidelines Panel. Top. Antivir.
Med. 25, 17–24 (2017). Medline
16. S. Hare, A. M. Vos, R. F. Clayton, J. W. Thuring, M. D. Cummings, P. Cherepanov,
Molecular mechanisms of retroviral integrase inhibition and the evolution of viral
resistance. Proc. Natl. Acad. Sci. U.S.A. 107, 20057–20062 (2010).
doi:10.1073/pnas.1010246107 Medline
17. S. Hare, S. J. Smith, M. Métifiot, A. Jaxa-Chamiec, Y. Pommier, S. H. Hughes, P.

www.sciencemag.org

(Page numbers not final at time of first release)

3

Downloaded from http://science.sciencemag.org/ on February 4, 2020

the IN to which they bind. The simplest explanation for these
differences is that multiple, minor variations in the amino
acids that surround the bound INSTI and DNA substrates affect the binding of the compound in the active site. These
compounds mimic aspects of bound forms of vDNA and
tDNA substrates, residing within the substrate envelope (fig.
S14).
We were particularly interested in understanding why 4d
is, in general, more broadly effective against resistant mutants than other INSTIs (fig. S8). The high-resolution maps
revealed a complex and dynamic network of water molecules
surrounding bound INSTIs (fig. S15). The binding sites of
many waters appear to be conserved, occupying similar positions in the unliganded and INSTI-bound CSC structures.
However, some waters are displaced or shifted as a consequence of INSTI binding; others are found only when INSTIs
are bound, suggesting that the conformational changes induced by the binding stabilize their position. To simplify the
analysis, INSTI interactions and waters can be subdivided by
their relative position with respect to the plane formed by the
Mg2+-coordinating ligand scaffolds, respectively above, inplane, and below the plane, as depicted in Fig. 4. The naphthyridine cores are engaged from above by the purine ring of
the 3′-adenosine via a π-stacking interaction, helping to stabilize a hydrogen bonding network involving the phosphate
and N1 nitrogen of the adenine on one end and four waters
in the cavity delimited by His67, Glu92, Asn120, and Ser119
on the other end. In-plane, the presence of the amino group
at the 4-position of the naphthyridine core was previously
shown to impart a >10-fold increase in potency (20). This improved efficacy appears to be due to: 1) formation of an intramolecular hydrogen bond with the halobenzylamide oxygen,
which stabilizes its planar conformation; 2) electronic/inductive effects on the aromatic core increasing the metal coordination strength and electrostatic potential over the ring (i.e.,
stronger π-stacking) (fig. S16 and supplementary note 1). Below the plane, the R1 substituent points toward the bulk solvent and the positioning of its long chain displaces looselybound waters. Displacement of solvent should be entropically
advantageous. In turn, the location of one of the displaced
waters closely matches the location of the hydroxyl moiety of
4d, providing additional enthalpic gain. This observation
helps to explain why the 6-hexanol sidechain of 4d imparts
this derivative with superior potency against resistant viral
variants (sometimes up to ~10-fold) compared to very similar
compounds in which the lengths of the side chain are shorter
(propanol or pentanol) or longer (octanol) (19, 26). Finally,
there are three tightly bound water molecules underneath the
DDE motif, reaching toward the backbone of Asn117 and
Tyr143 and projecting toward the bulk solvent. These bound
waters can be exploited for the development of improved
compounds.
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Fig. 1. Cryo-EM structure of the HIV intasome core. (A) Cryo-EM reconstruction and (B) corresponding
atomic model of the HIV CIC colored by protomer (red and yellow CTDs from distal protomers do not comprise
the CIC, but are conserved among lentiviral intasomes). The two catalytic sites are indicated by dashed squares.
(C) Close-up of the HIV intasome active site, colored by root-mean-square deviation from the corresponding
region in the PFV intasome (PDB 3L2Q). IN residues frequently mutated in patient-derived clinical samples in
response to 2nd generation INSTI treatment are indicated (11, 12).
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Fig. 2. Structural basis of INSTI binding to HIV intasomes. (A) Chemical
structures of the compounds used in this study, including the leading
clinical drug Bictegravir (BIC) and developmental inhibitors 4f, 4d, and 4c
[nomenclature based on previously reported work (19)]. Halogenated
phenyl groups are shown in blue and the metal chelating heteroatoms are
in red. (B and C) Binding modes are depicted for (B) BIC or (C) 4f (pink), 4d
(light blue), and 4c (green) in the HIV intasome active site. (D)
Superimposed binding modes of BIC and 4d. The terminal adenine base of
viral DNA, and all water molecules, are omitted for clarity.
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Fig. 3. INSTIs can bind differently to PFV and HIV intasomes. (A) Compound 4f bound to the HIV
(pink) and (B) PFV intasome (gray). (C) Overlay of compound 4f binding modes. (D) Compound 4c,
containing a 6-pentanol substituent, bound to the HIV (green) and (E) PFV intasome (gray, PDB 5FRN).
(F) Overlay of compound 4c binding modes. Compound 4d, containing a 6-hexanol substituent, is also
shown in its binding mode to the HIV (light blue) intasome. In panels A, B, D, and E, intasome active
sites are shown as surface views, with labeled residues. R231 is modeled as an Ala stub due to flexibility.
The terminal adenine is removed, for clarity.
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Fig. 4. Interactions of naphthyridine-based INSTIs and HIV
intasomes. Schematic representation that recapitulates the receptor
molecular environment and the water networks with which the
naphthyridine scaffold ligands interact when coordinating the Mg2+ ions.
The scheme summarizes interactions by their location with respect to
the metal coordination plane of the naphthyridine scaffold (above, inplane, and below). For clarity, the two waters coordinating the Mg2+ ions
from above are not shown.
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