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Cell signaling events triggered by androgen hormone in prostate cells is dependent
on activation of the androgen receptor (AR) transcription factor. Androgen hormone
binding to AR promotes its displacement from the cytoplasm to the nucleus and
AR binding to DNA motifs, thus inducing activatory and inhibitory transcriptional
programs through a complex regulatory mechanism not yet fully understood. In this
work, we performed RNA-seq deep-sequencing of LNCaP prostate cancer cells and
found over 7000 expressed long intergenic non-coding RNAs (lincRNAs), of which
∼4000 are novel lincRNAs, and 258 lincRNAs have their expression activated by
androgen. Immunoprecipitation of AR, followed by large-scale sequencing of co-
immunoprecipitated RNAs (RIP-Seq) has identified in the LNCaP cell line a total of
619 lincRNAs that were significantly enriched (FDR < 10%, DESeq2) in the anti-
Androgen Receptor (antiAR) fraction in relation to the control fraction (non-specific
IgG), and we named them Androgen-Receptor-Associated lincRNAs (ARA-lincRNAs).
A genome-wide analysis showed that protein-coding gene neighbors to ARA-lincRNAs
had a significantly higher androgen-induced change in expression than protein-coding
genes neighboring lincRNAs not associated to AR. To find relevant epigenetic signatures
enriched at the ARA-lincRNAs’ transcription start sites (TSSs) we used a machine
learning approach and identified that the ARA-lincRNA genomic loci in LNCaP cells are
significantly enriched with epigenetic marks that are characteristic of in cis enhancer
RNA regulators, and that the H3K27ac mark of active enhancers is conspicuously
enriched at the TSS of ARA-lincRNAs adjacent to androgen-activated protein-coding
genes. In addition, LNCaP topologically associating domains (TADs) that comprise
chromatin regions with ARA-lincRNAs exhibit transcription factor contents, epigenetic
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marks and gene transcriptional activities that are significantly different from TADs not
containing ARA-lincRNAs. This work highlights the possible involvement of hundreds of
lincRNAs working in synergy with the AR on the genome-wide androgen-induced gene
regulatory program in prostate cells.

Keywords: long intergenic non-coding RNAs, androgen receptor, androgen receptor associated lincRNAs,
genome-wide profiling, epigenetic marks, LNCaP prostate cancer cell line, machine learning, random forest
algorithm

INTRODUCTION

The AR transcription factor mediates the effect of androgen
hormone and modulates the gene transcriptional program in
prostate cells. When not interacting with androgen the AR is
maintained in the cytoplasmic cell portion associated with a
protein scaffold (Ni et al., 2013) and after androgen interaction
a tridimensional change in the AR structure occurs that allows
the AR migration to the nucleus (Ni et al., 2013). In the nucleus,
AR interacts with co-activators, co-repressors and the chromatin-
remodeling complex (Ni et al., 2013) binds to genomic DNA
target sites and promotes a highly regulated androgen-dependent
gene activation program.

There is ample evidence that long non-coding RNAs
(lncRNAs) can interact with a number of proteins and regulate
gene expression (Khalil and Rinn, 2011). LncRNAs are transcripts
longer than >200 nucleotides that do not code for proteins
and in the human genome they are transcribed from intronic
and intergenic regions (Kapranov et al., 2010; Derrien et al.,
2012). They exhibit features similar to those of mRNAs, such
as 5′ cap, poly-A tail and Pol II enrichment at their TSS
(Guttman et al., 2009; Kapranov et al., 2010; Conley and Jordan,
2012). LncRNAs are known to bind to transcription factors
and modulate their downstream gene activating function; for
example, NRCP lncRNA strongly binds to STAT1 transcription
factor and NRCP silencing decreases the interaction of STA1
with RNA polymerase II (Rupaimoole et al., 2015), causing a
decreased expression of genes in the glycolysis pathway. Also,
EVF2 lncRNA binds to DLX2 transcription factor and increases
its transcriptional activity (Feng et al., 2006). The above examples
have measured the association of a transcription factor with a
given single lncRNA, and large-scale assays such as native RIP-
seq (Zhao et al., 2010) and CLIP-seq (Licatalosi et al., 2008)
have not been used with transcription factors. In fact, RIP-seq
has been applied with typical RNA binding proteins (RBPs)
such as ELAVL1 (HuR) and PTBP1 (HNRNP-1), leading to the
observation that in general a given RBP associates with hundreds
of mRNAs and/or lncRNAs that may regulate their functions
(Cook et al., 2015; Ferre et al., 2016). Nevertheless, little is known
about the ability of transcription factors to associate with a diverse
number of lncRNAs.

An important finding that arises from the analysis of AR
binding to the genomic DNA target sites across the human
genome and from the genome-wide gene expression regulation

Abbreviations: AR, androgen receptor; ARA-lincRNAs, androgen-receptor-
associated long intergenic non-coding RNAs; NonA-lincRNAs, non-significantly-
AR-associated lincRNAs; TADs, topologically associating domains.

by androgen is that AR and its coactivators are preferentially
enriched at genomic regions of histone H3 lysine 4 di-
methylation (H3K4me2) (Taslim et al., 2012), an active histone
mark present on both enhancer and promoter regions. In
addition, H3K4me1 and H3K27ac, known to be associated
with enhancer sites (Creyghton et al., 2010; Marques et al.,
2013) are colocalized with AR genomic binding sites in LNCaP
prostate cancer cells (He et al., 2014). Another feature of
AR transcriptional activity is that it is dependent on the
chromatin structure organization around blocks delimited by
CTCF enhancer insulator (Taslim et al., 2012). CTCF enhancer
insulator is known to participate in the definition of the structural
organization of chromatin into what is known as TADs (Bonev
and Cavalli, 2016), and TADs have been well characterized
in LNCaP prostate cancer cells (Taberlay et al., 2016). TADs
boundaries are conserved between different organisms and cell
lines (Dixon et al., 2012; Le et al., 2013) and boundaries isolate the
chromatin within ∼1 Mb-sized regions containing an elevated
internal number of chromatin contacts (Rao et al., 2014). A large
part of these intra-TAD contacts occurs between enhancers and
promoters (Smith et al., 2016). Either TAD structure disruption
or de novo TADs formation events can contribute to prostate
cancer and other diseases (Franke et al., 2016; Luo et al.,
2017).

It is known that the histone enhancer marks are enriched at
the promoter regions of lncRNAs in human cells, which is in
line with the local cis-regulatory enhancer function of lncRNAs
on the neighbor genes (Orom et al., 2010; Marques et al., 2013;
Ilott et al., 2014). In mouse embryonic fibroblasts, it has been
shown that CBP, a transcription co-activator whose binding is a
signature of enhancers, interacts with a wide range of enhancer
RNAs (eRNAs) and stimulates histone acetylation mediated by
CBP such as H3K27ac; this contributes to the unique chromatin
structure at active enhancers, which, in turn, is required for
regulation of target genes (Bose et al., 2017). We have therefore
hypothesized that the AR transcription factor might be associated
to a diverse range of lncRNAs and that the transcription loci of
these AR-associated lincRNAs might have a specific epigenetic
signature eventually related to an enhancer-like function. In the
present work, we performed deep-coverage RNA-seq in LNCaP
prostate cancer cells to identify their lncRNAs complement. In
parallel, we performed native RIP-seq (Zhao et al., 2010) with
antiAR antibody and a non-specific IgG control, and identified
hundreds of lncRNAs associated to AR. We investigated the
chromatin marks present in the vicinity of the transcription loci
of these AR-associated lincRNAs (ARA-lincRNAs), compared
with the marks at the loci of non-significantly AR-associated
lincRNAs (NonA-lincRNAs), and using a machine learning
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approach (Pedregosa et al., 2012) we found a significantly
enriched set of marks that characterize an epigenetic signature
of ARA-lincRNA loci. Protein-coding genes in the vicinity of
ARA-lincRNAs also showed a particular epigenetic signature,
distinct from that of protein-coding genes in the vicinity of
NonA-lincRNAs.

MATERIALS AND METHODS

Cell Lines
LNCaP cells were obtained from the ATCC and grown as
recommended in media supplemented with 10% fetal bovine
serum and 1% penicillin/streptomycin (Gibco). Three to four
biological replicates were obtained (n = 3–4). Cells were cultured
for 24 h in androgen-deprived RPMI 1640 (Sigma) with 10%
(w/v) charcoal-stripped fetal bovine serum (Sigma) as described
in Louro et al. (2007). After 24 h, cells were placed in fresh
RPMI 1640 with 10% (w/v) charcoal-stripped FBS and either
0.1 or 1 nM of the synthetic androgen R1881 (Sigma) or the
equivalent volume of vehicle (ethanol) was added, followed
by incubation for different times, as detailed below. R1881,
a non-metabolized synthetic analog of testosterone was used
to minimize metabolic degradation during incubation (Decker
et al., 2012).

Reverse Transcription and Quantitative
Real-Time PCR (RT-qPCR)
Oligo-dT-primed reverse transcription (RT) was performed
using 1 µg of total RNA according to the Super Script III
kit protocol (Invitrogen). The relative levels of the transcripts
were determined through quantitative real-time PCR (qPCR)
(primers are shown in Supplementary Table S1) with Power
SYBR Green (Applied Biosystems) using the 7500 Real
Time PCR System (Applied Biosystems). The levels of these
transcripts were normalized relative to the percentage levels of
input.

Native RNA-Binding Protein
Immunoprecipitation (RIP)
A native RIP (Zhao et al., 2010) was performed using the Magna
RIP RNA-Binding Protein Immunoprecipitation Kit (Millipore)
following the exact instructions of the manufacturer. To increase
reproducibility, for each replicate we used exactly 2.0 × 107

LNCaP cells treated for 6 h with 0.1 nM R1881 (Sigma) or with
vehicle (ethanol) and 5 µg of each antibody. The following
antibodies were used from Millipore: Normal Rabbit IgG (12-
370) and Anti-Androgen Receptor (06-680). The RNAs were
extracted using Trizol, treated with TURBO DNase (Ambion)
at 37◦C for 30 min, purified using an RNeasy Micro Kit
(Qiagen) and quantified with RiboGreen (Invitrogen). RIP-Seq
was performed in biological duplicates (n = 2), RIP-qPCR in
biological triplicates (n = 3); co-precipitated RNAs were detected
either by high-throughput sequencing as described below or by
RT-qPCR with two to three technical replicates for each biological
replicate (primers in Supplementary Table S1).

RNA Extraction Preparation for
Next-Generation Sequencing
For RNA-seq experiments poly(A)+ RNA was extracted from
LNCaP cells treated for 24 h with 1 nM of the synthetic androgen
R1881 (Sigma) (n = 2) or with an equivalent volume of vehicle
(ethanol) (n = 2) using FastTrack MAG Maxi mRNA Isolation
Kit (Invitrogen) as described in Beckedorff et al. (2013b), which
essentially included a modification of the kit protocol to have a
larger amount of DNase I and a longer DNase treatment time
(Beckedorff et al., 2013b) in order to ensure the elimination
of contaminant genomic DNA from the polyA+ RNA fraction.
DNase treatment conditions optimization was monitored by
PCR with 40 cycles and 1 µg of the resulting purified polyA+
RNA (without reverse transcription), using four different pairs of
primers (Supplementary Table S1), one pair for tubulin TUBA1C
gene, two for multiple copy genes, namely Histone H3 and
cytochrome b, and one for a mitochondrial intergenic region.
Stranded cDNA libraries were prepared using the TruSeq RNA
kit (version 1, rev A) then sequenced on the Illumina HiSeq
2000 using 75 bp paired-end reads. We sequenced two biological
replicate samples per each treatment and obtain 80–90 million
mate pairs per each of the four samples. The raw reads are
deposited at NCBI in the GEO repository under Accession
numbers GSE79301 and GSE100710.

For RIP-seq experiments (Zhao et al., 2010), RNA samples
from Native RIP (see above) were used to prepare sequencing
libraries with the SMARTer Ultra Low Input RNA Kit for
Sequencing v3 (Clontech) according to the manufacturer’s
instructions, then sequenced on the Illumina NextSeq500
using 150 bp paired-end reads sequencing. We sequenced
two biological replicate samples per RIP with anti-Androgen
Receptor (antiAR) and two with control antibody (non-specific
Rabbit IgG) and we obtained 29 – 33 million mate-pairs per each
of the four samples. The raw reads are deposited at NCBI in the
GEO repository under Accession number GSE100710.

RNA-Seq Data Assembly and Analysis
All RNA-seq data were trimmed of low-quality reads and clipped
of sequencing adaptors with Trimmomatic (Bolger et al., 2014).
Trimmed reads were aligned to hg19 version of the human
genome with TopHat2 (Kim et al., 2013), followed by an
assembly using the Cufflinks 2.2 tool (Trapnell et al., 2013)
with the default parameters. For the alignment and assembly
we used a comprehensive_reference_transcriptome custom GTF
file comprised of the human transcripts from GENCODE v19
(Harrow et al., 2012) plus the lincRNAs already annotated
in three other publications (Cabili et al., 2011; Prensner
et al., 2011; Hangauer et al., 2013). This custom GTF can be
downloaded from http://verjolab.usp.br/tracks/hg/hg19/genes/.
We generated transcriptome assemblies for each of the four
samples separately, and then used Cuffmerge (Trapnell et al.,
2013) to combine the transcripts from all samples. The resulting
merged GTF file is deposited at NCBI in the GEO repository
under Accession number GSE100710. Next, we merged both GTF
files mentioned above to generate a comprehensive_LNCaP_
transcriptome GTF file, which can also be downloaded from
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http://verjolab.usp.br/tracks/hg/hg19/genes/. We estimated the
RNA abundance defined as the FPKM using Cuffdiff v 2.2
(Trapnell et al., 2013); the FPKM values were used in the corre-
lation analyses with the machine learning approach (see below).

For differential expression (DE) analyses we performed count-
based analysis as described in Anders et al. (2013). In summary
we calculated the sum of exon read count per gene with HTSeq
(Anders et al., 2015) and DE was calculated with DESeq2 (Love
et al., 2014). In all DE tests, a gene was considered significantly
changed if the q-value was less than 0.05 and fold-change
(2 or ≤−2).

Novel LncRNAs Discovery
To classify the transcripts as either previously annotated
lincRNAs or putative novel lncRNAs we used the following
pipeline: first we retained all transcripts from the above assembly
with FPKM ≥ 1 that were previously annotated as lncRNAs
in the comprehensive reference transcriptome (custom GTF);
next, we retained novel transcripts that were identified in these
analyses (class code “u” identified by Cuffmerge – putative novel
intergenic transcripts) with FPKM ≥ 1. All transcripts with a
length < 200 nt were removed. We discarded all transcripts with
coding potential, as assessed by the Coding Potential Calculator
(CPC version 0.9-r2) (Kong et al., 2007), thus resulting in the
set of all lincRNAs expressed in LNCaP. A GTF file with these
LNCaP_lincRNAs can be downloaded from http://verjolab.usp.
br/tracks/hg/hg19/genes/.

Gene Set Enrichment Analysis (GSEA)
Gene expression fold changes obtained from our RNA-seq
data (androgen treated cells relative to control samples) were
calculated with DESeq2 as described above and the entire
list of expressed genes was pre-ranked and imported into
GSEA program (Subramanian et al., 2005) to perform gene set
enrichment analyses.

DESeq2 Analysis of RIP-Seq Data and
Identification of LincRNAs Associated
to AR
RIP-seq data from each of two independent biological replicates
of each condition (two antiAR replicates and two control
non-specific IgG replicates) were trimmed of low-quality
reads and clipped of sequencing adaptors, aligned to hg19
version of the human genome and assembled with Cufflinks
2.2 as described for RNA-seq above. We used as reference
for the alignment and assembly of the RIP-seq reads the
comprehensive_LNCaP_transcriptome GTF file.

To detect the set of lincRNAs significantly associated to the
AR, which we named AR-Associated lincRNAs (ARA-lincRNAs),
we used the approach of Soh et al. (Soh et al., 2017), namely
a DESeq2 analysis using HTSeq counting. A lincRNA was
considered significantly associated to AR when the reads count
ratio of log2 (antiAR/IgG) was greater than 0 and its FDR
calculated with DEseq2 were below a threshold of 10%. A GTF
file of ARA-lincRNAs can be downloaded from http://verjolab.
usp.br/tracks/hg/hg19/genes/.

The entire set of 619 ARA-lincRNAs has an average expression
FPKM = 2.40 in the RNA-seq analysis. The subset of 258 ARA-
lincRNAs with expression significantly increased by androgen has
an average expression FPKM = 3.58 in the RNA-seq analysis;
this subset was further sub-divided into the 177 ARA-lincRNAs
that had a protein-coding neighbor that also showed an increase
in expression with androgen, and those 177 ARA-lincRNAs
have an average expression FPKM = 3.12. The remaining 81
ARA-lincRNAs that had a protein-coding neighbor showing a
decrease in expression with androgen have an average expression
FPKM = 4.59.

Definition of a Set of LincRNAs
Non-associated to AR
In order to search for features with biological relevance in
the set of ARA-lincRNAs, we created a control set of Non-
significantly Associated lincRNAs (NonA-lincRNAs), which was
used in the comparisons described further below. First, lincRNAs
with read counts in the RIP-seq datasets (antiAR or IgG) equal
to zero were excluded. The remaining lincRNA-genes with non-
zero read counts were sorted in an ascending order using the
absolute value of log2 (antiAR/IgG) and the first 619 top-
ranked lincRNAs, corresponding to the lincRNAs with log2
(antiAR/IgG) normally distributed around zero, were assigned
as the set of NonA-lincRNAs. We chose a size of 619 in
order to make it identical to the size of the set of identified
ARA-lincRNAs.

This selected control set of 619 NonA-lincRNAs exhibited
a very similar (non-significantly different) pattern of average
expression in LNCaP in the presence of androgen as that of
ARA-lincRNAs. Thus, the entire set of NonA-lincRNAs have an
average expression FPKM = 2.27 in the RNA-seq analysis (p-
value = 0.79 in the comparison with the 619 ARA-lincRNAs).
A selected subset of 258 NonA-lincRNAs with expression
significantly increased by androgen have an average expression
FPKM = 3.55 in the RNA-seq analysis (p-value = 0.97 in the
comparison with the 258 ARA-lincRNAs); this subset was further
sub-divided into a selected set of 177 NonA-lincRNAs that
had a protein-coding neighbor that also showed an increase
in expression with androgen, and those 177 NonA-lincRNAs
have an average expression FPKM = 3.86 (p-value = 0.55 in the
comparison with the 177 ARA-lincRNAs). A remaining set of 81
NonA-lincRNAs that had a protein-coding neighbor showing a
decrease in expression with androgen has an average expression
FPKM = 2.78 (p-value = 0.25 in the comparison with the 81
ARA-lincRNAs).

ARA-LincRNAs Neighborhood Analysis
To associate an expressed protein-coding gene to a neighbor
lincRNA, we used as candidates those protein-coding genes with
FPKM > 1 in the androgen-treated or control (vehicle) RNA-
seq experiments. We matched the lincRNA-protein-coding pairs
using BedTools (Quinlan and Hall, 2010) with the subcommand
closest to search in the human genome for the closest protein-
coding TSS coordinate up or downstream the lincRNA TSS
coordinate.
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The gene ontology analysis on the set of protein-coding
neighbor genes was performed using the functional annotation
tool DAVID 6.8 (Huang et al., 2007) with the hypergeometric-test
and FDR correction threshold of 5%.

ChIP-Seq and DNAseI Datasets
The public ChIP and DNAseI datasets used in our analyses
were from the following papers: (Wang et al., 2011; Zhang
et al., 2011; Harrow et al., 2012; Tan et al., 2012; Kim et al.,
2014; Takayama et al., 2015; Metzger et al., 2016). These
are public ChIP-seq data from LNCaP cells treated with
androgen hormone for histone marks H3T11P [GSM1333367],
H3K27me3 [GSM1527833], H3K4me1 [GSM686928],
H3K4me2 [GSM686932], H3K4me3 [GSM686935], H3K36me3
[GSM686936], H3K27ac [GSM686937], H4K5ac [GSM686939],
and H2A.Z [GSM686941] (Supplementary Table S2). In
addition to these histone marks, we included public data from
LNCaP cells treated with androgen hormone for genome-
wide mapping of the following modulators, transcription
factors and histone modifying enzymes: p300 [GSM686943],
FoxA1 [GSM686926], MED12 [GSM686945], NKX3-1
[GSM699633], PolII [GSM699637], AR [GSM1527823],
FOXP1 [GSM1527837], RUNX1 [GSM1527840], EZH2
[GSM1527841], WDR5 [GSM1333369], AP4 [GSM714610],
CTCF [GSM1006887], and LSD1 [GSM1573656], as well as for
DNAse-Seq [GSM816634] (Supplementary Table S2). For all
datasets, FASTQ files were trimmed of low-quality reads and
clipped of sequencing adaptors as described above. Trimmed
reads were aligned to hg19 using Bowtie2 (Langmead and
Salzberg, 2012) with the default parameters. Enriched peaks
were determined using HOMER (v 4.8) (Heinz et al., 2010) by
calculating their relative significance when compared to a local
background estimated through a 10-kb window centralized at
the candidate peak. Peaks were considered significant with FDR
values < 0.001.

Random Forest Analysis
To find the relevant epigenetic signatures at the ARA-lincRNAs
TSS we used a machine learning approach employing the
Random Forest algorithm implemented in the python Scikit-
Learn (v. 0.18.1) package (Pedregosa et al., 2012) with data
from all epigenetic marks described above. The groups used
for the Random Forest training were composed by ARA-
or NonA-lincRNAs. For each ARA- or NonA-lincRNA, their
epigenetic features were encoded as a vector containing the
normalized read counts of all epigenetic marks at the TSS of the
lincRNA and at the TSS of the corresponding expressed neighbor
protein-coding gene. The counts of ChIP-Seq or DNAse-seq
reads at the TSS of lincRNAs and neighbor protein-coding
genes were obtained using the bedtools coverage command
and were normalized by the total number of mapped reads
in each dataset. As input for these coverage computations
we have used the alignment bam files generated by Bowtie2
(Langmead and Salzberg, 2012) and the gene TSS coordinates
(±500 bp).

Briefly, we trained the models with a different number
of trees [100, 500, 1000, and 10000], setting as True the

following parameters: warm start, out of bag score and
gini criterion. The mean accuracy score for the models was
obtained through a fivefold cross validation scheme (Fushiki,
2011). After selecting the most accurate model, we extracted
the epigenetic features importance using the gini-index score
generated during the training of the model. In order to
create a statistical significance cut-off for those gini-index
scores, we created a bootstrapped null distribution of gini-
index scores shuffling 1000× the classes of ARA-lincRNAs
and NonA-lincRNAs. For each shuffle round, we performed
Random Forest training and extracted the gini-index scores.
We consider as statistically significant only those features
from the final models with gini-index score higher than
the empirical null bootstrapped distribution (setting a 95%
confidence interval).

Topological Associating Domains
Analysis
Topological Associating Domains (TADs) in LNCaP cells at
100 kb bin resolution were determined by Taberlay et al.
(2016) and the Bed file with processed genomic coordinates
was downloaded from GEO database GSE73782. The ARA-
or NonA-lincRNAs were assigned to a TAD using their
genomic coordinates and the bedtools intersect command. ARA-
lincRNA-containing TADs were defined as TADs containing at
least one ARA-lincRNA locus, irrespective of the presence or
absence of NonA-lincRNA loci in those TADs, and the NonA-
lincRNA-containing TADs were those containing at least one
NonA-lincRNA locus, irrespective of the presence or absence
of ARA-lincRNA loci. For each of the TADs the number of
significant ChIP-Seq peaks for all the chromatin marks present
inside the corresponding TADs were counted with the bedtools
intersect command.

To measure the ARA- or NonA-lincRNA TSS distance
from the closest TAD boundary we normalized the TADs
length, making the maximum boundary distance (100%)
the one corresponding to the intersection between the
lincRNA TSS coordinate with the exact middle of the
TAD, and the minimum distance (0%), that corresponding
to the lincRNA TSS overlapping the TAD boundary
coordinate.

RESULTS

Deep RNA Sequencing Reveals the
Expression of Thousands of Novel
LincRNAs in Prostate
In order to identify the androgen-responsive lincRNAs
complement in the prostate, RNA-seq data was obtained
for prostate cancer LNCaP cells treated with 1 nM synthetic
androgen (R1881) for 24 h, or with vehicle; deep sequencing
was achieved, with approximately 80–90 million strand-
specific reads per library, in duplicate. RNA-seq reads were
aligned to the genome and assembled using a comprehensive
reference transcriptome that includes the lincRNAs from
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FIGURE 1 | The androgen-responsive Long Intergenic Non-coding RNAs transcriptome in LNCaP cells. (A) A schematic illustration of the procedure used to
discover and define the complement of lincRNAs expressed in LNCaP cells. (B) Pizza plot depicting the LNCaP-expressed transcripts already listed as lincRNAs in
the comprehensive reference transcriptome from the literature (purple) as well as the novel lincRNAs (brown) identified here. (C) Violin plot representing the
distribution of log2 (FPKM) values of protein-coding genes (blue) and lincRNAs (red) expressed in LNCaP cells (FPKM > 1) in the presence of 1 nM androgen.
(D) Mean number of exons per transcript among the protein-coding genes (blue) and the lincRNAs (red) expressed in LNCaP cells. (E,F) Volcano plots displaying the
differentially expressed genes when comparing androgen-treated and control LNCaP cells (n = 2). Significance cutoff at adjusted p-value ≤ 0.05 and fold-change

(Continued)
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FIGURE 1 | Continued
≥ 2 (red) or ≤–2 (green). (E) Androgen-responsive lincRNAs. (F) Androgen-responsive protein-coding genes. (G,H) GSEA analyses depicting the enrichment of
hallmark androgen-responsive genes (G) and of prostate cancer genes (H) among the protein-coding genes with androgen-induced changes in expression in
LNCaP cells. The gene sets are ordered by normalized enrichment score (NES). The q-value is the false discovery rate, that is, the estimated probability that the
normalized enrichment score represents a false positive finding. (I) Volcano plot representation of the differentially expressed lincRNAs in prostate cancer patient
tissue samples compared with adjacent non-tumor tissue [re-analysis of raw RNA-seq data from Ren et al. (2012) to include all lincRNAs described here];
significance cutoff at adjusted p-value ≤ 0.05 and fold-change ≥ 2 (red) or ≤–2 (green).

four papers in the literature (Cabili et al., 2011; Prensner
et al., 2011; Harrow et al., 2012; Hangauer et al., 2013)
(Figure 1A), thus creating a high-quality catalog of the
lincRNAs complement expressed in LNCaP prostate cancer
cells. We detected a total of 7022 lincRNAs, of which 3979
lincRNAs (57%) were identified as putative novel transcripts
expressed in LNCaP cells and not present in the reference
transcriptome (Figure 1B); in addition, 3043 known lincRNAs
(43%) present in the reference transcriptome were detected
as expressed in LNCaP (Figure 1B), of which 683 match
lincRNAs annotated in GENCODE v19 (Harrow et al., 2012),
461 are lincRNAs from Cabili et al. (2011), 88 are PCAT
lincRNAs from Prensner et al. (2011) and 1811 are lincRNAs
from Hangauer et al. (2013). The list of all 7022 lincRNAs
expressed at FPKM ≥ 1 in LNCaP (comprised of 14223
transcript isoforms) is given in Supplementary Table S3 and
can be viewed in a custom track at the UCSC human genome
browser1.

We observed that on average the lincRNAs have lower
expression when compared with the protein-coding genes,
with mean 1.2 and 3.2 FPKM (Figure 1C), respectively, and
lincRNAs are less spliced than protein-coding genes with
an average of 2.3 and 7.9 exons per transcript, respectively
(Figure 1D); these findings are in line with previous results from
the literature on lncRNAs (Nakaya et al., 2007; Cabili et al.,
2011; Derrien et al., 2012). Overall, this effort has cataloged
a comprehensive mapping of lincRNA expression in LNCaP
prostate cells.

Androgen Induced Widespread Changes
in LincRNAs Expression
A total of 893 lincRNAs were detected as differentially expressed
under androgen stimulation (700 up-regulated and 193
down-regulated) (Figure 1E) (Supplementary Table S4), as
well as 1000 differentially expressed protein-coding genes
(606 up-regulated and 394 down-regulated) (Figure 1F)
(Supplementary Table S5). Interestingly, out of the 893

1http://verjolab.usp.br

lincRNAs, a total of 524 are novel androgen-stimulated
lincRNAs identified in our study (Table 1). In addition, several
known androgen-stimulated protein-coding genes such as
FASN, NDRG1, PSA, TMPRSS2, KLK2, and KLK4 (Yang
et al., 2013) were significantly and highly activated when we
compared stimuli and control conditions; also, lincRNAs that
were described in the literature as up-regulated by androgen,
such as PCAT18 (Crea et al., 2014), or down-regulated by
androgen, such as PCAT29 and DRAIC (Sakurai et al., 2015),
were confirmed here, thus attesting to an overall accuracy of
our RNA-Seq experiments. Among the lincRNAs detected by
RNA-seq as differentially expressed with androgen we selected
four to be further confirmed by RT–qPCR; these four were
among the lincRNAs also detected as up-regulated in the patient
tumor samples (see below). All of them showed an androgen-
induced 1.8–3.8-fold increase in expression (Supplementary
Figure S1).

We conducted a gene set enrichment analysis (GSEA) with
the protein-coding genes detected as expressed in our RNA-seq
assay. Briefly, a rank-ordered list was generated for all protein-
coding genes, comparing androgen treatment with the control,
and this list was used as input to a pre-ranked GSEA analysis.
As expected, the analysis demonstrated a significant enrichment
(q-value < 0.001) of hallmark genes in androgen response
(Figure 1G) and of genes belonging to the prostate cancer
signature (q-value < 0.02) (Figure 1H); overall, these results
again add confidence to the set of novel lincRNAs identified by
RNA-seq analyses of LNCaP cells upon treatment with androgen
hormone.

LincRNAs in Prostate Cancer
Numerous studies demonstrated that lincRNAs contribute to
cancer development and progression (Huarte and Rinn, 2010;
Beckedorff et al., 2013a). We have re-analyzed a publicly
available prostate cancer RNA-seq dataset (Ren et al., 2012) to
investigate the expression levels in these samples of the lincRNAs
detected here in LNCaP; we mapped the raw RNA-seq data
from paired prostate cancer tumor samples and their matched
non-tumor tissues (Ren et al., 2012) to the human genome

TABLE 1 | Number of novel and previously known lincRNAs expressed in LNCaP cells.

LincRNAs expressed in LNCaP Not responsive Androgen responsive

Up-regulated Down-regulated Total

In the reference 3043 2674 268 101 369

Novel 3979 3455 432 92 524

Total 7022 6129 700 193 893
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(hg19) and calculated the differentially expressed genes between
cancer and normal tissues. From our 7022 LNCaP-expressed
lincRNAs we identified 1281 lincRNAs that were expressed
in at least 75% of the patient cancer samples. From these
1281 lincRNAs, 424 were significantly differentially expressed
in prostate tumor tissue compared with adjacent non-tumor
(418 up-regulated and 6 down-regulated in tumor, Table 2)
(Figure 1I). A detailed list of all 424 lincRNAs is given in
Supplementary Table S6.

We detected PCA3, PVT1, and GAS5 lincRNAs as
differentially expressed genes in the patient cancer samples
compared with adjacent non-tumor tissues; these lincRNAs have
been recently shown to be associated with prostate cancer (Bawa
et al., 2015; Shih et al., 2015). Interestingly, among the 1281
lincRNAs identified as expressed in the patients’ dataset, 157
were responsive to androgen in LNCaP cells (Table 3). Among
them, 67 lincRNAs were differentially expressed in patient tumor
samples compared with non-tumor tissue (Table 3), and the
majority was up-regulated in the tumors (65 out of 67). A total
of 23 of these lincRNAs differentially expressed in patient tumor
samples were novel lincRNAs detected here, and Supplementary
Table S7 gives the list of all 67 lincRNAs. They might be potential
lincRNA candidates to be further explored as possible targets for
treatment of hormone dependent prostate cancer.

Identification of Hundreds of
AR-Associated LincRNAs
To identify lincRNAs that potentially interact with AR and
could mediate the AR gene regulatory programs, we performed
native RNA-binding protein immunoprecipitation (RIP) (Zhao
et al., 2010) of AR with a specific antiAR antibody followed by

RNA-seq of co-immunoprecipitated RNAs. Before sequencing,
we performed control RT-qPCR tests with two lincRNA genes
expected to bind to AR, namely PCGEM1 (Yang et al., 2013)
and eKLK3 (Hsieh et al., 2014) and one negative control, namely
MALAT1 (Yang et al., 2013). Supplementary Figure S2 shows
that the two positive lincRNA controls, PCGEM1 and eKLK3
were detected in the IP fraction, whereas the negative control
MALAT1 was not. After sequencing, mapping to the genome
and counting the reads abundance at each lincRNA locus, and in
order to evaluate the reproducibility of the RIP-Seq experiments,
we calculated the Pearson correlation between the two replicates
and found it to be r = 0.9967 for the antiAR assay and r = 0.9988
for the control non-specific IgG assay.

A total of 619 lincRNAs were identified as significantly
enriched (FDR < 10%, DESeq2) in the anti-Androgen Receptor
(antiAR) fraction in relation to the control fraction (non-specific
IgG), and we named them AR-Associated-lincRNAs (ARA-
lincRNAs) (Figure 2A, green horizontal bar). Among these
ARA-lincRNAs, 267 were novel lincRNAs not present in the
comprehensive reference dataset of public lincRNAs. The list
of 619 ARA-lincRNAs (comprising 1506 transcript isoforms)
is given in Supplementary Table S8 and their sequences in
Supplementary Table S9. The mean length of the ARA-lincRNAs
is 2111 nt (Figure 2B, green) and the average number of exons
per transcript is 1.6 (median 1.0) (Figure 2C, green). To our
knowledge, this is the first report of hundreds of lincRNAs
significantly associated to the AR in the presence of androgen.
All ARA-lincRNAs can be viewed in a custom track at the UCSC
human genome browser2.

2http://verjolab.usp.br

TABLE 2 | LincRNAs differentially expressed in prostate patient tumor samples compared with adjacent non-tumor tissues.

LincRNAs expressed in LNCaP cells and
detected in patient samplesa

No significant differential
expressionb

Differentially expressed in patient tumor
samplesb

Up-regulated Down-regulated Total

In the reference 915 630 280 5 285

Novel 366 227 138 1 139

Total 1281 857 418 6 424

aRe-analysis of raw RNA-seq data from Ren et al. (2012) to include the lincRNAs described in the present work. The number of lincRNAs that were expressed in at least
75% of the patient cancer samples is shown. bComparison of tumor samples with respect to adjacent non-tumor tissue for each of the paired patient samples.

TABLE 3 | Androgen-responsive lincRNAs expressed in prostate patient samples and identification of the ones differentially expressed in tumor.

LincRNAs responsive to androgen in LNCaP
cells, and detected in patient samplesa

No significant differential expressionb Differentially expressed in patient tumor samplesb

Up-regulated Down-regulated Total

In the reference up-regulated by androgen 73 43 29 1 30

In the reference down-regulated by androgen 44 30 13 1 14

Novel up-regulated by androgen 26 13 13 0 13

Novel down-regulated by androgen 14 4 10 0 10

Total 157 90 65 2 67

aRe-analysis of raw RNA-seq data from Ren et al. (2012) to include the lincRNAs described in the present work. The number of lincRNAs that were androgen responsive
in LNCaP and that were expressed in at least 75% of the patient cancer samples is shown. bComparison of tumor samples with respect to adjacent non-tumor tissue in
each of the paired patient samples.
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FIGURE 2 | lincRNAs are associated to the androgen receptor in LNCaP cells. (A) Density distribution of log2 ratio (antiAR/IgG) for the lincRNAs read counts
detected in the RIP-seq assay with antiAR antibody (antiAR) or with control non-immune serum (IgG). RIP-seq assay was performed in duplicate in LNCaP cells
treated for 6 h with 0.1 nM androgen. The curve on the right (over the horizontal green bar) shows the distribution of 619 lincRNAs that were significantly enriched
(FDR < 10%, DESeq2) in the anti-androgen receptor (antiAR) fraction in relation to the control fraction (non-specific IgG), which are the androgen-receptor
associated lincRNAs (ARA-lincRNAs). The curve on the left (over the horizontal black bar) shows distribution of an equivalent set of 619 lincRNAs with log2 ratio
(antiAR/IgG) distributed around zero in the RIP-seq assay, representing lincRNAs non-associated to the androgen receptor (NonA-lincRNAs), which were chosen as
a control group. (B) Box plot of the lengths of ARA-lincRNAs (red) and of NonA-lincRNAs (gray). (C) Box plot of the number of exons of ARA-lincRNAs (red) and of
NonA-lincRNAs (gray). (D) Cumulative distribution of the distance in bases between the lincRNA of the indicated group (ARA-lincRNAs, green or NonA-lincRNAs
gray) and the nearest neighbor protein coding genes in the genome (KS, Kolmogorov–Smirnov test; p-value = 7.74 × 10−10). (E) Protein-coding genes (blue)
neighbor to the 619 ARA-lincRNAs belong to the indicated significantly enriched biological process GO terms. The x-axis shows the enrichment significance [−log10
(p-value), hypergeometric statistical test]; all GO terms have a corrected p-value < 0.05 for the enrichment significance. The sizes of the blue circles are proportional
to the number of protein-coding genes in each enriched term, as indicated in the scale on the upper left corner.
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Assuming that lincRNAs can act in cis, regulating genes
in their neighborhood (Hsieh et al., 2014; Ilott et al., 2014;
Quinn and Chang, 2016), we searched for the expressed protein-
coding gene closest to each ARA-lincRNA (Supplementary Table
S8). Further, in order to identify the chromatin modification
marks with biological relevance in this set of ARA-lincRNAs and
their neighbor protein-coding genes, we defined a control set
of Non-significantly AR-associated lincRNAs (NonA-lincRNAs)
having the same number of elements as the ARA-lincRNAs
set and corresponding to the lincRNAs with log2 (antiAR/IgG)
ratio normally distributed around zero, i.e., lincRNAs that
were equally associated to AR or IgG (Figure 2A, black
horizontal bar) (see section “Materials and Methods”). This
was used as a control set (Supplementary Table S8) in the
comparisons described further below. The mean length of
the NonA-lincRNAs is 1957 nt (Figure 2B, gray) and the
average number of exons per transcript is 1.7 (median 1.0)
(Figure 2C, gray), very similar to the characteristics of the
set of ARA-lincRNAs (see above). In contrast, the median
distance (see dashed line, Figure 2D) between the ARA-
lincRNA and the closest expressed protein coding gene is
21 kb, while for the NonA-lincRNAs the median distance is
significantly longer (p-value = 7.74 × 10−10, Kolmogorov–
Smirnov test), namely 49 kb (Figure 2D, green and gray curves,
respectively).

To validate the RIP-seq results, we performed RIP-qPCR
with a selected set of nine different ARA-lincRNAs (Figure 3),
which were chosen based on their neighbor protein coding
genes (Supplementary Table S8). Selected ARA-lincRNAs are
neighbors of protein-coding genes WDR5, ZNF706, TFRC, and
FLNA, which have been described as up-regulated in prostate
cancer, and of CENPH and RAB11FIP3, which have been
shown to play a role in many other types of cancer. Also
chosen were two randomly selected ARA-lincRNAs that are
neighbors of C1orf174 and GNPTAB, which have not been
related to any cancer, however, they encode proteins that
are shown at The Human Protein Atlas3 as being possible
prognostic markers of a number of cancers (Uhlen et al.,
2017).

We confirmed by RIP-qPCR in LNCaP cells in the presence
of androgen that for each of three different biological replicates
(Figure 3, three individual red lines in each panel), the amount
of lincRNA associated to the antiAR fraction was significantly
higher than that associated to the non-specific IgG control
(Figure 3, red solid lines), even though the absolute value of
the % input of antiAR-associated lincRNA was different for
each biological replicate (each symbol). In LNCaP cells without
androgen (Figure 3, blue lines) there was an important decrease
in the amount of ARA-lincRNA associated to AR for eight
out of the nine lincRNAs tested, with the exception of ARA-
lincRNA_0204.2 (Figure 3, compare blue and red lines), and in
the absence of androgen a significant enrichment was detected
in the antiAR fraction compared with the IgG control for only
three out of the nine ARA-lincRNAs tested (Figure 3, blue solid
lines).

3https://www.proteinatlas.org

Next, we looked for enriched Gene Ontology (GO) terms
among the protein-coding genes that are neighbors to ARA-
lincRNAs, and separately also those that are neighbors to NonA-
lincRNAs. In this analysis, the protein-coding genes neighboring
ARA-lincRNAs exhibited statistically significant (FDR < 5%,
hypergeometric-test) enriched GO terms (Figure 2E), while the
NonA-lincRNAs control group did not show any significantly
enriched term. Protein-coding genes neighbor to ARA-lincRNAs
are enriched for GO terms such as chromatin organization and
cell adhesion, both relevant for prostate cancer development
and maintenance (Mason et al., 2002; Prensner et al., 2013; Gu
et al., 2015). Transcription, DNA-dependent and RNA processing
are also enriched GO terms (Figure 2E) among the protein-
coding genes near ARA-lincRNAs. These terms relate to anabolic
processes preceding cell division, which are increased in cancer
(White, 2005; Lin et al., 2012), and are in line with the role of
androgen in prostate cancer cells.

Epigenetic Profile of ARA-LincRNAs and
Protein-Coding Neighbors
We looked for the presence of a particular epigenetic signature
at the TSS of ARA-lincRNAs and of protein-coding neighbors,
in order to shed light on the possible mechanism by which
the ARA-lincRNAs could affect the expression of neighbor
protein-coding genes. Thus, we selected the 258 ARA-lincRNAs
whose expression was increased upon androgen treatment (as
detected in the RNA-Seq experiment). These ARA-lincRNAs
with androgen-activated expression were further separated
into two groups, the first comprising 177 lincRNAs whose
protein-coding gene neighbors also had their expression
activated by androgen (Figure 4A, upper panel), and the
second having 81 lincRNAs whose neighbor protein-coding
genes had a reduced expression upon androgen treatment
(Figure 4B, upper panel). To characterize this epigenetic
profile, we used 23 public ChIP-seq datasets from LNCaP cells
treated with androgen, comprising the genomic coordinates
for binding sites of several histone marks and transcription
factors, as well as the coordinates of Polymerase II and
DNAseI accessibility (see section “Materials and Methods” and
Supplementary Table S2 for the accession numbers of the
datasets).

We first concentrated the analysis on the set of 177 ARA-
lincRNAs with androgen-activated expression of protein-coding
neighbors. Using a ± 500 bp window centered at the TSS of each
ARA-lincRNA and of the respective neighboring protein-coding
gene, we computed for each ChIP-seq mark the normalized
number of reads inside the TSS regions (Supplementary Figure
S3A). Examples of the distribution of the abundance of different
marks at the TSS of ARA-lincRNAs (Supplementary Figure S4A,
red lines) and of neighbor protein-coding genes (Supplementary
Figure S4B, red lines) can be seen. The top most relevant marks
(as later defined in the machine learning classifier analyses below)
are given as examples for each group. In parallel, the same
analysis was done for the set of NonA-lincRNAs (Supplementary
Figures S4A,B, blue lines).

We used a Random-Forest machine learning algorithm to
identify the epigenetic marks having different abundances
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FIGURE 3 | Validation by RIP-qPCR of a set of ARA-lincRNAs, which were detected in the RIP-seq assay as associated to AR. LNCaP cells treated with 0.1 nM
androgen (red lines) or with vehicle control (blue lines) were assayed as indicated on the x-axis. The amount of the indicated lincRNA that was co-immunoprecipitated
with antiAR antibody or with IgG from non-immunized rabbit (negative control) was measured by RT-qPCR in three different biological replicates (each represented
with a different symbol), and the corresponding points for antiAR and IgG for each replicate are connected with a straight line. The results are shown as % input RNA
(mean ± SEM) of three technical replicates for each individual biological replicate. For the four lincRNA genes in the experiment with androgen whose experimental
points are connected with red dotted lines, the amount of RIP material was only enough for two technical replicates each, and the enrichment t-test was not applied.
Red and blue solid lines = significant difference between antiAR and IgG (p < 0.05); blue dashed lines = non-significant difference, t-test.

that separate ARA-lincRNAs from NonA-lincRNAs, as
schematically described in Supplementary Figures S3B,C
(see also section “Materials and Methods”). The group of
177 ARA-lincRNAs with androgen-activated expression of
the protein-coding neighbors was separated from the NonA-
lincRNAs (control) by the machine learning algorithm with
a mean accuracy score of 0.629 (Supplementary Table S10).
In a similar way, the group of 81 ARA-lincRNAs whose
neighbor protein-coding genes had a reduced expression upon
androgen treatment was separated from the control (NonA-
lincRNAs) with a mean accuracy score of 0.597 (Supplementary
Table S10).

To access the relative relevance among the chromatin mark
features that permitted the separation of ARA-lincRNAs from

NonA-lincRNAs, we ranked the epigenetic marks identified
by the machine learning algorithm according to the Gini
importance score (Gini-index) generated by the Random-
Forest training process (Figures 4A,B). A set of significantly
enriched epigenetic marks were at the top of the rank
when looking at the TSS of ARA-lincRNAs whose neighbor
protein-coding genes had an androgen-induced increase in
expression (Figure 4A, middle panel). A different set of marks
was enriched at the TSS of ARA-lincRNAs whose neighbor
protein-coding genes had an androgen-induced inhibition
of expression (Figure 4B, middle panel). Also, three other
significantly enriched epigenetic marks were found at the TSS
of the neighbor protein-coding genes (Figures 4A,B, bottom
panels).
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FIGURE 4 | Promoter regions at the ARA-lincRNAs and at the neighbor protein-coding genes exhibit a specific epigenetic signature. (A) Enriched epigenetic marks
for the set of ARA-lincRNAs that were neighbors to protein-coding genes whose transcription was activated by androgen. (B) Enriched epigenetic marks for the set

(Continued)
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FIGURE 4 | Continued
of ARA-lincRNAs that were neighbors to protein-coding genes whose transcription was inhibited by androgen. Each panel shows the rank of the top ten most
relevant epigenetic marks at the TSS of genes, which were determined by the Random Forest machine learning classifier algorithm to discriminate between
ARA-lincRNAs and NonA-lincRNAs; these epigenetic marks were ranked based on their discriminatory potential given by the Gini importance score. Up arrow
indicates that the feature is more abundant at the TSS of the ARA-lincRNA (or at the TSS of the protein-coding neighbor) compared with the NonA-lincRNA or the
protein-coding neighbor; down arrow indicates that the feature is less abundant at the TSS of the ARA-lincRNA (or at the TSS of the protein-coding neighbor)
compared with the NonA-lincRNA or the protein-coding neighbor. Colored arrows indicate that the epigenetic mark enrichment was statistically significant; the
statistical significance threshold (dashed line) of the Gini importance score was determined by shuffling the feature vectors between the ARA- and NonA-lincRNAs in
a bootstrap procedure (see section “Materials and Methods”). (C) Distribution of the log2 ratio (androgen/vehicle) in the RNA-seq experiment for protein-coding
genes with androgen-activated transcription that are neighbors to ARA-lincRNAs (green points, n = 167) compared with protein-coding genes that are neighbors to
NonA-lincRNAs (black points, n = 145). All ARA-lincRNAs and NonA-lincRNAs that have a Pol II epigenetic mark at their TSS were included in this analysis. The
statistical significance (p < 0.05) of the difference between the average expressions (black horizontal lines) of the two groups was computed using a t-test.
(D) Distribution of the log2 ratio (androgen/vehicle) in the RNA-seq experiment for protein-coding genes with androgen-inhibited transcription that are neighbors to
ARA-lincRNAs (green points, n = 75) compared with protein-coding genes that are neighbors to NonA-lincRNAs (black points, n = 67). No statistical difference
between the average expressions (black horizontal lines) of the two groups was detected.

It is noteworthy that PolII and DNAseI accessibility marks
were significantly more abundant at the TSS of ARA-
lincRNAs compared with NonA-lincRNAs, for ARA-lincRNAs
with neighbor protein-coding genes with activated or inhibited
expression upon androgen stimulation (Figures 4A,B, middle
panels). The H3K27ac mark, an important mark present in
active enhancers (Creyghton et al., 2010) and the H4K5ac
mark, important for the post-mitotic gene activation (Zhao
et al., 2011), were enriched at the TSS of ARA-lincRNAs that
have protein-coding gene neighbors with androgen-activated
transcription (Figure 4A, middle panel). In contrast, the ARA-
lincRNAs that have protein-coding gene neighbors with inhibited
transcription upon androgen addition showed an enrichment of
the H2A.Z histone variant at their TSS (Figure 4B, middle panel).
The H2A.Z histone variant acts establishing and maintaining
the interaction between enhancer and promoters, in addition
to Polymerase II recruitment to eRNAs transcribed regions
(Brunelle et al., 2015). Interestingly, H2A.Z was also enriched
at the TSS of protein-coding genes with androgen-activated
transcription (Figure 4A, bottom panel).

For those protein-coding gene neighbors of ARA-lincRNAs
whose expression was inhibited upon androgen treatment, we
found at their TSS a decrease in abundance of the AR co-
activators WDR5 and NKX3-1 compared with the protein-coding
gene neighbors of NonA-lincRNAs (Figure 4B, bottom panel).
Both proteins are important drivers of the proliferation process
and cell survival triggered by androgen stimulus (Tan et al., 2012;
Kim et al., 2014).

These characteristic epigenetic profiles identified here at
the TSS of ARA-lincRNAs and neighbor protein-coding genes
suggest that elements associated with chromatin and the
chromatin accessibility itself can contribute to the fine-tuning of
AR regulation of expression when the receptor is associated to
lincRNAs.

Protein-Coding Genes Have Their
Expression Affected by the Presence of
Neighbor AR-Associated LincRNAs
In order to look for evidence that the presence of ARA-lincRNAs
and their characteristic epigenetic signature at the TSS could
modify the expression of the neighbor protein-coding genes, we

picked all ARA-lincRNAs and NonA-lincRNAs that have RNA
PolII signal at their TSS. We compared the expression levels of
the protein-coding genes whose transcription had been activated
by androgen and are neighbors to these ARA-lincRNAs or NonA-
lincRNAs.

We detected that the protein-coding genes with androgen-
activated transcription that are neighbors to ARA-lincRNAs
have a higher average expression ratio (p-value < 0.05, t-test)
(Figure 4C, green points) when compared with the control
group comprising the protein-coding genes that are neighbors
to NonA-lincRNAs (Figure 4C, black points). These results
show that in LNCaP cells, the presence of ARA-lincRNAs could
enhance the change in expression of neighbor protein-coding
genes induced by androgen, causing an enhanced androgen-
activated expression. ARA-lincRNAs transcription and binding
to AR could direct the remodeling of epigenetic marks at
these loci; alternatively, we cannot rule out the possibility
that pre-existing epigenetic marks and chromatin structure
could be exploited by ARA-lincRNAs that are transcribed
at these loci, in order to fine-tune the androgen-activated
expression.

When the expression of the protein-coding genes that had
androgen-inhibited transcription was analyzed, the average
expression ratio was lower for the neighbors of ARA-
lincRNAs (Figure 4D, green points), when compared with
the control group, comprising the protein-coding genes that
are neighbors of NonA-lincRNAs (Figure 4D, black points),
however, the difference in the average expressions ratios
was not statistically significant, possibly related to the fact
that this analysis included a small set of only 81 ARA-
lincRNAs whose neighbor protein-coding genes have a reduced
expression, compared with the 171 ARA-lincRNAs in the
androgen-activated set.

Chromatin Profile Inside Topologically
Associating Domains Are Modified by
the Presence of ARA-LincRNAs
In order to take into account the influence of the genomic
architecture on the chromatin profile in the neighborhood of
ARA-lincRNAs, we used public data of LNCaP TADs (Taberlay
et al., 2016). We cataloged all TADs containing at least one of
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FIGURE 5 | Topologically associating domains containing ARA-lincRNAs are
enriched with a set of epigenetic marks in LNCaP cells. Box plots with peak
counts (Y-axis) for a group of epigenetic marks that are present in TADs
containing ARA-lincRNAs (green boxes) or containing NonA-lincRNAs (gray
boxes). Only the marks with a significant difference (one-sided t-test,
p < 0.05) between the two groups are shown.

those lincRNAs (Figure 5, upper scheme) by cross-matching
the genomic TAD coordinates with the genomic coordinates
of all androgen-activated ARA- and NonA-lincRNAs. Next, we

computed the number of significantly enriched epigenetic marks,
available in the public ChIP-Seq datasets for LNCaP cells (see
section “Materials and Methods”) that were present in the TADs
containing ARA-lincRNAs or NonA-lincRNAs and compared the
two sets. We found a significantly higher (p-value < 0.05, t-test)
average abundance of the H3K27ac, H4K5ac, LSD1, H3K4me1,
and H3K36me3 epigenetic marks in TADs containing ARA-
lincRNAs compared with TADs containing NonA-lincRNAs
(Figure 5).

Transcription Start Sites of
ARA-LincRNAs Show an Active
Enhancer Profile
To gain further insight into the possible ARA-lincRNAs
epigenetic similarity with enhancers, we used the ratio between
H3K27ac and H3K27me3 marks at their TSS to investigate if
ARA-lincRNA promoters were similar to poised or to active
enhancers (Heinz et al., 2015). The cumulative distribution of the
log2 ratio (H3K27ac/H3K27me3) indicated that ARA-lincRNA
promoters exhibited an H3K27ac/H3K27me3 ratio significantly
higher (KS-test, p < 0.05) than NonA-lincRNA promoters
(Figure 6A), and therefore the promoters of ARA-lincRNAs in
LNCaP cells are more similar to active enhancers than those of
NonA-lincRNAs.

Because the expression of lincRNAs with enhancer signature
at promoters is known to have a higher correlation with
neighbor genes than genes with non-enhancer signature (Ilott
et al., 2014; Mao et al., 2015), and considering that ARA-
lincRNAs have characteristics of active enhancers, we decided
to investigate the correlation between the expression fold-
change of ARA- or NonA-lincRNAs and the fold-change of
the neighbor protein-coding genes upon androgen stimulation.
We included in the analysis different threshold values for the
abundance of the canonical enhancer marks H3K4me1 and
H3K27ac at their promoters (varying from RPKM > 0.5 to
>2.0) (Figure 6B). For all groups tested we found a significant
(p-value < 0.05) correlation of expression fold-change between
ARA-lincRNAs and their closest protein-coding gene neighbor.
The correlation coefficient increased from ρ = 0.17 to ρ = 0.58
(Figure 6B, green) when the analysis was performed with
increasingly more restricted sets of genes comprising ARA-
lincRNAs with a more stringent canonical enhancer signature,
i.e., with more abundant H3K4me1 and H3K27ac marks at
their promoters. This effect was not observed when the same
approach was applied to NonA-lincRNAs (Figure 6B, gray).
This result shows that the cis-regulatory potential of enhancer-
like lincRNAs in LNCaP cells stimulated with androgen is
higher for lincRNAs associated to the AR compared with non-
associated.

LNCaP Cell TADs Containing
ARA-LincRNAs Have Protein-Coding
Genes With Higher Expression Than
Those Containing NonA-lincRNAs
Next, we investigated if the expression of all protein-coding
genes inside TADs containing ARA-lincRNAs was significantly
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FIGURE 6 | Transcription start sites of ARA-lincRNAs have an active enhancer epigenetic profile and ARA-lincRNA expression correlates with that of
the protein-coding gene neighbor. (A) Cumulative distribution of the log2 ratio (H3K27ac/H3K27me3) of active enhancer marks mapped at the ARA-lincRNA promoters

(Continued)
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FIGURE 6 | Continued
(green) and at the NonA-lincRNA promoters (black). ARA-lincRNAs have a significantly higher (one-sided Kolmogorov–Smirnov K-test; p < 0.05) positive log2 ratio
than NonA-lincRNAs. (B) Correlation between androgen-induced expression activation of lincRNAs and of neighbor protein-coding genes. Correlation was
computed for the set of ARA-lincRNAs (green) and for the control set of NonA-lincRNAs (gray). Different, more restricted sets of lincRNA/protein-coding gene pairs
were used, with increasingly more stringent cut-off values for the read-counts of enhancer marks H3K4me1 and H3K27ac at the TSS of the lincRNAs (ranging from
>0.5 to >2.0), as indicated on the x-axis. (C) Box plot of the log2 FPKM in LNCaP cells for all protein-coding genes whose genomic coordinates are inside TADs
that contain ARA-lincRNAs (green) and for all protein-coding genes inside TADs that contain NonA-lincRNAs (gray). The mean FPKMs are significantly different
(one-sided t-test < 0.05) between the two groups, showing that protein-coding genes inside ARA-lincRNA-containing TADs are on average more highly expressed
than those in TADs not containing ARA-lincRNAs. (D) The x-axis shows the distribution of TSS genomic coordinates of ARA-lincRNAs (green) and of NonA-lincRNAs
(gray) relative to the closest TAD border and TAD-center. The ARA-lincRNAs (green) exhibited a significantly (one-sided t-test < 0.05) higher proximity to TAD borders
than NonA-lincRNAs (gray). (E) Box plot of log2 (distance) in bp along the genome between the genomic locations of the indicated epigenetic mark and of the
nearest TSS for either the ARA-lincRNAs (green) or the NonA-lincRNAs (gray) expressed in LNCaP cells. The average distances were significantly different (p < 0.05,
t-test) between the two groups of lincRNAs, for each epigenetic mark shown here.

different from that of all protein-coding genes inside TADs
containing NonA-lincRNAs. Analyzing our RNA-seq data from
LNCaP cells, we found a significantly higher (p-value < 0.05,
t-test) average expression for all protein-coding genes inside
TADs containing ARA-lincRNAs (Figure 6C, green) compared
with all protein-coding genes inside TADs containing NonA-
lincRNAs (Figure 6C, gray).

Together this data show that chromatin has a particular
epigenetic composition inside TADs containing ARA-lincRNAs,
mainly comprising activate enhancer marks, which agree with
a higher average expression of protein-coding genes observed
inside TADs containing ARA-lincRNAs.

Topologically associating domains boundaries are important
chromatin regions flanking TAD elements. These regions have
a small count of contacts with chromatin outside of their TADs
and bind to several architectural protein clusters (Van Bortle
et al., 2014). To examine the possible differential proximity
of ARA-lincRNAs to the TAD boundaries, we calculated the
relative distance of ARA-promoters and NonA-promoters to the
closest TAD border; the dispersion of distances for each group
suggests that ARA-lincRNA promoters (Figure 6D, green) are
significantly closer (p-value < 0.05, one-tail t-test) to TAD-
border regions than NonA-lincRNA promoters (the control
group) (Figure 6D, gray).

Interestingly, we found no difference between the distance of
AR ChIP-seq peaks and the TSS of lincRNAs when ARA- and
NonA-lincRNA groups were compared (Supplementary Figure
S5). This indicates that recruitment of AR to DNA sites is
not strictly dependent on the presence of an ARA-lincRNA
in the vicinity of the AR binding sites on the genome. In
contrast, peaks of MED12, a component of the transcriptional
pre-initiation complex and of AP4 transcription factor, are
localized significantly closer to ARA-lincRNAs than to NonA-
lincRNAs (Figure 6E), indicating a higher density of these
transcriptional regulators at loci enriched with ARA-lincRNAs
compared with loci with NonA-lincRNAs, and suggesting that
ARA-lincRNAs might act as scaffolds. In fact, a large number of
histone marks were localized closer to ARA-lincRNA promoters
than to NonA-lincRNA promoters (e.g., H3K4me3, H3K36me3,
H3T11P and H3K4me3) (Figure 6E); also, marks representing
enhancer signatures (H3K27ac and H3K4me2) are distributed
more frequently in closer vicinity to ARA-lincRNAs than to
NonA-lincRNAs (Figure 6E).

DISCUSSION

Characterization of lncRNAs is continuously being expanded,
thus increasing our understanding of the biological relevance of
each of the mammalian lncRNAs for diverse cellular mechanisms
(St Laurent et al., 2015; Engreitz et al., 2016). LncRNAs are
typically expressed in more restricted tissue patterns, and these
features are consistent with their role as modular epigenetic
regulators (Deveson et al., 2017). In this context, our work has
focused on using deep-coverage RNA-seq for characterization of
the lincRNAs complement in prostate cancer cells in the presence
of androgen. We found 3979 novel lincRNAs not present in
the human lincRNAs comprehensive reference transcriptome,
which amounts to 57% of 7022 lincRNAs detected as expressed
in LNCaP cells.

It has been show that the androgen hormone affects the
expression of intronic antisense lncRNAs (Louro et al., 2007) and
enhancer eRNAs (Hsieh et al., 2014). Here we provide the first
extensive identification of 893 androgen-responsive lincRNAs in
LNCaP cells. The majority of these lincRNAs (78%) were up-
regulated by androgen, indicating an increased participation of
lincRNAs in the androgen-controlled gene regulation program in
LNCaP cells, compared with cells in the absence of androgen.
Interestingly, 59% of these 893 androgen-controlled lincRNAs
are novel lincRNAs identified in our study, and not previously
listed in the comprehensive reference human lincRNAs datasets,
which is consistent with the fact that lincRNAs generally play a
role as specialized tissue-specific gene regulators in eukaryotes
(Ulitsky and Bartel, 2013). In addition to the novel lincRNAs, our
dataset of androgen-responsive lincRNAs included some of the
previously known androgen-regulated lincRNAs such as PCAT18
(Crea et al., 2014) and DRAIC/PCAT29 (Sakurai et al., 2015).
Moreover, we found a significant overlap between our list of
androgen-responsive protein-coding genes and the known gene
signature of hallmark genes in androgen response (Liberzon et al.,
2015), which attests to the good gene coverage of our RNA-seq
assay.

Interestingly, a total of 424 lincRNAs were detected as
significantly differentially expressed in at least 75% of the patient
cancer samples compared with adjacent non-tumor (Figure 1I),
when we re-analyzed the prostate cancer data from Ren et al.
(2012). This number is higher than the 137 lncRNAs that were
found in the original publication to be differentially expressed
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in at least 50% of prostate cancers (Ren et al., 2012). This
higher number of lncRNAs detected in the same samples is
probably due to the use of a comprehensive reference set of
lncRNAs, now including a set of prostate specific lincRNAs. In
fact, among the 424 lincRNAs differentially expressed in the
patient tumor samples compared with non-tumor samples, a total
of 139 were novel lincRNAs identified here, and not present in the
comprehensive list of lincRNAs in the public domain. This result
points to the importance of characterizing lincRNAs involved in
prostate tumor biology, and further studies may contribute to the
definition of a robust, comprehensive signature of lincRNAs in
this type of cancer, eventually permitting to define the degree
of pathology of a given patient sample or to predict tumor
recurrence after prostatectomy (Mortensen et al., 2015; Albitar
et al., 2016).

It has been well documented that lncRNAs exert their
regulatory functions by associating to a number of protein
complexes (Khalil and Rinn, 2011), especially those that
are involved in editing, reading and remodeling chromatin
(Beckedorff et al., 2013b; Simon et al., 2013; Yang et al., 2015).
In this context, little is known about the interaction of lncRNAs
with transcription factors, especially in such complex regulatory
events as the gene activation program induced by the AR
transcription factor in LNCaP cells. Two lncRNAs, PRNCR1 and
PCGEM1 were shown to bind to AR (Yang et al., 2013), although
this result has been challenged (Prensner et al., 2014). The work
of Hsieh et al. (2014) is an example of an enhancer lincRNA
(eRNA), the monoexonic eKLK3 that physically associates to the
AR and regulates its neighbor PSA and KLK2 protein-coding
genes in the genome (Hsieh et al., 2014), opening the possibility
that other eRNAs and lincRNAs might bind to AR and participate
in the regulation of protein-coding gene expression induced by
androgen.

The AR protein is comprised of stably folded globular
domains in the C-terminal region, involved in hormone and
DNA binding, and extensive regions with physical-chemical
characteristics of intrinsically disordered proteins (IDPs) at
its N-terminal domain (NTD) (McEwan, 2012). Intrinsically
disordered regions (IDRs) can serve as the structural basis for
hub protein promiscuity, promoting the ability of one IDP-hub
to interact with many binding partners. Recently, using protein-
RNA photocrosslinking and mass spectrometry on embryonic
stem cell nuclei, the RNA-binding regions in ∼800 known
and previously unknown RBPs were identified, many of which
are transcriptional regulators and chromatin modifiers (Albitar
et al., 2016); several protein domains previously unknown to
function in RNA recognition, located in intrinsically disordered
regions were detected, suggesting that many functional protein-
RNA contacts remain unexplored (Castello et al., 2016). Also,
it has been shown in HeLa cells that among the 1,174
RNA-binding sites within RBPs, nearly half of the sites map
to intrinsically disordered regions, uncovering unstructured
domains as prevalent partners in protein-RNA interactions
(Castello et al., 2016). The AR-NTD has the propensity to
change from an intrinsically disordered state to an a-helical
conformation in response to a natural osmolyte or a co-
regulatory binding partner (McEwan, 2012). It is known that

AR binds to HOTAIR lincRNA, blocking AR interaction with
the E3 ubiquitin ligase MDM2 (Zhang et al., 2015). Our work
points to 619 androgen-responsive lincRNAs with enhancer-like
characteristics that are significantly associated to AR (ARA-
lincRNAs), of which 267 are novel lincRNAs detected for the
first time in LNCaP cells; we speculate that these ARA-lincRNAs
might be another yet uncharacterized set of binders of the AR-
NTD intrinsically disordered region, exerting a co-regulatory
function along with AR-NTD protein binding partners. The
ARA-lincRNAs should be the first candidates to be explored as
possible regulators of AR-induced transcriptional activation of
protein-coding genes in their genomic neighborhood.

Based on the fact that the regulatory function of lincRNAs is
frequently associated with the cis regulation of neighbor protein-
coding genes (Marques et al., 2013; Hsieh et al., 2014; Ilott et al.,
2014; Quinn and Chang, 2016), we related each of the ARA-
lincRNAs with its neighbor protein-coding gene and found that
the latter genes are enriched in GO functional categories, such as
chromatin organization, cell adhesion, DNA transcription, and
RNA processing. This suggests that in LNCaP cells these ARA-
lincRNA/protein-coding gene pairs could participate in such
cellular processes in response to androgen stimulation.

Those ARA-lincRNAs that have neighbor genes whose
expression was increased in LNCaP upon androgen stimulation
were enriched at their promoter regions with the H3K27ac
histone mark, which is a mark present in active enhancer
elements (Creyghton et al., 2010), when compared with the
promoter regions of NonA-lincRNAs. In fact, lincRNAs with
enhancer-like promoter regions have been described in other cell
types, and the expression of these lincRNAs has been correlated
with the expression regulation of their neighbor protein-coding
genes (Marques et al., 2013; Ilott et al., 2014; Brazão et al., 2016).
In this respect, it has recently been pointed out that in seven
tested cell lines, the only histone mark consistently enriched at
active lincRNA promoters compared with mRNAs was H3K9me3
(Mele et al., 2017); interestingly, a closer inspection of the data
(Mele et al., 2017) shows that the H3K27ac mark is also enriched
at active lincRNA promoters in two of the cell lines, and equally
abundant at lincRNA and mRNA promoters in other two cell
lines tested.

The ARA-lincRNAs are polyadenylated RNAs, most of them
are un-spliced (median 1.0 exons) with an average 2.1 kb length.
These are features that are common to known enhancers, which
are typically un-spliced and either short (1–3 kb), bidirectional,
and non-polyadenylated, or long (>3 kb), unidirectional, and
can be polyadenylated or non-polyadenylated (Darrow and
Chadwick, 2013).

It is known that besides promoting increased transcription of
a number of target genes, AR can cause transcriptional repression
of a set of genes (Prescott et al., 2007; Grosse et al., 2012),
and the balance between AR activating and repressive functions
is essential for maintaining prostate homeostasis (Zhao et al.,
2012). The WDR5 and NKX3.1 transcription factors operate
synergistically with AR to activate the androgen-regulated
program (Gurel et al., 2010; Kim et al., 2014), and notably, the
promoter regions of protein-coding genes whose transcription
was repressed by androgen and were neighbors to ARA-lincRNAs
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had a decrease in the abundance of transcription factors WDR5
and NKX3.1, when compared with the promoters of protein-
coding genes adjacent to NonA-lincRNAs. Nevertheless, the
association of ARA-lincRNAs and androgen-mediated gene
repression was not significant compared with control NonA-
lincRNAs, suggesting that if the mechanism of repression
should involve ARA-lincRNAs and depletion of WDR5 and
NKX3.1, it would not be the only mechanism, and other factors
should function as well for androgen-mediated gene repression
independent of ARA-lincRNAs.

Chromatin architecture in eukaryotes is highly complex, and
chromosome looping results in partitioning the genome into
contact domains, which are associated with distinct patterns of
histone marks (Rao et al., 2014), and define what are often called
TADs (Dixon et al., 2012). TAD boundaries are enriched for
the insulator protein CTCF (Dixon et al., 2012). Amaral et al.
(2018) described a new class of lncRNAs, the topologically anchor
point RNAs (tapRNAs), which are enriched at TAD boundaries,
regulate developmental genes in cis and are related with the
metastatic phenotype of cancer cells in vitro. Interestingly, we
found that ARA-lincRNAs have a tendency to localize closer to
the boundaries of a TAD, suggesting that they may participate
in the protein complex that defines and maintains the border
structural organization. We also found that protein-coding genes
localized within a given TAD containing ARA-lincRNAs were
more highly androgen-responsive than those within TADs not
containing ARA-lincRNAs, which suggests that the tight and
more frequent contact of regulatory elements within a TAD
sub-compartment (Bonev and Cavalli, 2016) could spread the
effect of the ARA-lincRNA to all elements inside that TAD.
Accordingly, we found that TADs containing ARA-lincRNAs
are more highly enriched in histone marks H3K27ac, H4K5ac,
H3K4me1, and H3K36me3, all of them related to gene expression
activation, when compared with the abundance of these marks
in TADs not containing ARA-lincRNAs. Also, TADs containing
ARA-lincRNAs showed a higher occupancy of LSD1 histone
demethylase when compared with TADs not containing ARA-
lincRNAs. It is known that LSD1 co-localizes with AR to
demethylate H3K9 and de-repress AR target genes (Metzger et al.,
2005) and that LSD1 binds to lincRNAs such as HOTAIR (Tsai
et al., 2010). Our data suggest that the interaction between ARA-
lincRNAs and AR may favor the co-localization of LSD1 and AR
at the TADs where ARA-lincRNAs are transcribed.

Enhancer RNAs typically promote the engagement of
transcription factors and bridging factors such as the Mediator

and WDR5 complexes, where the activating RNAs direct the
recruitment of specific complexes to target loci and modulate
chromatin architecture, leading to transcriptional activation
of the target genes (Orom and Shiekhattar, 2013). Overall,
the ARA-lincRNAs described in the present work seem to
act as cis-regulatory RNA enhancers that may cooperate with
AR to control the androgen regulatory program of prostate
cells. Further investigation of the molecular mechanisms
involved with such interplay between lincRNAs and AR is
warranted.

AUTHOR CONTRIBUTIONS

FB, LdS, and SV-A conceived and designed the experiments
and wrote the paper. FB, MA, AA, VM, and AV performed the
experiments. FB and LdS analyzed the data. ER, JS, and SV-A
contributed reagents/materials/analysis tools.

FUNDING

This work was supported by the Fundação de Amparo à Pesquisa
do Estado de São Paulo (FAPESP) grant number 2014/03620-2
to SV-A. FB, AA, and AV received fellowships from FAPESP.
LdS and VM received fellowships from Conselho Nacional de
Desenvolvimento Científico e Tecnológico (CNPq). JS and SV-A
received established investigator fellowship awards from CNPq.

ACKNOWLEDGMENTS

We would like to thank Bianca Dazzani for her technical
assistance with the cell line cultures. We thank Dr. Arul
Chinnaiyan, University of Michigan, for sharing the BED12 file
of PCAT lincRNAs and Dr. David S. Pires for formatting and
handling the customer tracks at our University cloud computer
web server.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fgene.
2018.00132/full#supplementary-material

REFERENCES
Albitar, M., Ma, W., Lund, L., Albitar, F., Diep, K., Fritsche, H. A., et al. (2016).

Predicting prostate biopsy results using a panel of plasma and urine biomarkers
combined in a scoring system. J. Cancer 7, 297–303. doi: 10.7150/jca.12771

Amaral, P. P., Leonardi, T., Han, N., Viré, E., Gascoigne, D. K., Arias-Carrasco, R.,
et al. (2018). Genomic positional conservation identifies topological anchor
point RNAs linked to developmental loci. Genome Biol. 19:32. doi: 10.1186/
s13059-018-1405-5

Anders, S., Mccarthy, D. J., Chen, Y., Okoniewski, M., Smyth, G. K., Huber, W.,
et al. (2013). Count-based differential expression analysis of RNA sequencing

data using R and Bioconductor. Nat. Protoc. 8, 1765–1786. doi: 10.1038/nprot.
2013.099

Anders, S., Pyl, P. T., and Huber, W. (2015). HTSeq–a Python framework
to work with high-throughput sequencing data. Bioinformatics 31, 166–169.
doi: 10.1093/bioinformatics/btu638

Bawa, P., Zackaria, S., Verma, M., Gupta, S., Srivatsan, R., Chaudhary, B., et al.
(2015). Integrative analysis of normal long intergenic non-coding RNAs in
prostate cancer. PLoS One 10:e0122143. doi: 10.1371/journal.pone.0122143

Beckedorff, F. C., Amaral, M. S., Deocesano-Pereira, C., and Verjovski-Almeida, S.
(2013a). Long non-coding RNAs and their implications in cancer epigenetics.
Biosci. Rep. 33:e00061. doi: 10.1042/BSR20130054

Frontiers in Genetics | www.frontiersin.org 18 April 2018 | Volume 9 | Article 132

https://www.frontiersin.org/articles/10.3389/fgene.2018.00132/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fgene.2018.00132/full#supplementary-material
https://doi.org/10.7150/jca.12771
https://doi.org/10.1186/s13059-018-1405-5
https://doi.org/10.1186/s13059-018-1405-5
https://doi.org/10.1038/nprot.2013.099
https://doi.org/10.1038/nprot.2013.099
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1371/journal.pone.0122143
https://doi.org/10.1042/BSR20130054
https://www.frontiersin.org/journals/genetics/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles


fgene-09-00132 April 23, 2018 Time: 14:58 # 19

daSilva et al. Androgen Receptor-Associated LincRNAs

Beckedorff, F. C., Ayupe, A. C., Crocci-Souza, R., Amaral, M. S., Nakaya, H. I.,
Soltys, D. T., et al. (2013b). The intronic long noncoding RNA ANRASSF1
recruits PRC2 to the RASSF1A promoter, reducing the expression of RASSF1A
and increasing cell proliferation. PLoS Genet. 9:e1003705. doi: 10.1371/journal.
pgen.1003705

Bolger, A. M., Lohse, M., and Usadel, B. (2014). Trimmomatic: a flexible
trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120.
doi: 10.1093/bioinformatics/btu170

Bonev, B., and Cavalli, G. (2016). Organization and function of the 3D genome.
Nat. Rev. Genet. 17, 661–678. doi: 10.1038/nrg.2016.112

Bose, D. A., Donahue, G., Reinberg, D., Shiekhattar, R., Bonasio, R., and
Berger, S. L. (2017). RNA binding to CBP stimulates histone acetylation and
transcription. Cell 168, 135–149.e122. doi: 10.1016/j.cell.2016.12.020

Brazão, T. F., Johnson, J. S., Müller, J., Heger, A., Ponting, C. P., and Tybulewicz,
V. L. J. (2016). Long noncoding RNAs in B-cell development and activation.
Blood 128, e10–e19. doi: 10.1182/blood-2015-11-680843

Brunelle, M., Nordell Markovits, A., Rodrigue, S., Lupien, M., Jacques, P. E., and
Gevry, N. (2015). The histone variant H2A.Z is an important regulator of
enhancer activity. Nucleic Acids Res. 43, 9742–9756. doi: 10.1093/nar/gkv825

Cabili, M. N., Trapnell, C., Goff, L., Koziol, M., Tazon-Vega, B., Regev, A., et al.
(2011). Integrative annotation of human large intergenic noncoding RNAs
reveals global properties and specific subclasses. Genes Dev. 25, 1915–1927.
doi: 10.1101/gad.17446611

Castello, A., Fischer, B., Frese, C. K., Horos, R., Alleaume, A. M., Foehr, S., et al.
(2016). Comprehensive identification of RNA-binding domains in human cells.
Mol. Cell 63, 696–710. doi: 10.1016/j.molcel.2016.06.029

Conley, A. B., and Jordan, I. K. (2012). Epigenetic regulation of human cis-
natural antisense transcripts. Nucleic Acids Res. 40, 1438–1445. doi: 10.1093/
nar/gkr1010

Cook, K. B., Hughes, T. R., and Morris, Q. D. (2015). High-throughput
characterization of protein-RNA interactions. Brief. Funct. Genomics 14, 74–89.
doi: 10.1093/bfgp/elu047

Crea, F., Watahiki, A., Quagliata, L., Xue, H., Pikor, L., Parolia, A., et al. (2014).
Identification of a long non-coding RNA as a novel biomarker and potential
therapeutic target for metastatic prostate cancer. Oncotarget 5, 764–774.
doi: 10.18632/oncotarget.1769

Creyghton, M. P., Cheng, A. W., Welstead, G. G., Kooistra, T., Carey, B. W., Steine,
E. J., et al. (2010). Histone H3K27ac separates active from poised enhancers and
predicts developmental state. Proc. Natl. Acad. Sci. U.S.A. 107, 21931–21936.
doi: 10.1073/pnas.1016071107

Darrow, E. M., and Chadwick, B. P. (2013). Boosting transcription by transcription:
enhancer-associated transcripts. Chromosome Res. 21, 713–724. doi: 10.1007/
s10577-013-9384-6

Decker, K. F., Zheng, D., He, Y., Bowman, T., Edwards, J. R., and Jia, L. (2012).
Persistent androgen receptor-mediated transcription in castration-resistant
prostate cancer under androgen-deprived conditions. Nucleic Acids Res. 40,
10765–10779. doi: 10.1093/nar/gks888

Derrien, T., Johnson, R., Bussotti, G., Tanzer, A., Djebali, S., Tilgner, H., et al.
(2012). The GENCODE v7 catalog of human long noncoding RNAs: analysis
of their gene structure, evolution, and expression. Genome Res. 22, 1775–1789.
doi: 10.1101/gr.132159.111

Deveson, I. W., Hardwick, S. A., Mercer, T. R., and Mattick, J. S. (2017).
The dimensions, dynamics, and relevance of the mammalian noncoding
transcriptome. Trends Genet. 33, 464–478. doi: 10.1016/j.tig.2017.
04.004

Dixon, J. R., Selvaraj, S., Yue, F., Kim, A., Li, Y., Shen, Y., et al. (2012).
Topological domains in mammalian genomes identified by analysis
of chromatin interactions. Nature 485, 376–380. doi: 10.1038/nature
11082

Engreitz, J. M., Haines, J. E., Perez, E. M., Munson, G., Chen, J., Kane, M., et al.
(2016). Local regulation of gene expression by lncRNA promoters, transcription
and splicing. Nature 539, 452–455. doi: 10.1038/nature20149

Feng, J., Bi, C., Clark, B. S., Mady, R., Shah, P., and Kohtz, J. D. (2006). The
Evf-2 noncoding RNA is transcribed from the Dlx-5/6 ultraconserved region
and functions as a Dlx-2 transcriptional coactivator. Genes Dev. 20, 1470–1484.
doi: 10.1101/gad.1416106

Ferre, F., Colantoni, A., and Helmer-Citterich, M. (2016). Revealing protein-
lncRNA interaction. Brief. Bioinform. 17, 106–116. doi: 10.1093/bib/bbv031

Franke, M., Ibrahim, D. M., Andrey, G., Schwarzer, W., Heinrich, V., Schopflin, R.,
et al. (2016). Formation of new chromatin domains determines pathogenicity
of genomic duplications. Nature 538, 265–269. doi: 10.1038/nature
19800

Fushiki, T. (2011). Estimation of prediction error by using K-fold cross-validation.
Stat. Comput. 21, 137–146. doi: 10.1007/s11222-009-9153-8

Grosse, A., Bartsch, S., and Baniahmad, A. (2012). Androgen receptor-mediated
gene repression. Mol. Cell. Endocrinol. 352, 46–56. doi: 10.1016/j.mce.2011.
06.032

Gu, L., Frommel, S. C., Oakes, C. C., Simon, R., Grupp, K., Gerig, C. Y., et al.
(2015). BAZ2A (TIP5) is involved in epigenetic alterations in prostate cancer
and its overexpression predicts disease recurrence. Nat. Genet. 47, 22–30.
doi: 10.1038/ng.3165

Gurel, B., Ali, T. Z., Montgomery, E. A., Begum, S., Hicks, J., Goggins, M., et al.
(2010). NKX3.1 as a marker of prostatic origin in metastatic tumors. Am. J.
Surg. Pathol. 34, 1097–1105. doi: 10.1097/PAS.0b013e3181e6cbf3

Guttman, M., Amit, I., Garber, M., French, C., Lin, M. F., Feldser, D., et al.
(2009). Chromatin signature reveals over a thousand highly conserved large
non-coding RNAs in mammals. Nature 458, 223–227. doi: 10.1038/nature
07672

Hangauer, M. J., Vaughn, I. W., and Mcmanus, M. T. (2013). Pervasive
transcription of the human genome produces thousands of previously
unidentified long intergenic noncoding RNAs. PLoS Genet. 9:e1003569.
doi: 10.1371/journal.pgen.1003569

Harrow, J., Frankish, A., Gonzalez, J. M., Tapanari, E., Diekhans, M.,
Kokocinski, F., et al. (2012). GENCODE: the reference human genome
annotation for The ENCODE Project. Genome Res. 22, 1760–1774. doi: 10.1101/
gr.135350.111

He, B., Lanz, R. B., Fiskus, W., Geng, C., Yi, P., Hartig, S. M., et al. (2014). GATA2
facilitates steroid receptor coactivator recruitment to the androgen receptor
complex. Proc. Natl. Acad. Sci. U.S.A. 111, 18261–18266. doi: 10.1073/pnas.
1421415111

Heinz, S., Benner, C., Spann, N., Bertolino, E., Lin, Y. C., Laslo, P., et al. (2010).
Simple combinations of lineage-determining transcription factors prime cis-
regulatory elements required for macrophage and B cell identities. Mol. Cell 38,
576–589. doi: 10.1016/j.molcel.2010.05.004

Heinz, S., Romanoski, C. E., Benner, C., and Glass, C. K. (2015). The selection and
function of cell type-specific enhancers. Nat. Rev. Mol. Cell Biol. 16, 144–154.
doi: 10.1038/nrm3949

Hsieh, C. L., Fei, T., Chen, Y., Li, T., Gao, Y., Wang, X., et al. (2014). Enhancer
RNAs participate in androgen receptor-driven looping that selectively enhances
gene activation. Proc. Natl. Acad. Sci. U.S.A. 111, 7319–7324. doi: 10.1073/pnas.
1324151111

Huang, D. W., Sherman, B. T., Tan, Q., Collins, J. R., Alvord, W. G., Roayaei, J.,
et al. (2007). The DAVID gene functional classification tool: a novel biological
module-centric algorithm to functionally analyze large gene lists. Genome Biol.
8:R183. doi: 10.1186/gb-2007-8-9-r183

Huarte, M., and Rinn, J. L. (2010). Large non-coding RNAs: missing links in
cancer? Hum. Mol. Genet. 19, R152–R161. doi: 10.1093/hmg/ddq353

Ilott, N. E., Heward, J. A., Roux, B., Tsitsiou, E., Fenwick, P. S., Lenzi, L.,
et al. (2014). Long non-coding RNAs and enhancer RNAs regulate the
lipopolysaccharide-induced inflammatory response in human monocytes. Nat.
Commun. 5:3979. doi: 10.1038/ncomms4979

Kapranov, P., St Laurent, G., Raz, T., Ozsolak, F., Reynolds, C. P., Sorensen, P. H.,
et al. (2010). The majority of total nuclear-encoded non-ribosomal RNA in a
human cell is ‘dark matter’ un-annotated RNA. BMC Biol. 8:149. doi: 10.1186/
1741-7007-8-149

Khalil, A. M., and Rinn, J. L. (2011). RNA–protein interactions in human health
and disease. Semin. Cell Dev. Biol. 22, 359–365. doi: 10.1016/j.semcdb.2011.
02.016

Kim, D., Pertea, G., Trapnell, C., Pimentel, H., Kelley, R., and Salzberg, S. L. (2013).
TopHat2: accurate alignment of transcriptomes in the presence of insertions,
deletions and gene fusions. Genome Biol. 14:R36. doi: 10.1186/gb-2013-14
-4-r36

Kim, J. Y., Banerjee, T., Vinckevicius, A., Luo, Q., Parker, J. B., Baker, M. R., et al.
(2014). A role for WDR5 in integrating threonine 11 phosphorylation to lysine
4 methylation on histone H3 during androgen signaling and in prostate cancer.
Mol. Cell 54, 613–625. doi: 10.1016/j.molcel.2014.03.043

Frontiers in Genetics | www.frontiersin.org 19 April 2018 | Volume 9 | Article 132

https://doi.org/10.1371/journal.pgen.1003705
https://doi.org/10.1371/journal.pgen.1003705
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1038/nrg.2016.112
https://doi.org/10.1016/j.cell.2016.12.020
https://doi.org/10.1182/blood-2015-11-680843
https://doi.org/10.1093/nar/gkv825
https://doi.org/10.1101/gad.17446611
https://doi.org/10.1016/j.molcel.2016.06.029
https://doi.org/10.1093/nar/gkr1010
https://doi.org/10.1093/nar/gkr1010
https://doi.org/10.1093/bfgp/elu047
https://doi.org/10.18632/oncotarget.1769
https://doi.org/10.1073/pnas.1016071107
https://doi.org/10.1007/s10577-013-9384-6
https://doi.org/10.1007/s10577-013-9384-6
https://doi.org/10.1093/nar/gks888
https://doi.org/10.1101/gr.132159.111
https://doi.org/10.1016/j.tig.2017.04.004
https://doi.org/10.1016/j.tig.2017.04.004
https://doi.org/10.1038/nature11082
https://doi.org/10.1038/nature11082
https://doi.org/10.1038/nature20149
https://doi.org/10.1101/gad.1416106
https://doi.org/10.1093/bib/bbv031
https://doi.org/10.1038/nature19800
https://doi.org/10.1038/nature19800
https://doi.org/10.1007/s11222-009-9153-8
https://doi.org/10.1016/j.mce.2011.06.032
https://doi.org/10.1016/j.mce.2011.06.032
https://doi.org/10.1038/ng.3165
https://doi.org/10.1097/PAS.0b013e3181e6cbf3
https://doi.org/10.1038/nature07672
https://doi.org/10.1038/nature07672
https://doi.org/10.1371/journal.pgen.1003569
https://doi.org/10.1101/gr.135350.111
https://doi.org/10.1101/gr.135350.111
https://doi.org/10.1073/pnas.1421415111
https://doi.org/10.1073/pnas.1421415111
https://doi.org/10.1016/j.molcel.2010.05.004
https://doi.org/10.1038/nrm3949
https://doi.org/10.1073/pnas.1324151111
https://doi.org/10.1073/pnas.1324151111
https://doi.org/10.1186/gb-2007-8-9-r183
https://doi.org/10.1093/hmg/ddq353
https://doi.org/10.1038/ncomms4979
https://doi.org/10.1186/1741-7007-8-149
https://doi.org/10.1186/1741-7007-8-149
https://doi.org/10.1016/j.semcdb.2011.02.016
https://doi.org/10.1016/j.semcdb.2011.02.016
https://doi.org/10.1186/gb-2013-14-4-r36
https://doi.org/10.1186/gb-2013-14-4-r36
https://doi.org/10.1016/j.molcel.2014.03.043
https://www.frontiersin.org/journals/genetics/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles


fgene-09-00132 April 23, 2018 Time: 14:58 # 20

daSilva et al. Androgen Receptor-Associated LincRNAs

Kong, L., Zhang, Y., Ye, Z. Q., Liu, X. Q., Zhao, S. Q., Wei, L., et al. (2007). CPC:
assess the protein-coding potential of transcripts using sequence features and
support vector machine. Nucleic Acids Res. 35, W345–W349. doi: 10.1093/nar/
gkm391

Langmead, B., and Salzberg, S. L. (2012). Fast gapped-read alignment with Bowtie
2. Nat. Methods 9, 357–359. doi: 10.1038/nmeth.1923

Le, T. B., Imakaev, M. V., Mirny, L. A., and Laub, M. T. (2013). High-resolution
mapping of the spatial organization of a bacterial chromosome. Science 342,
731–734. doi: 10.1126/science.1242059

Liberzon, A., Birger, C., Thorvaldsdottir, H., Ghandi, M., Mesirov, J. P., and
Tamayo, P. (2015). The molecular signatures database (MSigDB) hallmark gene
set collection. Cell Syst. 1, 417–425. doi: 10.1016/j.cels.2015.12.004

Licatalosi, D. D., Mele, A., Fak, J. J., Ule, J., Kayikci, M., Chi, S. W., et al. (2008).
HITS-CLIP yields genome-wide insights into brain alternative RNA processing.
Nature 456, 464–469. doi: 10.1038/nature07488

Lin, C. Y., Lovén, J., Rahl, P. B., Paranal, R. M., Burge, C. B., Bradner, J. E., et al.
(2012). Transcriptional amplification in tumor cells with elevated c-Myc. Cell
151, 56–67. doi: 10.1016/j.cell.2012.08.026

Louro, R., Nakaya, H. I., Amaral, P. P., Festa, F., Sogayar, M. C., Da Silva, A. M.,
et al. (2007). Androgen responsive intronic non-coding RNAs. BMC Biol. 5:4.
doi: 10.1186/1741-7007-5-4

Love, M. I., Huber, W., and Anders, S. (2014). Moderated estimation of fold
change and dispersion for RNA-seq data with DESeq2. Genome Biol. 15:550.
doi: 10.1186/s13059-014-0550-8

Luo, Z., Rhie, S. K., Lay, F. D., and Farnham, P. J. (2017). A prostate cancer risk
element functions as a repressive loop that regulates HOXA13. Cell Rep. 21,
1411–1417. doi: 10.1016/j.celrep.2017.10.048

Mao, A. P., Shen, J., and Zuo, Z. (2015). Expression and regulation of long
noncoding RNAs in TLR4 signaling in mouse macrophages. BMC Genomics
16:45. doi: 10.1186/s12864-015-1270-5

Marques, A. C., Hughes, J., Graham, B., Kowalczyk, M. S., Higgs, D. R., and
Ponting, C. P. (2013). Chromatin signatures at transcriptional start sites
separate two equally populated yet distinct classes of intergenic long noncoding
RNAs. Genome Biol. 14:R131. doi: 10.1186/gb-2013-14-11-r131

Mason, M. D., Davies, G., and Jiang, W. G. (2002). Cell adhesion molecules and
adhesion abnormalities in prostate cancer. Crit. Rev. Oncol. Hematol. 41, 11–28.
doi: 10.1016/S1040-8428(01)00171-8

McEwan, I. J. (2012). Intrinsic disorder in the androgen receptor: identification,
characterisation and drugability. Mol. Biosyst. 8, 82–90. doi: 10.1039/
c1mb05249g

Mele, M., Mattioli, K., Mallard, W., Shechner, D. M., Gerhardinger, C., and Rinn,
J. L. (2017). Chromatin environment, transcriptional regulation, and splicing
distinguish lincRNAs and mRNAs. Genome Res. 27, 27–37. doi: 10.1101/gr.
214205.116

Metzger, E., Willmann, D., Mcmillan, J., Forne, I., Metzger, P., Gerhardt, S., et al.
(2016). Assembly of methylated KDM1A and CHD1 drives androgen receptor-
dependent transcription and translocation. Nat. Struct. Mol. Biol. 23, 132–139.
doi: 10.1038/nsmb.3153

Metzger, E., Wissmann, M., Yin, N., Müller, J. M., Schneider, R., Peters,
A. H. F. M., et al. (2005). LSD1 demethylates repressive histone marks
to promote androgen-receptor-dependent transcription. Nature 437, 25–28.
doi: 10.1038/nature04020

Mortensen, M. M., Høyer, S., Lynnerup, A.-S., Ørntoft, T. F., Sørensen, K. D.,
Borre, M., et al. (2015). Expression profiling of prostate cancer tissue delineates
genes associated with recurrence after prostatectomy. Sci. Rep. 5:16018.
doi: 10.1038/srep16018

Nakaya, H. I., Amaral, P. P., Louro, R., Lopes, A., Fachel, A. A., Moreira, Y. B.,
et al. (2007). Genome mapping and expression analyses of human intronic
noncoding RNAs reveal tissue-specific patterns and enrichment in genes related
to regulation of transcription. Genome Biol. 8:R43. doi: 10.1186/gb-2007-8-
3-r43

Ni, L., Llewellyn, R., Kesler, C. T., Kelley, J. B., Spencer, A., Snow, C. J., et al. (2013).
Androgen induces a switch from cytoplasmic retention to nuclear import of the
androgen receptor. Mol. Cell. Biol. 33, 4766–4778. doi: 10.1128/MCB.00647-13

Orom, U. A., Derrien, T., Beringer, M., Gumireddy, K., Gardini, A., Bussotti, G.,
et al. (2010). Long noncoding RNAs with enhancer-like function in human cells.
Cell 143, 46–58. doi: 10.1016/j.cell.2010.09.001

Orom, U. A., and Shiekhattar, R. (2013). Long noncoding RNAs usher in a new era
in the biology of enhancers. Cell 154, 1190–1193. doi: 10.1016/j.cell.2013.08.028

Pedregosa, F., Varoquaux, G., Gramfort, A., Michel, V., Thirion, B., Grisel, O.,
et al. (2012). Scikit-learn: machine learning in python. J. Mach. Learn. Res. 12,
2825–2830.

Prensner, J. R., Iyer, M. K., Balbin, O. A., Dhanasekaran, S. M., Cao, Q., Brenner,
J. C., et al. (2011). Transcriptome sequencing across a prostate cancer cohort
identifies PCAT-1, an unannotated lincRNA implicated in disease progression.
Nat. Biotechnol. 29, 742–749. doi: 10.1038/nbt.1914

Prensner, J. R., Iyer, M. K., Sahu, A., Asangani, I. A., Cao, Q., Patel, L., et al. (2013).
The long noncoding RNA SChLAP1 promotes aggressive prostate cancer and
antagonizes the SWI/SNF complex. Nat. Genet. 45, 1392–1398. doi: 10.1038/ng.
2771

Prensner, J. R., Sahu, A., Iyer, M. K., Malik, R., Chandler, B., Asangani, I. A., et al.
(2014). The IncRNAs PCGEM1 and PRNCR1 are not implicated in castration
resistant prostate cancer. Oncotarget 5, 1434–1438. doi: 10.18632/oncotarget.
1846

Prescott, J., Jariwala, U., Jia, L., Cogan, J. P., Barski, A., Pregizer, S., et al. (2007).
Androgen receptor-mediated repression of novel target genes. Prostate 67,
1371–1383. doi: 10.1002/pros.20623

Quinlan, A. R., and Hall, I. M. (2010). BEDTools: a flexible suite of utilities
for comparing genomic features. Bioinformatics 26, 841–842. doi: 10.1093/
bioinformatics/btq033

Quinn, J. J., and Chang, H. Y. (2016). Unique features of long non-coding RNA
biogenesis and function. Nat. Publ. Group 17, 47–62. doi: 10.1038/nrg.2015.10

Rao, S. S., Huntley, M. H., Durand, N. C., Stamenova, E. K., Bochkov, I. D.,
Robinson, J. T., et al. (2014). A 3D map of the human genome at kilobase
resolution reveals principles of chromatin looping. Cell 159, 1665–1680.
doi: 10.1016/j.cell.2014.11.021

Ren, S., Peng, Z., Mao, J. H., Yu, Y., Yin, C., Gao, X., et al. (2012). RNA-seq analysis
of prostate cancer in the Chinese population identifies recurrent gene fusions,
cancer-associated long noncoding RNAs and aberrant alternative splicings. Cell
Res. 22, 806–821. doi: 10.1038/cr.2012.30

Rupaimoole, R., Lee, J., Haemmerle, M., Ling, H., Previs, R. A., Pradeep, S.,
et al. (2015). Long noncoding RNA ceruloplasmin promotes cancer growth by
altering glycolysis. Cell Rep. 13, 2395–2402. doi: 10.1016/j.celrep.2015.11.047

Sakurai, K., Reon, B. J., Anaya, J., and Dutta, A. (2015). The lncRNA
DRAIC/PCAT29 locus constitutes a tumor-suppressive nexus. Mol. Cancer Res.
13, 828–838. doi: 10.1158/1541-7786.MCR-15-0016-T

Shih, J. W., Wang, L. Y., Hung, C. L., Kung, H. J., and Hsieh, C. L. (2015). Non-
coding RNAs in castration-resistant prostate cancer: regulation of androgen
receptor signaling and cancer metabolism. Int. J. Mol. Sci. 16, 28943–28978.
doi: 10.3390/ijms161226138

Simon, M. D., Pinter, S. F., Fang, R., Sarma, K., Rutenberg-Schoenberg, M.,
Bowman, S. K., et al. (2013). High-resolution Xist binding maps reveal two-
step spreading during X-chromosome inactivation. Nature 504, 465–469.
doi: 10.1038/nature12719

Smith, E. M., Lajoie, B. R., Jain, G., and Dekker, J. (2016). Invariant TAD boundaries
constrain cell-type-specific looping interactions between promoters and distal
elements around the CFTR locus. Am. J. Hum. Genet. 98, 185–201. doi: 10.1016/
j.ajhg.2015.12.002

Soh, Y. Q. S., Mikedis, M. M., Kojima, M., Godfrey, A. K., De Rooij, D. G., and
Page, D. C. (2017). Meioc maintains an extended meiotic prophase I in mice.
PLoS Genet. 13:e1006704. doi: 10.1371/journal.pgen.1006704

St Laurent, G., Wahlestedt, C., and Kapranov, P. (2015). The landscape of long
noncoding RNA classification. Trends Genet. 31, 239–251. doi: 10.1016/j.tig.
2015.03.007

Subramanian, A., Tamayo, P., Mootha, V. K., Mukherjee, S., Ebert, B. L., Gillette,
M. A., et al. (2005). Gene set enrichment analysis: a knowledge-based approach
for interpreting genome-wide expression profiles. Proc. Natl. Acad. Sci. U.S.A.
102, 15545–15550. doi: 10.1073/pnas.0506580102

Taberlay, P. C., Achinger-Kawecka, J., Lun, A. T., Buske, F. A., Sabir, K., Gould,
C. M., et al. (2016). Three-dimensional disorganization of the cancer genome
occurs coincident with long-range genetic and epigenetic alterations. Genome
Res. 26, 719–731. doi: 10.1101/gr.201517.115

Takayama, K., Suzuki, T., Tsutsumi, S., Fujimura, T., Urano, T., Takahashi, S., et al.
(2015). RUNX1, an androgen- and EZH2-regulated gene, has differential roles

Frontiers in Genetics | www.frontiersin.org 20 April 2018 | Volume 9 | Article 132

https://doi.org/10.1093/nar/gkm391
https://doi.org/10.1093/nar/gkm391
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.1126/science.1242059
https://doi.org/10.1016/j.cels.2015.12.004
https://doi.org/10.1038/nature07488
https://doi.org/10.1016/j.cell.2012.08.026
https://doi.org/10.1186/1741-7007-5-4
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1016/j.celrep.2017.10.048
https://doi.org/10.1186/s12864-015-1270-5
https://doi.org/10.1186/gb-2013-14-11-r131
https://doi.org/10.1016/S1040-8428(01)00171-8
https://doi.org/10.1039/c1mb05249g
https://doi.org/10.1039/c1mb05249g
https://doi.org/10.1101/gr.214205.116
https://doi.org/10.1101/gr.214205.116
https://doi.org/10.1038/nsmb.3153
https://doi.org/10.1038/nature04020
https://doi.org/10.1038/srep16018
https://doi.org/10.1186/gb-2007-8-3-r43
https://doi.org/10.1186/gb-2007-8-3-r43
https://doi.org/10.1128/MCB.00647-13
https://doi.org/10.1016/j.cell.2010.09.001
https://doi.org/10.1016/j.cell.2013.08.028
https://doi.org/10.1038/nbt.1914
https://doi.org/10.1038/ng.2771
https://doi.org/10.1038/ng.2771
https://doi.org/10.18632/oncotarget.1846
https://doi.org/10.18632/oncotarget.1846
https://doi.org/10.1002/pros.20623
https://doi.org/10.1093/bioinformatics/btq033
https://doi.org/10.1093/bioinformatics/btq033
https://doi.org/10.1038/nrg.2015.10
https://doi.org/10.1016/j.cell.2014.11.021
https://doi.org/10.1038/cr.2012.30
https://doi.org/10.1016/j.celrep.2015.11.047
https://doi.org/10.1158/1541-7786.MCR-15-0016-T
https://doi.org/10.3390/ijms161226138
https://doi.org/10.1038/nature12719
https://doi.org/10.1016/j.ajhg.2015.12.002
https://doi.org/10.1016/j.ajhg.2015.12.002
https://doi.org/10.1371/journal.pgen.1006704
https://doi.org/10.1016/j.tig.2015.03.007
https://doi.org/10.1016/j.tig.2015.03.007
https://doi.org/10.1073/pnas.0506580102
https://doi.org/10.1101/gr.201517.115
https://www.frontiersin.org/journals/genetics/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles


fgene-09-00132 April 23, 2018 Time: 14:58 # 21

daSilva et al. Androgen Receptor-Associated LincRNAs

in AR-dependent and -independent prostate cancer. Oncotarget 6, 2263–2276.
doi: 10.18632/oncotarget.2949

Tan, P. Y., Chang, C. W., Chng, K. R., Wansa, K. D., Sung, W. K., and Cheung, E.
(2012). Integration of regulatory networks by NKX3-1 promotes androgen-
dependent prostate cancer survival. Mol. Cell. Biol. 32, 399–414. doi: 10.1128/
MCB.05958-11

Taslim, C., Chen, Z., Huang, K., Huang, T. H., Wang, Q., and Lin, S. (2012).
Integrated analysis identifies a class of androgen-responsive genes regulated by
short combinatorial long-range mechanism facilitated by CTCF. Nucleic Acids
Res. 40, 4754–4764. doi: 10.1093/nar/gks139

Trapnell, C., Hendrickson, D. G., Sauvageau, M., Goff, L., Rinn, J. L., and
Pachter, L. (2013). Differential analysis of gene regulation at transcript
resolution with RNA-seq. Nat. Biotechnol. 31, 46–53. doi: 10.1038/nbt.
2450

Tsai, M.-C., Manor, O., Wan, Y., Mosammaparast, N., Wang, J. K., Lan, F.,
et al. (2010). Long noncoding RNA as modular scaffold of histone
modification complexes. Science 329, 689–693. doi: 10.1126/science.119
2002

Uhlen, M., Zhang, C., Lee, S., Sjostedt, E., Fagerberg, L., Bidkhori, G., et al. (2017).
A pathology atlas of the human cancer transcriptome. Science 357:eaan2507.
doi: 10.1126/science.aan2507

Ulitsky, I., and Bartel, D. P. (2013). lincRNAs: genomics. evolution, and
mechanisms. Cell 154, 26–46. doi: 10.1016/j.cell.2013.06.020

Van Bortle, K., Nichols, M. H., Li, L., Ong, C. T., Takenaka, N., Qin, Z. S., et al.
(2014). Insulator function and topological domain border strength scale with
architectural protein occupancy. Genome Biol. 15:R82. doi: 10.1186/gb-2014-
15-5-r82

Wang, D., Garcia-Bassets, I., Benner, C., Li, W., Su, X., Zhou, Y., et al. (2011).
Reprogramming transcription by distinct classes of enhancers functionally
defined by eRNA. Nature 474, 390–394. doi: 10.1038/nature10006

White, R. J. (2005). RNA polymerases I and III, growth control and cancer. Nat.
Rev. Mol. Cell Biol. 6, 69–78. doi: 10.1038/nrm1551

Yang, F., Deng, X., Ma, W., Berletch, J. B., Rabaia, N., Wei, G., et al. (2015).
The lncRNA Firre anchors the inactive X chromosome to the nucleolus by

binding CTCF and maintains H3K27me3 methylation. Genome Biol. 16:52.
doi: 10.1186/s13059-015-0618-0

Yang, L., Lin, C., Jin, C., Yang, J. C., Tanasa, B., Li, W., et al. (2013). lncRNA-
dependent mechanisms of androgen-receptor-regulated gene activation
programs. Nature 500, 598–602. doi: 10.1038/nature12451

Zhang, A., Zhao, J. C., Kim, J., Fong, K. W., Yang, Y. A., Chakravarti, D.,
et al. (2015). LncRNA HOTAIR enhances the androgen-receptor-mediated
transcriptional program and drives castration-resistant prostate cancer. Cell
Rep. 13, 209–221. doi: 10.1016/j.celrep.2015.08.069

Zhang, Z., Chang, C. W., Goh, W. L., Sung, W. K., and Cheung, E. (2011).
CENTDIST: discovery of co-associated factors by motif distribution. Nucleic
Acids Res. 39, W391–W399. doi: 10.1093/nar/gkr387

Zhao, J., Ohsumi, T. K., Kung, J. T., Ogawa, Y., Grau, D. J., Sarma, K., et al. (2010).
Genome-wide identification of polycomb-associated RNAs by RIP-seq. Mol.
Cell 40, 939–953. doi: 10.1016/j.molcel.2010.12.011

Zhao, J. C., Yu, J., Runkle, C., Wu, L., Hu, M., Wu, D., et al. (2012). Cooperation
between Polycomb and androgen receptor during oncogenic transformation.
Genome Res. 22, 322–331. doi: 10.1101/gr.131508.111

Zhao, R., Nakamura, T., Fu, Y., Lazar, Z., and Spector, D. L. (2011). Gene
bookmarking accelerates the kinetics of post-mitotic transcriptional
re-activation. Nat. Cell Biol. 13, 1295–1304. doi: 10.1038/ncb
2341

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

Copyright © 2018 daSilva, Beckedorff, Ayupe, Amaral, Mesel, Videira, Reis, Setubal
and Verjovski-Almeida. This is an open-access article distributed under the terms
of the Creative Commons Attribution License (CC BY). The use, distribution or
reproduction in other forums is permitted, provided the original author(s) and the
copyright owner are credited and that the original publication in this journal is cited,
in accordance with accepted academic practice. No use, distribution or reproduction
is permitted which does not comply with these terms.

Frontiers in Genetics | www.frontiersin.org 21 April 2018 | Volume 9 | Article 132

https://doi.org/10.18632/oncotarget.2949
https://doi.org/10.1128/MCB.05958-11
https://doi.org/10.1128/MCB.05958-11
https://doi.org/10.1093/nar/gks139
https://doi.org/10.1038/nbt.2450
https://doi.org/10.1038/nbt.2450
https://doi.org/10.1126/science.1192002
https://doi.org/10.1126/science.1192002
https://doi.org/10.1126/science.aan2507
https://doi.org/10.1016/j.cell.2013.06.020
https://doi.org/10.1186/gb-2014-15-5-r82
https://doi.org/10.1186/gb-2014-15-5-r82
https://doi.org/10.1038/nature10006
https://doi.org/10.1038/nrm1551
https://doi.org/10.1186/s13059-015-0618-0
https://doi.org/10.1038/nature12451
https://doi.org/10.1016/j.celrep.2015.08.069
https://doi.org/10.1093/nar/gkr387
https://doi.org/10.1016/j.molcel.2010.12.011
https://doi.org/10.1101/gr.131508.111
https://doi.org/10.1038/ncb2341
https://doi.org/10.1038/ncb2341
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/genetics/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles

	Chromatin Landscape Distinguishes the Genomic Loci of Hundreds of Androgen-Receptor-Associated LincRNAs From the Loci of Non-associated LincRNAs
	Introduction
	Materials and Methods
	Cell Lines
	Reverse Transcription and Quantitative Real-Time PCR (RT-qPCR)
	Native RNA-Binding Protein Immunoprecipitation (RIP)
	RNA Extraction Preparation for Next-Generation Sequencing
	RNA-Seq Data Assembly and Analysis
	Novel LncRNAs Discovery
	Gene Set Enrichment Analysis (GSEA)
	DESeq2 Analysis of RIP-Seq Data and Identification of LincRNAs Associatedto AR
	Definition of a Set of LincRNAs Non-associated to AR
	ARA-LincRNAs Neighborhood Analysis
	ChIP-Seq and DNAseI Datasets
	Random Forest Analysis
	Topological Associating Domains Analysis

	Results
	Deep RNA Sequencing Reveals the Expression of Thousands of Novel LincRNAs in Prostate
	Androgen Induced Widespread Changes in LincRNAs Expression
	LincRNAs in Prostate Cancer
	Identification of Hundreds of AR-Associated LincRNAs
	Epigenetic Profile of ARA-LincRNAs and Protein-Coding Neighbors
	Protein-Coding Genes Have Their Expression Affected by the Presence of Neighbor AR-Associated LincRNAs
	Chromatin Profile Inside Topologically Associating Domains Are Modified by the Presence of ARA-LincRNAs
	Transcription Start Sites of ARA-LincRNAs Show an Active Enhancer Profile
	LNCaP Cell TADs Containing ARA-LincRNAs Have Protein-Coding Genes With Higher Expression Than Those Containing NonA-lincRNAs

	Discussion
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


