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Abstract: Understanding HIV latent reservoirs in tissues is essential for the development of new
strategies targeting these sites for eradication. Here, we assessed the size of latent reservoirs and
the source of residual viruses in multiple lymphoid tissues of SIV-infected and fully suppressed
rhesus macaques of Chinese-origin (cRMs). Eight cRMs were infected with SIVmac251 and treated
with tenofovir and emtricitabine daily for 24 weeks initiated 4 weeks post-infection. Four of the
eight animals reached sustained full viral suppression with undetectable viremia. The levels of
cell-associated SIV DNA varied in peripheral blood mononuclear cells (PBMCs) and multiple
lymphoid tissues, but with higher levels in the mesenteric lymph nodes (MesLNs). The levels
of cell-associated SIV RNA also varied in different tissues. The higher frequency of viral RNA
detection in the MesLNs was also observed by in situ hybridization. Consistently, the infection unit
per million cells (IUPM) in the MesLNs was higher than in PBMCs and other tested lymphoid tissues
by quantitative viral outgrowth assay (QVOA). Furthermore, env gp120 from tissue SIV RNA was
amplified by single genome amplification. Phylogenetic analysis revealed diverse variants from
tissues parallel to the viral inoculum in all viral suppressed animals. These results demonstrate that
the latency and viral reservoirs in the lymphoid tissues still exist in aviremic macaques under full
suppressive therapy. Moreover, the size of viral latent reservoirs differs in various lymphoid tissues
with a relatively larger size in the MesLNs.
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1. Introduction

The viral latent reservoir remains a key barrier in HIV-1 eradication [1]. Although combination
antiretroviral therapy (cART) can effectively suppress the viral replication to undetectable levels in
peripheral blood, the current antiretroviral drugs are unable to eliminate cellular and tissue latent
reservoirs even with the earliest cART during hyperacute HIV infection [2]. Once cART is discontinued,
viral productive infections quickly rebound within a few weeks from latent reservoirs in HIV and
SIV infection. The exact sources of viral rebound have not been identified [3,4]. Lymph nodes (LNs),
the spleen, gut-associated lymphoid tissues, the reproductive system, and the central nervous system
are proposed to account for viral persistence [5]. One recent study showed that the B cell follicles of
lymph nodes harbor productive viral replication in elite SIV-controlling macaques due to less access
by SIV-specific cytotoxic T cells [6]. HIV also persists in follicular dendritic cells by trapping viable
virions on their surface and in follicular helper CD4+ T cells inside the germinal center of the LNs in
HIV-infected patients with suppressive cART [7,8] or in the lymphoid tissues in aviremic patients on
cART [9], indicating that the low-level ongoing virus replication may be another source of plasma
virus rebound after cessation of ART.

To identify and characterize cellular and tissue latent reservoirs or determine whether there
is an ongoing low-level replication in lymphoid tissues on suppressive ART, multiple methods
have to be used to corroborate each other, because different assays such as PCR-based, quantitative
viral outgrowth assay (QVOA), and in situ hybridization have different advantages and drawbacks.
However, the combination of these methods has not often been used in determining whether lymph
nodes harbor replication-competent viruses and whether there is ongoing active replication in tissues
under suppressive cART despite an undetectable viral load in peripheral blood. Thus far, by either
the assays of PCR-based or in situ hybridization, lymphoid tissues, and lymph nodes in particular,
have been found to contain high viral DNA loads [10,11].

Used in combination, the nucleoside reverse transcriptase inhibitors (NRTI), tenofovir and
emtricitabine, are still the basis of antiretroviral drugs in use with integrase or proteinase inhibitors
for treating HIV infection. Tenofovir and emtricitabine have also been used on rhesus macaques
of Chinese-origin (cRMs) for investigating latent reservoirs in the CNS [12] and mucosal immune
responses, where ~ 60% of animals can reach full viral suppression in peripheral blood when only
these two drugs were available for treatment [13]. It is relatively easier and quicker to suppress plasma
viral loads (pVL) in SIV infection in cRMs to undetectable levels by cART [14,15], as compared with
SIV infection in Indian rhesus macaques. This two-drug combination therapy in cRMs could suppress
plasma viral load to undetectable levels for latency studies [13].

In this study, we treated SIVmac251-infected cRMs with tenofovir and emtricitabine to examine
the size and the distribution of SIV latent reservoir(s) in lymphoid tissues. Four of the eight animals
reached sustained undetectable plasma viral loads on ART. At the end of ART, cell-associated viral
DNA was detected in PBMCs and all the lymphoid tissues examined (axillary, inguinal, mesenteric
lymph nodes and spleen). Cell-associated viral RNA was also detected in the lymphoid tissues
examined as above but not in PBMCs by qRT-PCR. The presence of SIV RNA+ cells in the mesenteric
lymph node tissues was confirmed by using in situ hybridization, indicating that there were persistent
viral reservoirs in lymphoid tissues despite aviremia. Furthermore, QVOA revealed that different
lymphoid tissues contained replication-competent viruses, of which the mesenteric lymph node tissues
had the highest number of infection units. In addition, the viral variants isolated in the lymphoid
tissues did not show specific compartmentalization by phylogenetic analysis but were similar in
diversity to the swarm virus in the inoculum. Our data demonstrate that the mesenteric lymph nodes
are likely to be one of the sources of viral reservoirs with possible continuous active viral replication.
Although it leads to sustained suppression of peripheral viremia by the two reverse transcriptase
inhibitors (RTi), a larger group of animals with earlier and longer treatment over 6 months and a
novel antiretroviral regimen can be tested in the SIV/cRM/cART model for further reduction of
these reservoirs.
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2. Materials and Methods

2.1. Animals and Virus Inoculation

Eight rhesus macaques of Chinese-origin (Macaca mulatta) were studied. The animals were housed
at the Tulane National Primate Research Center (TNPRC) and maintained in accordance with the
standards of the American Association for Accreditation of Laboratory Animal Care and the “Guide
for the Care and Use of Laboratory Animals” prepared by the National Research Council. The protocol
of all studies was approved by the Tulane Institutional Animal Care and Use Committee (IACUC,
P0121R-2015). The animals were sero-negative for SIV, simian D retrovirus and simian T-cell leukemia
virus prior to SIV inoculation. The animals were inoculated intravenously with 100 TCID50 of SIV
grown in culture from SIVmac251.

2.2. Antiretroviral Therapy

Beginning 4 weeks post-infection, each animal received the reverse transcriptase inhibitors
(R)-9-(2-phosphonylmethoxyypropyl) adenine (PMPA, tenofovir; 20 mg/kg) and beta-2′,3′ dideoxy-3′-
thia-5-fluorocytindine (FTC, emtricitabine; 40 mg/kg) daily by subcutaneous injection. ART was
continued through the end of the study for 24 weeks. The animals were then euthanized and necropsied
for extensive tissue collection for the reservoir evaluation. Tenofovir and emtricitabine were generously
provided by Gilead Sciences, Inc. (Foster City, CA, USA) via Material Transfer Agreements.

2.3. Quantification of Viral RNA in Plasma

The blood samples were collected in ethylenediamine tetraacetic acid (EDTA)-treated tubes and
the plasma was separated from whole blood and stored at −80 ◦C until use. The viral RNA (vRNA)
was extracted from the plasma using the high pure viral RNA kit (Roche; Indianapolis, IN, USA).
The SIV plasma viral loads (pVLs) were quantified by real-time quantitative PCR (qPCR) assay by the
Pathogen Detection and Quantification Core of Tulane National Primate Research Center as described
elsewhere [16] using the primers and probes for conserved gag region of SIVmac239 and SIVmac251.

2.4. Quantification of Cell-Associated SIV DNA and RNA from Blood and Lymphoid Tissues

The RNA from peripheral blood mononuclear cells (PBMCs) and lymphocytes obtained from the
lymph nodes and spleen during the necropsies was isolated with TRIzol® Reagent (Thermo fisher
scientific, Waltham, MA, USA) according to the manufacturer’s protocol with slight modifications.
The sample was separated with chloroform and the aqueous phase was treated with isopropanol to
precipitate the RNA; the interphase was used to precipitate the DNA. The TaqMan Gene Expression
Master Mix (LifeTechnologies, Inc., Carlsbad, CA, USA) was used in the qRT-PCR reaction. The levels
of the cell-associated (CA) SIV DNA and CA SIV RNA viral loads were determined using methods
described in detail elsewhere [14].

2.5. SIV RNA Detection in Lymphoid Tissues Using in Situ Hybridization

Axillary lymph nodes (AxLNs), mesenteric lymph nodes (MesLNs), and spleen tissues were
collected at necropsy, fixed in Z-fix and embedded in paraffin. Six-micrometer-thick sections of tissue
were cut and mounted on charged glass slides (Fisher Scientific, Waltham, MA, USA). Isotope 35S
labeled sense or the antisense riboprobes of SIV were used as described previously [17]. The slides
were exposed for 2 weeks.

2.6. Isolation and Purification of Resting CD4+ T Cells from Blood and Tissues

PBMCs were purified from whole blood via Hypaque–Ficoll gradient centrifugation. The CD4+ T
cells from PBMCs as well as lymphocytes isolated from LNs and the spleen were negatively selected
to remove CD8+ T cells, B cells, monocytes, NK cells, and granulocytes cells using a cocktail of
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biotin-conjugated antibodies and anti-biotin micro magnetic beads using a non-human primate
microbeads CD4+ T cell isolation kit, (Milltenyi Biotech, Auburn, CA, USA). The purified CD4+

T cells were further separated by non-human primate microbeads, anti-CD25 and anti-HLA-DR
antibodies for resting CD4+ T cells. The resulting resting CD4+ T-cell population generally reached
>95% purity.

2.7. Quantitative Viral Outgrowth Assay (QVOA)

Highly purified resting CD4+ T cells were activated in the presence of 0.5 µg of PHA/mL to
stimulate the virus production from latently infected cells. The purified resting cells were carefully
counted and suspended to 1× 106 cells/mL in PHA containing media. The purified cells were cultured
in duplicate using 5-fold limiting dilution, ranging from 1 × 106 to 3.2 × 102 cells/mL, respectively.
On day 2, PHA was removed with medium containing IL-2. The cells were co-cultured with 1 × 105

CEMx174 for two weeks. The CEMx174 cells served to expand the virus released from infected cells
as previously described [18]. The culture supernatant was collected weekly, and fresh medium was
added to the culture. Culture supernatants were stored at −80 ◦C in 1.5-mL aliquots. The frequency
of cells harboring replication-competent viruses was determined by limiting dilution assay statistics
and expressed as the infectious units per million (IUPM) that was calculated using the IUPMStats v1.0
infection frequency calculator (available online: http://silicianolab.johnshopkins.edu) [19].

2.8. SIV env Sequence Analysis

Total RNA was extracted from PBMCs at different time points, lymphocytes from LNs, and spleen
tissues at necropsies. The extracted RNA was reverse transcribed into cDNA using the SuperScript
III reverse transcriptase enzyme kit (Life Technologies, Carlsbad, CA, USA) according to the
manufacturer’s protocol. cDNA was then used for single genome amplification (SGA). Platinum PCR
SuperMix High Fidelity kit (Life Technologies) was used for nested PCR following the manufacturer’s
protocol. The initial PCR cycles (1st round) were carried out using the following primers: 1st round
(Fwd: 5′-CTA TAA TAG ACA TGG AGA CAC CCT TG-3′; Rev: 5′-CTT CTT GCA CTG TAA TAA
ATC CCT TCC-3′) and 2nd round (Fwd: 5′-ATG CAA CCA CTC CAG AAT CGG C-3′; Rev: 5′-GGA
ACT CTC CTC TGC AAT TTG TCC-3′). Both rounds were amplified with the same cycling conditions:
94 ◦C for 2 min then 40 cycles of 94 ◦C for 30 s, 55 ◦C for 30 s, and 72 ◦C for 1 min. The size of the
resulting product was ~1500 base pairs. The PCR product was purified using the DNA and PCR clean
kit (Qiagen DNA purification kit, Hilden, Germany) according to the manufacturer’s protocol and
used for sequencing. The raw sequences were assembled using Sequencher 5.4.1 sequencing software
(Gene Codes Corporation, Ann Arbor, MI, USA). All assembled sequences were manually corrected
for individual ambiguous nucleotide errors and to eliminate any multiple templates. The SIV env
sequences were aligned with SIVmac239 and SIVmac251 as reference sequences. The sequences of the
KC522 series of SIVmac251 inoculum were also included in the analysis [20]. Molecular evolutionary
genetics analysis (MEGA) version 7.0 and the maximum likelihood (ML) method were used for the
generation of phylogenetic tree analysis [21].

2.9. Nucleotide Sequence Accession Numbers

Viral env sequences were deposited in GenBank under accession numbers MH745243-MH745367.

3. Results

3.1. Dynamics of SIV Plasma Viral Load during SIV Infection and Antiretroviral Therapy

Eight cRMs were infected with SIVmac251. Viremia peaked at 2 weeks post-infection to the
median of 8.5 × 106 copies/mL (ranging from 2.7 × 106–6 × 107 copies/mL) with the highest pVL
in animal EP22. By the time of the initiation of ART at week 4 post-infection, the median pVL was
reduced to 1 × 106 copies/mL (ranging from 1.3 × 105–2 × 107 copies/mL). ART was administered

http://silicianolab.johnshopkins.edu
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daily for 24 weeks (Figure 1). During ART, six animals reached undetectable plasma viral loads (pVL)
at different time points, while two of them (EP20 and GN75) had detectable pVL again by the end of
ART. The remaining four animals, EP22, EP49, GH09 and JH54, maintained undetectable levels until
the time of euthanasia. Two animals, CN05 and HE32, had decreased viral loads in the 1st month of
ART but maintained levels of 104–105 copies/mL similar to that of untreated animals as previously
observed [13], indicating mild or no response to ART.
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Figure 1. Dynamics of the SIV RNA load in plasma during SIV infection and combination antiretroviral
therapy (ART) in Chinese-origin rhesus macaques. ART was initiated at week 4 post-SIV infection and
continued for 24 weeks. The arrow indicates the period of continuous ART. The dashed line shows
detection of the limitation (41 copies/mL). * time of euthanasia of the four animals with undetectable
plasma viral loads.

3.2. Cell-Associated SIV DNA in Blood, Peripheral LNs, Mesenteric LNs and Spleen

We then focused on the four animals that reached full viral suppression to assess the size of
the viral reservoirs in different compartments. Cell-associated (CA) SIV DNA were detected in all
the tissues collected, including PBMCs, the lymphocytes from lymph nodes (axillary, inguinal and
mesenteric) and the spleen (Figure 2A). The CA SIV DNA levels ranged within 102–104 copies/106

cells for all the animals with the highest levels (4.8 × 103 copies/106 cells) in GH09 in the MesLNs.
Inguinal lymph nodes (IngLNs) had the lowest median CA SIV DNA (1.9 × 102 copies/106 cells)
and the highest median CA SIV DNA in the MesLNs (2.6 × 103 copies/106 cells). JH54 had less than
100 copies/106 cells of CA SIV DNA in blood and inguinal lymph nodes.
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Figure 2. Levels of cell-associated SIV DNA (A) and RNA (B) in blood, axillary lymph nodes (AxiLNs),
inguinal lymph nodes (IngLNs), mesenteric lymph nodes (MesLNs) and the spleen at the end of
6 months of ART in four animals with full viral suppression in peripheral blood. The dotted line
indicates the limit of detection.
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3.3. Cell-Associated SIV RNA in Blood, Peripheral LNs, Mesenteric LNs and the Spleen

To determine whether there is active SIV replication in lymphoid tissues, the CA SIV RNA levels
were quantified using qRT-PCR. SIV vRNAs were detectable in variant tissues from all four aviremic
animals. EP22 showed the highest SIV RNA levels in IngLNs. EP49 had detectable CA SIV RNA levels
in AxLNs and IngLNs. GH09 had detectable CA SIV RNA levels in all the LNs as well as in the spleen,
while CA SIV RNAs were only detected in the spleen of JH54. Interestingly, all four animals had no
detectable CA SIV RNA levels in PBMCs, indicating the effectiveness of the ART on peripheral blood
(Figure 2B).

3.4. SIV RNA+ Cells Were Detected in the Lymph Node Tissues of Aviremic Animals by in Situ Hybridization

To validate the qRT-PCR results, isotope 35S labeled anti-sense riboprobe in situ hybridization
(ISH) was used for vRNA+ cells detection in AxLNs, MesLNs, and spleen tissues. SIV RNA+ cells were
readily detected in the MesLNs and spleen tissues in all four aviremic animals on suppressive ART,
with higher frequency in the MesLNs than spleen tissues (Figure 3 and Figure S1), while SIV RNA+
cells were rarely detected with a few positive cells in entire tissue sections in AxLNs and in the spleen
(Figure S1). The isotope 35S labeled sense riboprobe was used as a negative control and we did not
detect signals (Figure S2). Additionally, the anti-sense riboprobe hybridized to SIV-uninfected macaque
MesLN tissues was used as a negative control and we did not detect any signal either (Figure S2).
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Figure 3. SIV viral RNA positive cells from mesenteric lymph node LN tissues. Viral RNA+ cells
were readily detected in mesenteric LN tissues from all four aviremic animals using 35S riboprobe in
situ hybridization. The SIV RNA-positive cells were overlaid by silver grains (black in transmitted
light shown in the upper panel (A to D represent animals EP22, EP49, GH09, and JH54), and green
under epipolarized light shown in the lower panel (E to H in correspondence with A to D) after
radioautography for 14 days. The red box on the upper panel was highlighted at a higher magnification
in the corresponding lower panel. Scale bars: 100 µm for the upper panel, 50 µm for the lower panel.

3.5. The Size of Viral Latent Reservoir Was Higher in Mesenteric LN Than Other Tested Tissues

We further used the viral outgrowth assay to evaluate the size of viral reservoirs of the
replication-competent viruses in the collected tissues. When compared with blood, spleen and
peripheral LNs, MesLNs had the largest sized reservoirs with the range of 1–4.2 IUPM in resting CD4+
T cells by the end of ART in EP22, GH09 and JH54 except EP49 which had low IUPM. It was noteworthy
that MesLNs were the only tissues that showed detectable IUPM in EP49 (Figure 4). Although the
levels in each individual had different absolute numbers, this result was concordant with the findings
by molecular assays.
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Figure 4. The size of replication-competent viral reservoirs in different tissues at the end of ART in the
four animals with full SIV suppression in peripheral blood. The missing bars indicate undetectable
levels of IUPM, e.g., IUPMs were undetectable in the blood of EP22, EP49 and JH54.

3.6. Viral Variants in Different Tissues

To assess SIV variants distribution in different compartments including blood, LNs and spleen,
we analyzed SIV env gp120 sequences using the single genome amplification (SGA) of viral RNA
and determined the phylogenetic relationship between the blood and lymphoid tissues. Due to the
undetectable plasma viral RNA, virion gp120 RNA sequences were not available in the plasma and
PBMCs of all four fully suppressed animals and some lymphoid tissues with an extremely low level of
viral RNA at the end of ART when the animals were euthanized. Therefore, we sequenced SIV env
gp120 in PBMCs at the peak (day 14) and day 30 post-SIV infection and also from the lymphocytes of
the AxLNs, IngLNs, MesLNs and spleen collected at necropsies when the PCR results were positive.

We obtained SIV env gp120 sequences from EP22 from all the lymph nodes at necropsy but not
from the spleen, whose sequences had no significant compartmentalization clusters from PBMCs at day
14, day 30 p.i. and all tissues during suppressive ART (Figure 5A). For animal EP49, we obtained only
two isolates from the IngLNs from 48 reactions of the SGA amplification, and no positives were found
in the PBMCs, AxLNs, MesLNs and spleen at the end of ART (Figure 5B). Similarly, we recovered one
isolate from the AxLNs and four isolates from the IngLNs in GH09 (Figure 5C). For JH54, we isolated
three variants from each tissue of the IngLNs and MesLNs without positives in the AxLNs and spleen
(Figure 5D). In each animal, the isolates from the different tissues were not significantly different from
those obtained from PBMCs at day 14 and day 30 post-infection before ART. The isolates were also not
different from the Tulane SIVmac251 virus stock lineages of KC522 series [20].
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Figure 5. Phylogenetic trees of SIV env gp120 sequences obtained from viral RNA from multiple
lymphoid tissues from the four animals with an undetectable plasma viral load during therapy.
Each tree represents each animal (A: EP22, B: EP49, C: GH09 and D: JH54). The tree scale bar indicates
the number of substitutions per site. Green circle: PBMC at day 14 post-infection; Solid round circle:
PBMC at day 30 post-infection; Red triangle: Axillary lymph node (AxLN); Inverted purple triangle:
Inguinal lymph node (IngLN); Blue triangle: Mesenteric lymph node (MesLN). The sequences of the
KC522 series of the SIVmac251 stocks [21}, SIVmac239 and SIVmac251, were obtained from GenBank
for comparison.
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4. Discussion

The establishment of a non-human primate model of HIV latency is essential for studies of viral
tissue reservoirs. Here, with the availability of tenofovir and emtricitabine generously provided
by Gilead, we treated eight cRMs and half of them reached full viral suppression with a sustained
undetectable plasma viral load. The latency status in four of these cRMs allowed us to study the size,
viral diversity, location and distribution of viral latent reservoirs or potential low-level replication
in different lymphoid tissues. Although it has been demonstrated that lymph nodes have the most
latently infected memory CD4+ T cells among tissue reservoirs in HIV-1-infected individuals and
SIV-infected macaques on fully suppressive cART, we found that the viral reservoir distribution in
different lymphoid tissues were at different levels in this SIV/cRM/ART model, parallel to other
SIV-susceptible NHP models, making it serve as an equally important model for HIV persistence and
cure research.

Molecular-based assays have been widely used to evaluate viral persistence in HIV-1 basic
research and clinical settings. The total HIV-1 DNA is a valuable marker reflecting HIV persistence
as this contains all forms of residual HIV in blood and tissues that contribute to viral production,
HIV pathogenesis and immune activation [22,23]. Cell-associated HIV-1 RNA may be able to
generate mRNAs and proteins that play a role in pathogenesis even though it may not contain
replication-competent viruses. These parameters are also frequently used in the NHP model. In
this study, we found that the levels of CA SIV DNA in tissues were measurable, indicating that
viral reservoirs exist in all of the tested tissues with the highest in the MesLNs. These results are
consistent with findings from other groups, which showed the highest levels of SIVgag RNA in the
MesLNs among tested lymphoid tissues in RT-SHIV-infected rhesus macaques on ART [24], and the
highest vRNA levels in both superior and inferior MesLNs [10]. Moreover, using in situ hybridization,
we showed consistent results that the MesLNs had detectable SIV RNA. Furthermore, by using the gold
standard QVOA, we confirmed that that the viruses harbored in the MesLNs are replication-competent.
Thus, by using PCR-based assays, in situ hybridization technology and gold standard cell culture
QVOA, we found that mesenteric lymph nodes harbored the most replication-competent viruses
compared to other peripheral LNs and spleen.

The size or level of the viral reservoir depends on the time of initiation of cART, the length of the
treatment period, the combination of different categories of antiretroviral drugs, individual biological
responses and other factors. Currently, there are three possible mechanisms of viral persistence and
reservoirs under suppressive cART, (1) long-live resting memory CD4+ T cells [25–27], possible tissue
macrophages [28–31] and other cell types [7,32]; (2) the clonal expansion of CD4+ T cells [33–36];
and (3) extremely low levels of ongoing productive replication or active reservoir. The latter possible
mechanism is still controversial with both evidence for [9,37–39] and against [40,41] it. It is well
understood that peripheral blood reservoirs do not reflect the status in different tissues. Conceivably,
undetectable viral loads in circulating blood do not mean that there are no viruses anywhere, because
the limit of detection is above zero. This is also because antiretroviral drugs cannot penetrate all body
sites equally with the existence of sanctuary sites.

Although we did not test tenofovir (TFV) and emtricitabine (FTC) concentrations in the LNs
and spleen, it has been shown that the average concentrations of TFV-diphosphate were 80% lower
and those of FTC-triphosphate were 66% lower in lymph nodes compared to those of PBMCs [38].
Therefore, productive replication is unexcluded in the LNs, particularly in the MesLNs. Since MesLNs
play a pivotal role in the center of immune anatomy [42], the observed high levels of SIV RNA in the
MesLNs are likely due to their particular sites and functions, which may deliver microbial translocation
from leaking gut with constant activation of SIV target cells.

The analysis of viral compartmentalization and evolution can provide valuable information on
whether there is productive viral replication under suppressive cART. Observing viral evolution would
clearly indicate active viral replication. However, it is extremely difficult to prove whether there is
ongoing evolution and replication under cART. Within HIV-infected humans, the extreme low levels
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of viral loads due to effective cART therapy usually result in difficulty when it comes to assessing
virus evolution. By the time that the treatment is started, there is already considerable diversity in the
virus population, thus it is very challenging to analyze any further viral evolution as small populations
cause much slower evolution. However, the lack of evidence of viral evolution does not mean that
viral replication production is not happening.

In this study, viral isolates were closely clustered with the TNPRC virus stock SIVmac251 such
as the KC522171-PM series that were sequenced in a previous study [20]. The inoculum had some
diversity as a swarm virus, as do most SIV stocks that are used for vaccines or other studies. There were
not any detectable tissue-specific lineages from the phylogenetic analysis. Almost all of the variability
was in one small region in the V1V2 loop as commonly seen for the SIVmac viruses, SIVsm and HIV-2,
in which the V1–V2 region is far more variable than in other regions. These viruses evolve differently
in the envelope than HIV-1 and other viruses. However, the small differences in our sequences were not
significant, and there had not been much evolution from the inoculum. Our results were consistent
with observations by others that no viral evolution was found in the LNs of SIVmac-infected macaques
on cART [43]. Again, if the virus is fairly well suppressed by cART, it might be unable to considerably
evolve. Significant evolution is expected more in untreated animals; for treated animals and elite
controllers, it is only expected over many years of infection [44,45].

Overall, the phylogenetic tree analysis did not demonstrate compartmentalization within the
same animal, indicating that the viruses in the LNs isolated at 24 weeks of ART were possibly derived
from variants which existed before ART started. It is also likely that 24 weeks of ART with only two
RTi were not effective enough to fully suppress the extremely low level of virus replication in tissues.
Since we did not have longitudinal samples from the same tissue, we were unable to directly address
the viral evolution issue using only this assay. However, in combination with the results from QVOA,
the production of residual viruses was likely from the MesLNs.

5. Conclusions

Together, we found that SIV-infected cRMs with full viral suppression in blood can be used
for SIV latency studies. Lymphoid tissues, particularly MesLNs, are viral tissue reservoirs of latent
infection without the exclusion of possibly extremely low ongoing viral production. Treatment periods
lasting longer than 6 months are likely needed for full suppression in tissues even if blood viremia is
consistently undetectable. Since the local microenvironment of the lymphoid tissues may contribute to
the uneven viral distribution, when evaluating viral reservoirs, multiple tissues need to be examined.
In addition, given that the sample size in this study is relatively small, we expect that future studies
with larger groups of animals receiving a potent triple-drug regimen for longer treatment will reduce
the size of the reservoirs in the MesLNs and other lymphoid tissues. Multiple methods, in combination
with PCR-based, in situ, and cell culture assays, may be needed to determine the effectiveness of new
approaches for SIV and HIV eradication.

Supplementary Materials: The following are available online at http://www.mdpi.com/1999-4915/11/2/105/s1,
Figure S1: SIV viral RNA positive cells in axillary lymph node LN and spleen tissues, Figure S2: Positive and
negative control for SIV RNA in-situ hybridization.

Author Contributions: Writing—original draft preparation and data analysis, S.S.; study design and supervision,
B.L.; funding acquisition, Q.L. and B.L.; conceptual, B.L.; methodology, S.S., S.P., L.D.M., B.T.F. and Q.L.;
writing—review and editing, Y.G., B.T.F., Q.L. and B.L.

Funding: This work was supported by R01 AI093307 (BL), R01 MH116844 (BL), R01 NS104016 (BLandAM),
and the TNPRC base grant OD011104. Q.L. for this study is supported in part by NIH/NIAID 1UM1AI126620-01
BEAT-HIV: Delaney Collaboratory to Cure HIV-1 Infection by Combination Immunotherapy and NIH/NIMH P30
MH062261-16A1, and Chronic HIV Infection and Aging in NeuroAIDS (CHAIN) Center. The funders had no role
in study design, data collection and analysis, preparation of the manuscript or decision for publication.

Disclaimer: The content is solely the responsibility of the authors and does not necessarily represent the official
views of the National Institutes of Health.

http://www.mdpi.com/1999-4915/11/2/105/s1


Viruses 2019, 11, 105 12 of 14

Acknowledgments: We thank M. Duplantis, L. Nieburg, R. Blair and P. Didier of the Division of Comparative
Pathology for necropsy tissue collection. We thank the animal care staff of the Division of Veterinary Medicine for
their animal care and technical assistance. We also thank R. Geleziunas and Gilead Sciences, Inc., for generously
providing tenofovir and emtricitabine for antiretroviral therapy.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Eisele, E.; Siliciano, R.F. Redefining the Viral Reservoirs that Prevent HIV-1 Eradication. Immunity 2012, 37,
377–388. [CrossRef] [PubMed]

2. Henrich, T.J.; Hatano, H.; Bacon, O.; Hogan, L.E.; Rutishauser, R.; Hill, A.; Kearney, M.F.; Anderson, E.M.;
Buchbinder, S.P.; Cohen, S.E.; et al. HIV-1 persistence following extremely early initiation of antiretroviral
therapy (ART) during acute HIV-1 infection: An observational study. PLoS Med. 2017, 14, e1002417.
[CrossRef] [PubMed]

3. Whitney, J.B.; Hill, A.L.; Sanisetty, S.; Penaloza-MacMaster, P.; Liu, J.; Shetty, M.; Parenteau, L.; Cabral, C.;
Shields, J.; Blackmore, S.; et al. Rapid seeding of the viral reservoir prior to SIV viraemia in rhesus monkeys.
Nature 2014, 512, 74–77. [CrossRef] [PubMed]

4. Colby, D.J.; Trautmann, L.; Pinyakorn, S.; Leyre, L.; Pagliuzza, A.; Kroon, E.; Rolland, M.; Takata, H.;
Buranapraditkun, S.; Intasan, J.; et al. Rapid HIV RNA rebound after antiretroviral treatment interruption
in persons durably suppressed in Fiebig I acute HIV infection. Nat. Med. 2018, 24, 923–926. [CrossRef]
[PubMed]

5. Churchill, M.J.; Deeks, S.G.; Margolis, D.M.; Siliciano, R.F.; Swanstrom, R. HIV reservoirs: What, where and
how to target them. Nat. Rev. Microbiol. 2016, 14, 55–60. [CrossRef] [PubMed]

6. Fukazawa, Y.; Lum, R.; Okoye, A.A.; Park, H.; Matsuda, K.; Bae, J.Y.; Hagen, S.I.; Shoemaker, R.; Deleage, C.;
Lucero, C.; et al. B cell follicle sanctuary permits persistent productive simian immunodeficiency virus
infection in elite controllers. Nat. Med. 2015, 21, 132–139. [CrossRef] [PubMed]

7. Heesters, B.A.; Lindqvist, M.; Vagefi, P.A.; Scully, E.P.; Schildberg, F.A.; Altfeld, M.; Walker, B.D.;
Kaufmann, D.E.; Carroll, M.C. Follicular Dendritic Cells Retain Infectious HIV in Cycling Endosomes.
PLoS Pathog. 2015, 11, e1005285. [CrossRef]

8. Miles, B.; Connick, E. TFH in HIV Latency and as Sources of Replication-Competent Virus. Trends Microbiol.
2016, 24, 338–344. [CrossRef]

9. Lorenzo-Redondo, R.; Fryer, H.R.; Bedford, T.; Kim, E.Y.; Archer, J.; Pond, S.L.K.; Chung, Y.S.; Penugonda, S.;
Chipman, J.; Fletcher, C.V.; et al. Persistent HIV-1 replication maintains the tissue reservoir during therapy.
Nature 2016, 530, 51–56. [CrossRef]

10. Horiike, M.; Iwami, S.; Kodama, M.; Sato, A.; Watanabe, Y.; Yasui, M.; Ishida, Y.; Kobayashi, T.; Miura, T.;
Igarashi, T. Lymph nodes harbor viral reservoirs that cause rebound of plasma viremia in SIV-infected
macaques upon cessation of combined antiretroviral therapy. Virology 2012, 423, 107–118. [CrossRef]

11. Deleage, C.; Wietgrefe, S.W.; Del Prete, G.; Morcock, D.R.; Hao, X.P.; Piatak, M., Jr.; Bess, J.; Anderson, J.L.;
Perkey, K.E.; Reilly, C.; et al. Defining HIV and SIV Reservoirs in Lymphoid Tissues. Pathog. Immun. 2016, 1,
68–106. [CrossRef] [PubMed]

12. Perez, S.; Johnson, A.M.; Xiang, S.H.; Li, J.; Foley, B.T.; Doyle-Meyers, L.; Panganiban, A.; Kaur, A.;
Veazey, R.S.; Wu, Y.; et al. Persistence of SIV in the brain of SIV-infected Chinese rhesus macaques with or
without antiretroviral therapy. J. Neurovirol. 2018, 24, 62–74. [CrossRef] [PubMed]

13. Jasny, E.; Geer, S.; Frank, I.; Vagenas, P.; Aravantinou, M.; Salazar, A.M.; Lifson, J.D.; Piatak, M., Jr.; Gettie, A.;
Blanchard, J.; et al. Characterization of peripheral and mucosal immune responses in rhesus macaques on
long-term tenofovir and emtricitabine combination antiretroviral therapy. J. Acquir. Immune Defic. Syndr.
2012, 61, 425–435. [CrossRef] [PubMed]

14. Ling, B.; Piatak, M., Jr.; Rogers, L.; Johnson, A.M.; Russell-Lodrigue, K.; Hazuda, D.J.; Lifson, J.D.; Veazey, R.S.
Effects of treatment with suppressive combination antiretroviral drug therapy and the histone deacetylase
inhibitor suberoylanilide hydroxamic acid; (SAHA) on SIV-infected Chinese rhesus macaques. PLoS ONE
2014, 9, e102795. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.immuni.2012.08.010
http://www.ncbi.nlm.nih.gov/pubmed/22999944
http://dx.doi.org/10.1371/journal.pmed.1002417
http://www.ncbi.nlm.nih.gov/pubmed/29112956
http://dx.doi.org/10.1038/nature13594
http://www.ncbi.nlm.nih.gov/pubmed/25042999
http://dx.doi.org/10.1038/s41591-018-0026-6
http://www.ncbi.nlm.nih.gov/pubmed/29892063
http://dx.doi.org/10.1038/nrmicro.2015.5
http://www.ncbi.nlm.nih.gov/pubmed/26616417
http://dx.doi.org/10.1038/nm.3781
http://www.ncbi.nlm.nih.gov/pubmed/25599132
http://dx.doi.org/10.1371/journal.ppat.1005285
http://dx.doi.org/10.1016/j.tim.2016.02.006
http://dx.doi.org/10.1038/nature16933
http://dx.doi.org/10.1016/j.virol.2011.11.024
http://dx.doi.org/10.20411/pai.v1i1.100
http://www.ncbi.nlm.nih.gov/pubmed/27430032
http://dx.doi.org/10.1007/s13365-017-0594-0
http://www.ncbi.nlm.nih.gov/pubmed/29181724
http://dx.doi.org/10.1097/QAI.0b013e318266be53
http://www.ncbi.nlm.nih.gov/pubmed/22820802
http://dx.doi.org/10.1371/journal.pone.0102795
http://www.ncbi.nlm.nih.gov/pubmed/25033210


Viruses 2019, 11, 105 13 of 14

15. Ling, B.; Rogers, L.; Johnson, A.M.; Piatak, M.; Lifson, J.; Veazey, R.S. Effect of combination antiretroviral
therapy on Chinese rhesus macaques of simian immunodeficiency virus infection. AIDS Res. Hum.
Retroviruses 2013, 29, 1465–1474. [CrossRef] [PubMed]

16. Monjure, C.J.; Tatum, C.D.; Panganiban, A.T.; Arainga, M.; Traina-Dorge, V.; Marx, P.A., Jr.; Didier, E.S.
Optimization of PCR for quantification of simian immunodeficiency virus genomic RNA in plasma of rhesus
macaques (Macaca mulatta) using armored RNA. J. Med. Primatol. 2014, 43, 31–43. [CrossRef] [PubMed]

17. Li, Q.; Duan, L.; Estes, J.D.; Ma, Z.M.; Rourke, T.; Wang, Y.; Reilly, C.; Carlis, J.; Miller, C.J.; Haase, A.T. Peak
SIV replication in resting memory CD4+ T cells depletes gut lamina propria CD4+ T cells. Nature 2005, 434,
1148–1152. [CrossRef] [PubMed]

18. Shen, A.; Yang, H.C.; Zhou, Y.; Chase, A.J.; Boyer, J.D.; Zhang, H.; Margolick, J.B.; Zink, M.C.; Clements, J.E.;
Siliciano, R.F. Novel pathway for induction of latent virus from resting CD4(+) T cells in the simian
immunodeficiency virus/macaque model of human immunodeficiency virus type 1 latency. J. Virol. 2007, 81,
1660–1670. [CrossRef] [PubMed]

19. Rosenbloom, D.I.; Elliott, O.; Hill, A.L.; Henrich, T.J.; Siliciano, J.M.; Siliciano, R.F. Designing and Interpreting
Limiting Dilution Assays: General Principles and Applications to the Latent Reservoir for Human
Immunodeficiency Virus-1. Open Forum. Infect. Dis. 2015, 2, ofv123. [CrossRef] [PubMed]

20. Del Prete, G.Q.; Scarlotta, M.; Newman, L.; Reid, C.; Parodi, L.M.; Roser, J.D.; Oswald, K.; Marx, P.A.;
Miller, C.J.; Desrosiers, R.C.; et al. Comparative characterization of transfection- and infection-derived
simian immunodeficiency virus challenge stocks for in vivo nonhuman primate studies. J. Virol 2013, 87,
4584–4595. [CrossRef] [PubMed]

21. Kumar, S.; Stecher, G.; Tamura, K. MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger
Datasets. Mol Biol Evol 2016, 33, 1870–1874. [CrossRef] [PubMed]

22. Avettand-Fenoel, V.; Hocqueloux, L.; Ghosn, J.; Cheret, A.; Frange, P.; Melard, A.; Viard, J.P.; Rouzioux, C.
Total HIV-1 DNA, a Marker of Viral Reservoir Dynamics with Clinical Implications. Clin Microbiol Rev 2016,
29, 859–880. [CrossRef] [PubMed]

23. Rouzioux, C.; Avettand-Fenoel, V. Total HIV DNA: A global marker of HIV persistence. Retrovirology 2018,
15, 30. [CrossRef] [PubMed]

24. Deere, J.D.; Kauffman, R.C.; Cannavo, E.; Higgins, J.; Villalobos, A.; Adamson, L.; Schinazi, R.F.; Luciw, P.A.;
North, T.W. Analysis of multiply spliced transcripts in lymphoid tissue reservoirs of rhesus macaques
infected with RT-SHIV during HAART. PLoS ONE 2014, 9, e87914. [CrossRef] [PubMed]

25. Chun, T.-W.; Carruth, L.; Finzi, D.; Shen, X.; DiGiuseppe, J.A.; Taylor, H.; Hermankova, M.; Chadwick, K.;
Margolick, J.; Quinn, T.C.; et al. Quanitification of latent tissue reservoirs and total body viral load in HIV-1
infection. Nature 1997, 387, 183–188. [CrossRef] [PubMed]

26. Josefsson, L.; von Stockenstrom, S.; Faria, N.R.; Sinclair, E.; Bacchetti, P.; Killian, M.; Epling, L.; Tan, A.; Ho, T.;
Lemey, P.; et al. The HIV-1 reservoir in eight patients on long-term suppressive antiretroviral therapy is
stable with few genetic changes over time. Proc Natl Acad Sci USA 2013. [CrossRef] [PubMed]

27. Jaafoura, S.; de Goer de Herve, M.G.; Hernandez-Vargas, E.A.; Hendel-Chavez, H.; Abdoh, M.; Mateo, M.C.;
Krzysiek, R.; Merad, M.; Seng, R.; Tardieu, M.; et al. Progressive contraction of the latent HIV reservoir
around a core of less-differentiated CD4(+) memory T Cells. Nat. Commun. 2014, 5, 5407. [CrossRef]
[PubMed]

28. Honeycutt, J.B.; Garcia, J.V. Humanized mice: Models for evaluating NeuroHIV and cure strategies.
J. Neurovirol. 2017, 24, 185–191. [CrossRef] [PubMed]

29. Clayton, K.L.; Garcia, J.V.; Clements, J.E.; Walker, B.D. HIV Infection of Macrophages: Implications for
Pathogenesis and Cure. Pathog. Immun. 2017, 2, 179–192. [CrossRef]

30. Gama, L.; Abreu, C.; Shirk, E.N.; Queen, S.E.; Beck, S.E.; Metcalf Pate, K.A.; Bullock, B.T.; Zink, M.C.;
Mankowski, J.L.; Clements, J.E. SIV Latency in Macrophages in the CNS. Curr. Top Microbiol. Immunol. 2018.
[CrossRef]

31. Arainga, M.; Edagwa, B.; Mosley, R.L.; Poluektova, L.Y.; Gorantla, S.; Gendelman, H.E. A mature macrophage
is a principal HIV-1 cellular reservoir in humanized mice after treatment with long acting antiretroviral
therapy. Retrovirology 2017, 14, 17. [CrossRef] [PubMed]

32. Spiegel, H.; Herbst, H.; Niedobitek, G.; Foss, H.D.; Stein, H. Follicular dendritic cells are a major reservoir
for human immunodeficiency virus type 1 in lymphoid tissues facilitating infection of CD4+ T-helper cells.
Am. J. Pathol. 1992, 140, 15–22.

http://dx.doi.org/10.1089/aid.2012.0378
http://www.ncbi.nlm.nih.gov/pubmed/23387294
http://dx.doi.org/10.1111/jmp.12088
http://www.ncbi.nlm.nih.gov/pubmed/24266615
http://dx.doi.org/10.1038/nature03513
http://www.ncbi.nlm.nih.gov/pubmed/15793562
http://dx.doi.org/10.1128/JVI.01396-06
http://www.ncbi.nlm.nih.gov/pubmed/17151130
http://dx.doi.org/10.1093/ofid/ofv123
http://www.ncbi.nlm.nih.gov/pubmed/26478893
http://dx.doi.org/10.1128/JVI.03507-12
http://www.ncbi.nlm.nih.gov/pubmed/23408608
http://dx.doi.org/10.1093/molbev/msw054
http://www.ncbi.nlm.nih.gov/pubmed/27004904
http://dx.doi.org/10.1128/CMR.00015-16
http://www.ncbi.nlm.nih.gov/pubmed/27559075
http://dx.doi.org/10.1186/s12977-018-0412-7
http://www.ncbi.nlm.nih.gov/pubmed/29615133
http://dx.doi.org/10.1371/journal.pone.0087914
http://www.ncbi.nlm.nih.gov/pubmed/24505331
http://dx.doi.org/10.1038/387183a0
http://www.ncbi.nlm.nih.gov/pubmed/9144289
http://dx.doi.org/10.1073/pnas.1308313110
http://www.ncbi.nlm.nih.gov/pubmed/24277811
http://dx.doi.org/10.1038/ncomms6407
http://www.ncbi.nlm.nih.gov/pubmed/25382623
http://dx.doi.org/10.1007/s13365-017-0567-3
http://www.ncbi.nlm.nih.gov/pubmed/28831774
http://dx.doi.org/10.20411/pai.v2i2.204
http://dx.doi.org/10.1007/82_2018_89
http://dx.doi.org/10.1186/s12977-017-0344-7
http://www.ncbi.nlm.nih.gov/pubmed/28279181


Viruses 2019, 11, 105 14 of 14

33. Ho, Y.C.; Shan, L.; Hosmane, N.N.; Wang, J.; Laskey, S.B.; Rosenbloom, D.I.; Lai, J.; Blankson, J.N.;
Siliciano, J.D.; Siliciano, R.F. Replication-Competent Noninduced Proviruses in the Latent Reservoir Increase
Barrier to HIV-1 Cure. Cell 2013, 155, 540–551. [CrossRef] [PubMed]

34. Wagner, T.A.; McLaughlin, S.; Garg, K.; Cheung, C.Y.; Larsen, B.B.; Styrchak, S.; Huang, H.C.; Edlefsen, P.T.;
Mullins, J.I.; Frenkel, L.M. HIV latency. Proliferation of cells with HIV integrated into cancer genes
contributes to persistent infection. Science 2014, 345, 570–573. [CrossRef]

35. Maldarelli, F.; Wu, X.; Su, L.; Simonetti, F.R.; Shao, W.; Hill, S.; Spindler, J.; Ferris, A.L.; Mellors, J.W.;
Kearney, M.F.; et al. HIV latency. Specific HIV integration sites are linked to clonal expansion and persistence
of infected cells. Science 2014, 345, 179–183. [CrossRef]

36. Cohn, L.B.; da Silva, I.T.; Valieris, R.; Huang, A.S.; Lorenzi, J.C.C.; Cohen, Y.Z.; Pai, J.A.; Butler, A.L.;
Caskey, M.; Jankovic, M.; et al. Clonal CD4(+) T cells in the HIV-1 latent reservoir display a distinct gene
profile upon reactivation. Nat. Med. 2018, 24, 604–609. [CrossRef] [PubMed]

37. Chun, T.W.; Nickle, D.C.; Justement, J.S.; Large, D.; Semerjian, A.; Curlin, M.E.; O’Shea, M.A.; Hallahan, C.W.;
Daucher, M.; Ward, D.J.; et al. HIV-infected individuals receiving effective antiviral therapy for extended
periods of time continually replenish their viral reservoir. J. Clin. Invest. 2005, 115, 3250–3255. [CrossRef]
[PubMed]

38. Fletcher, C.V.; Staskus, K.; Wietgrefe, S.W.; Rothenberger, M.; Reilly, C.; Chipman, J.G.; Beilman, G.J.;
Khoruts, A.; Thorkelson, A.; Schmidt, T.E.; et al. Persistent HIV-1 replication is associated with lower
antiretroviral drug concentrations in lymphatic tissues. Proc. Natl. Acad. Sci. USA 2014, 111, 2307–2312.
[CrossRef]

39. Simonetti, F.R.; Sobolewski, M.D.; Fyne, E.; Shao, W.; Spindler, J.; Hattori, J.; Anderson, E.M.; Watters, S.A.;
Hill, S.; Wu, X.; et al. Clonally expanded CD4+ T cells can produce infectious HIV-1 in vivo. Proc. Natl. Acad.
Sci. USA 2016, 113, 1883–1888. [CrossRef]

40. Ramratnam, B.; Mittler, J.E.; Zhang, L.; Boden, D.; Hurley, A.; Fang, F.; Macken, C.A.; Perelson, A.S.;
Markowitz, M.; Ho, D.D. The decay of the latent reservoir of replication-competent HIV-1 is inversely
correlated with the extent of residual viral replication during prolonged anti-retroviral therapy. Nat. Med.
2000, 6, 82–85. [CrossRef]

41. Joos, B.; Fischer, M.; Kuster, H.; Pillai, S.K.; Wong, J.K.; Boni, J.; Hirschel, B.; Weber, R.; Trkola, A.;
Gunthard, H.F. HIV rebounds from latently infected cells, rather than from continuing low-level replication.
Proc. Natl. Acad. Sci. USA 2008, 105, 16725–16730. [CrossRef] [PubMed]

42. Macpherson, A.J.; Smith, K. Mesenteric lymph nodes at the center of immune anatomy. J. Exp. Med. 2006,
203, 497–500. [CrossRef] [PubMed]

43. Oue, M.; Sakabe, S.; Horiike, M.; Yasui, M.; Miura, T.; Igarashi, T. No viral evolution in the lymph nodes of
simian immunodeficiency virus-infected rhesus macaques during combined antiretroviral therapy. J. Virol.
2013, 87, 4789–4793. [CrossRef] [PubMed]

44. Chun, T.W.; Shawn Justement, J.; Murray, D.; Kim, C.J.; Blazkova, J.; Hallahan, C.W.; Benko, E.;
Costiniuk, C.T.; Kandel, G.; Ostrowski, M.; et al. Effect of Antiretroviral Therapy on HIV Reservoirs
in Elite Controllers. J. Infect. Dis. 2013. [CrossRef] [PubMed]

45. Mens, H.; Kearney, M.; Wiegand, A.; Shao, W.; Schonning, K.; Gerstoft, J.; Obel, N.; Maldarelli, F.;
Mellors, J.W.; Benfield, T.; et al. HIV-1 continues to replicate and evolve in patients with natural control of
HIV infection. J. Virol. 2010, 84, 12971–12981. [CrossRef] [PubMed]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.cell.2013.09.020
http://www.ncbi.nlm.nih.gov/pubmed/24243014
http://dx.doi.org/10.1126/science.1256304
http://dx.doi.org/10.1126/science.1254194
http://dx.doi.org/10.1038/s41591-018-0017-7
http://www.ncbi.nlm.nih.gov/pubmed/29686423
http://dx.doi.org/10.1172/JCI26197
http://www.ncbi.nlm.nih.gov/pubmed/16276421
http://dx.doi.org/10.1073/pnas.1318249111
http://dx.doi.org/10.1073/pnas.1522675113
http://dx.doi.org/10.1038/71577
http://dx.doi.org/10.1073/pnas.0804192105
http://www.ncbi.nlm.nih.gov/pubmed/18936487
http://dx.doi.org/10.1084/jem.20060227
http://www.ncbi.nlm.nih.gov/pubmed/16533891
http://dx.doi.org/10.1128/JVI.03367-12
http://www.ncbi.nlm.nih.gov/pubmed/23408611
http://dx.doi.org/10.1093/infdis/jit306
http://www.ncbi.nlm.nih.gov/pubmed/23847057
http://dx.doi.org/10.1128/JVI.00387-10
http://www.ncbi.nlm.nih.gov/pubmed/20926564
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Animals and Virus Inoculation 
	Antiretroviral Therapy 
	Quantification of Viral RNA in Plasma 
	Quantification of Cell-Associated SIV DNA and RNA from Blood and Lymphoid Tissues 
	SIV RNA Detection in Lymphoid Tissues Using in Situ Hybridization 
	Isolation and Purification of Resting CD4+ T Cells from Blood and Tissues 
	Quantitative Viral Outgrowth Assay (QVOA) 
	SIV env Sequence Analysis 
	Nucleotide Sequence Accession Numbers 

	Results 
	Dynamics of SIV Plasma Viral Load during SIV Infection and Antiretroviral Therapy 
	Cell-Associated SIV DNA in Blood, Peripheral LNs, Mesenteric LNs and Spleen 
	Cell-Associated SIV RNA in Blood, Peripheral LNs, Mesenteric LNs and the Spleen 
	SIV RNA+ Cells Were Detected in the Lymph Node Tissues of Aviremic Animals by in Situ Hybridization 
	The Size of Viral Latent Reservoir Was Higher in Mesenteric LN Than Other Tested Tissues 
	Viral Variants in Different Tissues 

	Discussion 
	Conclusions 
	References

