iSCience ¢? CellP’ress -

OPEN ACCESS

Accelerated CD8" T cell maturation in infants with
perinatal HIV infection

Pregnant Woman Lésley R. de Armas,
living with HIV Vinh Dinh, Akshay

| ..., Paula V.
HIV exposed uninfected (HEU) I%er’ia C’Sr:;aa La?:

< ‘ A ‘ Savita Pahwa
spahwa@med.miami.edu
HIV exposed infected (HEI)
\ Highlights
‘ ‘ ‘ Effector: naive CD8 T cell
ratios are elevated in

> infants with perinatal HIV
3 10 18  months
scRNA-seq revealed

HIV Dx FO"OW-Up clonélly expaered CTL-like

cells in HEI prior to ART

Suboptimal Adherence initiation

Correlates of pre-ART virus
pre-ART ’ HE' VS HEU pOSt'ART load include frequencies of

circulating GC-like Tth

1
]
]
L CD38+HLADR+ CD8 T

cells are strong correlate of
virus load in perinatal HIV

— " CTL-Like 5
GZMB FASLG :
TBX21 PRF1 g
GNLY NKG7 L Ya
IFNG 1 80
A ok g

de Armas et al., iScience 27,
109720

May 17, 2024 © 2024 Published
by Elsevier Inc.
https://doi.org/10.1016/
j.isci.2024.109720



mailto:spahwa@med.miami.edu
https://doi.org/10.1016/j.isci.2024.109720
https://doi.org/10.1016/j.isci.2024.109720
http://crossmark.crossref.org/dialog/?doi=10.1016/j.isci.2024.109720&domain=pdf

iIScience ¢? CellP’ress

OPEN ACCESS

Accelerated CD8" T cell maturation in infants
with perinatal HIV infection

Lesley R. de Armas,"® Vinh Dinh,"-® Akshay lyer," Suresh Pallikkuth,” Rajendra Pahwa,’ Nicola Cotugno,”>
Stefano Rinaldi,’ Paolo Palma,?? Paula Vaz,* Maria Grazia Lain,> and Savita Pahwa'-/-*

SUMMARY

In perinatal HIV infection, early antiretroviral therapy (ART) initiation is recommended but questions
remain regarding infant immune responses to HIV and its impact on immune development. Using sin-
gle cell transcriptional and phenotypic analysis we evaluated the T cell compartment at pre-ART initi-
ation of infants with perinatally acquired HIV from Maputo, Mozambique (Towards AIDS Remission
Approaches cohort). CD8" T cell maturation subsets exhibited altered distribution in HIV exposed
infected (HEI) infants relative to HIV exposed uninfected infants with reduced naive, increased
effectors, higher frequencies of activated T cells, and lower frequencies of cells with markers
of self-renewal. Additionally, a cluster of CD8" T cells identified in HEI displayed gene profiles
consistent with cytotoxic T lymphocytes and showed evidence for hyper expansion. Longitudinal
phenotypic analysis revealed accelerated maturation of CD8" T cells was maintained in HEI despite
viral control. The results point to an HIV-directed immune response that is likely to influence reservoir
establishment.

INTRODUCTION

Advances in maternal antiretroviral therapy (ART) have dramatically reduced perinatal HIV transmission. However, more than 100,000 new
vertical HIV infections occur annually, predominantly in Sub Saharan Africa, due to persistent challenges with access to continuous therapy
and issues with disclosure and stigma.' Clinical trials (e.g., Children with HIV Early Antiretroviral Therapy (CHER), Child and Adolescent
Reservoir Measurements on early suppressive ART (CARMA), and Early Infant Treatment (EIT)) in infants have shown the benefits of early treat-
ment initiation (<12 weeks) in curtailing disease progression,” and the “Mississippi baby” demonstrated the possibility of prolonged albeit
temporary ART-free remission with treatment initiation very early, within 30 h of birth.®

The role and nature of immune mechanisms that are important for HIV reservoir establishment and mechanisms of HIV persistence in chil-
dren living with HIV on ART are poorly understood and may differ in infants compared to adults.”~'? The immune system undergoes dynamic
developmental changes from birth through infancy as it matures and acquires memory.'*'* CD4" and CD8" T cells in the pre-term and
neonatal periods exhibit a predominantly naive profile and develop a tolerogenic rather than inflammatory response characterized by differ-
entiation of CD4* T cells into T regulatory (FoxP3-expressing) cells.'>'®

In this environment, in which the HIV reservoir is established, innate immune antiviral activity (e.g., natural killer [NK] cells) is considered to
play a role in responding to HIV infection,'” but these responses are also immature and tolerogenic compared to adults.”®'” Infants are
capable of mounting adaptive immune responses to HIV, but evolution of immune control mechanisms is unknown and likely to be influenced
greatly by timing of ART initiation in perinatal HIV infection.”” The magnitude of immune activation correlates with the HIV reservoir in adult
HIV infections;”' however, given the tolerogenic rather than pro-inflammatory bias in infants, it is not clear whether the same biomarkers will
be as informative. Understanding the unique character of the neonatal adaptive immune system is therefore critical to guide the design of HIV
cure strategies including immune-based interventions in early life.

In the current study, we assessed the composition of the T cell compartment in HIV exposed infected (HEI) infants at the time of ART initi-
ation and longitudinally up to 18 months of age. Since maternal HIV infection has profound effects on pregnancy outcomes and infant devel-
opment regardless of whether the infant acquires HIV during the perinatal period, we compared findings from HEIl infants with age-matched
HIV exposed uninfected (HEU) infants to determine independent biomarkers of age and plasma HIV RNA in infants.
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Table 1. TARA cohort participant characteristics at entry

HIV exposed infected HIV exposed uninfected

Participants, n 43 46

Gender, M/F 17/26 24/22

Age, days (median, IQR) 34 (31-46) 32 (31-42)

VL log, cp/mL (median +/—SD) 59+ 1.1 ND

CD4% <20% (n) 1 ND

“Mother VL, cp/mL (median +/— SD) 3.8+ 15 ND

“Mother CD4, mm3 (median +/— SD) 357 + 200 ND

Feeding practice, maternal/formula/combo (n) 35/3/5 39/2/5

“Result within 3 months after delivery.

RESULTS

89 infants born to mothers living with HIV were enrolled in a prospective, longitudinal cohort (TARA [Towards AIDS Remission Approaches]) in
Mozambique (Table 1). 46 infants remained HIV negative and were followed up for 19 months. 43 infants were diagnosed with perinatally
acquired HIV and initiated on ART at a median age of 34 days (Interquartile range (IQR), 31-46 days). Plasma virus load at study entry ranged
from 312 to 10’ HIV RNA copies/mL. 36 of HIV-infected children (HEI) completed 24 months of follow-up; 7 children left the study or died.”
The incidence of viral suppression (VL < 200 copies/mL) was 23%, 44%, and 41% at 5, 10, and 18 months of age, respectively. Low viral sup-
pression in the cohort was attributed to suboptimal ART adherence; however, 2 infants that never achieved viral suppression demonstrated
resistance against 3TC and ABC at pre-ART.*

Rapid differentiation of CD8* T cell compartment observed in perinatal HIV

To identify the early impact of HIV infection on T cell development in the TARA cohort, we analyzed T cell subset distribution and immuno-
phenotype using high dimensional flow cytometry of cryopreserved peripheral blood mononuclear cells (PBMC) collected at pre-ART initi-
ation from HEl and age-matched HEU infants (antibody panel listed in key resources table). In a subset of HEl and HEU, droplet microfluidic
single-cell RNA sequencing (scRNA-seq) was also performed to define the transcriptional landscape of CD4 and CD8T cells during early peri-
natal HIV infection (Figure 1A).

Evaluation of T cell frequencies and subset distribution revealed that frequencies of CD4" T cells out of total CD3" T cells were significantly
reduced in HEI compared to HEU at entry (Figure 1B). However, the distribution of naive, memory, and effector cells within CD4" T cells was
largely similar in HEl and HEU infants, with the exception of transitional memory cells which were significantly reduced in HEI (median 2.2% in
HEI vs. 3.8% in HEU). As expected naive cells (CD45RO— CD27") made up the majority of CD4™ T cells in 1-2 months old infants with a median
of 86% at entry in both HEU and HEI. In addition to maturation subsets we also analyzed specialized CD4" T cell subsets in infants including T
regulatory (Treg) cells and peripheral T follicular helper (pTth) cells in each group (Figure 1C). Treg cells represented 6.1% (IQR, 5.1-7.1) of
CD4" T cells in HEU at entry and comparison of Treg in HEU and HEI showed similar levels. pTth cells were defined as CD4" T central memory
(TCM) expressing the GC homing chemokine receptor, CXCR5,%* and did not exhibit significant differences between the groups. We analyzed
an additional subset of Tth, GC-like Tth which were defined as PD-1+ CXCR5+ non-naive CD4" T cells expressing high levels of CD38 and
ICOS.”" This population was very low in all infants (<0.05%) but was significantly higher in HEI at entry compared to HEU (Figure 1C).

Frequencies of CD8" T cells out of total CD3" T cells were not significantly different at entry between HEl and HEU (Figure 1D). Similar to
CD4" T cells in HEU, CD8" T cells were predominantly naive phenotype (median 88%); however, in HEI CD8" T cell subset distributions were
skewed with significantly reduced naive frequencies (median 61%) and increased frequencies of TCM, T effector memory (TEM), and T effector
(TE) suggesting viral induced maturation of the CD8" T cell compartment in infants with perinatal HIV.

CD4" and CD8" T cells from HEI exhibit heighted activation at 1-2 months of age

To further characterize the infant T cell compartment, we measured single marker expression by flow cytometry on total CD4" and CD8"*
T cells and maturation subsets of 11 different surface markers related to cell homing/trafficking and immune activation and regulation
including: CCR5, CCR7, CD25, CD28, CD31, CD38, CD127, HLA-DR, ICOS, PD-1, and TIGIT. We first characterized expression of each of
the markers on T cells at 1-2 months of age in pre-ART HEl and HEU samples. Even at this early time point in immune development, all surface
markers measured were detectable and showed anticipated expression patterns relative to T cell maturation state (i.e., higher frequency of
activation marker expression on more differentiated cells and higher frequency of markers associated with self-renewal on less differentiated
cells). Multiple markers of immune activation were elevated in CD8" T cell subsets, including naive cells, in HEl compared to HEU such as HLA-
DR, CD38, PD-1, and TIGIT (Figures 1E and S2). Markers associated with self-renewal and co-stimulation were reduced in HEl compared to
HEU in multiple subsets including receptors: CD28, CD127, and CCR7. CD25, the high-affinity IL-2 receptor, was expressed at varying levels
on memory CD8" T cells (TCM and TEM) in HEU but was significantly reduced in HEI. CCR5 was highly expressed on memory and effector
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Figure 1. Impact of perinatal HIV on early T cell phenotypes

(A) Schematic of study design for evaluation of the T cell compartment in HIV-exposed infected and uninfected infants at 1-2 months of age.
(B) CD4™ T cell frequencies are shown as frequencies of live CD3" lymphocytes and to the right of the dotted line CD4™ T cell subsets are shown as frequencies out

of total CD4™ T cells for n = 31 HEU (red) and n = 32 HEI (blue).

(C) CD4" T cell helper subsets are shown as frequencies out of total CD4" T cells. Treg, T regulatory cells; pTth, peripheral T follicular helper cells; GC, germinal

center.
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Figure 1. Continued

(D) CD8" T cell frequencies are shown as frequencies of live CD3" lymphocytes and to the right of the dotted line CD8" T cell subsets are shown as frequencies of
total CD8" T cells. The gating strategy for defining cell populations is shown in Figure S1. Box and whisker plots show median and error bars represent the
minimum and maximum values in each dataset. Mann-Whitney tests were performed for each subset between HEU and HEI and significance is shown using
asterisks as follows *, p < 0.05; **, p < 0.01; ***, p < 0.001, and ****p < 0.0001.

(E and F) Heatmaps showing median expression of each cell surface receptor on CD8" T cell subsets (E) and CD4" T cell subsets (F). Hierarchical clustering was
performed on columns to group markers with similar expression patterns. Mann-Whitney tests were performed for each marker expression between HEU and HEI
and significance is shown using asterisks on the HE| data to represent a difference in expression in HEI relative to HEU (* = p < 0.05). Figures S2 and S3 show
individual data points in box and whisker plots to understand directionality of changes in HEI relative to HEU.

CD8" T cells in HEU and HEI but showed differences in TCM and Teff. Finally, CD31 (PECAM-1) a marker for transendothelial migration, was
highly expressed on naive CD8" T cells and intermediately on other subsets and showed significant reduction in HEl compared to HEU.

CDA4" T cell subsets from HEI exhibited higher expression of surface markers of activation including CD38, HLA-DR, and PD-1, as well as
CD31 and CCRY (Figures 1F and S3). Additionally, only in the TCM subset, ICOS and TIGIT expression were increased relative to HEU. Match-
ing the observation in CD8" T cells, CD127 and CD28 were reduced across multiple CD4" T cell subsets in HEI. Interestingly, CCR5, the co-
receptor for HIV entry, was not significantly different in expression on CD4" T cell subsets except for Teff where it was reduced in HEI
compared to HEU. CD25 expression was elevated in naive and TCM and reduced in TEM in HEI. These results demonstrate the broad pheno-
typic changes that the T cell compartment undergoes in the context of perinatal HIV infection leading to enrichment of mature and activated
T cells.

Distinct CD8™ T cell cluster with cytolytic transcriptional profile identified in HEI at pre-ART

scRNA-seq was performed on PBMC from a subset of TARA HEl and HEU to assess transcriptional profiles associated with perinatal HIV infec-
tion compared to in utero exposure in the absence of acquisition. scRNA-seq experiments were run in parallel with flow cytometry data and
selection was made based on matching age at sampling between HEI and HEU. All demographic characteristics for the 7 participants
included in the scRNA-seq dataset are shown in Table 2. After integration and normalization of sequencing data, clusters were generated
and manually annotated using top gene expression per cluster (Figures 2A and 2B). Clusters 0, 6, 11, and 14 represented CD3" CD4"
T cells and clusters 2 and 3 represented CD3" CD8" T cells and thus were explored further for gene expression profiles.

Comparison of the cluster uniform manifold approximation and projection (UMAP) by separating HEl and HEU revealed that cluster 3 (CD8
cytotoxic T lymphocytes [CTL]-like) was present only in HEl and nearly absent in all 3 HEU donors (Figure 3A). Analysis of individual donor cell
frequency per cluster showed that HEI exhibited decreased frequencies of cluster 2 (CD8 resting) with a median 16.4% in HEI vs. 20.8% in HEU,
and increased frequencies of cluster 3 (CD8 CTL-like) with median of 8.1% in HEI vs. 0.1% in HEU (Figure 3B). Gene expression associated with
cluster 2 is consistent with a naive, less differentiated cell state including expression of CCR7, CD27, TCF7, and SELL (Figure 2B). Cluster 3, on
the other hand, exhibited low to no expression of these genes and instead expressed high levels of genes associated with cytolytic granules
including PRF1, GZMH, GZMB, NKG7, and GNLY as well as other genes associated with CD8 effector function or regulation including IFNG,
FASLG, TIGIT, KLRC1, CCL3, CCL4, and PDCD1 relative to cluster 2 cells from HEI or HEU (Figure 3C). As observed in flow cytometry data,
CDA4" T cell subsets show similar distributions in HEU and HEI with CD4 resting, Th2, and Treg cells making up 39%, 2.5%, and 1.9% of all cells
in HEU and 41%, 2.4%, and 2% in HEI, respectively (Figure 3B). Based on gene expression profiling, the Th2 cluster showed highest expression
of the chemokine receptor CCR4, compared to CCR6 and CXCR3 (Figure 3D). Treg were marked by high expression of CTLA4, IL2RA, FOXP3,
and TIGIT. An additional Treg population was defined (cluster 6) as having high expression of the IL2R alpha chain (CD25) compared to Treg
(cluster 14). This cluster was more abundant in HEU compared to HEI, however in both groups there were insufficient cells for further down-
stream analysis.

T cell receptor (TCR) clonotype analysis revealed that expansions observed in HEI in cluster C3 were oligoclonal populations that could be
identified in each HEI participant (Figures 3E and 3D). Clonal expansion within other T cell subsets was not observed. Differential gene expres-
sion was assessed between HEl and HEU within T cell clusters with exception of CTL-like (cluster 3) due to inadequate cells available for anal-
ysis from HEU. For each comparison we observed over 600 genes that were differentially expressed; however, this number decreased when
we applied an adjusted p value (<0.01) and fold change cutoff (>1.5) to visualize the genes with greatest change in expression (Figure S4). In
CD4 resting cells HEI expressed higher levels of HLA-C, ICAM2, IFITM1, and GZMA and lower levels of IL4R, BATF, and IRF1 which will likely
alter the way these cells respond to stimuli in vivo. Th2 and Treg also showed upregulation of HLA-C, but CD8 resting cells did not, suggesting
generalized upregulation of HLA-C expression in CD4 T cells.

Specific T cell phenotypes correlate with pre-ART virus load

Given the influence of HIV infection on T cells observed at pre-ART we assessed whether plasma virus load (VL) was directly related to the size
(i.e., distribution) of a particular T cell subset in HEI from the TARA cohort. VL at study entry in HEI ranged across 5 logs raising the possibility
that some degree of immune control could be occuring in infants with lower VL. We performed univariate correlation analysis of CD4" and
CD8" T cell subsets from flow cytometry data with VL measurements (Figure 4). CD4" T cell frequencies (out of total T cells) were not signif-
icantly associated with VL at this time point; however, specific T cell subsets exhibited associations with pre-ART VL. The strongest associa-
tions (p < 0.01) were observed between CD127 and CXCR5 expression on T cells. CD127 expression on multiple CD4" T cell subsets including
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Table 2. TARA Participants in scRNA-seq dataset

Feeding HIV cp/mL Days to Mother ~ Mother Mother
Group ID Sex Weight (kg) Age (days)® practice (log) VL <400 cp/mL  age (yrs) VL (c¢/mL)®  CD4 (mm?%)
HEU CEO021 F 3.6 31 AME
HEU CE025 F 4.3 35 AME
HEU CE037 M 4.9 33 AME
HEI CP002 F 3.8 30 AME 6.63 N/A 37 15786 550
HEI CPO0O3 M 3.4 32 AME 5.82 152 27 1552 1015
HEI CPO06 F 2.9 31 AME 7 93 34 500 535
HEI CP0O18 F 35 85 AA 525 65 20 N/A 665

?Age at study entry and ART initiation; N/A, data not available.
bResult within 3 months after delivery.

naive, memory, and T helper populations was positively associated with VL. Negative correlations with pre-ART VL were observed with
CXCR5-expressing CD4" and CD8" subsets with the frequency of GC-Tfh showing the strongest negative correlation with VL.

Effect of viral suppression on longitudinal T cell maturation

ART was initiated at HIV diagnosis in all TARA cohort infants; however, adherence was suboptimal during 18 months of follow-up. We as-
sessed the impact of viral suppression on the distribution of maturation subsets longitudinally compared to HEU in the TARA cohort. Partic-
ipants were divided into viremic or aviremic groups based on greater than or less than 200 HIV RNA copies/mL in plasma, respectively. CD4
frequencies were reduced in viremic compared to HEU at all longitudinal time points, while aviremic were not different than HEU except at
18 months (Figure 5A). A similar pattern was observed for CD4" T cell maturation subsets where frequencies in aviremic, viremic, and HEU
were not significantly different until the 18 months time point (Figures 5C-5E and 5G). CD8" T cell frequencies were increased in viremic
HEl in longitudinal time points leading to reduced CD4:CD8 ratios in viremic infants compared to aviremic and HEU (Figures 5B and S5). Eval-
uation of CD8" T cell maturation subsets showed that aviremic HEl maintained altered distribution relative to HEU at 5 and 18 m post-ART with
reduced naive and increased effector memory cells (Figures 5D, 5F, and 5H).

Distinct T cell parameters associate with age and HIV status in HIV exposed infants

To globally evaluate changes in the T cell compartment during immune development in the context of perinatal HIV infection we performed
principal-component analysis (PCA) analysis using the entire longitudinal phenotypic dataset including single marker expression in total CD4*
and CD8" T cells and maturation subsets. Samples from HEI and HEU clustered separately in PCA analysis along PC2 and this separation was
observed at all time points (Figure 6A). Both groups migrated along the PC1 axis as age increased (Figure 6B). The top parameters that
contributed to variation along PC1 were related to higher expression of markers related to self-renewal including CD28, CD127, and
CCR7 in CD8" T cells from pre-ART (Figure 6C). The parameters that were associated with increasing age were higher frequencies of total
CD8" T, CD8" Teff, and TIGIT expression on CD4" and CD8" T cells. The top parameters contributing to variation along PC2 were related
to immune activation with multiple CD4 and CD8 T cell subsets expressing HLA-DR or co-expression of HLA-DR and CD38 defining HEl sam-
ples as compared to HEU (Figure 6D). The parameters that were associated more closely with the HEU cluster was a higher frequency of
CD127-expressing CD4™ TEM.

Finally, to understand direct effects of viral burden on T cell biology in infants, we performed correlation analyses with the top loadings for
PC2 and VL (Table 3). The top parameter was CD8" TCM HLA-DR+CD38" cells, which strongly positively correlated with VL (r = 0.59,
p < 0.0001). These data confirm that immune activation, determined by HLA-DR expression (with and without co-expression of CD38), of
T cells is tightly associated with viral burden in infants.

DISCUSSION

The focus toward HIV cure strategies targeting children as well as adults has brought to the forefront the need to deeply characterize the
infant immune system in the context of HIV exposure and infection.”"" Although it is recommended to start ART as early as possible in cases
of perinatal HIV transmission, ART adherence leading to sustained viral suppression is challenging in newborns and young children.” The pro-
portion of infants who were suppressed (<200 copies/mL) at 2 years in the TARA study cohort from Mozambique (43%) is similar to other early
ART initiation cohorts from South Africa” and Cameroon.”® The low adherence in the TARA cohort, however, provided an opportunity to
explore the developing adaptive immune system in very young children in the context of HIV exposure (1) without HIV acquisition, (2) with
HIV infection and ART-mediated viral suppression, and (3) with uncontrolled HIV infection. Here, we demonstrate that the CD8" T cell
compartment undergoes rapid maturation with transition of naive cells into terminally differentiated effector populations early after HIV
acquisition. This effect on CD8" T cells was observed during the neonatal period and longitudinally through 18 months of age in presence
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Figure 2. T cell clusters in scRNA-seq data from HEU and HEI at pre-ART, 1-2 months of age

(A) UMAP of PBMC cell clusters.

(B) Nebulosa plots showing indicated gene expression within clusters from the UMAP in (A).
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Figure 3. Identification of CD8* CTL-like effector cell cluster in HEI

(A) UMAPS showing cells from HEU (left) and HEI (right) with labels of CD4™ and CD8" T cell clusters.

(B) Distribution of each T cell cluster out of total cells by sample (individual donor). Mann-Whitney test was performed to compare frequencies from HEI donors
(n = 4) and HEU donors (n = 3).
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Figure 3. Continued

(C) Top genes showing enrichment in C3 CD8 CTL-like cluster compared to C2 CD8 Resting cluster, also shown are CO CD4 resting cluster gene expression for
comparison.

(D) Top genes showing enrichment in C10 CD4 Th2 cluster and C13 CD4 Treg cluster relative to CO CD4 resting cluster, also shown are C2 CD8 resting cluster for
comparison.

(E) TCR clonotype analysis overlaid on UMAP of T cell clusters. Legend shows color-coding for size of expanded or unique clone.

(F) Quantification of clone size from each HEI participant.

and absence of viral suppression. scRNA-seq in a small subset of infants at pre-ART initiation supported findings from flow cytometry exper-
iments and also revealed that enriched effector subsets represent a population of CD8" CTL-like cells present only in HEI. Finally, our results
highlight that the CD4" T cell compartment is remarkably stable in maintaining age-appropriate distributions of distinct subsets, despite an
overall reduction of CD4" T cells during perinatal HIV infection.

We detected a robust adaptive immune response to HIV in 1-month-old infants. Although not directly tested in our system, we speculate
that expanded CTL-like cells are HIV-specific since they were absent in HEU and we can also clearly rule out an artifact of HIV exposure in
utero. CTLs are crucial for the control of HIV infection”’*"; however, the CTL response is insufficient in most people to control infection
due to viral escape, CD8" T cell exhaustion, and exclusion of CD8" T cells from reservoir sanctuary sites such as germinal centers of lymph
nodes. Importantly, studies of natural HIV infection have demonstrated that HIV incurs a fitness cost when escaping from certain CTL re-
sponses, thus humans who target HIV through these epitopes show enhanced viral control (i.e., elite controllers).?'** The infant immune sys-
tem is often characterized as immature or dysfunctional; however, emerging concepts point to unique transcriptional and epigenetic features
of neonatal T cells that allow them to rapidly mount an effector response to infection.® In the context of perinatal HIV infection, specific CTL
effector responses have been documented in children less than 1 year of age but these responses were not followed up longitudinally.

The frequency of CD8" T cell effectors or degree of expansion within the unique CTL-like cluster did not show a significant association with
plasma viremia in the TARA HEI. Studies in adults in the 1990s identified oligoclonal expansions in CD8" T cells in acute HIV which were either
cytotoxic or non-cytotoxic in response to HIV antigens and that waned over time.?**® Additionally, proliferation of CD8" T cells in the blood
lags behind the viral set point kinetics and these 2 metrics ware negatively correlated in acute infection suggesting a role in CTL expansion on
shaping viral kinetics.” In the TARA cohort, the majority of infants were breastfed and were first tested for HIV at 1-2 months of age so exact
timing of infection and viral set point could not be established.

The distribution of naive CD4" T cell frequencies was in stark contrast to the distribution of naive CD8" T cells observed in HEI. One
explanation could be that CD8" T cells have a faster rate of cell division than do CD4" T cells and the amount of antigen exposure required
to launch the differentiation program for naive CD8" T cells is less than that required for naive CD4" T cells. In fact, this difference was
observed early at 1 to 2 months of age, with increases in activation markers in CD4" and CD8" T cells, and reduced expression of
naive-cell markers in the HEI infants. The CD8" T cell compartment exhibited striking differences in HEl compared to HEU with lower fre-
quencies of naive CD8" T cells at 1-2 months of age and memory cells with elevated expression of PD-1, TIGIT, CD38, HLA-DR, and CCR5
in HEI. Overall, our data support the strong relationship between virus load and immune activation, especially in the CD8" T cell compart-
ment, which has been shown in adults®® and children,®” and now even in 1-2 month old infants with perinatal HIV. In our cohort, naive cells
represented 80-90% of cells in the CD4" T cell compartment. Studies have shown that naive CD4" T cells can be divided into two subsets
based on CD31 (PECAM-1) expression.”” CD31* naive CD4 T cells represent thymic derived naive T cells while the loss of CD31 indicates
peripheral proliferation has occurred (i.e., daughters of thymic emigrants). Our analysis showed that naive CD4" T cells from HEI expressed
higher amounts of CD31 compared to HEU reflective of increased thymic output of CD4" T cells in HIV infected infants to replenish cells
eliminated due to cytopathic effects of the virus. In line with previous work,*" however, the distribution of CD31* naive CD4 T cells in HEI
did not show any relationship with virus load.

The factors that determine virus load in acute perinatal infection are likely to include a variety of infant and maternal factors including
maternal virus load and pathogenic characteristics of the transmitted founder virus. In order to get a deeper understanding of the impact
to the T cell compartment during acute HIV infection in infants we screened the dataset for T cell correlates of viral loads. Peripheral Tth
(pTth and GC-like Tfh) stood out as interesting correlates given that T follicular helper cells (in lymph nodes and periphery) are known to har-
bor latent HIV.**¢ The frequency of peripheral Tfh cells increased strongly with age in HEU and HEl infants. Previous studies have shown that
neonates have very low levels of CXCR5 expression on CD4" T cells which increase to adult levels by age 1.*"*® In the TARA cohort, HEl and
HEU had similar frequencies of pTth (defined as CXCR5+ CD4" central memory cells?>47°% at 1-2 months of age; however, HEl had increased
frequencies of the circulating GC-like Tth which express ICOS and CD38 and have been shown in adults to increase in the periphery after
vaccination or infection.”*®" Tfh have been shown to be a sanctuary site for HIV reservoir during viremic and ART-treated HIV infection, so
the relationship between CXCR5-expressing CD4 T cells and VL could reflect homing to lymph nodes out of the periphery or a direct effect
whereby HIV-infected CD4" CXCR5+ T cells are either eliminated or downregulate CXCR5 surface expression. Mechanistic studies will
address whether the correlations observed reflect a direct or indirect relationship with HIV-infected cells or HIV-specific immune responses.
HIV quantification was limited to plasma virus RNA measurements for correlations with immune phenotypes due to the small number of par-
ticipants who exhibited sustained viral suppression. It is important to note that we made the assumption that viral suppression equals ART
adherence based on clinical records and discussions with the mothers, however pediatric elite controllers and nonprogressors have been

12,52,53

reported in ART naive individuals and thus in the absence of drug testing in plasma samples we cannot completely rule out instances

of ART-free viral control in this cohort.
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Figure 4. T cell phenotypes correlate with entry virus load
Spearman correlations were performed between infant plasma virus load and 320 T cell parameters measured at the same time point by flow cytometry in HEI (n =
31). Parameters that exhibited p < 0.01 are shown.

All T cell subsets from HEI exhibited reduced expression of the IL-7 receptor, CD127, compared to HEU at entry, suggesting increased
circulating IL-7 in response to HIV infection. Downregulation of CD127 is associated with lower CD4 T cell counts and increased viral repli-
cation in adults and is implicated in reduced HIV specific CTL activity.”"*° IL-7 is the major homeostatic cytokine supporting T cell survival.
These results point to a unique role for IL7/IL7R signaling in early response to HIV infection in the neonatal period and suggest that magnitude
of receptor downregulation on memory CD4 T cells, possibly in response to IL-7 levels, could be a correlate of viral control.

A limitation of the current study is that it only focused on T cells infant immune development is globally impacted during perinatal HIV
infection, as we showed recently in an investigation of B cell and antibody responses to routine vaccines in the TARA cohort.”® Additional
studies are ongoing in the TARA cohort to examine the innate immune system as well. A strength of this cohort is the inclusion of HEU children
as the comparator group for the impact of HIV infection on immune development. This group was advantageous because it controls for HIV
exposure and also is easier to follow longitudinally as there is clinical benefit with frequent point-of-care HIV testing as a part of the follow up
to identify seroconversion. A second limitation is the inability to include HIV unexposed uninfected infants that would have allowed us to
examine immune development in the absence of HIV exposure. To our surprise, development of the T cell compartment, as shown by
changes in phenotype in longitudinal samples, was in many ways consistent in HEl and HEU with a majority of the parameters assessed
showing the same relationship with age (i.e., increase or decrease). However, the multivariable longitudinal analysis confirmed that increased
immune activation is observed as early as 1-2 months of age and persists in the absence of ART throughout development. Overall, this study
provides a resource for evaluation of T cell development in HIV exposed infants. We have identified T cell developmental changes directly
attributable to HIV burden in HEI and provide a strategy for identifying age-independent correlates of viral control in infants that may be
important to guide the design of immune-based interventions, including vaccines, in early life.
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Detailed methods are provided in the online version of this paper and include the following:

o KEY RESOURCES TABLE
o RESOURCE AVAILABILITY
O Lead contact
O Materials availability
O Data and code availability
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O Flow cytometry
O Cell barcoding and single cell RNA sequencing (scRNA-Seq) library preparation
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Figure 5. Impact of perinatal HIV on T cell differentiation in infants up to 18 months of age

(A and B) CD4+ (A) and CD8" (B) T cell frequencies are shown as frequencies of live CD3" lymphocytes for HEU (red) and HEI (blue).

(C, E, and G) CD4" T cell helper subsets are shown as frequencies out of total CD4™ T cells.
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Figure 5. Continued

(D, F, and H) CD8" T cell subsets are shown as frequencies of total CD8" T cells. Box and whisker plots show median and error bars represent the minimum and
maximum values in each dataset. Number of samples in each dataset is as follows: HEI, entry (n = 32); aviremic, 5 months (n = 12), 10 months (n = 12), 18 months
(n = 7); viremic, 5 months (n = 16), 10 months (n = 15), 18 months (n = 8); HEU, entry (n = 31), 5 months (n = 32), 10 months (n = 29), 18 months (n = 26). Mann-
Whitney tests were performed for each subset between HEU and HEI and significance is shown using asterisks as follows *, p < 0.05; **, p < 0.01; ***, p < 0.001,

and ****p < 0.0001.

o QUANTIFICATION AND STATISTICAL ANALYSIS

O Flow cytometric data
O scRNA-Seq data

SUPPLEMENTAL INFORMATION

Supplemental information can be found online at https://doi.org/10.1016/}.is¢i.2024.109720.
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Figure 6. Longitudinal analysis of T cell phenotypes in HIV-exposed infants
(A and B) Multivariate PCA analyses show variation in T cell phenotypic profiles in relation to HIV status and time point in the groups.
(C and D) The PCA-selected features were also plotted and ranked in a VIP score plot for PC1 (C) and PC2 (D).
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Table 3. Correlation of T cell parameters from PC2 loadings with plasma virus load in longitudinal TARA cohort

Parameter r 95% confidence interval p (two-tailed)

CD8" TCM HLA-DR+CD38+% 0.5857 0.4316 to 0.7066 <0.0001
CD8* TCM HLA-DR% 0.576 0.4195 to 0.6991 <0.0001
CD8" HLA-DR+CD38+% 0.5015 0.3293 to 0.6414 <0.0001
CD8* HLA-DR% 0.4891 0.3146 t0 0.6316 <0.0001
CD8" TEM HLA-DR+CD38+% 0.4653 0.2865 to 0.6127 <0.0001
CD8* TEM HLA-DR+% 0.4608 0.2813 to 0.6092 <0.0001
CD8" Teff HLA-DR+CD38+% 0.3914 0.2014 to 0.5530 <0.0001
CD4* TEM HLA-DR+% 0.3763 0.1844 to 0.5406 0.0002
pTth HLA-DR+% 0.3713 0.1787 to 0.5364 0.0002
CD8" Teff HLA-DR+% 0.368 0.1751 to 0.5338 0.0002
CD4" TEM HLA-DR+CD38+% 0.3468 0.1513 to 0.5161 0.0005
pTfh HLA-DR+CD38+% 0.3003 0.1002 to 0.4770 0.003
CD8" CCR5+% 0.2524 0.04870 to 0.4360 0.0131
CD8" naive HLA-DR+CD38+% 0.1812 —0.02598 to 0.3735 0.0772
CD4" TTM HLA-DR+CD38+% 0.1547 —0.05330 to 0.3497 0.1325
CD4" HLA-DR + CD38+% —0.05756 —0.2607 to 0.1505 0.5775
CD4" TCM HLA-DR+CD38+% —0.06246 —0.2653 to 0.1457 0.5455
Treg HLA-DR+CD38+% —0.1042 —0.3039 to 0.1043 0.3122
CD4" TEM CD127+% —0.1384 —0.3350 to 0.06988 0.1788
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Cat# 565310, RRID:AB_2687497
Cati# 48-0279-42, RRID:AB_10852844
Cat# 612918, RRIB:AB_2870203

Cat# 563750, RRID: AB_2744412
Cat# 46-1979-42, RRID:AB_10853814
Cat# 612794, RRID:AB_2870121

Cat# 566137, RRID:AB_2739535
Cat# 302950, RRID:AB_2632607
Cat# 612980, RRID:AB_2870252
Cat# 372724, RRID:AB_2715971

Cat# 329908, RRID:AB_940475

Cat# 566563, RRID:AB_2744362
Cat# 562747, RRID:AB_2737766
Cat# 313520, RRID:AB_10641839
Cat# 359106, RRID:AB_2562334
Cat# 422302, RRID:AB_2818986

Chemicals, peptides, and recombinant proteins

LIVE/DEAD™ Fixable Aqua Dead Cell Stain Kit Thermo-Fisher 134966
Critical commercial assays
COBAS Ampliprep/Tagman HIV-1 Test Roche Diagnostics Version 2.0

Immune Profiling V2

10x Genomics

1000263, 1000286, 1000250, 1000215,
1000252,1000253, 1000190, 1000541

Viastain AO/PI Nexelcom CS2-0106
Deposited data
Single Cell RNA sequencing BAM files and raw and normalized counts Gene expression Omnibus GSE254645

Software and algorithms

Spectroflow Software
FlowJo Software
Basespace Software
Cellometer k2

Cell Ranger Software

Prism Software

Cytek

BD

llumina
Nexelcom

10x Genomics

GraphPad

Version 2.2.0.4
Version 10.8.1
Version 7.8

Version 6

Version 9.1.2

RESOURCE AVAILABILITY
Lead contact

Further information and requests for resources and reagents should be directed to and will be fulfilled by the lead contact, Savita Pahwa

(spahwa@med.miami.edu).
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Materials availability

This study did not generate new unique reagents.

Data and code availability
e Single cell RNA-seq data have been deposited at GenBank and are publicly available as of the date of publication. Accession numbers
are listed in the key resources table.
e This paper does not report original code.
e Any additional information required to reanalyze the data reported in this paper is available from the lead contact upon request.

EXPERIMENTAL MODEL AND STUDY PARTICIPANT DETAILS

Towards AIDS Remission Approaches (TARA) Cohort.Infants born to women living with HIV were recruited at the Machava and Matola Health
Centers in Maputo Province, Mozambique.' For establishing HIV status, PCR testing was performed on blood samples using point of care
technology, Alere™ g HIV-1/2 molecular diagnostic platform. Infants with 2 consecutive positive PCR tests were diagnosed as HIV exposed
infected (HEI), and those with 2 negative PCR tests were diagnosed as HIV exposed uninfected (HEU). Infants were enrolled at 1-2 months of
age with signed informed consent from the legal caregiver. All HIV exposed infants were given post-natal HIV prophylaxis with Nevirapine,
which was disccontinued at age 6 weeks in HEU. In the HEI, triple drug ART was initiated with zidovudine (AZT) or Abacavir (ABC), Lamivudine
(3TC) and Lopinavir/Ritonavir (LPV/rit). All infants received routine vaccinations as designated by local recommendations including BCG,
DTaP-HepB-Hib-PCV10-OP at 2, 3 and 4 months of age and measles-rubella vaccine at 9 and 18 months of age. The study was approved
by the National Bioethical Committee (102/CNBS/2016), the Mozambican Ministry of Health and Institutional review board at the University
of Miami (IRB #20160493). The protocol was designed to enroll 45 HEU and 45 HEI to follow up for 24 months.

METHOD DETAILS

Sample collection and processing

Peripheral blood was collected in EDTA tubes at multiple timepoints throughout the study before and after starting ART. HIV-1 Plasma viral
load (VL) was quantified using COBAS® AmpliPrep/COBAS® TagMan® HIV-1 Test, version 2.0 (Roche Diagnostics, Germany) with a limit of
detection of 20 copies/ml at the following intervals: 1, 2,4, 5, 8, 9,11, 17, 17 and 1 week, 18 and 23 months after ART initiation. For additional
immunologic and virologic assays, blood was processed at the Molecular Virology and Immunology laboratory of the National Institute of
Health in Maputo. Peripheral blood mononuclear cells (PBMC) and plasma were cryopreserved onsite until shipment from Mozambique
to University of Miami, FL in liquid nitrogen cryoshippers or dry ice, respectively.

Flow cytometry

Cryopreserved PBMC were thawed and rested overnight in complete medium (RPMI-1640 media containing L-glutamine, Pen-strep, and 10%
Fetal Bovine Serum (FBS)) at 37°C and 5% CO2. 1 to 1.5 million PBMC were blocked with Human TruStain FcX (Biolegend) before being
labeled with monoclonal antibodies. For T cell specific immunophenotyping, the panel included 19 fluorochrome-conjugated antibodies
and a viability dye. All reagents were tested and titrated for optimum concentration before usage. Labeled PBMC were fixed in 1% parafor-
maldehyde (PFA) before acquisition on the Cytek Aurora Flow Cytometer. Compensation beads were used to create the single-color controls
and prepared in the exact same manner as labeled PBMC. Single-color bead controls and unstained cells were used in the SpectroFlo soft-
ware (version 2.2.0.4) for spectral unmixing and autofluorescence extraction. After sample acquisition, unmixed Flow Cytometry Standard
(FCS) files were exported for analysis in FlowJo (version 10.8.1). Manual gating of T cell populations and markers were performed before being
exported for further analysis.

Cell barcoding and single cell RNA sequencing (scRNA-Seq) library preparation

Cell suspensions were analyzed with a Nexcelom K2 digital cell counter to determine viability (AO-PI fluorescence) and total particles (bright
field). Samples with viabilities from 69.2% (min) - 83.6 (average) - 93.3 (max) and concordant fluorescent and brightfield cell counts were
captured using a 10X Genomics Chromium single cell controller with Immune Profiling V2 chemistry to target 8,000 - 10,000 cells. Post pro-
cessing yields were 3,188 — 7,108 cells (Table S1). cDNA amplification and library preparation for gene expression profiling and V(D)J
sequencing were carried out according to manufacturer’s instructions without modification (10x Genomics PN: 1000263, 1000286,
1000250, 1000215, 1000252,1000253, 1000190, 1000541). Libraries were sequenced on an lllumina NovaSeq 6000 following 10X Genomics
sequencing parameters. The resulting intensity files were demultiplexed as FASTQ files using Illumina BaseSpace software with
subsequent alignment and counting using the 10x Genomics Cell Ranger V6 software package. All libraries generated summary performance
metrics/data QC within 10X Genomics thresholds. BAM files and raw and normalized counts for all single-cell RNA sequencing data pre-
sented in this article have been submitted to Gene Expression Omnibus (GEO: https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE254645https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE).
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QUANTIFICATION AND STATISTICAL ANALYSIS
Flow cytometric data

Comparisons between 2 groups for flow cytometry data were made using unpaired t test or Mann-Whitney u test, depending on normality of
individual datasets. Correlations of T cell phenotypic data with HIV viral load was evaluated using Spearman test. Statistical tests were consid-
ered statistically significant with a p value <0.05 and performed using GraphPad Prism version 9.1.2 for Windows. Heatmaps were generated
using Morpheus (https://software.broadinstitute.org/morpheus). The Non-linear Partial Least Squares (NIPALS) Algorithm was used to scale
and center flow cytometry data, impute missings, and perform PCA using the nipals package in R. The preprocessing procedures included
combining longitudinal T cell subset frequencies at 1-2 months, 5 months, 10 months, 18 months from HEl and HEU.

scRNA-Seq data

Bioinformatic analysis began with mapping and alignment to the human reference genome performed with Cell Ranger (10X Genomics), fol-
lowed by rigorous quality control to remove droplets, doublets, and dead cells. After the Cell Ranger pipeline, subsequent analysis was per-
formed using R. The different samples were then normalized and integrated using Seurat®” Fastmnn,® respectively, to achieve cross-sample
clustering and comparison. Resulting clusters were visualized using Uniform Manifold Approximation and Projection (UMAP) plots and were
manually annotated based on gene expression of lineage markers to define cell populations and V(D)J analysis was performed using the R
package scRepertoire.”” Differential Expression was used to study the differences in clusters in HEI and HEU, and was performed using Wil-
coxin's test, with adjusted p-values generated using Bonferroni Correction. Finally, pathway analysis was performed over various databases
such as the Molecular Signatures Database (MSigDB), Kyoto Encyclopedia of Genes and Genomes (KEGG), and Reactome, using Gene Set
Enrichment Analysis (GSEA) and Gene Ontology (GO) based approaches.’
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