

[image: image1]
Maintenance of Functional CD57+ Cytolytic CD4+ T Cells in HIV+ Elite Controllers









	
	ORIGINAL RESEARCH
published: 08 August 2019
doi: 10.3389/fimmu.2019.01844





[image: image2]

Maintenance of Functional CD57+ Cytolytic CD4+ T Cells in HIV+ Elite Controllers


Chansavath Phetsouphanh1*, Daniel Aldridge1, Emanuele Marchi1, C. Mee Ling Munier2, Jodi Meyerowitz1, Lyle Murray1, Cloete Van Vuuren3, Dominique Goedhals4, Sarah Fidler5, Anthony Kelleher2, Paul Klenerman1† and John Frater1†


1Peter Medawar Building for Pathogen Research, University of Oxford, Oxford, United Kingdom

2Department of Medicine, University of New South Wales, Sydney, NSW, Australia

3Military Hospital, Bloemfontein, South Africa

4National Health Laboratory Service, Division of Virology, University of the Free State, Bloemfontein, South Africa

5Imperial College London, London, United Kingdom

Edited by:
Shokrollah Elahi, University of Alberta, Canada

Reviewed by:
Martyn Andrew French, University of Western Australia, Australia
 Isobel Okoye, University of Alberta, Canada

*Correspondence: Chansavath Phetsouphanh, c.phetsouphanh@gmail.com

†These authors have contributed equally to this work

Specialty section: This article was submitted to Viral Immunology, a section of the journal Frontiers in Immunology

Received: 22 February 2019
 Accepted: 22 July 2019
 Published: 08 August 2019

Citation: Phetsouphanh C, Aldridge D, Marchi E, Munier CML, Meyerowitz J, Murray L, Van Vuuren C, Goedhals D, Fidler S, Kelleher A, Klenerman P and Frater J (2019) Maintenance of Functional CD57+ Cytolytic CD4+ T Cells in HIV+ Elite Controllers. Front. Immunol. 10:1844. doi: 10.3389/fimmu.2019.01844



Cytolytic CD4+ T cells play a prominent role in chronic viral infection. CD4+ CTLs clones specific for HIV-1 Nef and Gag are capable of killing HIV-1 infected CD4+ T cells and macrophages. Additionally, HIV-specific cytolytic CD4+ T cell responses in acute HIV infection are predictive of disease progression. CD57 expression on CD4s identifies cytolytic cells. These cells were dramatically increased in chronic HIV infection. CD57 expression correlated with cytolytic granules, granzyme B and perforin expression. They express lower CCR5 compared to CD57– cells, have less HIV total DNA, and were a minor component of the HIV reservoir. A small percentage of CD57+ CD4+ CTLs from EC were HIV-specific, could upregulate IFNγ with Gag peptide stimulation, express cytolytic granule markers and maintain TbethighEomes+ transcription factor phenotype. This was not observed in viraemic controllers. The maintenance of HIV-specific CD4 cytolytic function in Elite controllers together with CD8 CTLs may be important for the control of HIV viraemia and of potential relevance to cure strategies.
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INTRODUCTION

Observations have been made since the late 1970s that CD4+ T cells are not merely helper cells, but can also have cytolytic activity (1, 2). Allogeneic responses originally described in murine models highlighted these observations, and were further shown in human memory CD4+ T cell recall responses to persistent viral infections. Cytolytic CD8+ T cells and neutralizing antibodies produced by B cells usually control chronic pathogens that infect immune cells, but some pathogens (i.e., CMV, EBV, and HIV) have evolved mechanisms to avoid this control, primarily by the down-regulation of HLA Class I molecules (3). However, the immune targets of these pathogens constitutively express HLA Class II that represents a potentially direct focus of CD4 effector mediated control (4).

Containment of viral replication by cytolytic CD4+ T cells (CD4 CTLs) has often been overshadowed by the presence of CD8 CTLs that outnumber them. CD8 CTLs have long been perceived as the main contributor of control in acute and chronic viral infections, however their role is limited by viral escape mechanisms. Many such escape mechanisms linked to incomplete CTL-mediated control have been described, which suggests that there may be an alternate cytolytic pathway contributing to viral control (5). CD4 CTLs that recognize cognate viral epitopes through MHC class II engagement may act in concert with CD8 CTLs to further strengthen viral control (6). Studies on Dengue virus (7), HPV and HIV-1 (8) have shown that CD4 CTLs cells are activated and highly cytolytic and may contribute to prevent disease progression. CD4 CTLs has also been shown to play a pivotal role in the containment of viral replication in Influenza, EBV and CMV infections (9).

CD4 CTLs were previously observed in HIV infection by Appay et al. and were defined as antigen experienced, terminally differentiated with CD8 CTLs-like phenotype i.e., CD27–CD28–CD45RO+CCR7-perf+gzmA+, and that their killing mechanism was granzyme and perforin dependent (10, 11). This was confirmed by a study that observed in acute HIV infection that CD57+ CD4+ T cells were predominantly perforin+, granzyme B+ and Eomes+ (8), which suggests that CD57 expression may identify cytolytic CD4+ T cells. CD4+ CTLs clones specific for HIV Gag were generated from seronegative donors; these clones together with Nef-specific CD4+ CTLs clones were shown to be capable of killing HIV-1 infected CD4+ T cells and macrophages (12). The presence of these HIV-specific cytolytic CD4+ T cell responses in acute HIV infection was highly predictive for disease outcome (13). Maintenance of functional HIV-specific CD4 CTLs in Long-Term Non-Progressors (LTNP) may add another level of immune protection against the virus.

CD4 CTLs cells are long-lived and have been shown in many viral infections to be effective in the elimination of infected target cells. However, little work has been undertaken to understand their role in HIV infection. We hypothesize that there is loss of CD4 CTLs function during HIV infection. CD57 was utilized as a marker of CD4 CTLs to investigate their phenotype and function during different stages of HIV infection, that is, from primary to chronic infection. CD57 expressing CD4+ T cells have a transcription signature that closely resembles CD8 CTLs. Functional CD4 CTLs were maintained in HIV Elite Controllers, and not in Viraemic Controllers. CD4 CTLs may potentially act in concert with CD8 CTLs to control HIV viraemia, and may be an important factor that distinguishes Elite and Viraemic control.

METHODS

Participant Samples

Participants with Primary HIV (PHI) were recruited as either part of the HEATHER (HIV Reservoir targeting with Early Antiretroviral Therapy) cohort or from the SPARTAC (Short Pulse Antiretroviral Therapy at HIV Seroconversion) trial (EudraCT Number: 2004-000446-20). For inclusion in the HEATHER cohort, participants with identified PHI commenced ART within 3 months of diagnosis, and did not have co-infection with Hepatitis B or C. For our study, cryopreserved PBMCs were used from the closest pre-therapy sample to seroconversion (baseline) and from a sample 9–15 months after commencement of ART (1 year). Only Baseline samples were used from the SPARTAC trial, which was a multi-center, randomized controlled trial of short course ART during PHI, the full design of which is described elsewhere (38).

Participants with Chronic HIV (CHI) were recruited in Bloemfontein, located within the Mangaung Metropolitan Municipality in the Free State province of South Africa. Most participants had advanced HIV-1 disease progression (as reflected by a CD4 T cell count <350 cells/μL). All participants were tested for HIV-1 using a point-of- care “HIV-1 rapid test” or laboratory-based HIV-1 ELISA. Follow up samples were collected at 6 and 12 months post-ART initiation (39).

LTNPs samples were collected at various sites across New South Wales, Australia; samples were processed and stored at St. Vincent's Centre of Applied Medical Research, Darlinghurst. Eligible subjects were HIV+, asymptomatic and diagnosed at least 8 years previous to enrolment, treatment naïve, and had an absolute CD4+ T cell count ≥ 500 cells/μL. LTNPs were divided in to two groups: Elite Controllers (EC) with undetectable viral load (median of 1.7 Log) whilst LTNPs with detectable viral load (median of 5.18 Log) were designated Viraemic controllers (VC) and used as comparators to EC (Table 1). The St. Vincent's Research Ethics Committee (EC00140) approval number: HREC/12/SVH/298, SVH 12/217. PBMCs obtained from healthy donors were approved by the Sheffield Research Ethics Committee (reference 16/YH/0247). All participants from each of the above mentioned cohorts gave informed consent for their participation in these studies.


Table 1. Sample cohort characteristics.
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Flow Cytometry

Frozen PBMCs were thawed using R10 medium (RPMI+L-glutamine+Penicillin Streptomycin+ 10% FCS) and subsequently stained with antibodies corresponding to either the chemokine/cytokine receptor, cytolytic, or transcription factor panels (see below). FoxP3 permeabilization kit (BD Pharmingen) was used for intracellular staining. Staining of the chemokine panel was carried out at 37°C. Samples were acquired on an LSRII flow cytometer (BD Biosciences) using the FACSDiva software package (BD Biosciences). Prior to each run, all samples were fixed in 2% PFA. Samples were then analyzed using the Flowjo software package (FlowJo, LLC). Gating strategies were developed based on florescence-minus-one (FMO) controls.

Base Panel

Live/Dead dye (Invitrogen), CD4 (RPA-T4, BD Biosciences), CD3 (UCHT1), CD8 (5K1) and CD57 (HNK-1)[all Biolegend]. Added to all flow cytometry-staining panels.

Chemokine/Cytokine Receptor Panel

CCR5 (2D7/CCR5), CXCR3 (1C6/CXCR3,), CD25 (M-A251), CCR6 (11A9)[all BD Biosciences), IL-15R (eBioJM7A4, eBiosciences), CD127 (A019D5), CXCR4 (L276F12), CCR4 (L291H4)[all BD Biosciences]. Chemokine receptors stained better at 37°C for 15 mins.

Cytolytic Panel

Granzyme B (GB11), CD107a (H4A3)[BD Biosciences], Granzyme A (CB9), Perforin (B-D48)[Biolegend].

Transcription Factor Panel

Tbet (eBio4B10), Eomes (WD1928)[eBiosciences].

Intracellular Cytokine Staining Assay

Frozen PBMCs were thawed using IMDM+10% heat inactivated AB serum medium. PMBCs were cultured in 24-well plates and rested for 3 h at 37°C. Individual cultures were stimulated with CMV pp65 peptides at a final concentration of 10 μg/ml; or HIV Clade B gag pool of 123 15mer overlapping peptides (NIH AIDS Research and Reference Reagent Program) used at a final concentration of 10 μg/ml for each peptide. 10 μg/ml of Brefeldin A (Sigma-Aldrich) was added after 2 h of stimulation with antigen. Cultures were incubated at 37°C overnight in a humidified atmosphere with 5% CO2 in air. Negative control cultures comprised PBMCs mixed with IMDM with 10% heat inactivated AB serum only, while SEB (5 μg/mL) was used for positive control cultures (40). Intracellular staining included addition of the base panel prior to permeabilization, followed by cytolytic panel, as well as IFNγ (B27, Biolegend).

Cytokine Bead Array Assay

CD57+ and CD57– CD4 T cells were sorted using the MoFlo XDP cell sorter (Beckman Coulter). Cells were isolated based on their positive expression of CD3, CD4, CD45RO, and CD57. Sorted cells had >98% purity (Supplementary Figure 1). Sorted cells were then incubated overnight with or without PMA (50 ng/mL) and Ionomycin (1 μg/mL) at 37°C. Supernatant were harvested from the cultures and used for the Cytokine Bead array Assay (CBA). IFNγ, TNF, IL-10, FASL, GzmB, and MIP-1β analytes were examined according to the manufacturers instructions on the BD LSRII (Becton Dickinson).

RNA Isolation and qPCR

CD45RO+CD57+ and CD45RO+CD57– cells were sorted from 3 separate donors. RNA was then isolated from these cells using a TRIzol reagent based technique. TRIzol (Life Technologies) was added to cells to lyse them and dissolve the cell contents. Chloroform was added and the solution was centrifuged at 12,000 × g to separate the dissolved cellular contents into differing layers. The aqueous layer containing RNA was then extracted, incubated with glycogen capture protein and isopropanol before being washed with isopropanol again. After washing, the isopropanol was driven off by evaporation and RNA was resuspended in DNAse/RNAse free water. RNA concentration and purity was then determined using a Bioanalyzer RNA kit (Aligent Genomics) and run on an Aligent Bioanalyzer 2100 instrument. DNAse treatment step was performed prior to RNA-seq (Thermo-fisher). Real-time PCR (RT-PCR) was performed using the Light Cycler 480 system (ROCHE). Taqman primers/probes used include ACTB (Hs001060665_g1), GzmB (Hs00188051_m1) and CCR5 (Hs00152917_m1).

RNA-Seq

RNAseq analysis was performed by the Wellcome Trust Centre for Human Genetics. All samples were normalized to 110 ng, as 100 ng was the minimum amount that was needed for the procedure and 110 ng was the value of our samples closest to this. The Wellcome Trust Centre (Oxford, UK) then performed library preparation using poly-A selection to isolate mRNA transcripts, which were then converted to cDNA and sequenced by the Illumina HiSeq4000 platform with 75bp ended reads. The raw sequencing data were mapped to a human genome reference (hg19) using the STAR alignment software. Read counts matrix, data preprocessing, and statistical analysis was done in R environment language employing Bioconductor packages.

DNA Isolation and Total-HIV DNA PCR

For measurement of HIV DNA in bulk CD4 T cells, CD4 T cells were enriched from cryopreserved PBMCs as above or using Dynabeads Untouched Human CD4 T Cell Enrichment kit (Invitrogen). DNA was extracted from PBMCs or enriched CD4 T cells using QIAamp Blood Mini Kit (Qiagen) and sorted CD4 T cell subsets (QIAmp DNA Micro Kit or Mini Kit) for use as input for qPCR assays. Copies of HIV-1 DNA were quantified and normalized to number of input cells (as determined by albumin PCR), by a previously described assay (41, 42) with both qPCR assays performed in triplicate. For sorted populations PCR reactions for both albumin and total HIV were performed in triplicate for the CD32- population and in duplicate for the remaining populations, except where otherwise noted. Negative sample wells were replaced with zeros when averaging replicate values.

Cellular Proliferation Assay

Sorted cells were stained with Cell Trace Violet dye (Invitrogen), according to the manufacturer's protocol, and were subsequently stimulated with antigens, 5 μg/mL SEB (Sigma), 10 μg/mL CMVpp65 peptide and 10 μg/mL HIV gag peptide pool (NIH, USA). Cells were incubated for 6 days and stained with florescent antibodies and analyzed by flow cytometry. 100IU of IL-2 (Invitrogen), 20 ng/mL of IL-12 and 20 ng/mL of IL-18 (Peprotech) were used to stimulated CD4+CD57+ cells together with 5 ug/mL of anti-CD3 (BD biosciences).

Cytoxicity Assay

CD57+CD4+ (Effector) T cells were sorted together with autologous CD19+ (targets) B cells using Beckman Coulter MoFlo. Target cells were stained with Cell Trace Violet and rested together with effector cells overnight in media at 37°C. Differing effector to target cell ratios were used (i.e., 1:1, 2:1, and 3:1), a minimum 10,000 targets cells were used for each condition, with targets only as a negative control. Live/dead dye was used to stain dead cells from overnight culture before 5 μg/mL of anti-CD3 beads (Miltenyi) was added to the cultures for 3.5hrs. Killing percentage was calculated by measuring the expression of caspase 3 (CP92-605, BD) within target cells minus negative control.

Statistical Analysis

All column graphs are presented as medians with inter-quartile ranges. Wilcoxon paired t-test was used to analyze statistical data employing the Prism 7.0 (GraphicPad, La Jolla, CA, USA) software. For unpaired samples the Mann-Whitney U test was used. p < 0.05 were considered significant.

RESULTS

CD57 Expression Identifies Cytolytic CD4+ T Cells

To address whether CD57 could be used as a marker for CD4 CTLs, we stained for its surface expression on PBMCs from 24 healthy donors. There was a median of 3.56% (IQR: 0.66–17.21%) within the CD4+ subset and ten-fold higher expression in the CD8+ subset [21.5% (13.03–59.64%)] (Figure 1A). To show that these CD57+ CD4+ T cells were potentially cytolytic, we next stained for cytolytic granule markers Granzyme B and Perforin. The majority of GzmB+ (48.01%, p < 0.05) expression was found in the CD57+ subset, as well as a considerable percentage of activated GzmB+Perf+ (20.74%, p < 0.05), both were significantly higher than that observed in the CD57– counterpart (Figure 1B). The CD57– subset was overwhelmingly GzmB-Perf- (92.70%), which suggests that CD57 expression identifies the majority of cytolytic CD4+ T cells. Gzm A was co-expressed with GzmB in CD4+CD57+ cells and they could also express different combinations of these cytolytic granules depending on activation state (Supplementary Figure 2A).
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FIGURE 1. CD57 identifies Cytolytic CD4+ T cells. (A) Representative dot plot showing CD57 expression on CD4+ and CD8+ T cells. Distribution of CD57 levels in healthy donors (n = 24). (B) Dot plot and column graph showing Granzyme B and Perforin expression in CD57+ and CD57– CD4+ subsets in healthy donors. (C) Upregulation of Granzyme (B,D) Perforin and (E) CD107a after 6 h of activation with CMV and PMA/ionomycin in the CD4+CD57+ subset (n = 6). (F–H) Expression of cytolytic markers in CD4+CD57– subset 6 h post activation (F = Granzyme B, G = Perforin, and H = CD107a). *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001.



To elucidate whether CD4+CD57+ could further upregulate cytolytic granule expression when activated, PBMC from healthy donors were stimulated with either CMVpp65 or PMA/Ionomycin (P/I) for 6 h. Delta change from no stimulation was used to determine increase of GzmB expression following activation. Median increase of GzmB from no stim was 12.5% for CMVpp65 and 44.1% for P/I (p < 0.01 and p < 0.001, respectively; Figure 1C). An increase was also observed with perforin expression (5.2%, p < 0.05 [CMV] and 22.4%, p < 0.01 [P/I]; Figure 1D). To assess potential for degranulation we measured CD107a expression post-activation showing an increase on stimulation (8.5%, p < 0.01 [CMV] and 30.9%, p < 0.001 [P/I]; Figure 1E). These significant increases were not observed within the CD57– subset (Figures 1F–H). CD57+ CD4 CTLs have a unique phenotype, they do not express the typical Treg phenotype CD25highCD127low and have low expression of CD127, CCR4, CCR6 and CXCR3 ex vivo [CD4 lineage phenotype: Th17 (CCR4+ and CCR6+) and Th1 (CXCR3+ CCR6–) subsets] (Supplementary Figure 2B).

CD57+ CD4 CTLs Can Proliferate and Are Antigen-Specific

The ICS assay was utilized to determine whether CD4 CTLs were antigen-experienced and had the ability to respond to recall antigens when stimulated. CD4+CD57+ cells produced IFNγ in response to super-antigen SEB and CMVpp65, although with comparable levels to those observed in the CD4+CD57– subset (0.45% and 0.5%, respectively; Figures 2A,B). CD57+ Cells were also able to degranulate and up-regulate CD107a, while maintaining GzmB and IFNγ expression when stimulated with CMVpp65 and SEB. IFNγ+ CD57– cells did not up up-regulate CD107a or Granzyme B (Supplementary Figure 3A). CD4+ CD57+ cells were sorted and stimulated with CMVpp65 for 6 days to determine the proliferation potential of these cells. CD57 and GzmB expression was maintained in daughter cells, while up-regulation of CD25 (IL-2Rα) was observed following cell division (Figure 2C). This suggests that IL-2 is required for CD4+CD57+ proliferation. IL-2 together with IL-12 and IL-18 were added in vitro to drive CD4+CD57+ proliferation. The combination of IL-2 with IL-12 was sufficient for the proliferation of CD4+CD57 cells (Supplementary Figure 3B). Immobilized anti-CD3 stimulation alone was not sufficient in driving proliferation, but this was rectified with the addition of IL-2 and IL-12 (Supplementary Figure 3C). CD4+CD57– cells were sorted into naïve and memory subsets based on CD45RO expression. Both subsets proliferated with anti-CD3/CD28 stimulation but did not up-regulate CD57 expression (Supplementary Figure 3D).
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FIGURE 2. CD57+ CD4 CTLs can proliferate and are antigen-specific. (A) IFNγ expression in SEB- and CMV-specific CD57+ CTLs. (B) No difference between IFNγ expression between CMV-specific CD57+ and CD57– susbets. (C) Proliferation of CMV-specific CD57+ from healthy donors.



CD57+ CD4+ T Cells Have a Cytolytic Transcription Profile

To examine the transcriptome of CD57+ CD4+ T cells, mRNA was extracted from four healthy donors and RNAseq was performed. CD45RO+CD57– paired samples were used as a comparator group. CD57+ and CD57– transcription profiles clustered separately through Principal Component Analysis (PCA) (Figure 3A). Over-expressed genes with the CD57+ subset included cytolytic granule genes and transcription factors Tbet and Eomes (Figure 3B). Differentially expressed genes from our CD57+ dataset positively correlated with CD8+ datasets using Gene Set Enrichment Analysis (GSEA) (Figure 3C). Leading-edge analyses was performed to determine the most differentially expressed genes in our dataset compared to other publicly available datasets with a normalized false discovery rate of <0.03. The top 60 expressed genes in our CD57+ subset were predominantly cytolytic associated genes including gzma, fslg, eomes, ccl4, tbx21, gzmb, gzmk and prf1 (Figure 3D).
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FIGURE 3. CD57+ CD4+ T cells have a cytolytic transcription profile. (A) Principle Component Analysis. (B) Volcano plot showing over and under-expressed genes in CD4+CD57+RO+ vs. CD4+CD57–RO+. (C) GSEA plot showing CD4+CD57+RO+ correlating with PD-1lowCD8+ T cells. (D) Leading Edge Analysis showing top 60 genes expressed in CD4+CD57+RO+ subset.



To confirm the GSEA data that CD57+ CD4+ correlated highly with a CD8+ transcription profile, RUNX3 and ThPOK expression was examined. RUNX3 is an important transcription factor required for CD8 lineage commitment (14). RUNX3 mRNA levels were much higher in CD57+ CD4+ subsets compared with CD57–, comparable to CD8+ subsets (Supplementary Figure 4A). This was also observed at the protein level, where CD57+ cells had higher MFI (Supplementary Figure 4B). The CD4 lineage transcription factor ThPOK (15) mRNA expression was lower in CD57+ CD4+ subsets compared with CD57– (Supplementary Figure 4C). Collectively these data demonstrate that CD57+ CD4+ cells have a cytolytic transcription profile similar to cytolytic CD8+ T cells.

Accumulation of CD57+ CD4+ T Cells in Chronic HIV Infection

Next we sought to investigate CD57+ CD4+ CTLs at different stages of HIV infection, as well as during Long-Term Non-Progression. CD57+ CD4 CTLs frequencies were much higher during untreated acute/primary HIV than in HIV-uninfected (3.42%) individuals and even higher still in untreated chronic infection (median of 12 and 32.5%, p < 0.0001, respectively). Differences were observed in the LTNP cohort, whereby Elite Controllers (EC) had low percentages (4.52%) of these cells similar to healthy donors (3.42%), whereas viraemic controllers (VC) were considerably higher (14.5%; p < 0.01; Figure 4A). These data suggest that an accumulation of CD4 CTLs occurs in chronic HIV infection. In order to elucidate this observation in further detail, we used paired samples from the standard-of-care arm of the SPARTAC trial, 12 participants were followed from early in infection (acute phase), who received no therapy and were followed up longitudinally for 156 weeks (chronic phase). As previously observed, there was a gradual increase of the CD57+ subset within the total CD4+ T cells from baseline to week 156 (3.85 to 24.2%; p < 0.05; Figure 4B). No difference was observed after 1 year of ART and basline PHI (Figure 4C), but a significant drop was seen following 1-year of ART during CHI (~3.2-fold; p < 0.01), CD57 expression remained significantly higher than healthy donors (p < 0.05; Figure 4D). CD57+ cells were also highly activated with increased expression of GzmB+Perf+ during chronic infection compared to PHI (~2.3-fold, p < 0.05; Figure 4E). There was no difference between baseline and 1year post-Tx for PHI (Figure 4F), but a significant increase in Gzmb+ (~1.9-fold; p < 0.01) was observed in CHI post therapy together with a decrease in GzmB+Perf+ (~2.5-fold, p < 0.05; Figure 4G).
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FIGURE 4. Accumulation of CD57+ CD4 CTLs in HIV infection. (A) CD57 distribution between HIV infected cohorts. (B) Increased CD57 subset from baseline to week 156 in primary HIV (SPARTAC) standard of care arm (n = 7). (C) No difference between CD57 frequencies at baseline and 1-year post-ART in PHI. (D) Decreased CD57 levels 1-year post-ART in CHI, with healthy donor as reference. (E) Granzyme B and Perforin expression in CD57 subset in differing stages of HIV infection. (F) No difference in GzmB and Perf expression PHI 1-year post-ART. (G) Increase of GzmB and decrease GzmB+Perf+ post-ART in CHI. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001.



CD57+ CD4 CTLs in HIV Infection Are Effector Memory Cells With a TbethighEomes+ Phenotype

Expression of CD57 on T cells is generally associated with terminal differentiation and the reduction of co-stimulatory receptor expression. CD28 is required for full T cell activation and is an important co-stimulatory molecule. During HIV infection CD28 expression decreases on CD57+ cells (Supplementary Figure 5A), which suggests that they may utilize other co-stimulatory molecules for activation. Central (Tcm) to effector memory (Tem) transition was observed from PHI to CHI, demonstrating a reduction in the proportion of CD4+ T cells expressing CD45RA and CCR7 following HIV infection (Supplementary Figures 5B,C). Transcription factors Tbet and Eomesodermin (Eomes) are important for cytolytic function (16, 17). CD57+ CD4 T cells have a distinct profile compared to their CD57– counterparts (Figure 5A). They were primarily Tbet+, Tbet++(high) and Tbet+Eomes+, whereas CD57– cells were mostly Tbet negative (potentially encompassing other T helper subsets) and have very little Tbet++ or Eomes expression (Figures 5B,C).


[image: image]

FIGURE 5. CD57+ CD4 CTLs have a TbethighEomes+ phenotype. (A) Representative dot plot of Tbet vs. Eomes expression. (B,C) Tbet and Eomes expression in CD57+ and CD57– in CD4+ cells during different stages of HIV infection. (D) CD38 expression. (E) HLA-DR protein levels. (F) PD-1 inhibitory receptor expression. (G) TIM-3 expression. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001.



Activation markers and immune checkpoint receptors (ICRs) were also markedly increased on CD57+ cells in chronic infection (Supplementary Figure 6A). CD38 and HLA-DR activation markers were highly expressed in CHI (baseline) compared to the other cohorts, with ECs having very low activation markers comparable to healthy controls (Figures 5D,E). CHI and VC had higher expression of ICRs PD-1 and Tim-3 (Figures 5F,G). There was a slight decrease of CD38 (~1.5-fold, p < 0.05) 1 year post-ART in PHI subjects, but no change was observed in HLA-DR or PD-1 expression (Supplementary Figure 6B). Tbet and Eomes expression was not altered following ART in primary infection (Supplementary Figure 6C). CD57+ CD4 CTLs express high levels of fractalkine receptor CX3CR1, as well as the inhibitory receptor 2B4 (CD244). Although they do not co-express previously identified cytolytic markers CrTAM and SLAMF7 (Supplementary Figures 6D,E).

CD57+ CD4 CTLs Express Low Levels of CCR5 and CXCR4, and Are Not a Major Component of the HIV Reservoir

Frequencies of CD57+ CD4 CTLs increased with chronic HIV infection, which suggests that they may be more resistant to HIV infection and activation-induced apoptosis. We therefore investigated the expression of HIV entry co-receptors CCR5 and CXCR4. mRNA expression levels were analyzed using RT-PCR and GzmB was used as a positive control. GzmB mRNA levels were higher in the CD57+ subset compared to CD57– (~16-fold, p < 0.05), and was comparable to CD8 mRNA levels (Figure 6A). CCR5 mRNA levels were surprisingly much lower in CD57+ cells compared to CD57– (~3.5-fold, p < 0.01; Figure 6B), and this was also evident at the protein level (~12.6% lower, p < 0.0001; Figure 6C). Lower expression of CXCR4 was also observed in CD57+ cells (~2.2-fold lower than CD57–, p < 0.001; Figure 6D). Total HIV DNA was performed on sorted cells at baseline and 1 year post-ART. CD57+ cells had lower HIV DNA (~2.3 Log, p < 0.05) at baseline compared CD57– (Figure 6E). This was more apparent following ART as the majority of CD57+ cells contained <5 copies/million CD4 after therapy (Figure 6F), suggesting that these cells are not a major contributor to the HIV reservoir.
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FIGURE 6. CD57+ CD4 CTLs are not a component of the HIV reservoir. (A) GzmB mRNA levels in CD57+ and CD57– in CD4 and CD8 subsets. (B) ccr5 mRNA levels in CD57+ and CD57– in CD4 and CD8 subsets. (C) CCR5 protein in CD57+ and CD57– in CD4+ in untreated PHI. (D) CXCR4 protein in CD57+ and CD57– in CD4+ in untreated PHI (n = 12). (E) Total HIV DNA untreated PHI. (F) Total HIV DNA PHI 1-year post-ART. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001.



Diminished Cytokine Secretion, Proliferation and Killing Ability in HIV Infection

Cytokine and beta chemokine secretion was examined using Cytokine Bead Array (CBA) assay. CD4+CD57+ T cells from healthy controls produced high levels of effector cytokines IFNγ and TNF, with EC expressing similar levels; whereas CD57+ CTLs from other untreated HIV+ cohorts expressed very low levels of these cytokines (Figures 7A,B). A similar pattern was observed when detecting cytolytic molecules associated with killing, e.g., GzmB and Fas Ligand (FasL) (Figures 7C,D). Beta chemokines MIP-1α (CCL3) and RANTES (CCL5) were highly expressed in CD4+CD57+ cells from HC and EC. This was not the case in PHI, CHI or VC (Figures 7E,F). Significant increase in GzmB (~3.6-fold, p < 0.05) and MIP-α (~2.4-fold, p < 0.05) secretion levels were observed in PHI post-ART (Figure 7G).
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FIGURE 7. Maintenance of effector cytokine and beta chemokine expression in EC. (A) IFNγ (B) TNF (C) GzmB (D) FasL (E) MIP1-α (F) RANTES expression levels in Healthy controls (HC), PHI and CHI baseline (BL), LTNPs EC and VC. (G) Increased expression levels after 1-year ART in PHI and CHI. *p < 0.05.



The inability of CD4 CTLs to produce these important molecules may be indicative of overall dysfunction. When bulk PBMCs were stimulated with pooled Gag peptides, no proliferation was observed in the CD4+CD57+ T cells from PHI donors 1-year post ART (Supplementary Figure 7A). This may be due to dysfunction of CD57+ cells early in HIV infection. Killing potential of CD57+ CTLs was examined by sorting CD57+ as effector cells and autologous CD19+ B cells are target cells. Co-culture was activated for 3.5hrs with anti-CD3 beads and caspase-3 expression within target cells was measured by flow cytometry (Supplementary Figure 7B). Background levels of Caspase-3 in target cells alone ranged from 0.5 to 1.21%. CD57+ cells from healthy controls were able to kill ~28% target cells when 3:1 ratio of effector to targets was used (Supplementary Figure 7C). Reduced killing was observed in ART-treated PHI (Supplementary Figure 7D) and CHI (Supplementary Figure 7E) donors compared to healthy controls (1.7-fold less killing for PHI and 17-fold less killing for CHI, when E:T ratio of 3:1 was used).

A Small Percentage of CD57+ CD4 CTLs From Elite Controllers Are HIV-Specific and Maintain TbethighEomes+ Phenotype

To determine HIV specificity of CD57+ CD4 CTLs from LTNP donors, ICS was performed using pooled Gag peptides and CMVpp65 was used as a control antigen. CD57+ cells from EC were able to respond to Gag by IFNγ production (Supplementary Figure 8A). No difference was observed in SEB or CMVpp65 responses between EC and VC, although EC had significantly higher IFNγ production on Gag stimulation (median of 0.031%, p < 0.01; Figure 8A). Equivalent IFNγ responses were observed within the CD57– subset (EC = 0.089% and VC = 0.05%; respectively) (Supplementary Figure 8B). An activated cytolytic phenotype based on GzmB+ and GzmB+Perf+ was more evident in EC compared to VC (Figure 8B). Maintenance of IFNγ and cytolytic granule function may be attributed to the increased Tbethigh(++)Eomes+ phenotype that occurred in EC donors after antigenic stimulation (~28.5-fold, p < 0.0001; Figure 8C). TbethighEomes+ expression in EC was ~11-fold (p < 0.0001) higher after Gag stimulation compared to VC (Figure 8D) suggesting that CD57+ CTLs from VCs were unable to up-regulate Tbet and Eomes expression. Collectively, this data suggests that EC were able to maintain functional cytolytic CD4+ T cells compared to other HIV-infected cohorts.


[image: image]

FIGURE 8. Maintenance of HIV-specific CD57+ CD4 CTLs in EC. (A) Higher IFNγ expression within CD57+ cells in ECs compared to VCs. (B) High Gzmb+ and GzmB+Perf+ levels in ECs. (C) Representative dot plot showing Tbet and Eomes expression between ECs and VCs. (D) Maintenance of Tbet highEomes+ in ECs. *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001.



DISCUSSION

Cytolytic CD4+ T cells are currently under intense investigation regarding their role during viral/bacterial infections, autoimmune conditions and solid tumor malignancies (4). A hindrance to studying this T cell subset can be attributed to the lack of subset specific surface markers that are yet to be identified. Recently, two molecules CRTAM (class-I-restricted T cell-associated molecule) (18) and SLAMF7 (CD319) (19) have been described that identify a subset of CD4+ T cells with cytolytic properties. However, expression of these molecules seems to be transient and tissue specific, and their use as a marker of CD4 CTLs for functional studies is limited. CD57, also called HNK-1, LEU-7, or L2, is an extracellularly expressed terminally sulfated carbohydrate that was first reported as a marker of natural killer cells (20). CD57, as a carbohydrate, has several binding partners involved in immune activation, including neural cell adhesion molecule, ICAM5, NCAM, integrins, L-selectin, and P-selectin (21, 22). Johnson et al. (8) showed that CD4+CD57+ cells co-expressed cytolytic granules and this is supported by our findings. Increased CD57 expression has been associated with CMV seropositivity (3, 9). CD57+ CD4+ cells predominantly expressed granzyme B and to a lesser extent granzyme B together with perforin in healthy donors. This cytolytic phenotype was further heightened in HIV infection with most of the CD57+ subset having activated cytolytic granule expression.

CD57+ CTLs represent a distinct CD4 T cell subset that are mostly effector memory cells that lack CD28 expression, indicative of their cytolytic potential (23, 24). Cytolytic granule expression increased with activation, as did the degranulation marker CD107a. These cells lacked the expression of the IL-2Ra, have low CD127 (IL-7R) expression and do not express CXCR3 ex vivo. RNAseq revealed a cytolytic-like transcription profile within CD4 CTLs that are comprised of many cytolytic genes i.e., gzma, gzmb, prf1, faslg, ccl4, tbx21, and eomes. The transcriptome of CD4 CTLs highly correlated with the CD8 gene signature, together with increased expression of the CD8 lineage transcription factor RUNX3 (25) demonstrate a close relationship between CD4 and CD8 CTLs.

CD57+ cells are dramatically increased in HIV infection—up to 50% of CD4 T cells in some donors. These cells were highly activated with exaggerated cytolytic granule expression ex vivo, in both acute and chronic HIV infection. Their increased frequency and persistence during HIV infection may be due to low expression of HIV co-receptors CCR5 and CXCR4. CCR5 is initially required for HIV entry during acute infection and seeding of the latent HIV reservoir (26–28). Low expression of this receptor may make these cells less likely to become infected and less prone to HIV induced apoptosis and thus maintain their frequency in blood. This is also consistent with the relatively low HIV DNA levels found in CD57+ CTLs compared to CD57– that shows that they are not a major part of the HIV reservoir, confirming the previous observation by Brenchley et al. (29).

The progressive decline in functional memory CD4+ T cells has long been a hallmark of chronic HIV infection. Although CD57 CTLs were preserved in HIV infection, their function has been jeopardized. CMV-specific responses via the expression of IFNγ together with antigen-induced proliferation were observed in healthy controls. No proliferation was observed in PHI after 1 year post therapy in response to CMV to HIV Gag. CD57+ cells from HC were able to kill target cells after TCR stimulation. This killing ability was substantially decreased in those with acute HIV infection and was almost entirely diminished in chronic infection even after treatment with ART. Dysfunction of these cells may be at least in part due to prolonged antigenic activation (30–33).

Elite Controllers are defined as long-term non-progressors that have persistent undetectable viral loads and stable intact CD4 counts (34). Many studies have examined both CD4 and CD8 T cell function within this cohort. It is widely acknowledged that ECs have reduced CCR5 expression, lower activation levels and maintain HIV-specific responses compared to other progressor cohorts (34, 35). This was also observed with CD57 CTLs from ECs. They expressed lower levels of CD38/HLA-DR activation markers, and had reduced ICR (PD-1 and TIM-3) expression when compared to other HIV cohorts including PHI and VCs. They were able to secrete effector cytokines (IFNγ and TNF) and cytolytic proteins (GzmB and FasL) upon stimulation, whereas other HIV cohorts were not able to secrete these molecules. Beta chemokine expression was maintained, which may act in an autocrine manner for self-protection against HIV entry as both RANTES and MIP-1α restriction factors can bind to CCR5 (36), which may explain in-part the high frequencies of these cells observed during CHI.

Having higher CD57 CTLs percentages in blood was not indicative of increased HIV-specific CD57 CTLs responses. An IFNγ response to Gag stimulation, albeit small (~0.031%), was detected in ECs and not observed in VCs. This coincided with high gzmb+perf+ expression with activation, suggesting maintenance of cytolytic function. Interestingly, increased TbethighEomes+ expression was observed in ECs and not VCs after antigenic stimulation. The synergistic interplay between transcription factors Tbet and Eomes has been shown to be important during CD4+ T cell differentiation particularly in driving cytolytic CD4 T cell lineage commitment (8). Tbet is required for effector cytokine expression (37) and Eomes is important for cytolytic granule expression (25). The upregulation of both Tbet and Eomes after activation in CD57+ CTLs from ECs may explain a higher level of HIV control and non-progression compared to VCs. Functional HIV-specific CD57+ CTLs together with CD8 CTLs may contribute to full control of HIV viraemia in ECs. Previous findings that may distinguish the two groups include the HLA types of (HLA-B27 and HLA-B57) that are over-represented in ECs compared to viraemic, polyfunctional T cells and broadly neutralizing antibodies (34, 35). This subset may be an important factor that distinguishes EC from VC. HIV-specific CD4 CTLs may work in concert with CD8 T cells, by way of killing infected target cells presenting class II antigens (12), to maintain viral clearance.

There are limitations on the current study, especially the restricted number of samples from ECs. Since these were long-term stored historical samples and the guidelines for HIV therapy have also changed over time, it is not possible to further explore the longitudinal changes in this group. The HIV-specific IFN-γ responses elicited, although significantly above background, were also small (although consistent with changes transcriptional factor expression which were larger), so a prospective and longitudinal study of this subset exploring the breadth of functionality in relation to clinical outcomes would be valuable.

Overall, CD4 CTLs are an important subset that should be considered when investigating effector T cell responses during primary HIV infection, vaccine trials and treatment interruption studies. Further examination of these cells may shed light on an important effector subset that could contribute to the control of HIV infection and may potentially be of interest in strategies for HIV cure.
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Supplementary Figure 1. Sort purity. (A) gating strategy and post sort purity of CD45O+CD57– cells.

Supplementary Figure 2. Cytolytic granules and chemokine receptor expression in CD57+ cells. (A) Gzm A, GzmB and Perf expression in CD57+ and CD57– subsets. (B) CD25 and CD127 expression on CD57+ (Blue) within CD3+CD4+ cells (Pink). (C) CCR6 and CCR4 expression on CD57+ (Blue) within CD3+CD4+ cells (Pink). (D) CXCR3 expression on CD57+ (Blue) within CD3+ CD4+ cells (Pink). *p < 0.05.

Supplementary Figure 3. CD57+ CD4 CTLs function. (A) CD107a upregulation in CD57+ cells after stimulation. Co-expressed with gzmB and IFNγ. (B) IL-2, IL-12 and IL-18 exogenous cytokines required for proliferation of CD57+ CD4. (C) IL-2+IL-12 required together with TCR (anti-CD3) stimulation for CD57 proliferation. (D) No CD57 upregulation after anti-CD3 stimulation in CD57– subset.

Supplementary Figure 4. Runx3 and ThPOK expression in CD57+ subset. (A) runx3 mRNA expression (Column plot), and RUNX3 protein expressed as MFI (B). (C) Thpok mRNA expression in CD57+ and CD57–. *p < 0.05.

Supplementary Figure 5. CD28 and memory phenotype of CD4 CTLs. (A) Reduced CD28 expression with HIV infection. (B) Representative dot plot showing memory subset transitions within CD57+ subset during chronic HIV infection; Naïve (CCR7+CD45RA+), Central memory Tcm (CCR7+CD45RA–), Effector memory Tem (CCR7–CD45RA–) and terminally differentiated Temra (CCR7– CD45RA+). (C) Tcm to Tem transition of CD57+ cells in HIV infection. *p < 0.05, ***p < 0.001.

Supplementary Figure 6. CD57+ CD4 CTLs phenotype. (A) CD57 vs. CD38, HLA-DR, PD-1 and TIM-3 expression dot plots. (B) No changes in Activation or Inhibitory markers 1-year post-ART in PHI. (C) No difference in Tbet and Eomes expression after ART treatment. (D) Representative dot plots showing CD57 vs. CX3CR1, SLAMF7, 2B4 (CD244) and CrTAM expression in CD3+CD4+. (E) CTLs extracellular marker expression. *p < 0.05.

Supplementary Figure 7. CD57+ dysfunction in HIV infection. (A) Dysregulation of CD57+ proliferation in ART treated primary HIV donors. (B) Caspase-3 upregulation in Target cells (T) after anti-CD3 activation of CD57+ Effector cells (E). (C–E) Killing of target cells by CD57+ Effectors in Healthy controls, ART treated PHI and ART treated CHI, respectively. *p < 0.05, **p < 0.01, ****p < 0.0001.

Supplementary Figure 8. Maintenance of CD57+ function in EC. (A) Dot plot representing IFNγ expression 6 h post stimulation with SEB, CMV and gag. (B) No difference in IFNγ expression between EC and VC in CD57– subset.

REFERENCES

 1. Billings P, Burakoff S, Dorf ME, Benacerraf B. Cytotoxic T lymphocytes specific for I region determinants do not require interactions with H-2K or D gene products. J Exp Med. (1977) 145:1387–92. doi: 10.1084/jem.145.5.1387

 2. Raulet DH, Bevan MJ. Helper T cells for cytotoxic T lymphocytes need not be I region restricted. J Exp Med. (1982) 155:1766–84. doi: 10.1084/jem.155.6.1766

 3. Brown DM. Cytolytic CD4 cells: Direct mediators in infectious disease and malignancy. Cel Immunol. (2010) 262:89–95. doi: 10.1016/j.cellimm.2010.02.008

 4. Phetsouphanh C, Pillai S, Zaunders JJ. Editorial: cytotoxic CD4+ T cells in viral infections. Front Immunol. (2017) 8:1729. doi: 10.3389/fimmu.2017.01729

 5. Jellison ER, Kim S-K, Welsh RM. Cutting edge: MHC class II-restricted killing in vivo during viral infection. J Immunol. (2005) 174:614–8. doi: 10.4049/jimmunol.174.2.614

 6. Muraro E, Merlo A, Martorelli D, Cangemi M, Dalla Santa S, Dolcetti R, et al. Fighting viral infections and virus-driven tumors with cytotoxic CD4+ T cells. Front Immunol. (2017) 8:197. doi: 10.3389/fimmu.2017.00197

 7. Tian Y, Sette A, Weiskopf D. Cytotoxic CD4 T cells: differentiation, function, and application to dengue virus infection. Front Immunol. (2016) 7:531. doi: 10.3389/fimmu.2016.00531

 8. Johnson S, Eller M, Teigler JE, Maloveste SM, Schultz BT, Soghoian DZ, et al. Cooperativity of HIV-specific cytolytic CD4 T cells and CD8 T cells in control of HIV Viremia. J Virol. (2015) 89:7494–505. doi: 10.1128/JVI.00438-15

 9. Juno JA, van Bockel D, Kent SJ, Kelleher AD, Zaunders JJ, Munier CM. CytotoxicCD4 T cells-friend or foe during viral infection? Front Immunol. (2017) 8:19. doi: 10.3389/fimmu.2017.00019

 10. Appay V, Zaunders JJ, Papagno L, Sutton J, Jaramillo A, Waters A, et al. Characterization of CD4+ CTLs ex vivo. J Immunol. (2002) 168:5954–8. doi: 10.4049/jimmunol.168.11.5954

 11. Appay V. The physiological role of cytotoxic CD4+ T-cells: The holy grail? Clin Exp Immunol. (2004) 138:10–3. doi: 10.1111/j.1365-2249.2004.02605.x

 12. Zheng N, Fujiwara M, Ueno T, Oka S, Takiguchi M. Strong ability of Nef-specific CD4+ cytotoxic T cells to suppress human immunodeficiency virus type 1 (HIV-1) replication in HIV-1-infected CD4+ T cells and macrophages. J Virol. (2009) 83:7668–77. doi: 10.1128/JVI.00513-09

 13. Soghoian DZ, Jessen H, Flanders M, Sierra-Davidson K, Cutler S, Pertel T, et al. HIV-specific cytolytic CD4 T cell responses during acute HIV infection predict disease outcome. Sci Transl Med. (2012) 4:123ra25. doi: 10.1126/scitranslmed.3003165

 14. Woolf E, Xiao C, Fainaru O, Lotem J, Rosen D, Negreanu V, et al. Runx3 and Runx1 are required for CD8 T cell development during thymopoiesis. Proc Natl Acad Sci USA. (2003) 100:7731–6. doi: 10.1073/pnas.1232420100

 15. Luckey MA, Kimura MY, Waickman AT, Feigenbaum L, Singer A, Park JH. The transcription factor ThPOK suppresses Runx3 and imposes CD4 + lineage fate by inducing the SOCS suppressors of cytokine signaling. Nat Immunol. (2014) 15:638–45. doi: 10.1038/ni.2917

 16. McLane LM, Banerjee PP, Cosma GL, Makedonas G, Wherry EJ, Orange JS, et al. Differential localization of T-bet and eomes in CD8 T cell memory populations. J Immunol. (2013) 190:3207–15. doi: 10.4049/jimmunol.1201556

 17. Knox JJ, Cosma GL, Betts MR, McLane LM. Characterization of T-bet and Eomes in peripheral human immune cells. Front Immunol. (2014) 5:217. doi: 10.3389/fimmu.2014.00217

 18. Takeuchi A, Badr MELS, Miyauchi K, Ishihara C, Onishi R, Guo Z, et al. CRTAM determines the CD4 + cytotoxic T lymphocyte lineage. J Exp Med. (2016) 213:123–38. doi: 10.1084/jem.20150519

 19. Mattoo H, Mahajan VS, Maehara T, Deshpande V, Della-Torre E, Wallace ZS, et al. Clonal expansion of CD4(+) cytotoxic T lymphocytes in patients with IgG4-related disease. J Allergy Clin Immunol. (2016) 138:1–14. doi: 10.1136/annrheumdis-2016-eular.2447

 20. Abo T, Balch CM. A differentiation antigen of human NK and K cells identified by a monoclonal antibody (HNK-1). J Immunol. (1981) 127:1024–9. doi: 10.1203/00006450-198104001-00918

 21. Focosi D, Bestagno M, Burrone O, Petrini M. CD57+ T lymphocytes and functional immune deficiency. J Leukoc Biol. (2010) 87:107–16. doi: 10.1189/jlb.0809566

 22. Kared H, Martelli S, Ng TP, Pender SL, Larbi A. CD57 in human natural killer cells and T-lymphocytes. Cancer Immunol Immunother. (2016) 65:441–52. doi: 10.1007/s00262-016-1803-z

 23. van Leeuwen EM, Remmerswaal EB, Vossen MT, Rowshani AT, Wertheim-van Dillen PM, van Lier RA, et al. Emergence of a CD4+CD28– Granzyme B+, cytomegalovirus-specific T cell subset after recovery of primary cytomegalovirus infection. J Immunol. (2004) 173:1834–1. doi: 10.4049/jimmunol.173.3.1834

 24. Wang Y, Bai J, Li F, Wang H, Fu X, Zhao T, et al. Characteristics of expanded CD4+CD28null T cells in patients with chronic hepatitis B. Immunol Invest. (2009) 38:434–46. doi: 10.1080/08820130902943105

 25. Cruz-Guilloty F, Pipkin ME, Djuretic IM, Levanon D, Lotem J, Lichtenheld MG, et al. Runx3 and T-box proteins cooperate to establish the transcriptional program of effector CTLs. J Exp Med. (2009) 206:51–9. doi: 10.1084/jem.20081242

 26. Minton K. HIV: Editing HIV entry. Nat Rev Microbiol. (2008) 6:651. doi: 10.1038/nrmicro1970

 27. Mueller A, Strange PG. The chemokine receptor, CCR5. Int J Biochem Cell Biol. (2004) 36:35–8. doi: 10.1016/S1357-2725(03)00172-9

 28. Martínez-Bonet M, González-Serna A, Clemente MI, Morón-López S, Díaz L, Navarro M, et al. Relationship between CCR5((WT/Delta32)) heterozygosity and HIV-1 reservoir size in adolescents and young adults with perinatally acquired HIV-1 infection. Clin Microbiol Infect. (2017) 23:318–24. doi: 10.1016/j.cmi.2016.12.020

 29. Brenchley JM, Hill BJ, Ambrozak DR, Price DA, Guenaga FJ, Casazza JP, et al. T-cell subsets that harbor human immunodeficiency virus (HIV) in vivo: implications for HIV pathogenesis. J Virol. (2004) 78:1160–8. doi: 10.1128/JVI.78.3.1160-1168.2004

 30. Abdel-Mohsen M, Kuri-Cervantes L, Grau-Exposito J, Spivak AM, Nell RA, Tomescu C, et al. CD32 is expressed on cells with transcriptionally active HIV but does not enrich for HIV DNA in resting T cells. Sci Transl Med. (2018) 10: eaar6759. doi: 10.1126/scitranslmed.aar6759

 31. Martin GE, Pace M, Thornhill JP, Phetsouphanh C, Meyerowitz J, Gossez M, et al. CD32-expressing CD4 T cells are phenotypically diverse and can contain proviral HIV DNA. Front Immunol. (2018) 9:928. doi: 10.3389/fimmu.2018.00928

 32. Morou A, Palmer BE, Kaufmann DE. Distinctive features of CD4 T cell dysfunction in chronic viral infections. Curr Opin HIV AIDS. (2014) 9:446–51. doi: 10.1097/COH.0000000000000094

 33. El-Far M, Halwani R, Said E, Trautmann L, Doroudchi M, Janbazian, et al. T-cell exhaustion in HIV infection. Curr. HIV/AIDS Rep. (2008) 5:13–9. doi: 10.1007/s11904-008-0003-7

 34. Zaunders J, van Bockel D. Innate and adaptive immunity in long-term non-progression in HIV disease. Front. Immunol. (2013) 4:95. doi: 10.3389/fimmu.2013.00095

 35. Owen RE, Heitman JW, Hirschkorn DF, Lanteri MC, Biswas HH, Martin JN, et al. HIV+ elite controllers have low HIV-specific T-cell activation yet maintain strong, polyfunctional T-cell responses. AIDS. (2010) 24:1095–105. doi: 10.1097/QAD.0b013e3283377a1e

 36. Buggert M, Nguyen S, McLane LM, Steblyanko M, Anikeeva N, Paquin-Proulx D, et al. Limited immune surveillance in lymphoid tissue by cytolytic CD4+ T cells during health and HIV disease. PLoS Pathog. (2018) 14:e1006973. doi: 10.1371/journal.ppat.1006973

 37. Szabo SJ, Kim ST, Costa GL, Zhang X, Fathman CG, Glimcher LH. A novel transcription factor, T-bet, directs Th1 lineage commitment. Cell. (2000) 100:655–69. doi: 10.1016/S0092-8674(00)80702-3

 38. Fidler S, Porter K, Ewings F, Frater J, Ramjee G, Cooper D, et al. Short-course antiretroviral therapy in primary HIV infection. N Engl J Med. (2013) 368:207–17. doi: 10.1056/NEJMoa1110039

 39. Murray LW, Satti I, Meyerowitz J, Jones M, Willberg CB, Ussher JE, et al. Human Immunodeficiency virus infection impairs Th1 and Th17 Mycobacterium tuberculosis-specific T-cell responses. J Infect Dis. (2018) 217:1782–92. doi: 10.1093/infdis/jiy052

 40. Zaunders JJ, Munier ML, Seddiki N, Pett S, Ip S, Bailey M, et al. High levels of human antigen-specific CD4+ T cells in peripheral blood revealed by stimulated coexpression of CD25 and CD134 (OX40). J Immunol. (2009) 183:2827–36. doi: 10.4049/jimmunol.0803548

 41. Williams JP, Hurst J, Stöhr W, Robinson N, Brown H, Fisher M, et al. HIV-1 DNA predicts disease progression and post-treatment virological control. Elife. (2014) 3:e03821. doi: 10.7554/eLife.03821

 42. Jones M, Williams J, Gärtner K, Phillips R, Hurst J, Frater J. Low copy target detection by Droplet Digital PCR through application of a novel open access bioinformatic pipeline, ‘definetherain'. J Virol Methods. (2014) 202:46–53. doi: 10.1016/j.jviromet.2014.02.020

Conflict of Interest Statement: The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be construed as a potential conflict of interest.

The reviewer IO and handling editor declared their shared affiliation.

Copyright © 2019 Phetsouphanh, Aldridge, Marchi, Munier, Meyerowitz, Murray, Van Vuuren, Goedhals, Fidler, Kelleher, Klenerman and Frater. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.

OPS/images/fimmu-10-01844-g005.gif





OPS/images/fimmu-10-01844-g006.gif





OPS/images/fimmu-10-01844-g003.gif
N " T
S Goor -
T Gl
T
77 1
m < .
s ana bt






OPS/images/fimmu-10-01844-g004.gif





OPS/images/fimmu-10-01844-t001.jpg
Patient Sample CD4+ T cells Plasma viral
cohort number (count/jL) load (Log1o copies/mL)
Median (IQR) Median (IQR)

Healthy donors 19 - -

PHI (SPARTAC) 22 596 (437-756) 5.04 (4.51-5.45)
PHI (HEATHER) 12 524 (437-656) 4.34(3.19-4.88)
CHI 13 379 (308-763) 489 (4.10-5.59)
ECLTNP 9 780 (616-1,013) 1.70 (1.60-1.70)
VC LTNP. 10 633 (442-800) 5.18(5.03-5.37)

Median GD4+ T cels counts/ . with interquartie ranges. Median plasmaviralload (Log1o
copies/mL) with interquartile ranges.





OPS/images/fimmu-10-01844-g007.gif
P

ARTH






OPS/images/fimmu-10-01844-g008.gif





OPS/images/fimmu-10-01844-g001.gif





OPS/images/fimmu-10-01844-g002.gif





OPS/images/cover.jpg
, frontiers
in Immunology

Maintenance of Functional CD57+
Cytolytic CD4+ T Cells in HIV+ Elite
Controllers









OPS/images/crossmark.jpg
©

2

i

|





OPS/images/logo.jpg
, frontiers
in Immunology





