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Abstract: HIV-1 infection elicits a complex dynamic of the expression various host genes. High
throughput sequencing added an expressive amount of information regarding HIV-1 infections
and pathogenesis. RNA sequencing (RNA-Seq) is currently the tool of choice to investigate gene
expression in a several range of experimental setting. This study aims at performing a meta-analysis
of RNA-Seq expression profiles in samples of HIV-1 infected CD4+ T cells compared to uninfected
cells to assess consistently differentially expressed genes in the context of HIV-1 infection. We
selected two studies (22 samples: 15 experimentally infected and 7 mock-infected). We found
208 differentially expressed genes in infected cells when compared to uninfected /mock-infected
cells. This result had moderate overlap when compared to previous studies of HIV-1 infection
transcriptomics, but we identified 64 genes already known to interact with HIV-1 according to the
HIV-1 Human Interaction Database. A gene ontology (GO) analysis revealed enrichment of several
pathways involved in immune response, cell adhesion, cell migration, inflammation, apoptosis, Wnt,
Notch and ERK/MAPK signaling.
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1. Introduction

The human immunodeficiency virus type 1 (HIV-1) is the etiological agent of acquired
immunodeficiency syndrome (AIDS). HIV-1 infection is still prevalent, with 1.7 million
new cases and 690,000 deaths in 2019 [1]. HIV-1 infection is known to elicit a complex
dynamic of various host genes expression [2].

High throughput sequencing contributed to a meaningful amount of information
regarding HIV-1 infections and pathogenesis. RNA sequencing (RNA-Seq) is currently the
tool of choice to assess gene expression in a range of experiments with distinct conditions
or cell types [3].

HIV-1 infection is a complex multifactorial phenomenon, making it suitable to tran-
scriptomic analyses for the understanding of the viral pathogenesis, allowing the detection
of altered cellular pathways during all phases of the infectious process [2].
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In this article we performed a meta-analysis of RNA-Seq expression profiles in sam-
ples of HIV-1 CD4+ T infected cells compared to uninfected cells to assess consistently
differentially expressed genes in the context of HIV-1 infection.

2. Materials and Methods
2.1. Study Search Strategy

We searched the Sequence Read Archive (SRA) [4] for studies involving RNA-Seq in
the context of HIV-1 infection through Entrez Direct, National Center for Biotechnology
Information (NCBI)’s command line utility [5]. We looked for titles and abstracts containing
the keywords “HIV”, “HIV-1”, “HIV-infection”, “HIV positive” and variations thereof
in the Bioprojects database division of the SRA. The results were filtered to include only
studies in human samples (Hormo sapiens organism filter) and transcriptome gene expression
(RNA-Seq). We did not consider gene expression microarray (“chip”) studies in order to
work with comparable findings.

The results of the search were curated to identify HIV-1 infection experiments involv-
ing primary CD4+ T cells and their associated publications via PubMed id (PMID). The
publications were downloaded for further review. The curation process was performed by,
at least, two independent readers prior to inclusion.

2.2. RNA-Seq Data Collection, Processing and Meta-Analysis

The raw sequencing reads (.fastq) files were downloaded through Entrez Direct [5].
Only the sequencing reads needed for the meta-analysis objectives were downloaded. For
time-repeated studies, we downloaded the runs for the last time point only.

The reads were re-processed using Trimmomatic software v0.39 [6] to trim Illumina
adapters and to exclude reads counting fewer than 25 bases. Then, the remaining reads
were mapped on the National Center for Biotechnology (NCBI) human GRCh38 reference
genome and sorted by coordinates using STAR aligner [7]. Aligned reads (BAM files) were
imported into R software and processed with the Rsubread package [8], whose featureCounts
function mapped sequencing reads to genomic features using an in-built human GRCh38
genome annotation (28,395 genes), quantifying raw expression levels per gene per sample,
producing a gene count table for each sample. All subsequent analyses were made with R
software version 4.0.2 [9].

The gene count tables were then converted into a DESeq2 package [10] object. During
this process, the counts from technical replicates were collapsed into single count per
unique sample.

The RankProd package for R software was used to perform the meta-analysis. The
package performs the rank product (RP) and rank sum tests, non-parametric tests that
detect consistently differentially expressed genes in independent and replicated experi-
ments. We adopted the meta-analysis methodology derived from a previously published
study [11].

Then, we filtered the meta-analysis results to obtain a list of meta-analysis differentially
expressed genes (maDEGs) meeting the following criteria: (1) pooled, percentage of false
prediction (pfp)-adjusted p-value < 0.05 and (2) |log2(fold-changes) | > 1.

Gene names (symbols) were derived from gene ids with annotate [12] and org.Hs.eg.db [13]
packages.

2.3. Gene Ontology Enrichment Analysis

Following the identification of DEGs via meta-analysis as described above, we per-
formed a gene ontology (GO) enrichment analysis through the goana function of the limma
package [14]. The GO ids which (1) belong to biological processes (BP) ontology; (2) have
FDR-adjusted enrichment test p-value < 0.05; and (3) are related to at least five DEGs iden-
tified in the step above were considered to be enriched pathways during HIV-1 infection.
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2.4. Cross-Referencing and Set Analysis of DEGs

Following the production of the list of DEGs by the meta-analysis, we compared it to
previous studies involving HIV-1 replication and life-cycle [15-18] and data deposited in
public databases, such as the HIV-1 Human Interaction Database [19-21] and RN Acentral,
a database of non-coding RNA [22].

We created a cross-reference table using structured query language (SQL) to extract
genes in common from all sources. Therefore, we could identify consistently associated
genes as well as new candidates involved in HIV-1 infection.

To assess if the observed intersection of the meta-analysis list with the other sources
is within the expected by random chance, we performed simulations to determine an
expected intersection number by producing empirical simulations using “mock genes”,
a list of random but unique strings to represent gene symbols with the ids package of R
software [23] (Script S1).

First, we produced a list of 28,395 unique random strings to represent our annotated
human genome. From this list, we randomly sampled two independent sets. The first one
contained D elements, representing our DEG list. The second one contained O elements,
where O was the size of the original genes list reported by each source. The process
of formation of these two sets was repeated 10,000 times. Each time, the two sets were
different from the previous ones, and the number of overlapping genes (intersection) was
calculated.

Thus, we obtained 10,000 intersection values. The median of these values was con-
sidered the expected number. Therefore, the binomial distribution was used to test the
observed intersection number with this expected number via one-sided tests under the
null hypothesis that the intersection of the original source with the meta-analysis list is
equal or less than expected by chance. If p-value < 0.05, we would reject the null hypothesis
and assume that our DEG list had a higher concordance with the source than expected by
chance.

3. Results

The search strategy resulted in 94 experiment abstracts. Among those, nine had
experiments involving primary CD4+ T cells. Four among these nine involved experiments
regarding HIV-1 infection. Two studies with a total of 22 unique samples were included
in the meta-analysis. The remaining seven were removed due to absence of publication,
preventing assessment of the study design (n = 1), the authors sequenced just non-coding
RNA, preventing comparability (n = 1), absence of biological replicates in the sample
(n = 1), or because they involved testing of drugs for HIV-1 latency reactivation (1 = 4).

The first study, from Langer et al. (PRJNA482835, GSE117655) [24] infected CD4+ T
cells collected from four independent HIV-1 negative donors with three different HIV-1
primary isolates in vitro. The RNA of infected cells was collected 72 h post-infection and
sequenced.

The second study, by Shytaj et al. (PRJNA524856, GSE127468) [25], collected primary
CD4+ T cells from total blood of three HIV-1 negative donors (referred to as donor 14,
donor 49 and donor 50). After isolation, CD4+ T-cells were activated for 72 h. Following
activation, cells were divided in two groups and either infected with HIV-1 NL4-3 isolate or
mock-infected. Total RNA extraction was performed at 3, 7, 9 and 14 days post-infection for
subsequent RNA-Seq. The 3 days post-infection samples were selected for further analysis.

Overall, 22 unique samples were selected for inclusion in the meta-analysis, 15 being
experimentally infected and 7 mock-infected (Table 1 and Table S1).

Among the 28,395 annotated genes, 28,165 genes were deemed to be not differentially
expressed; among the remaining 230 genes, 22 did not pass the |log2(fold-change) |
> 1 condition. Therefore, the remaining 208 genes were deemed as maDEGs during
HIV-1 infection. Two hundred were up-regulated in infected cells when compared to
uninfected /mock-infected cells and eight were down-regulated in infected cells when
compared to uninfected /mock-infected cells. Figure 1 contains heatmaps of trimmed mean
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of M-values (TMM)-normalized [26] and standardized gene expression among the studies
samples as well as stripcharts displaying the distribution of gene expression among the
samples and pfp-adjusted p-values and log2(Fold-change) across genes.

Table 1. Summary of studies included in the meta-analysis of gene expression profiles of CD4+ T infected with HIV-1

in vitro.

Study PRJ, GSE IDs Selected Samples Control:Infected Ratio
Langer et al., 2019 [24] PRJNA482835, GSE117655 16 1:3
Shytaj et al., 2020 [25] PRJNA524856, GSE127468 6 1:1
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Figure 1. Trimmed mean of M-values (TMM)-normalized [26] and standardized heatmaps gene expression of: (a) Langer
et al. (2019) [24] and (b) Shytaj et al. (2020) [25]. Both (a) and (b) display the 8 down-regulated genes and the first 20 up-
regulated genes ranked by percentage of false prediction (pfp)-adjusted p-value. (c) Stripchart of average log2(Fold-change)

of genes in infected cells when compared to uninfected /mock-infected cells identified by rank product method. Red dots in

(c) represent differentially expressed genes with percentage of false prediction (pfp)-adjusted p-value < 0.05. The horizontal

blue lines demarcate the |log2(Fold-change) | thresholds.

The comparison of our 208 maDEGs with other predicted genes found in three stud-
ies [15-18] and two databases [19-22] revealed low concordance (Table 2). The one-sided
binomial tests revealed that almost all intersections were within the rates expected by
random chance. However, interestingly, the maDEGs list included 64 genes already known
to interact with HIV-1 according to the HIV-1 Human Interaction Database [19-21]. The
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complete list of maDEGs is displayed in Table S2 alongside average log2(fold-changes) and
comparison with previous studies and public databases.

Table 2. Cross-reference of individual studies with the meta-analysis results and other studies involving HIV-1 replication
and life cycle, alongside HIV Human Interaction Database and RNAcentral, a database of non-coding RNA. The binomial
distribution was used to test the null hypothesis that the intersection of the original source with the meta-analysis list is
equal or less than expected by chance via one-sided tests.

Reference or Database Unique Genes Observed Intersection  Expected Intersection p-Value
Konig et al., 2008 [16] # 406 4 3 0.35
Zhou et al., 2008 [17] 264 2 2 0.60
Yeung et al., 2009 [18] 262 3 2 0.32
HIV interaction database [19-21] b 4667 64 34 <0.001
RNAcentral [22] 7972 3 58 1.00

2 includes some genes detected by the Brass et al. 2008 study [15]. ® Data retrieved as of 13 August 2020.

The GO analysis revealed enrichment of 923 pathways involved in immune response,
cell proliferation, cell adhesion, apoptosis, inflammation. Noticeably, Wnt, Notch and
MAPK/ERK pathway signaling also were present. A summary of the GO analysis is
displayed in Table 3. The complete list is displayed in Table S3.

Table 3. Selected enriched pathways reported by gene ontology (GO) analysis of differentially expressed genes identified
through meta-analysis of gene expression profiles of CD4+ T cells infected with HIV-1 in vivo.

Pathways and Ranks GOID Term FDR-Adjusted p-Value
Immune response
1 GO:0006958 complement activation, classical pathway 6.4 x 1074
9 GO:0002449 lymphocyte mediated immunity 1.2 x 1074
12 GO:0006955 immune response 7.8 x 107
Cell proliferation
97 G0:0008283 cell population proliferation 29 x 10714
116 GO:0042127 regulation of cell population proliferation 5.0 x 10712
351 GO:0046651 lymphocyte proliferation 0.00004
Cell adhesion
151 G0:0007155 cell adhesion 59 x 1077
826 GO:0007159 leukocyte cell-cell adhesion 0.0136
Cell migration
23 GO:0016477 cell migration 1.2 x 10731
39 G0:0050900 leukocyte migration 2.1 x 10728
Apoptosis
216 GO:0012501 programmed cell death 1.1 x 107
225 G0:0008219 cell death 1.7 x 107°
234 GO0:0042981 regulation of apoptotic process 25 x107°
Inflammation
259 GO0:0050727 regulation of inflammatory response 5.1 x107°
611 GO:0002526 acute inflammatory response 0.001
Wnt signaling
441 GO:0016055 Wnt signaling pathway 0.0002
444 GO:0198738 cell—cell signaling by wnt 0.0002
580 GO:0060070 canonical Wnt signaling pathway 0.0010
Notch signaling
591 GO:0008593 regulation of Notch signaling pathway 0.001
688 GO:0007219 Notch signaling pathway 0.003
ERK/MAPK signaling
648 GO:0000165 MAPK cascade 0.002
691 GO:0043406 positive regulation of MAP kinase activity 0.003
886 GO0:0070371 ERK1 and ERK2 cascade 0.031
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4. Discussion

Immunological mechanisms play a crucial role in the HIV-1 infection process and the
immunogenetic aspects in its modulation remain to be investigated [27]. In this context, we
observed differential expression of genes at various points of the viral pathogenic process,
such as activation of anti- and pro-viral mechanisms and induction of changes in cell
structure.

In the initial stages of viral invasion of lymphoid tissues, the innate immune system
is responsible for inducing the first antiviral response. Pathogen-associated molecular
patterns receptors (PRRs) [24,25,28], such as TLR7, which were up-regulated in our analyses
(GO:0045087 “innate immune response”), are responsible for identifying the pathogen
initially [29]. They induce signaling pathways that regulate immune system-related genes,
such as TRIM gene family [30,31]. This activation leads to transcription of important
pro-inflammatory cytokines mRNA, such as IFN-y [32], TNF-« [33] and other related genes
such as IFNB1 (GO:0045321 “leukocyte activation”) and TNFSF4 (GO:0006954 “inflamma-
tory response”), some of which were also up-regulated according to our meta-analysis. The
induced pro-inflammatory milieu attracts other immune cell populations to the infection
site. CCL7, CCL2, CCL3 and others are overexpressed during HIV-1 infection, contributing
to the secretion of more pro-inflammatory cytokines, leading to chronicity of the infectious
process observed in HIV-positive individuals [34-36].

Moreover, our GO analysis confirmed the role of some important pathways involved
in HIV-1 infection: ERK/MAPK and Wnt. The ERK/MAPK pathway (extracellular signal-
regulated kinases/mitogen-activated protein kinases) is an important regulator of IL-2,
IL-10, and TNF-« cytokines expression [37]. Indeed, there is evidence showing that inhi-
bition of this pathway suppresses viral replication and cytopathic effects in lymphocytes,
probably via reverse transcription and viral integration impairment [38]. The Wnt/3-
catenin pathway represses both basal and Tat-mediated HIV-1 transcription [39], perhaps
by sequestering Tat in the cytoplasm [40,41]. We observed the up-regulation of FZD4, the
gene of a frizzled class receptor as well as WNT11 (GO:0016055 “Wnt signaling pathway”).
Notch and Wnt pathways are interconnected in some cellular processes, with Notch being
associated with T cell survival and quiescence [42]. Therefore, the activation of these
pathways in the early infection may signify the establishment of an HIV-1 reservoir.

The expression of attachment proteins that facilitate migration through the endothe-
lium and vasodilation are necessary for these cells to reach the infection site, as evidenced
by, for example, APOD, SDC2, CXCK11 and VCAM1I in our analyses (GO:0050900 “leuko-
cyte migration”). During cell migration, the interaction with adhesion molecules causes
several changes in cell structure, so these cells can reach tissues [43,44]. Moreover, initial
and final stages of retroviral cycle require changes in cell morphology [45,46], justifying
the up-regulated genes observed in maintenance regulatory proteins in the cytoskeleton,
such as MAP1B, WNT11 and others (GO:0007010 “cytoskeleton organization”).

The establishment of infection also leads to other immunogenetic regulation process.
An important aspect of this process concerns the immunological synapses that occur between
neighboring cells. We identified the upregulation of Notch pathway-related genes ROBO1,
DLL4, DLL1, GATA2, JAG1 and MDK (GO:0007219 “Notch signaling pathway”), which act
as co-activators in the stimulation of the NF-«B pathway, which induces IL-2 production,
responsible for proliferation and activation of CD4+ T lymphocytes and is associated with
latency suppression mechanisms and initiation of viral transcription [42,47]. The NF-«B
(nuclear factor kappa B) pathway is exploited by HIV-1 to activate its transcription, by
having NF-«kB binding sites in its long terminal repeats (LTRs) [48].

We observed that 64 genes among our maDEGs already had annotated roles in HIV-1,
since they were curated in the specialized HIV-1 Human Interaction Database [19-21]
(Table S2). All of them participated in various biological process pathways (roughly the
same as displayed in Table 3) as revealed by our GO analysis. Additionally, we detected
three long non-coding RNA curated by RNAcentral [22] among our maDEGs: WAKMAR?2,
MIR3945HG and WDR86-AS1. Apparently, none of them have been associated with HIV-1
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pathogenesis yet, although some MIR non-coding RNA genes have been involved in HIV-1
latency establishment [49,50].

We recognize some limitations in our study, which are similar to the ones evidenced
in our previous review [51]: first, the data come from studies using cell lines or infected
cells, which could bias gene expression profiles. Second, the process of HIV-1 infection
establishment is a highly stochastic phenomenon. It is possible that the virus only infects a
fraction of the cells which could also introduce bias into RNA expression profiles [52,53].
Besides that, HIV-1 transcriptional initiation tends to be lower in unstimulated CD4+ T
cells or PBMCs and higher in activated CD4+ T cells [54]. Third, there were differences in
the study design such as the clonality of virus used to experimentally infect cells (genetic
variants in the virus genome may affect its capacity to activate viral transcription [55]) and
differences of timepoints of RNA extraction and sequencing, for example. Fourth, and
we share this limitation with every study of gene expression, modulation of transcription
does not perfectly correlate with protein abundance, due to the cellular post-transcriptional
and translational /post-translational regulatory processes [53]. Therefore, we tried to not
become too speculative about the results. Thus, we selected pathways to present in the
discussion that already have recognized roles in HIV replication and life cycle, to be as
close to biological significance as possible. We believe that our cross-referencing helped
gauge the relative contribution of some important pathways for HIV-1 early pathogenesis.

5. Conclusions

The methodology of RNA-Seq contributed to the discovery of mechanisms of cellular
processes. In our study, we performed a reappraisal of transcriptomic libraries, identified a
subset of genes consistently upregulated during HIV-1 infection and reviewed major genes
and pathways involved in key steps of the pathogenic as well as immune response pro-
cesses. Our approach allowed us to detect three long non-coding RNA, namely WAKMAR?2,
MIR3945HG and WDR&86-AS, never associated before with HIV-1 pathogenesis. Therefore,
we believe that our analyses contribute to provide insights, confirmatory and novel, useful
for better understanding of HIV-1 infection dynamics.

Supplementary Materials: Supplementary Materials can be found at https://www.mdpi.com/19
99-4915/13/2/244/s1, Table S1: Detailed sample list of the studies included in the meta-analysis
of gene expression profiles of CD4+ T cells infected with HIV-1 in vitro, Table S2: Results of the
meta-analysis of differential gene expression analysis. Average, per-gene log2(fold-change) values
(sorted by pooled p-value) are displayed alongside cross-referencing with other studies involving HIV
replication and life cycle, alongside HIV Human Interaction Database and RNAcentral, a database of
non-coding RNA., Table S3: Gene ontology (GO) analysis results sorted by FDR-adjusted p-value.
The 211 DEGs identified by the meta-analysis were used as the input, Script S1: code for simulation
of gene lists and binomial test for intersection between gene lists.

Author Contributions: Conceptualization and methodology, A.V.C.C. and L.A.C.B.; formal analy-
sis, A.V.C.C., ].PB.d.M. and J.L.A.-S.; writing—original draft preparation, J.P.B.d.M. and J.L.A.-S.;
writing—review and editing, S.C., R.G. and PM.T.; supervision, R.L.G. and L.A.C.B.; funding ac-
quisition, R.G., PM.T. and S.C. All authors have read and agreed to the published version of the
manuscript.

Funding: This research was funded by the following research programs: ISE-EMH (Italian-Slovenian
Ecosystem for Electronic and Mobile Health) from European Community (grant number: 07/2019);
BioHub—A High-throughput Platform for OMICs Data Analysis and Integration from the Italian
Ministry of Health (grant number: RC03/20); Brazilian National Research Council (CNPq), grant
number APQ 405825-2018-8.

Data Availability Statement: Data sharing not applicable.

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


https://www.mdpi.com/1999-4915/13/2/244/s1
https://www.mdpi.com/1999-4915/13/2/244/s1

Viruses 2021, 13, 244 80f9

References

1. World Health Organization. Summary of the Global HIV Epidemic. 2019. Available online: https://www.who.int/hiv/data/en/
(accessed on 10 September 2020).

2.  LeClerc, S.; Limou, S.; Zagury, ].F. Large-Scale “OMICS” Studies to Explore the Physiopatholgy of HIV-1 Infection. Front. Genet.
2019, 10, 799. [CrossRef]

3.  Saraiva-Agostinho, N.; Barbosa-Morais, N.L. Psichomics: Graphical application for alternative splicing quantification and
analysis. Nucleic Acids Res. 2019, 47, 7. [CrossRef]

4. Leinonen, R.; Sugawara, H.; Shumway, M. The sequence read archive. Nucleic Acids Res. 2011, 39, D19-D21. [CrossRef] [PubMed]

5. NCBI Resource Coordinators. Database resources of the National Center for Biotechnology Information. Nucleic Acids Res. 2018,
46, D8-D13. [CrossRef] [PubMed]

6.  Bolger, AM.; Lohse, M.; Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics 2014, 30, 2114-2120.
[CrossRef] [PubMed]

7. Dobin, A.; Davis, C.A.; Schlesinger, E.; Drenkow, ].; Zaleski, C.; Jha, S.; Batut, P.; Chaisson, M.; Gingeras, T.R. STAR: Ultrafast
universal RNA-seq aligner. Bioinformatics 2013, 29, 15-21. [CrossRef]

8.  Liao, Y,; Smyth, G.K;; Shi, W. The R package Rsubread is easier, faster, cheaper and better for alignment and quantification of
RNA sequencing reads. Nucleic Acids Res. 2019, 47, e47. [CrossRef]

9.  RCore Team. R: A Language and Environment for Statistical Computing. Available online: https://www.r-project.org/ (accessed
on 3 July 2019).

10. Love, M.L; Huber, W.; Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 2014, 15, 550. [CrossRef]

11. Lee, S.Y,; Park, YK.; Yoon, C.H.; Kim, K.; Kim, K.C. Meta-analysis of gene expression profiles in long-term non-progressors
infected with HIV-1. BMC Med. Genom. 2019, 12, 3. [CrossRef]

12.  Gentleman, R. Annotate: Annotation for Microarrays; R Package Version 1.62.0; Bioconductor: Seattle, WA, USA, 2019.

13. Carlson, M. Org.Hs.eg.db: Genome Wide Annotation for Human; R Package Version 3.8.2; Bioconductor: Seattle, WA, USA, 2019.

14. Ritchie, M.E.; Phipson, B.; Wu, D.; Hu, Y.; Law, C.W,; Shi, W.; Smyth, G.K. Limma powers differential expression analyses for
RNA-sequencing and microarray studies. Nucleic Acids Res. 2015, 43, e47. [CrossRef]

15. Brass, A.L.; Dykxhoorn, D.M.; Benita, Y.; Yan, N.; Engelman, A.; Xavier, R.].; Lieberman, J.; Elledge, S.J. Identification of host
proteins required for HIV infection through a functional genomic screen. Science 2008, 319, 921-926. [CrossRef] [PubMed]

16. Konig, R.; Zhou, Y;; Elleder, D.; Diamond, T.L.; Bonamy, G.M.; Irelan, ].T.; Chiang, C.Y.; Tu, B.P,; De Jesus, P.D,; Lilley, C.E; et al.
Global analysis of host-pathogen interactions that regulate early-stage HIV-1 replication. Cell 2008, 135, 49-60. [CrossRef]

17. Zhou, H.; Xu, M.; Huang, Q.; Gates, A.T.; Zhang, X.D.; Castle, ]J.C.; Stec, E.; Ferrer, M.; Strulovici, B.; Hazuda, D.].; et al.
Genome-scale RNAI screen for host factors required for HIV replication. Cell Host Microbe 2008, 4, 495-504. [CrossRef]

18.  Yeung, M.L.; Houzet, L.; Yedavalli, V.S.; Jeang, K.T. A genome-wide short hairpin RNA screening of jurkat T-cells for human
proteins contributing to productive HIV-1 replication. J. Biol. Chem. 2009, 284, 19463-19473. [CrossRef]

19. Ptak, R.G.; Fu, W,; Sanders-Beer, B.E.; Dickerson, J.E.; Pinney, ]. W.; Robertson, D.L.; Rozanov, M.N.; Katz, K.S.; Maglott, D.R.;
Pruitt, K.D.; et al. Cataloguing the HIV type 1 human protein interaction network. AIDS Res. Hum. Retrovir. 2008, 24, 1497-1502.
[CrossRef] [PubMed]

20. Fu, W,; Sanders-Beer, B.E.; Katz, K.S.; Maglott, D.R.; Pruitt, K.D.; Ptak, R.G. Human immunodeficiency virus type 1, human
protein interaction database at NCBI. Nucleic Acids Res. 2009, 37, D417-D422. [CrossRef] [PubMed]

21. Pinney, ].W.; Dickerson, J.E.; Fu, W.; Sanders-Beer, B.E.; Ptak, R.G.; Robertson, D.L. HIV-host interactions: A map of viral
perturbation of the host system. AIDS 2009, 23, 549-554. [CrossRef] [PubMed]

22. The RNAcentral Consortium. RNAcentral: A hub of information for non-coding RNA sequences. Nucleic Acids Res. 2019, 47,
D221-D229. [CrossRef] [PubMed]

23. FitzJohn, R. Ids: Generate Random Identifiers; R Package Version 1.0.1; R Foundation for Statistical Computing: London, UK, 2017.

24. Langer, S.; Hammer, C.; Hopfensperger, K.; Klein, L.; Hotter, D.; De Jesus, P.D.; Herbert, K.M.; Pache, L.; Smith, N.; van der
Merwe, J.A.; et al. HIV-1 Vpu is a potent transcriptional suppressor of NF-kappaB-elicited antiviral immune responses. eLife 2019,
8. [CrossRef]

25. Shytaj, I.L.; Lucic, B.; Forcato, M.; Penzo, C.; Billingsley, J.; Laketa, V.; Bosinger, S.; Stanic, M.; Gregoretti, F.; Antonelli, L.; et al.
Alterations of redox and iron metabolism accompany the development of HIV latency. EMBO J. 2020, 39, €102209. [CrossRef]

26. Robinson, M.D.; McCarthy, D.J.; Smyth, G.K. EdgeR: A Bioconductor package for differential expression analysis of digital gene
expression data. Bioinformatics 2010, 26, 139-140. [CrossRef] [PubMed]

27.  Veloso Carvalho-Silva, W.H.; Andrade-Santos, J.L.; Dos Santos Guedes, M.C.; Guimaraes, R.L. Genetics and immunological
recovery with antiretroviral treatment for HIV. Pharmacogenomics 2020, 21, 979-983. [CrossRef]

28.  Sherrill-Mix, S.; Ocwieja, K.E.; Bushman, ED. Gene activity in primary T cells infected with HIV89.6: Intron retention and
induction of genomic repeats. Retrovirology 2015, 12, 79. [CrossRef] [PubMed]

29. Meas, H.Z.; Haug, M.; Beckwith, M.S; Louet, C.; Ryan, L.; Hu, Z.; Landskron, J.; Nordbo, S.A.; Tasken, K.; Yin, H.; et al. Sensing
of HIV-1 by TLRS activates human T cells and reverses latency. Nat. Commun. 2020, 11, 147. [CrossRef] [PubMed]

30. Nisole, S; Stoye, J.P; Saib, A. TRIM family proteins: Retroviral restriction and antiviral defence. Nat. Rev. Microbiol. 2005, 3,

799-808. [CrossRef] [PubMed]


https://www.who.int/hiv/data/en/
http://doi.org/10.3389/fgene.2019.00799
http://doi.org/10.1093/nar/gky888
http://doi.org/10.1093/nar/gkq1019
http://www.ncbi.nlm.nih.gov/pubmed/21062823
http://doi.org/10.1093/nar/gkx1095
http://www.ncbi.nlm.nih.gov/pubmed/29140470
http://doi.org/10.1093/bioinformatics/btu170
http://www.ncbi.nlm.nih.gov/pubmed/24695404
http://doi.org/10.1093/bioinformatics/bts635
http://doi.org/10.1093/nar/gkz114
https://www.r-project.org/
http://doi.org/10.1186/s13059-014-0550-8
http://doi.org/10.1186/s12920-018-0443-x
http://doi.org/10.1093/nar/gkv007
http://doi.org/10.1126/science.1152725
http://www.ncbi.nlm.nih.gov/pubmed/18187620
http://doi.org/10.1016/j.cell.2008.07.032
http://doi.org/10.1016/j.chom.2008.10.004
http://doi.org/10.1074/jbc.M109.010033
http://doi.org/10.1089/aid.2008.0113
http://www.ncbi.nlm.nih.gov/pubmed/19025396
http://doi.org/10.1093/nar/gkn708
http://www.ncbi.nlm.nih.gov/pubmed/18927109
http://doi.org/10.1097/QAD.0b013e328325a495
http://www.ncbi.nlm.nih.gov/pubmed/19262354
http://doi.org/10.1093/nar/gky1034
http://www.ncbi.nlm.nih.gov/pubmed/30395267
http://doi.org/10.7554/eLife.41930
http://doi.org/10.15252/embj.2019102209
http://doi.org/10.1093/bioinformatics/btp616
http://www.ncbi.nlm.nih.gov/pubmed/19910308
http://doi.org/10.2217/pgs-2020-0083
http://doi.org/10.1186/s12977-015-0205-1
http://www.ncbi.nlm.nih.gov/pubmed/26377088
http://doi.org/10.1038/s41467-019-13837-4
http://www.ncbi.nlm.nih.gov/pubmed/31919342
http://doi.org/10.1038/nrmicro1248
http://www.ncbi.nlm.nih.gov/pubmed/16175175

Viruses 2021, 13, 244 90f9

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

van Gent, M.; Sparrer, KM.].; Gack, M.U. TRIM Proteins and Their Roles in Antiviral Host Defenses. Annu. Rev. Virol. 2018, 5,
385-405. [CrossRef] [PubMed]

Zhang, S.Y.; Jouanguy, E.; Sancho-Shimizu, V.; von Bernuth, H.; Yang, K.; Abel, L.; Picard, C.; Puel, A.; Casanova, ].L. Human
Toll-like receptor-dependent induction of interferons in protective immunity to viruses. Immunol. Rev. 2007, 220, 225-236.
[CrossRef]

Schlaepfer, E.; Speck, R.F. TLR8 activates HIV from latently infected cells of myeloid-monocytic origin directly via the MAPK
pathway and from latently infected CD4+ T cells indirectly via TNF-alpha. J. Immunol. 2011, 186, 4314—4324. [CrossRef]

Atluri, V.S,; Pilakka-Kanthikeel, S.; Garcia, G.; Jayant, R.D.; Sagar, V.; Samikkannu, T.; Yndart, A.; Nair, M. Effect of Cocaine on
HIV Infection and Inflammasome Gene Expression Profile in HIV Infected Macrophages. Sci. Rep. 2016, 6, 27864. [CrossRef]
Carrol, E.D.; Mankhambo, L.A.; Balmer, P.; Nkhoma, S.; Banda, D.L.; Guiver, M.; Jeffers, G.; Makwana, N.; Molyneux, EM.;
Molyneux, M.E,; et al. Chemokine responses are increased in HIV-infected Malawian children with invasive pneumococcal
disease. J. Acquir. Immune Defic. Syndr. 2007, 44, 443-450. [CrossRef]

Chang, C.C.; Omarjee, S.; Lim, A.; Spelman, T.; Gosnell, B.I.; Carr, W.H.; Elliott, ] H.; Moosa, M.Y.; Ndung'u, T.; French, M.A.; et al.
Chemokine levels and chemokine receptor expression in the blood and the cerebrospinal fluid of HIV-infected patients with
cryptococcal meningitis and cryptococcosis-associated immune reconstitution inflammatory syndrome. J. Infect. Dis. 2013, 208,
1604-1612. [CrossRef]

Furler, R.L.; Uittenbogaart, C.H. Signaling through the P38 and ERK pathways: A common link between HIV replication and the
immune response. Immunol. Res. 2010, 48, 99-109. [CrossRef]

Medders, K.E.; Kaul, M. Mitogen-activated protein kinase p38 in HIV infection and associated brain injury. J. Neuroimmune
Pharmacol. 2011, 6, 202-215. [CrossRef]

Kumar, A.; Zloza, A.; Moon, R.T.; Watts, J.; Tenorio, A.R.; Al-Harthi, L. Active beta-catenin signaling is an inhibitory pathway
for human immunodeficiency virus replication in peripheral blood mononuclear cells. J. Virol. 2008, 82, 2813-2820. [CrossRef]
[PubMed]

Rossi, A.; Mukerjee, R.; Ferrante, P.; Khalili, K.; Amini, S.; Sawaya, B.E. Human immunodeficiency virus type 1 Tat prevents
dephosphorylation of Sp1 by TCF-4 in astrocytes. J. Gen. Virol. 2006, 87, 1613-1623. [CrossRef]

Henderson, L.J.; Al-Harthi, L. Role of beta-catenin/TCF-4 signaling in HIV replication and pathogenesis: Insights to informing
novel anti-HIV molecular therapeutics. . Neuroimmune Pharmacol. 2011, 6, 247-259. [CrossRef] [PubMed]

Kulpa, D.A.; Brehm, J.H.; Fromentin, R.; Cooper, A.; Cooper, C.; Ahlers, J.; Chomont, N.; Sekaly, R.P. The immunological synapse:
The gateway to the HIV reservoir. Immunol. Rev. 2013, 254, 305-325. [CrossRef] [PubMed]

Salgado, M.; Lopez-Romero, P; Callejas, S.; Lopez, M.; Labarga, P.; Dopazo, A.; Soriano, V.; Rodes, B. Characterization of
host genetic expression patterns in HIV-infected individuals with divergent disease progression. Virology 2011, 411, 103-112.
[CrossRef]

Seetharaman, S.; Etienne-Manneville, S. Cytoskeletal Crosstalk in Cell Migration. Trends Cell Biol. 2020, 30, 720-735. [CrossRef]
[PubMed]

Ospina Stella, A.; Turville, S. All-Round Manipulation of the Actin Cytoskeleton by HIV. Viruses 2018, 10, 63. [CrossRef] [PubMed]
Lopez-Huertas, M.R,; Callejas, S.; Abia, D.; Mateos, E.; Dopazo, A.; Alcami, J.; Coiras, M. Modifications in host cell cytoskeleton
structure and function mediated by intracellular HIV-1 Tat protein are greatly dependent on the second coding exon. Nucleic
Acids Res. 2010, 38, 3287-3307. [CrossRef]

Puri, R.V,; Yerrathota, S.; Home, T.; Idowu, ].Y.; Chakravarthi, V.P.; Ward, C.J.; Singhal, P.C.; Vanden Heuvel, G.B.; Fields, T.A.;
Sharma, M. Notch4 activation aggravates NF-kappaB-mediated inflammation in HIV-1-associated nephropathy. Dis. Models
Mech. 2019, 12. [CrossRef]

Stroud, J.C.; Oltman, A.; Han, A.; Bates, D.L.; Chen, L. Structural basis of HIV-1 activation by NF-kappaB—A higher-order
complex of p50:RelA bound to the HIV-1 LTR. J. Mol. Biol. 2009, 393, 98-112. [CrossRef]

Huang, J.; Wang, E; Argyris, E.; Chen, K,; Liang, Z.; Tian, H.; Huang, W.; Squires, K.; Verlinghieri, G.; Zhang, H. Cellular
microRNAs contribute to HIV-1 latency in resting primary CD4+ T lymphocytes. Nat. Med. 2007, 13, 1241-1247. [CrossRef]
Khoury, G.; Darcis, G.; Lee, M.Y.; Bouchat, S.; Van Driessche, B.; Purcell, D.E].; Van Lint, C. The Molecular Biology of HIV Latency.
Adv. Exp. Med. Biol. 2018, 1075, 187-212.

Campos Coelho, A.V.; Moura, R.R.; Crovella, S. Reanalysis of Gene Expression Profiles of CD4+ T Cells Treated with HIV-1
Latency Reversal Agents. Microorganisms 2020, 8, 1505. [CrossRef]

Hataye, ].M.; Casazza, ].P; Best, K.; Liang, C.J.; Immonen, T.T.; Ambrozak, D.R.; Darko, S.; Henry, A.R.; Laboune, F.; Maldarelli,
F.; et al. Principles Governing Establishment versus Collapse of HIV-1 Cellular Spread. Cell Host Microbe 2019, 26, 748-763.e20.
[CrossRef]

Vogel, C.; Marcotte, E.M. Insights into the regulation of protein abundance from proteomic and transcriptomic analyses. Nat. Rev.
Genet. 2012, 13, 227-232. [CrossRef] [PubMed]

Telwatte, S.; Moron-Lopez, S.; Aran, D.; Kim, P; Hsieh, C.; Joshi, S.; Montano, M.; Greene, W.C.; Butte, A.].; Wong, ] K.; et al.
Heterogeneity in HIV and cellular transcription profiles in cell line models of latent and productive infection: Implications for
HIV latency. Retrovirology 2019, 16, 32. [CrossRef] [PubMed]

Spector, C.; Mele, A.R.; Wigdahl, B.; Nonnemacher, M.R. Genetic variation and function of the HIV-1 Tat protein. Med. Microbiol.
Immunol. 2019, 208, 131-169. [CrossRef] [PubMed]


http://doi.org/10.1146/annurev-virology-092917-043323
http://www.ncbi.nlm.nih.gov/pubmed/29949725
http://doi.org/10.1111/j.1600-065X.2007.00564.x
http://doi.org/10.4049/jimmunol.1003174
http://doi.org/10.1038/srep27864
http://doi.org/10.1097/QAI.0b013e31802f8390
http://doi.org/10.1093/infdis/jit388
http://doi.org/10.1007/s12026-010-8170-1
http://doi.org/10.1007/s11481-011-9260-0
http://doi.org/10.1128/JVI.02498-07
http://www.ncbi.nlm.nih.gov/pubmed/18199649
http://doi.org/10.1099/vir.0.81691-0
http://doi.org/10.1007/s11481-011-9266-7
http://www.ncbi.nlm.nih.gov/pubmed/21384147
http://doi.org/10.1111/imr.12080
http://www.ncbi.nlm.nih.gov/pubmed/23772628
http://doi.org/10.1016/j.virol.2010.12.037
http://doi.org/10.1016/j.tcb.2020.06.004
http://www.ncbi.nlm.nih.gov/pubmed/32674938
http://doi.org/10.3390/v10020063
http://www.ncbi.nlm.nih.gov/pubmed/29401736
http://doi.org/10.1093/nar/gkq037
http://doi.org/10.1242/dmm.040642
http://doi.org/10.1016/j.jmb.2009.08.023
http://doi.org/10.1038/nm1639
http://doi.org/10.3390/microorganisms8101505
http://doi.org/10.1016/j.chom.2019.10.006
http://doi.org/10.1038/nrg3185
http://www.ncbi.nlm.nih.gov/pubmed/22411467
http://doi.org/10.1186/s12977-019-0494-x
http://www.ncbi.nlm.nih.gov/pubmed/31711503
http://doi.org/10.1007/s00430-019-00583-z
http://www.ncbi.nlm.nih.gov/pubmed/30834965

	Introduction 
	Materials and Methods 
	Study Search Strategy 
	RNA-Seq Data Collection, Processing and Meta-Analysis 
	Gene Ontology Enrichment Analysis 
	Cross-Referencing and Set Analysis of DEGs 

	Results 
	Discussion 
	Conclusions 
	References

