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Abstract
Events leading to and propagating neurocognitive impairment (NCI) in HIV-1-infected (HIV+) persons are largely mediated by
peripheral blood monocytes. We previously identified expression levels of individual genes and gene networks in peripheral blood
monocytes that correlated with neurocognitive functioning in HIV+ adults. Here, we expand upon those findings by examining if gene
expression data at baseline is predictive of change in neurocognitive functioning 2 years later. We also attempt to validate the original
findings in a new sample of HIV+ patients and determine if the findings are HIV specific by including HIV-uninfected (HIV−)
participants as a comparison group. At two time points, messenger RNA (mRNA) was isolated from the monocytes of 123 HIV+ and
60 HIV− adults enrolled in the Multicenter AIDS Cohort Study and analyzed with the Illumina HT-12 v4 Expression BeadChip. All
participants received baseline and follow-up neurocognitive testing 2 years after mRNA analysis. Data were analyzed using standard
gene expression analysis and weighted gene co-expression network analysis with correction for multiple testing. Gene sets were
analyzed for GO term enrichment. Only weak reproducibility of associations of single genes with neurocognitive functioning was
observed, indicating that such measures are unreliable as biomarkers for HIV-related NCI; however, gene networks were generally
preserved between time points and largely reproducible, suggesting that these may be more reliable. Several gene networks associated
with variables related to HIV infection were found (e.g., MHC I antigen processing, TNF signaling, interferon gamma signaling, and
antiviral defense); however, no significant associations were found for neurocognitive function. Furthermore, neither individual gene
probes nor gene networks predicted later neurocognitive change. This study did not validate our previous findings and does not support
the use of monocyte gene expression profiles as a biomarker for current or future HIV-associated neurocognitive impairment.
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Introduction

HIV-associated neurocognitive disorders (HAND) represent a
significant public health issue as they affect as many as half of
the estimated 1.2 million HIV-1-infected individuals within
the USA alone (Heaton et al. 2011; Sacktor et al. 2016). A
key aspect of the neuropathogenic process leading to HAND
is the increased migration across the blood-brain barrier of
monocytes (Pulliam et al. 1997; Ellery et al. 2007) driven both
by chemokine gradients originating in the CNS and from a
peripheral immune response (Peluso et al. 1985; Ancuta et al.
2004; Kraft-Terry et al. 2009). Once in the CNS compartment,
monocytes typically differentiate into macrophages which can
release pro-inflammatory cytokines and chemokines; if infect-
ed with HIV, they may also release viral proteins that are
harmful to nearby neurons and other cells (Kedzierska and
Crowe 2002; Glass et al. 1995; Adle-Biassette et al. 1999;
Lindl et al. 2007; Kaul and Lipton 2006; Kraft-Terry et al.
2009).Macrophage density in brain is associated with severity
of HAND (Boven 2000), further underscoring the important
role of monocyte/macrophages in HAND.

Because the crosstalk between the CNS and circulating
blood monocytes is a central mechanism underlying
HAND neuropathogenesis, monocytes may hold useful
biomarkers of impending or current HAND. For example,
CD14+/CD69+ monocytes were a strong indicator of neu-
rologic injury among patients with HIV-associated demen-
tia in the pre-HAART era (Pulliam et al. 1997), although
this relationship appears to be weaker in the current
HAART era (Kusdra et al. 2002). Considering that the vast
majority of HAND cases are mild (Heaton et al. 2011;
Sacktor et al. 2016), our group previously examined global
gene expression within peripheral blood monocytes to
identify transcriptional changes associated with not only
in HIV-associated dementia but also neurocognitive func-
tioning in general (Levine et al. 2013). By focusing on
peripheral molecular genetic mechanisms that may be pro-
dromal to HAND or indicative of mild HAND, this ap-
proach was potentially useful because it might enable
deeper understanding of early neuropathogenic processes,
and open the possibility of preventative therapies. Findings
from our cross-sectional study of 86 HIV+ cases implicat-
ed a variety of dysregulated genes, most notably Kelch-like
ECH-associated protein-1 (KEAP1), hypoxia upregulated-
1, and interleukin 6 receptor, implicating oxidative stress
as an underlying pathogenic process. In addition, weighted
gene co-expression network analysis (WGCNA) (Zhang
and Horvath 2005; Langfelder and Horvath 2008), a sys-
tem biologic approach devised to arrive at a biologically
meaningful reduction of high dimensional transcriptomic
data, implicated mitotic cell cycle and translational elon-
ga t ion as b io log ica l p rocesses cor re l a t ed wi th

neurocognitive functioning. Those results led successful
preclinical trials of compounds that elicit broad anti-
oxidant and anti-inflammatory responses in monocytes,
enhance neuroprotective factors, and decrease viral repli-
cation (unpublished data presented by Gruenewald et al., at
the 14th meeting of the International Society on
NeuroVirology, 2016). Here, we expanded upon the previ-
ous findings in three ways. First, we attempted to validate
the original findings in an independent sample of HIV+
adults. Second, we determined if gene expression changes
within monocytes at baseline predicted neurocognitive sta-
tus 2 years later. Third, we included a HIV-uninfected com-
parison group, which allowed us to determine if any asso-
ciations between the biological signals and clinical vari-
ables are HIV-specific. Our hypotheses were (1) the find-
ings from the initial study would be validated; (2) baseline
gene expression characteristics would be predictive of
neurocognitive change measured 2 years later; and (3)
these findings would be HIV-specific; that is, they would
not be observed in the HIV− group.

Materials and methods

Participants

This study was conducted in accordance with the University
of California, Los Angeles Medical Institutional Review
Board rules and regulations (IRB#10–001099). All MACS
participants who completed the full neuropsychological test
battery within 3 weeks of blood draw were eligible. Between
2011 and 2015, 206 participants in the Multicenter AIDS
Cohort Study (MACS) in Los Angeles, California, were re-
cruited for this sub-study. The total sample was composed of
middle-aged males from white, black, and Hispanic racial
groups, all of whom were on ART at the time of the study.
Of these, 146 were HIV+ and 60 HIV-seronegative.
Monocytes were extracted from the blood of 121 HIV+ cases
at baseline (herein referred to as time point 1), and then 67
HIV+ (39 new and 28 returning) and 60 HIV-uninfected cases
approximately 2 years later (herein referred to as time point 2).
Due to specific procedural issues (platelets or red blood cell
contamination and/or messenger RNA (mRNA) degradation),
several samples were omitted from further analysis. After ad-
ditional data quality control steps (described below), gene
expression data from time point 1 included 89 HIV+ cases
and from time point 2 included 62 HIV+ cases (28 of whom
were also seen at time point 1) and 60 HIV− cases. Group
characteristics are shown in Table 1, and participant and sam-
ple flow from baseline and follow-up visits are detailed in Fig.
1. All participants completed comprehensive self-report ques-
tionnaires assessing drug use, medication use, and medical co-
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morbidities, as well as comprehensive neuropsychological
testing and assessment of activities of daily living from which
their HAND status was determined. All participants returned

after 2 years for follow-up questionnaires and procedures.
Procedures and assays were identical to those described in
the previous study (Levine et al. 2013).

Table 1 Descriptive statistics of sample sets

Time point 1 HIV+ Time point 2 HIV+ Time point 2 HIV-

N Mean Standard deviation N Mean Standard deviation N Mean Standard deviation

Age (years) 89 52.7 9.1 62 51.7 10.5 60 57.2 10.3

GNF T-score 89 50.1 7.1 62 49.12 6.67 60 52.00 6.26

Log10 viral load 89 1.41 0.99 55 1.44 1.01

CD4 count 88 601 189 54 644 265 60 965 271

Nadir CD4 count 89 258 164 62 290 164 60 616 192

Duration of infection (years) 89 19.9 8.7 62 17.1 10.2

CNS penetration effectiveness 66 1.36 0.80 31 1.13 0.88

N Percent N Percent N Percent

Viral load Detectable 69 78% 42 76

Undetectable 20 22% 13 24

HAND 0 65 73% 44 71% 51 85%

1 10 11% 13 21% 6 10%

2 12 13% 3 5% 3 5%

3 2 2% 2 3% 0 0%

Education (years) < 8 4 4% 1 2% 0 0%

< 12 5 6% 3 5% 3 5%

12 10 11% 6 10% 5 8%

< 16 25 28% 28 45% 13 22%

16 20 22% 13 21% 17 28%

> 16 25 28% 11 18% 22 37%

Ethnic group White non-Hispanic 54 61% 27 44% 42 70%

White Hispanic 11 12% 9 15% 4 7%

Black non-Hispanic 12 13% 12 19% 5 8%

Black Hispanic 0 0% 1 2% 0 0%

Other non-Hispanic 0 0% 2 3% 1 2%

Other Hispanic 12 13% 11 18% 8 13%

Smoke tobacco Never 18 21% 12 20% 17 29%

Former 49 56% 33 56% 34 59%

Current 20 23% 14 24% 7 12%

Alcohol <Monthly 47 54% 30 51% 29 52%

Monthly 14 16% 9 15% 7 13%

Weekly 12 14% 13 22% 11 20%

Daily 14 16% 7 12% 9 16%

Cannabis <Monthly 64 74% 45 76% 47 84%

Monthly 4 5% 4 7% 3 5%

Weekly 7 8% 4 7% 4 7%

Daily 12 14% 6 10% 2 4%

Cocaine <Monthly 85 98% 57 97% 54 96%

Monthly 0 0% 1 2% 0 0%

Weekly 2 2% 1 2% 0 0%

Daily 0 0% 0 0% 2 4%
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Blood processing, monocyte isolation, mRNA
extraction, and gene expression profiling

Of the fresh blood, 24 mL was collected from participants.
Blood was drawn into three 8-mL cell preparation tubes
(CPTs) containing sodium citrate. Peripheral blood mononu-
clear cells (PBMCs) were then isolated through centrifugation
within 6 h of collection (Salazar-Gonzalez et al. 1997).
PBMCs were washed with phosphate-buffered saline, and
then, monocytes were isolated through Rosette separation
(RosetteSep®; Stem Cell Technologies, British Columbia,
Canada) according to the manufacturer instructions and purity
estimates. This led to an approximately 80% purity of isolate
monocyte fractions, per the manufacturer’s data. Monocytes
were then pelleted, lysed, and RNA extracted using the
Qiagen RNeasy Kit including a DNase treatment to eliminate
any potentially confounding genomic DNA contamination
(Shay et al. 2003). RNA purity was assessed via the 260/280
ratio, with values of greater than 1.5 accepted for further anal-
ysis. RNA was stored at − 80 °C and sent in batches to the
Southern California Genotyping Consortium (SCGC) for mi-
croarray analysis, which was performed with the Illumina
Human HT-12 v4 gene expression BeadChip. The expression
data and sample characteristics, including all information re-
quired by the MIAME standard, are available from the NCBI
Gene Expression Omnibus (GEO accession #GSE104640).

Variables included in the gene expression analysis

Neurocognitive functioning Participants completed a compre-
hensive battery of neuropsychological tests as part of the stan-
dard MACS protocol, as previously described (Levine et al.
2014b). This includes measures of working memory, learning,
memory, executive functioning, motor functioning, and infor-
mation processing speed. T-scores were calculated using nor-
mative data derived from the HIV-seronegativeMACS cohort,
with demographic corrections for age, education, ethnicity,
and number of times they had undergone neurocognitive test-
ing. For this study, we calculated a global neurocognitive
functioning (GNF) score based on the average of all available
domain T-scores. GNF was our primary phenotype.

HAND severityHAND status was determined via an algorithm
developed by MACS investigators. The algorithm is based on
neurocognitive test performance and self-reported deficits in
activities of daily living (Lawton and Brody 1969) in accor-
dance with current research criteria (Antinori et al. 2007).
Participants were rated as neurocognitively normal, mildly
impaired, moderately impaired, or severely impaired. The lat-
ter three correspond to established research criteria, respec-
tively, asymptomatic neurocognitive impairment, minor
neurocognitive disorder, and HIV-associated dementia.
Because of the poor reliability and specificity of the HAND

from a diagnostic standpoint (Woods et al. 2004), we limited
this variable to secondary analyses.

CNS penetration effectiveness CNS penetration effectiveness
(CPE) scores for the regimen reported at the time of
neurocognitive testing were calculated (Letendre 2011).
Higher scores indicate a regimen with increased penetration
of the blood-brain barrier.

Substance use We considered the effects of alcohol, marijua-
na, and cocaine use on gene expression. MACS participants
completed a substance use questionnaire that assesses fre-
quency of use during the 6 months prior to the visit.
Participants were considered active users of alcohol, stimu-
lants, or marijuana if they report daily or weekly use and
non-users if they report monthly or less use in the 6 months
preceding the visit. Tobacco use was also considered.

Depression Depression was determined with the Center for
Epidemiologic Studies Depression Scale (CES-D) (Radloff
1977). Scores on the CES-D were entered as a continuous
variable, with higher scores indicating greater degree of
depression.

Virologic measures The percentage of lymphocytes that were
CD4+ T cells was determined by flow cytometry. HIV viral
load was determined via either the COBAS TaqMan HIV-1
Test, version 2.0, or Roche Amplicor HIV-1 MONITOR Test,
version 1.5. Both tests quantify HIV-1 RNA based on in vitro
amplification of the highly conserved HIV-1 gag gene. Nadir
CD4+ T cell count was obtained either by self-reports or, for
those who seroconverted during the course of the study, their
lowest CtaD4+ count according to study records. Duration of
infection was calculated based on self-reported year of conver-
sion or study records if they seroconverted while in the MACS.

Statistical analysis

Data preprocessing

Raw gene expression data was processed in Illumina
BeadStudio software, and the lumi R package was used to
log2-transform and quantile normalize the expression profiles
to stabilize variance and to normalize inter-sample expression
profile distributions, respectively. Probe reannotations provid-
ed by the illuminaHumanv3.db R package were used to filter
out poor probe hybridization specificity. Probes with signifi-
cant detection in less than 80% of samples were omitted from
further analysis. The data was then batch-corrected for sample
chip effects using the ComBat R function from the R package
sva (freely available from http://www.bioconductor.org).

Outliers identified by hierarchical clustering of samples
using standardized Euclidean distance and single linkage were
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removed both before and after batch correction. The expres-
sion data was then adjusted for race and chip stripe by
retaining the residuals from robust multivariable linear regres-
sion on these covariates.

As a final quality control measure, we determined the cor-
relation between the gene expression profiles of all samples.
We found strong consistency between the gene expression
profiles within and between individuals (Supplemental Fig.
1). Inter-individual variation was greater than the variation
between repeat measurements on the same individual between
time points; however, even then, the lowest inter-sample cor-
relation was strong (r = 0.93).

Differential expression analysis

In our previous study, we found significant correlations be-
tween several gene transcript and GNF in a HIV+ sample
(Levine et al. 2013). Here, we assessed the consistency of

these findings in an independent sample of HIV+ participants,
and also in the HIV− participants in order to determine if the
correlations were specific to HIV. Towards these ends, we first
correlated gene expression with GNF in the time point 1 sam-
ples (excluding samples with repeat measurements at follow-
up), and in the HIV+ and HIV− samples at time point 2. These
probe-GNF correlations were then correlated among these
subsets to determine the reproducibility of between different
HIV+ samples and the agreement between HIV+ and HIV−
samples.

In order to maximize power, we then proceeded to test for
differential gene expression across all HIV+ samples (exclud-
ing repeat measurements) using correlation tests with the var-
iables of interest including GNF, HAND rating, CPE, CES-D,
substance use (separately: alcohol, tobacco, marijuana, and
cocaine), nadir CD4, and log10 viral load. To address our
multiple testing across gene probes, we use a Bonferroni
corrected significance threshold.

Fig. 1 Studyworkflow diagram. The workflow for the time point 1 (TP1)
HIV+ (dark orange), time point 2 (TP2) HIV+ (yellow), and time point 2
HIV− (blue) sample set are illustrated in the workflow diagram. The gene
expression profiles (GEPs) for the three sample sets all undergo process-
ing steps (gray); some GEPs are omitted after quality control (QC) steps.

More information on these steps can be found in the BMaterials and
methods^ section. The input sample sets to the various analyses (green)
are denoted by arrows. Asterisks indicate that the samples from our pre-
vious transcriptome study are included in this sample set

J. Neurovirol.



To examine whether or not individual gene probes mea-
sured at time point 1 (for the original sample of 89 HIV+
individuals) or time point 2 (for the second sample of 62
HIV+ individuals and the HIV− comparison group) predicted
change in neurocognitive functioning at follow-up visits, we
calculated the change in GNF by regressing follow-up GNF
on current GNF, retaining the residuals to adjust for the po-
tential confounding effects of regression to the mean. Change
in GNF was then subject to correlation with individual gene
probes, and module eigengenes in the WGCNA analyses
(below).

WGCNA

WGCNA was employed in our previous study to reduce the
data into smaller groups of co-expressing genes (modules)
which generally represent biologically meaningful pathways
(Horvath and Dong 2008; Langfelder et al. 2008). In
WGCNA, highly correlated module genes are represented
and summarized by the module eigengene, or ME
(Langfelder and Horvath 2007), which can then be used in
standard statistical analyses. In this study, we first attempted
to reproduce the WGCNA results from our previous study by
assessing the reproducibility of the gene co-expression net-
work results. This was accomplished by computing the pres-
ervation of modules found in the first HIV+ sample (from time
point 1), in the second, independent HIV+ sample (from time
point 2), as described elsewhere (Langfelder et al. 2011).
Briefly, we use the modulePreservation function from the
WGCNA package, which computes a module preservation
statistic for modules in a reference dataset within a new set
of data along with an accompanying significance level (per-
mutation test p value).

In order to examine associations between modules and var-
iables of interest, we then used the entire sample of HIV+ and
HIV− expression profiles (excluding repeat measurements) to
construct a gene network using the WGCNA parameter set-
tings power = 4 and deepCut = 4, which were chosen based on
their qualitative optimality for scale-free topology and resolu-
tion of finer modules, respectively. We then correlated the
identified modules with the variables of interest.

Gene-annotation enrichment analysis

Understanding the biological meaning of gene and module
associations with GNF and other variables requires gene an-
notation enrichment analysis. For this, we used the topGO R
package. For the differential expression analyses (which con-
sider correlations between individual gene probes and vari-
ables of interest), we conducted enrichment analysis on the
top 5% genes associated with GNF (and change in GNF) in
the HIV+ samples and in the HIV− samples, regardless of
statistical significance. We conducted an analogous

enrichment analysis on the gene co-expression modules iden-
tified by the WGCNA analyses. TopGO was run using the
Fisher’s exact and Kolmogorov-Smirnov significance tests
and the weight01 algorithm which takes into account the de-
pendencies present in the GO topology and thus can be con-
sidered corrected for multiple testing.

Results

Cross-sectional and longitudinal associations
between GNF and gene expression

Agreement between time points

We first sought to assess the reproducibility of the findings of
our previous study by comparing gene expression probe-GNF
associations between the previous and new study samples.
After excluding the repeated measurements on the same indi-
viduals to avoid statistical dependency, the sample sizes for
time point 1 HIV+ and time point 2 HIV+ groups were 61 and
62, respectively. Of the 89 HIV+ participants from time point
1, 28 also provided blood samples for gene expression analy-
sis at time point 2; we did not include duplicate cases in this
analysis. Thus, our sample size for time point 1 HIV+ is 89–
28 = 61. None of the top genes identified in our previous study
were validated in the independent HIV+ group. Furthermore,
the correlation between all probe-GNF correlations for the two
different groups was weak (r = 0.07), indicating that the repro-
ducibility of the differential expression at the single probe
level was unreliable (Supplemental Fig. 1, Panel A). In com-
parison, the probe-GNF correlations between the HIV+
groups and HIV− group indicated an inverse association of
slightly greater magnitude, either when the HIV+ samples
from time point 1 and time point 2 were combined (r = −
0.16) or analyzed separately (r = − 0.09 and r = − 0.15, respec-
tively) (Supplemental Fig. 1, Panel B). None of these correla-
tions are statistically significant, as the listed p value for the
correlation of correlations is massively inflated since it treats
each GNF-probe correlation as independent (n > 10 k probes)
when in reality there is only a sample size of 2 (HIV+ corre-
lations versus HIV− correlations). As such, we find poor val-
idation for gene expression between the HIV+ groups, where-
as this correlation was somewhat stronger, yet inverse, be-
tween HIV+ and HIV− groups.

Correlations between GNF and gene probe levels
among combined sample

In order tomaximize statistical power, we combined the HIV+
samples from time points 1 and 2 (excluding repeat measure-
ments) and correlated expression levels with GNF. No signif-
icant associations with GNFwere found (p > 1.9 × 10−4) at the
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Bonferroni adjusted significance threshold (α < 5 × 10−6).
Similarly, no significant associations between probes and
GNF were found for the HIV− samples (p > 2.5 × 10−5) at
the Bonferroni adjusted significance threshold.

To further leverage our data, we then focused on the top 5%
genes with the strongest positive and negative correlations
with GNF and change in GNF (regardless of statistical signif-
icance) and performed gene annotation enrichment analysis
using the topGO package. Using this method, genes positively
correlated with GNF in HIV+ subjects were found to be
enriched for annotations related to complement activation
and consistent with monocyte activation and proliferation
(see Table 2 below and Supplemental Table 1 for full
details). Mitochondrial outer membrane permeability was al-
so a notable finding. Significant GO term enrichment ob-
served for genes negatively correlated with GNF largely in-
volved regulation of transcription and negative regulation of
production miRNA involved in gene silencing, as well as other

seemingly innocuous biological processes. GNF in HIV−
cases was positively correlated genes related to mitochondrial
activation, whereas negatively correlated genes were enriched
for morphogenic activities (Table 2).

The top individual gene probes correlated with GNF, as
well as HIV status and viral load, are displayed in Fig. 2.
The more comprehensive list can be found in Supplemental
Table 2.

Predicting change in GNF

We were largely interested in identifying gene expression sig-
nals that might predict later neurocognitive change. Seventy-
four HIV+ participants with baseline gene expression profil-
ing at either time point 1 or time point 2 were assessed for
neurocognitive function again approximately 2 years later
(mean interval = 1.9 years). Correlations between gene ex-
pression at time point 1 and change in GNF across this period

Table 2 GO term enrichment of top genes correlated with GNF
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were determined (Table 2). After adjusting for multiple com-
parisons, no significant associations were detected between
probe levels and change in GNF (p > 2.5 × 10−5). The top
GO terms for the top 5% of genes correlated with change in

GNF in HIV+ subjects were negative regulation of neuron
migration and regulation of axon extension involved in axon
guidance for negatively and positively correlated genes, re-
spectively (Table 2 and Supplemental Table 1).

Fig. 3 Dendrogram of WGCNA gene modules constructed from pooled
HIV+ andHIV− samples. The clustering of genes based on co-expression
is represented in the dendrogram with individual gene probes represented
as the vertical leafs (black lines) and descending branches indicating
co-expression gene clusters. Module labels are shown in the first row

by color along with numeric labels displayed above. Subsequent rows
show correlations between traits and individual gene probe levels with
blue and red denoting negative and positive correlations according to their
magnitude

Illumina ID Gene name Symbol cor p

ILMN_1763207 basic leucine zipper ATF-like transcription factor 3 BATF3 -0.38 1E-7

ILMN_1655163 serine/threonine kinase 24 STK24 -0.36 5E-7

ILMN_2103841 aryl hydrocarbon receptor interacting protein AIP -0.34 3E-6

ILMN_1746704 tripartite motif containing 8 TRIM8 -0.34 3E-6

ILMN_2373010 transmembrane protein 70 TMEM70 0.33 4E-6

ILMN_1706273 MOB kinase activator 2 MOB2 -0.32 9E-6

ILMN_1738938 translocase of inner mitochondrial membrane 8 homolog B TIMM8B 0.32 9E-6

ILMN_1739032 transmembrane protein 70 TMEM70 0.32 1E-5

ILMN_2411897 Kruppel like factor 10 KLF10 0.32 1E-5

ILMN_1793950 POTE ankyrin domain family member M POTEM 0.31 2E-5

ILMN_1711030 5-oxoprolinase (ATP-hydrolysing) OPLAH 0.42 3E-6

ILMN_2132599 ankyrin repeat domain 22 ANKRD22 0.36 6E-5

ILMN_1708672 acetyl-CoA acetyltransferase 2 ACAT2 0.35 9E-5

ILMN_1762725 eukaryotic translation initiation factor 3 subunit L EIF3L -0.35 1E-4

ILMN_1670305 serpin family G member 1 SERPING1 0.35 1E-4

ILMN_2388547 epithelial stromal interaction 1 EPSTI1 0.35 1E-4

ILMN_1713285 NSF attachment protein alpha NAPA 0.35 1E-4

ILMN_1748650 mitochondrial ribosomal protein L45 MRPL45 -0.35 1E-4

ILMN_1655497 eukaryotic translation initiation factor 4B EIF4B -0.35 1E-4

ILMN_1749629 cullin 1 CUL1 0.34 2E-4

ILMN_1723020 mitogen-activated protein kinase kinase kinase 1 MAP3K1 0.33 2E-4

ILMN_2137066 zinc finger protein 7 ZNF7 0.33 2E-4

ILMN_1740716 RNA binding motif protein 26 RBM26 0.33 2E-4

ILMN_1763663 HEAT repeat containing 3 AF086132 -0.32 2E-4

ILMN_1807633 reactive intermediate imine deaminase A homolog HRSP12 -0.32 3E-4

ILMN_1801766 mitochondrial calcium uniporter dominant negative beta subunit CCDC109B 0.32 3E-4

ILMN_2151048 stromal antigen 1 STAG1 0.32 4E-4

ILMN_1683313 ST3 beta-galactoside alpha-2,3-sialyltransferase 1 ST3GAL1 0.31 4E-4

ILMN_1805646 SS18, nBAF chromatin remodeling complex subunit SS18 0.31 4E-4

ILMN_1679881 Werner syndrome RecQ like helicase WRN 0.31 5E-4
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Fig. 2 Top correlation gene
probes between gene probes and
HIV status, viral load, and GNF.
Traits of interest are listed in the
leftmost column with each
grouped set of gene probes
described in the middle columns.
These probes have the top 10
most significant correlations with
their respective traits. Correlation
coefficients are colored in blue
and red for negative and positive
correlations, respectively. P
values are denoted in green with
p values surpassing
transcriptome-wide significance
denoted in bold
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WGCNA

Preservation of gene modules between two separate HIV+
samples

We first conducted a WGCNA module preservation analysis
between time points 1 and 2 for the nonoverlapping HIV+
participants. The majority of modules from the original sam-
ple exhibit significant preservation as indicated by their sig-
nificant permutation p values (Supplemental Fig. 2). These
results indicate that at the network level, expression data is
reproducible between these two small HIV+ samples.

Cross-sectional WGCNA analysis

We conducted aWGCNA analysis of the gene expression data
from all samples (HIV+ and HIV−, excluding repeat measure-
ments). The dendrogram of the gene expression WGCNA
analysis is shown in Fig. 3. There are several variables show-
ing qualitative relationships with gene clusters. For example,
module 1 is negatively correlated with age and positively cor-
related with reported alcohol intake and GNF in HIV− sub-
jects, whereas modules 2 and 3 appear to have the reverse
relationship; they are positively associated with age and

negatively associated with alcohol and GNF in HIV− partici-
pants. Globally, the gene expression profiles of the HIV+ and
HIV− cases show qualitatively different associations with
GNF and HAND (as indicated by opposing red and blue
bands on the heatmap).

The resulting eigengenes, each a quantitative value
representing the level of a gene module, were then analyzed
for correlations with virologic, immunologic, neurocognitive,
and drug use variables (Fig. 4). With the Bonferonni corrected
significance threshold of p < 0.001, significant associations
were found between modules 12 and 18 and viral load (and
nadir CD4 for module 12), and between modules 14, 16, and
24 and HIV status. Gene ontology analyses for these modules
are shown in Table 3. More detailed results are provided in
Supplemental Table 3.

Regarding GNF, several additional modules indicated
trends towards significance (p < 0.01). For example, GNF in
HIV+ individuals is positively correlated with modules 22
(p = 0.008) and 28 (p = 0.006), which appear to be enriched
for genes involved in protein ubiquitinylation process, where-
as module 13 has a negative correlation with GNF (p = 0.002)
and is enriched for gluconeogenic activity. For HIV− individ-
uals, onlymodule 6 has a negative correlation (p = 0.007) with
GNF and is enriched for adaptive immune response.

Fig. 4 Heatmap of correlations between modules and traits. Correlations
between are illustrated in this grid with blue and red representing negative
and positive correlations, respectively, according to magnitude as the
color scale shows on the right. Module eigengenes are listed in the rows
as labeled on the left, and traits are listed in the columns as labeled at the

bottomwith sample numbers described in parentheses (for example BHIV
(n = 183)^ designates the column of correlations between modules and
HIV+ status in 183 samples). The correlation p values are printed within
the grid; here, the Bonferroni significance threshold is p < 0.0015
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WGCNA at time point 1 as a predictor of later neurocognitive
change

Change in GNFwas not significantly associated with any time
point 1 modules (Fig. 4).

Discussion

In this study, we attempted to replicate our previous findings
that neurocognitive functioning in HIV+ persons was corre-
lated with the expression of several oxidative-stress-related
genes in peripheral blood monocytes. We also sought to ex-
pand those findings by determining if gene expression profiles
in such cells could predict neurocognitive status 2 years later,
and whether or not any associations or predictive markers
were specific to HIV+ persons or were also observed in an
HIV− comparison sample.

Contrary to our hypotheses, we were unable to replicate the
findings from our earlier study (Levine et al. 2013), which had
implicated several genes involved in anti-oxidant response.

Despite some overlap between the current and previous study,
there was a substantial number of samples that were different
in the current study—only 61 out of the 123 samples were
from the original analysis. The lack of reproducibility of our
previous top associations is consistent with the weak agree-
ment found between our two cross-sectional samples at the
single gene level. Also contrary to our hypotheses, gene ex-
pression characteristics determined at baseline did not predict
neurocognitive decline as measured 2 years later. This in-
cludes both individual gene transcripts, modules consisting
of co-varying gene networks, and biological ontologies based
on top correlations. These results, although unexpected, pro-
vide strong evidence that a useful concurrent or predictive
biomarker of HIV-associated neurocognitive impairment is
unlikely to be found in the gene expression profiles of mono-
cytes, a finding also supported by past studies(Sun et al.
2010), as also reviewed in Kallianpur and Levine (2014) and
Levine et al. (2014a).

An alternative reason for the null results may be that our
primary phenotype (global neurocognitive functioning) is af-
fected not only by HIV but also by other factors including

Table 3 FO term enrichment of gene modules
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substance use, HCV co-infection, pre-existing cognitive defi-
cits, and error due to psychometric characteristics of the tests
and participant effort(Devlin et al. 2012; Antinori et al. 2007;
Levine et al. 2017). This is especially true of mild
neurocognitive deficits, which would generally be seen in
the relatively healthy MACS participants (Sacktor et al.
2016). We chose GNF as our primary outcome variable be-
cause the diagnosis of HAND is unreliable, as demonstrated
byWoods et al. (2004) and further indicated by the near equal
number of HIV-seronegative control cases that meet criteria
for this condition (Sacktor et al. 2016; Levine et al. 2017).
Therefore, if one were to focus advanced HAND cases (e.g.,
HIV-associated dementia) in analyses such as ours, more con-
sistent signals are more likely to be found. The problem with
this approach, however, is that advanced cases are increasing-
ly rare, thus being statistically underpowered for similarly
sized studies. A power analysis indicates that in order to have
80% power to detect a weak correlation of r = 0.3 at a
transcriptome-wide significance level of p < 5 × 10−6, we
would need approximately 300 samples; analogously, a mod-
ular approach with a less stringent significance threshold of
p < 0.001 would still require at least 170 samples. However,
because we were searching for biomarkers of HAND, the
value of weak associations would be insubstantial, consider-
ing that biomarkers require medium to large effect sizes.

Despite these null results, there are several indications that the
findings from this are valid and meaningful. For example, we
found that alcohol intake and GNF in HIV− participants ap-
peared to have anti-aging gene expression signatures (i.e., in-
creased mitochondrial function and decreased transcriptional ac-
tivity), which is consistent with a growing body of literature
establishing the healthful effects of moderate alcohol consump-
tion (Quach et al. 2017; Reas et al. 2016). Additionally, the
WGCNA results related to our other variables of interest as
expected. The strong effects of HIV infection and viral load
yielded clear correlations between HIV viral load and modules
enriched for gene networks involved in immune response (e.g.,
MHC I antigen processing and presentation, TNF signaling, and
interferon gamma signaling) and antiviral defense. Furthermore,
HIV infection was associated with glycoprotein functioning and
translation/transcription processes (e.g., SRP-dependent co-
translational protein targeting tomembrane, translation initiation,
and viral transcription). Finally, themodule preservation analysis
showed that gene co-expression structure was preserved be-
tween our two samples, indicating that though the expression
of individual genes is inconsistent, gene modules are
reproducible.

It is worth noting that the non-significant trends between
GNF and modules 6, 13, 22, and 28 broadly suggest a potential
relationship with regulation of glucose metabolism and
ubiquitin-proteasomal-based protein. It is unclear what relation
this may have with previous studies of proteasomal regulation
in brains of HIV+ cases with HIV-associated dementia

(Nguyen et al. 2010), but our results suggest that upregulation
of this process in monocytes is associated with better
neurocognitive function. Additional biological functions asso-
ciated with GNF that were implicated by the GO analysis, and
that also have some support via previous studies, include acti-
vation of NFκβ-inducing kinase activity (Reddy et al. 2012),
tumor necrosis factor-mediated signaling pathway (Reddy et al.
2012), and positive regulation of canonicalWnt signaling path-
way and beta-catenin-TCF complex assembly (Al-Harthi
2012). However, while our findings may provide support for
dysregulation of these processes in association with HAND,
they strongly indicate that none are so crucial that they could
serve as biomarkers, at least not based on transcript levels.

We acknowledge that there are limitations to this study
beyond sample size and phenotype limitations. Here, we have
focused specifically on monocytes given their previous impli-
cation in brain infiltration. However, it may be that gene ex-
pression levels in other blood cell types or tissues may be
more predictive of HAND. Furthermore, additional steps
could have been taken to ensure monocyte fraction purity
(e.g., flow cytometry); that is, our monocyte samples may
have also included other cells that obfuscated phenotype-
related signals. We consider this unlikely, however, because
samples from both time points were processed similarly.

In summary, the results from our study show that monocyte
transcriptional profiles are not significantly predictive of fu-
ture GNF or reliably associated with current GNF. While this
may be due in part to an imperfect neurocognitive phenotype
or underpowered sample, our results suggest that there are no
strong relationships between gene expression in peripheral
blood monocytes and GNF in HIV+ individuals.

Acknowledgements We thank the participants and staff of the
Multicenter AIDSCohort Study in Los Angeles. This study was primarily
funded by the National Institute for Drug Abuse [R01DA030913 (Levine
and Horvath)]. The Los Angeles site of the Multicenter AIDS Cohort
Study is funded by the National Institute of Allergy and Infectious
Disease [U01-AI-35040 (Detels)], Los Angeles Biomedical Research
Institute CTSI [UL1TR001881], and NIH/National Center for
Advancing Transla t ional Science (NCATS) UCLA CTSI
[UL1TR000124].

Compliance with ethical standards

Conflict of interest The authors declare that they have no conflict of
interest.

References

Adle-Biassette H, Chretien F, Wingertsmann L, Hery C, Ereau T,
Scaravilli F, Tardieu M, Gray F (1999) Neuronal apoptosis does
not correlate with dementia in HIV infection but is related to
microglial activation and axonal damage. Neuropathol Appl
Neurobiol 25:123–133

J. Neurovirol.



Al-Harthi L (2012) Interplay between Wnt/beta-catenin signaling and
HIV: virologic and biologic consequences in the CNS. J
NeuroImmune Pharmacol 7:731–739

Ancuta P, Moses A, Gabuzda D (2004) Transendothelial migration of
CD16+ monocytes in response to fractalkine under constitutive
and inflammatory conditions. Immunobiology 209:11–20

Antinori A, Arendt G, Becker JT, Brew BJ, Byrd DA, Cherner M,
Clifford DB, Cinque P, Epstein LG, Goodkin K, Gisslen M, Grant
I, Heaton RK, Joseph J, Marder K, Marra CM, McArthur JC, Nunn
M, Price RW, Pulliam L, Robertson KR, Sacktor N, Valcour V,
Wojna VE (2007) Updated research nosology for HIV-associated
neurocognitive disorders. Neurology 69:1789–1799

Boven LA (2000) Macrophages and HIV-1-associated dementia. Arch
Immunol Ther Exp 48:273–279

Devlin KN, Gongvatana A, Clark US, Chasman JD, Westbrook ML,
Tashima KT, Navia B, Cohen RA (2012) Neurocognitive effects
of HIV, hepatitis C, and substance use history. J Int Neuropsychol
Soc 18:68–78

Ellery PJ, Tippett E, Chiu YL, Paukovics G, Cameron PU, Solomon A,
Lewin SR, Gorry PR, Jaworowski A, Greene WC, Sonza S, Crowe
SM (2007) The CD16+ monocyte subset is more permissive to infec-
tion and preferentially harbors HIV-1 in vivo. J Immunol 178:6581–
6589

Glass JD, Fedor H, Wesselingh SL, McArthur JC (1995)
Immunocytochemical quantitation of human immunodeficiency vi-
rus in the brain: correlations with dementia. AnnNeurol 38:755–762

Heaton RK, Franklin DR, Ellis RJ, McCutchan JA, Letendre SL, Leblanc
S, Corkran SH, Duarte NA, Clifford DB, Woods SP, Collier AC,
Marra CM, Morgello S, Mindt MR, Taylor MJ, Marcotte TD,
Atkinson JH, Wolfson T, Gelman BB, McArthur JC, Simpson
DM, Abramson I, Gamst A, Fennema-Notestine C, Jernigan TL,
Wong J, Grant I (2011) HIV-associated neurocognitive disorders
before and during the era of combination antiretroviral therapy: dif-
ferences in rates, nature, and predictors. J Neuro-Oncol 17:3–16

Horvath S, Dong J (2008) Geometric interpretation of gene coexpression
network analysis. PLoS Comput Biol 4:e1000117

Kallianpur AR, Levine AJ (2014) Host genetic factors predisposing to
HIV-associated neurocognitive disorder. Curr HIV/AIDSRep 11(3):
336–352

Kaul M, Lipton SA (2006) Mechanisms of neuronal injury and death in
HIV-1 associated dementia. Curr HIV Res 4:307–318

Kedzierska K, Crowe SM (2002) The role of monocytes and macro-
phages in the pathogenesis of HIV-1 infection. Curr Med Chem 9:
1893–1903

Kraft-Terry SD, Buch SJ, Fox HS, GendelmanHE (2009) A coat of many
colors: neuroimmune crosstalk in human immunodeficiency virus
infection. Neuron 64:133–145

Kusdra L, Mcguire D, Pulliam L (2002) Changes in monocyte/
macrophage neurotoxicity in the era of HAART: implications for
HIV-associated dementia. AIDS 16:31–38

Langfelder P, Horvath S (2007) Eigengene networks for studying the
relationships between co-expression modules. BMC Syst Biol 1:54

Langfelder P, Horvath S (2008) WGCNA: an R package for weighted
correlation network analysis. BMC Bioinf 9:559

Langfelder P, Zhang B, Horvath S (2008) Defining clusters from a hier-
archical cluster tree: the dynamic tree cut package for R.
Bioinformatics 24:719–720

Langfelder P, Luo R, Oldham MC, Horvath S (2011) Is my network mod-
ule preserved and reproducible? PLoS Comput Biol 7:e1001057

Lawton MP, Brody EM (1969) Assessment of older people: self-
maintaining and instrumental activities of daily living.
Gerontologist 9:179–186

Letendre S (2011) Central nervous system complications in HIV disease:
HIV-associated neurocognitive disorder. Top Antivir Med 19:137–
142

Levine AJ, Horvath S, Miller EN, Singer EJ, Shapshak P, Baldwin GC,
Martinez-Maza O, Witt MD, Langfelder P (2013) Transcriptome
analysis of HIV-infected peripheral blood monocytes: gene tran-
scripts and networks associated with neurocognitive functioning. J
Neuroimmunol 265:96–105

Levine AJ, Panos SE, Horvath S (2014a) Genetic, transcriptomic, and
epigenetic studies of HIV-associated neurocognitive disorder. J
Acquir Immune Defic Syndr 65:481–503

Levine AJ, Reynolds S, Cox C, Miller EN, Sinsheimer JS, Becker JT,
Martin E, Sacktor N, Neuropsychology Working Group of the
Multicenter, A. C. S (2014b) The longitudinal and interactive effects
of HIV status, stimulant use, and host genotype upon neurocognitive
functioning. J Neuro-Oncol 20:243–257

Levine AJ, Martin E, Sacktor N, Munro C, Becker J (2017) Predictors and
impact of self-reported suboptimal effort on estimates of prevalence
of HIV-associated neurocognitive disorders. JAIDS 75(2):203–210

Lindl KA, Akay C, Wang Y, White MG, Jordan-Sciutto KL (2007)
Expression of the endoplasmic reticulum stress response marker,
BiP, in the central nervous system of HIV-positive individuals.
Neuropathol Appl Neurobiol 33:658–669

Nguyen TP, SoukupVM, GelmanBB (2010) Persistent hijacking of brain
proteasomes in HIV-associated dementia. Am J Pathol 176:893–902

Peluso R, Haase A, Stowring L, Edwards M, Ventura P (1985) ATrojan
horse mechanism for the spread of visna virus in monocytes.
Virology 147:231–236

Pulliam L, Gascon R, Stubblebine M, McGuire D, McGrath MS (1997)
Unique monocyte subset in patients with AIDS dementia. Lancet
349:692–695

Quach A, Levine ME, Tanaka T, Lu AT, Chen BH, Ferrucci L, Ritz B,
Bandinelli S, Neuhouser ML, Beasley JM, Snetselaar L, Wallace RB,
Tsao PS, Absher D, Assimes TL, Stewart JD, Li Y, Hou L, Baccarelli
AA, Whitsel EA, Horvath S (2017) Epigenetic clock analysis of diet,
exercise, education, and lifestyle factors. Aging 9(2):419–446

Radloff LS (1977) The CES-D scale: a self-report depression scale for
research in the general population. Appl Psychol Meas 1:385–401

Reas ET, Laughlin GA, Kritz-Silverstein D, Barrett-Connor E, McEvoy
LK (2016) Moderate, regular alcohol consumption is associated
with higher cognitive function in older community-dwelling adults.
J Prev Alzheimer's Dis 3:105–113

Reddy PV, Agudelo M, Atluri VS, Nair MP (2012) Inhibition of nuclear
factor erythroid 2-related factor 2 exacerbates HIV-1 gp120-induced
oxidative and inflammatory response: role in HIV associated
neurocognitive disorder. Neurochem Res 37:1697–1706

Sacktor N, Skolasky RL, Seaberg E, Munro C, Becker JT, Martin E,
Ragin A, Levine A, Miller E (2016) Prevalence of HIV-associated
neurocognitive disorders in the Multicenter AIDS cohort study.
Neurology 86:334–340

Salazar-Gonzalez JF, Martinez-Maza O, Aziz N, Kolberg JA,
Yeghiazarian T, Shen LP, Fahey JL (1997) Relationship of plasma
HIV-RNA levels and levels of TNF-alpha and immune activation
products in HIV infection. Clin Immunol Immunopathol 84:36–45

Shay AH, Choi R,Whittaker K, Salehi K, Kitchen CM, Tashkin DP, Roth
MD, Baldwin GC (2003) Impairment of antimicrobial activity and
nitric oxide production in alveolar macrophages from smokers of
marijuana and cocaine. J Infect Dis 187:700–704

Sun B, Abadjian L, Rempel H, Calosing C, Rothlind J, Pulliam L (2010)
Peripheral biomarkers do not correlate with cognitive impairment in
highly active antiretroviral therapy-treated subjects with human im-
munodeficiency virus type 1 infection. J Neuro-Oncol 16:115–124

Woods SP, Rippeth JD, Frol AB, Levy JK, Ryan E, Soukup VM, Hinkin
CH, Lazzaretto D, Cherner M, Marcotte TD, Gelman BB, Morgello
S, Singer EJ, Grant I, Heaton RK (2004) Interrater reliability of
clinical ratings and neurocognitive diagnoses in HIV. J Clin Exp
Neuropsychol 26:759–778

Zhang B, Horvath S (2005) A general framework for weighted gene co-
expression network analysis. Stat Appl Genet Mol Biol 4:Article17

J. Neurovirol.


	No...
	Abstract
	Introduction
	Materials and methods
	Participants
	Blood processing, monocyte isolation, mRNA extraction, and gene expression profiling
	Variables included in the gene expression analysis
	Statistical analysis
	Data preprocessing
	Differential expression analysis
	WGCNA
	Gene-annotation enrichment analysis


	Results
	Cross-sectional and longitudinal associations between GNF and gene expression
	Agreement between time points
	Correlations between GNF and gene probe levels among combined sample
	Predicting change in GNF

	WGCNA
	Preservation of gene modules between two separate HIV+ samples
	Cross-sectional WGCNA analysis
	WGCNA at time point 1 as a predictor of later neurocognitive change


	Discussion
	References




