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Abstract: Glioblastoma is a severe type of brain tumor with a poor prognosis and few therapy options.
Temozolomide (TMZ) is one of these options, however, with limited success, and failure is mainly
due to tumor resistance. In this work, genome-wide CRISPR-Cas9 lentiviral screen libraries for
gene knockout or activation were transduced in the human glioblastoma cell line, aiming to identify
genes that modulate TMZ resistance. The sgRNAs enriched in both libraries in surviving cells after
TMZ treatment were identified by next-generation sequencing (NGS). Pathway analyses of gene
candidates on knockout screening revealed several enriched pathways, including the mismatch
repair and the Sonic Hedgehog pathways. Silencing three genes ranked on the top 10 list (MSH2,
PTCH2, and CLCA2) confirm cell protection from TMZ-induced death. In addition, a CRISPR
activation library revealed that NRF2 and Wnt pathways are involved in TMZ resistance. Consistently,
overexpression of FZD6, CTNNB1, or NRF2 genes significantly increased cell survival upon TMZ
treatment. Moreover, NRF2 and related genes detected in this screen presented a robust negative
correlation with glioblastoma patient survival rates. Finally, several gene candidates from knockout
or activation screening are targetable by inhibitors or small molecules, and some of them have already
been used in the clinic.
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1. Introduction

Glioma is the most common primary cancer of the central nervous system, and approximately
half of the patients present the most aggressive form of the disease, glioblastoma multiform [1,2].
Current standard-of-care includes surgery for tumor resection, radiotherapy, and concomitant adjuvant
chemotherapy, but this has not resulted in significant improvements in survival outcomes, and patient
prognosis remains dismal with a median survival rate of 15 months [3].

The alkylating agent temozolomide (TMZ) has received attention for being one of a few orally
administered antitumor drugs and for its ability to easily cross the blood-brain barrier [4,5]. Thus,
after FDA approval in 2005, TMZ became the first-line drug therapy to treat glioblastoma [6]. This drug
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acts by inducing several types of DNA lesions through methylation. One particular type of lesion known
as O6-methylguanine (O6meG) is especially harmful to the cells. This lesion can be directly repaired by
a suicide enzyme known as MGMT (O-6-methylguanine-DNA methyltransferase), which removes
the methyl group of the DNA base and transfers it to its cysteine residue [1]. However, if such a
lesion is not repaired, it can originate a DNA mismatch (O6meG:T) upon replication. Importantly,
the DNA mismatch can be recognized by mismatch repair (MMR) pathway that removes a patch of the
newly synthesized strand, leaving O6meG into the original strand, leading in turn to another O6meG:T
mismatch. This process of recognition, removal, and misincorporation of thymine occurs on S phase of
cell cycle and can lead to replication fork collapse, and, as a consequence, cell death induction.

However, glioblastoma resistance towards TMZ-induced cell death severely limits the drug’s
long-term efficacy. Several TMZ resistance mechanisms were described, but many more remain to
be uncovered [7,8]. Hence, to develop glioblastoma therapies of clinical relevance, it is imperative
to understand better the mechanisms of TMZ resistance and design novel combination therapies to
increase efficacy and prevent tumor recurrence.

Anticancer drug resistance is a multifactorial phenomenon that may include: decreased drug
uptake, increased drug efflux, enhanced drug detoxification, enhanced DNA repair capacity, molecular
alterations of drug targets, and epigenetic changes [9]. Thus, a full understanding of TMZ resistance,
associated with approaches to overcome it, is urgent and necessary to improve the efficacy of
therapy protocols.

Comprehensive approaches (such as genome-wide screening) are required to understand the
elements that lead to drug resistance. The conventional way to identify and validate drug-resistant genes
classifies them in two groups: loss-of-function (e.g., RNAi) and gain-of-function (e.g., cDNA-based
over-expression). Although these approaches have played essential roles in many significant discoveries
in cancer biology over the past decades, they have some crucial limitations. cDNA-based expression
systems may bring to supraphysiological levels of gene expression, causing artifact effects on cell
biological processes [10]. Moreover, knockdown of a gene of mRNA levels by RNAi is incomplete,
and the remaining mRNA molecules may still play a functional role, preventing identification of targets
that require mRNA complete inactivation [11].

Thus, a high-throughput approach, which pinpoints most of the mechanisms involved, requires
a significantly different methodology. Recently, CRISPR-Cas9 knockout (CRISPRKO) and CRISPR
activation (CRISPRa) sgRNA libraries have made the entire genome amenable for loss-of-function
and gain-of-function screens [12]. Due to its simplicity and efficiency, CRISPR functional screens
have rapidly been adopted in various contexts and can revolutionize drug discovery and therapy [13].
This novel type of genomic screening has been applied in several tumor cell lines to identify essential
genes or genes involved in drug response [14–16].

Using CRISPRKO and CRISPRa screens, several novel gene candidates and cellular pathways were
identified and validated as related to drug resistance in human glioblastoma cells. U138MG glioma
cells were transduced with CRISPR libraries and treated with sub-lethal doses of TMZ for two weeks.
Next-generation sequencing (NGS) uncovered genes enriched after depletion or activation upon
selection of resistant cells to TMZ treatment. Data analyses revealed two lists of genes whose absence or
activation contributed to TMZ resistance. Notably, besides detecting expected hits, several novel genes
and cellular pathways—such as circadian rhythm and Wnt pathways—were identified in the CRISPRKO
and CRISPRa libraries. Some of these genes were tested and confirmed their protective action to TMZ,
thus revealing potential novel mechanisms of glioma cell resistance to this chemotherapeutic agent.

2. Materials and Methods

2.1. Cell Lines and Culture Conditions

Human glioblastoma cell line U138MG was kindly provided by Prof. Bernd Kaina, Mainz University,
Germany. U138MG was routinely grown in DMEM (Invitrogen, Life Technologies, Carlsbad, CA, USA),



Cells 2020, 9, 2573 3 of 17

supplemented with 10% fetal calf serum (FCS; Cultilab, Campinas, SP, Brazil) and 1% antibiotic at
37 ◦C in a humidified, 5% CO2 atmosphere.

2.2. Pooled Genome-Wide CRISPR Screen

Genome-scale CRISPR knockout library preparation and lentivirus production Genome-scale
Human CRISPR Knock-Out (GeCKO) (1000000048; Addgene, Watertown, MA, USA) library and Human
CRISPR activation library (SAM) (1000000057 Addgene) were amplified using Endura electrocompetent
Escherichia coli cells (60242; Lucigen, Middleton, WI, USA). To prepare lentiviral particles, the plasmids
of the CRISPR libraries were co-transfected with plasmids pMD2.G (Addgene, cat. no. 12259)
and psPAX2 (Addgene, cat. no. 12260) into HEK 293T cells. Lentiviral were harvested 72 h later,
concentrated by ultracentrifugation at 19,600 rpm for 2 h at 4 ◦C, resuspended in DMEM, and stored
at −80 ◦C. U138MG-Cas9, and U138MG-VP64/P65 cells were infected with lentiviral libraries pooled
GeCKO v2 and SAM libraries, respectively, at a multiplicity of infection of 0.3. After 5 days of puromycin
(GeCKO v2) or zeocin (SAM) selection, 5 × 107 cells were treated with 0.2% DMSO (vehicle) or 100 µM
TMZ for an additional 2 weeks. PCR was performed on genomic DNA to construct sequencing libraries
with each containing around 300 µg DNA each. High Fidelity Q5 polymerase (New England Biolabs,
Ipswich, MA, USA) was used to amplify the sgRNA cassette from the isolated genomic DNA templates.
PCR amplicons were gel-purified and subjected to next-generation sequencing using NextSeq 500
(Illumina, San Diego, CA, USA). The experiments were independently performed twice. Each library
was sequenced at around 10–20 million reads to achieve 100× average coverage over the CRISPR library.

2.3. Computational Analysis of the Screens

The CRISPR/Cas9 screening data were processed and analyzed using the MAGeCK-VISPR
algorithm. The MAGeCK-VISPR collected read counts of all sgRNAs in all conditions from fastq files,
and then normalized the read counts of control and treatment conditions using median normalization.
MAGeCK-VISPR built a linear model to estimate the variance of sgRNA read counts, evaluated the
sgRNA abundance changes between control and treatment conditions, and assigned a p value using the
negative binomial. Finally, the selection of genes is evaluated from the rankings of sgRNAs (by their
p values). A detailed description of the MAGeCK algorithm can be found in the original study [17].

2.4. Cell Survival Measurement

In a 12 multi-well plate, 2 × 104 cells were plated and the next day treated with increasing doses
of TMZ for 72 h. After that, the cells were washed with phosphate-buffered saline (PBS) followed
by incubation with the XTT reagent kit as recommended by the manufacturer’s instructions (Roche,
Basel, Switzerland).

2.5. Gene Silencing

The esiRNA (40 nM final concentrations) targeting human MHS2, CLCA2, PTCH2, and EGFP—as
control—were purchased from Sigma Aldrich (Saint Louis, MO, USA). Transfections were performed
using Lipofectamine RNAiMAX Reagent (Invitrogen) following the manufacturer’s instructions.
siRNAs were incubated for 24 h prior to TMZ treatment.

2.6. Establishing Cell Line Overexpression Target Genes

Lentivirus containing cDNA NFR2, FZD6, and CTNNβ1 were purchased from Vector Builder.
The plasmids of interest were co-transfected with three auxiliary plasmids into HEK 293FT cells using
the polyethyleneimine (PEI) transfection method. The recombinant lentivirus was individually used to
transduce U138MG, followed by puromycin selection, resulting in cells stable-expressing NRF2, FZD6,
CTNNβ1, or with an empty vector (as control).
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2.7. Real-Time PCR

Total RNA was extracted using PureLink RNA Mini kit (Invitrogen), following the manufacturer’s
protocol. After DNase (Promega, Madison, WI, USA) treatment, cDNA was prepared using a High
Capacity cDNA Reverse Transcription kit (Applied Biosystems, Life Technologies, California, CA, USA).
Real-time quantitative PCR (RT-PCR) determined gene expression. Briefly, 3 µL of diluted cDNA,
6 µL of SYBR green master mix, 0.5 µL of 10 mM forward and reverse primers, and nuclease-free
water were used in a combined total volume of 12 mL for each reaction. RT-PCR was carried out
using the 7500 Real-Time PCR System (Applied Biosystems). The relative expression levels of the
genes of interest were calculated using the relative standard curve method, based on the individual
RT-PCR primer efficiencies, and the quantified values were normalized against the housekeeping gene
encoding GAPDH.

2.8. Cell Migration

The cell migration assay was performed as previously described [18]. Briefly, migratory ability of
U138MG cells was assessed using a transwell chamber (6.5 mm insert diameter, 8 µm pore size) placed
in 24-well culture plates. U138MG overexpressing either FZD6, CTNNβ1, or transduced with control
vector (5 × 104 per well) were suspended in 10% FCS DMEM and seeded to the upper chambers of
the transwell plates, and the lower chambers were filled with 1 mL of DMEM containing 20% FCS.
Following 36 h of incubation at 37 ◦C, cells located on the upper membranes were removed with Q-tips,
and the cells that migrated through membranes were fixed with 95% methanol and stained with 0.1%
crystal violet solution for 15 min. Images of the stained cells that migrated to the lower sides of the
filter were captured with an inverted microscope.

2.9. Bioinformatics

To assess the relationship between NRF2 target genes expression and patients’ risk/survival in
different human glioblastoma samples, the SurvExpress tool (28) was used. The SurvExpress database
comprises microarray gene expression and matched clinical data of several tumors. The TGCA
glioblastoma multiforme (538 patients) sample was used. For the input gene list of NRF2 targets
(GSK3B, UBE2E3, UBE2E1, GSTP1, NFE2L2, SQSTM1, MAFB, HMOX1, SIAH2, GSTM4, SRXN1,
CASP3, GNAI1, COL3A1, ABCC3, PLEKHH2, GCLM, SLC7A2), the software calculates the prognostic
index (PI), also known as the risk score, for each sample. PI values were used to split samples
and generate 2 risk groups (low and high risk); Overall Survival was used as a clinical endpoint.
Quartile normalized values of probe expression were used, and, for multiple probe genes, the maximum
variance probe was selected. Log-rank test of differences between risk groups, hazard-ratio (HR)
estimate, and gene expression fold-changes in high and low-risk groups were calculated in order to
identify the NRF2 targets with differential expression. These fold-change values were used to estimate
an NRF2 Pathway Signature Expression in high-risk versus low-risk patients in the TCGA glioblastoma
cancer dataset.

2.10. Statistical Analysis

Excepting from CRISPR libraries genomic screenings—which were performed twice—all the
results represent the mean of three independent experiments, each performed in triplicate, with error
bars showing the standard error of the mean (SEM). Statistical significance among datasets was accessed
by applying one-way ANOVA followed by Bonferroni post-testing (Prism 6—GraphPad Software Inc.,
CA, USA) (* p < 0.05, ** p < 0.01, *** p < 0.001).
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3. Results

3.1. Genome-Wide CRISPR/Cas9 Knockout Screen in Glioblastoma Cancer Cell

The main goal of this work is to identify genes involved in TMZ resistance promotion on
glioblastoma cells. As a first approach, a pooled genome-wide CRISPR/Cas9 knockout screen, in Cas9
constitutively expressing U138MG cells, was performed with the GeCKO v2 lentiviral single guide
RNA (sgRNA) library [15]. This loss-of-function library contains 123,411 unique sgRNAs targeting
19,050 genes, with six sgRNAs per gene. The sgRNAs integrated into the cellular genome with the
lentivirus vector for their expression and editing of target genes. After selection with puromycin, half of
the infected cells were continuously cultured for an additional two weeks with 100 µM TMZ or 0.2%
DMSO (control sample). Surviving cells had their integrated sgRNAs amplified from genomic DNA
and subjected to NGS sequencing for quantification, and data analyzed with the MAGeCK-VISPR
tool [17].

The results revealed 1071 significant differentially enriched sgRNAs predicted to target 251
endogenous genes (p < 0.01) in the TMZ sample when compared to the control sample (the CRISPRko
list in Supplementary Table S1). As it can be seen in Table 1, sgRNA read counts in the control and
treatment biological replicate samples are quite similar. Furthermore, among the top 25 most enriched
sgRNA, there are several targeting the same individual gene. In summary, this consistency indicates
that our results are reliable.

Table 1. Top 25 CRISPRko library enriched sgRNA upon temozolomide (TMZ) treatment.

sgRNA Gene Control_count Treatment_count FDR Rank

HGLibA_56959 PMS2 10.1/8.3 1644.2/1039.1 0 1
HGLibA_29380 MLH1 71.8/75.3 10,516.1/8493.7 0 2
HGLibB_45493 SLPI 62.3/60.9 1612.5/22,063.1 3.3 × 10−283 3
HGLibA_30203 MSH6 145.4/314.7 21,025.1/17,627.1 1.5 × 10−135 4
HGLibB_30160 MSH6 56.9/51.6 4275.1/3345.3 1.8 × 10−154 5
HGLibB_30150 MSH2 109.2/147.5 8836.2/8593.6 4.6 × 10−100 6
HGLibB_30148 MSH2 40.9/5.2 963.5/914.5 5.1 × 10−240 7
HGLibA_53112 UQCRC1 22.5/14.4 1063.1/995.6 2.2 × 10−170 8
HGLibB_53357 USPL1 21.4/16.5 1051.1/997.9 6.3 × 10−153 9
HGLibB_40798 REPS1 31.5/3.1 471.9/531.3 3.0 × 10−172 10
HGLibB_09799 CLCA2 18.9/9.3 845.6/510.1 3.7 × 10−146 11
HGLibB_37031 PLEKHA6 49.3/2.1 391.1/577.1 5.7 × 10−144 12
HGLibA_56902 ZNF90 21.9/25.8 989.8/1188.4 5.5 × 10−95 13
HGLibA_06820 CA7 31.5/10.3 886.1/747.6 9.2 × 10−106 14
HGLibA_29915 MRPL18 10.7/55.7 1234.5/965.1 4.3 × 10−90 15
HGLibA_14727 EIF2AK2 25.5/13.4 746.2/778.1 1.6 × 10−86 16
HGLibB_44264 SLAMF7 238.1/408.7 13,929.1/11,287.1 1.3 × 10−21 17
HGLibA_61495 PER2 79.5/72.2 2574.1/3308.8 6.2 × 10−39 18
HGLibA_00885 ADAT3 16.6/13.4 729.8/405.5 4.6 × 10−74 19
HGLibA_25835 KRTAP9-3 22.5/29.9 1108.9/794.6 1.6 × 10−56 20
HGLibA_60473 PER1 42.1/18.5 1010.6/980.3 7.9 × 10−53 21
HGLibA_20486 GSTO1 30.3/6.2 512.4/444.3 8.1 × 10−70 22
HGLibB_45186 SLC51A 26.1/29.9 867.4/1028.5 1.6 × 10−47 23
HGLibA_36058 PER2 33.3/21.7 1025.9/779.3 5.0 × 10−47 24
HGLibA_05746 C1orf111 22.5/25.8 773.5/795.7 5.1 × 10−47 25

Figure 1A shows the top 10 genes in this list. Using the DAVID tool, pathways enriched in cells
surviving TMZ were detected. Among these, previously known TMZ resistance-related pathways,
such as MMR, and novel pathways, such as those related to the Sonic Hedgehog signaling and the
circadian rhythm, were also identified (Figure 1B).
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Figure 1. Identification of TMZ-resistant gene candidates and pathways with the knockout library.
(A) Plot of enriched CRISPR Knock-Out (GeCKO) library individual sgRNA in the TMZ-treated samples
compared to vehicle (DMSO) samples determined by MAGeCK-VISPR tool analysis. (B) Cellular
pathway enrichment of TMZ treated samples compared to DMSO treated samples as determined by
DAVID tool analysis.

3.2. CRISPRKO Screen Gene Candidates Validation

Next, three of the top gene candidates identified by CRISPRKO screening were further tested for
validation: MSH2 (DNA repair protein involved in MMR); CLCA2 (type 1 transmembrane protein that
inhibits the Wnt pathway); PTCH2 (transmembrane protein that inhibits Sonic Hedgehog pathway).
For this purpose, these genes were silenced using a siRNA approach (Figure 2A–C). In Figure 2D–F,
all individually silenced genes upon TMZ treatment resulted in a significant increase in cell viability
compared to control cells (esiEGFP). These results strongly confirm that, first, CRISPR library genomic
screening is a powerful tool to identify genes related to TMZ resistance. Secondly, the activation of
either Wnt or Sonic Hedgehog pathways may enhance tumor cells’ resistance to TMZ treatment.

3.3. Genome-Wide CRISPR/Cas9 Activation Screen in Glioblastoma Cancer Cell

CRISPRa screens enable rapid gain-of-function analysis at the genome-scale. For this screen,
U138MG cells expressing transcriptional activation genes (VP64 and P65) were obtained with lentivirus
dCAS-VP64_Blast and lenti-MS2-P65-HSF1_Hygro [16]. These cells were transduced with CRISPRa
library, which targets the 200 bp region upstream of the transcriptional start site of 23,430 human
coding isoforms with three sgRNAs per gene—a total of 70,290 unique sgRNAs—prioritizing sgRNAs
with minimal off-target activity [16].
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Figure 2. Validation of knockout library gene candidates. (A–C) RT-PCR of MSH2, CLCA2, and PTCH2
genes in U138MG cells transfected with esiEGFP or esi of gene of interested. (D–F) Dose-response
curves of U138MG cells submitted to gene silencing (MSH2, CLCA2, PTCH2, or EGFP), treated with
increasing concentrations of TMZ (50 to 500 µM) and analyzed after 120 h treatment using the XTT
assay. * p < 0.05, ** p < 0.01, **** p < 0.0001.

The cells were treated with TMZ (100 µM) or 0.2% DMSO (control) for two weeks, and surviving
cells had their integrated sgRNA sequences amplified and sequenced by NGS. The results revealed 801
significant differentially enriched sgRNAs predicted to target 308 endogenous genes (p < 0.01) in the
TMZ sample, compared to control cells (the list in Supplementary Table S2). As it can be observed
in Table S2, for the CRISPRa library, most of the targeted genes were detected with more than two,
and most with more than three sgRNA (in the table: last column—pos/goodsgrna). As displayed in
Table 2, most of the top 25 most enriched sgRNA targeting a specific gene appeared more than once,
and the sample read counts between biological replicates are quite consistent. This certainly reinforces
the confidence of the data screened.

Figure 3A highlights the top 10 genes identified in the CRISPRa screen. The Ingenuity software
detected the pathways enriched in TMZ surviving cells, revealing that NRF2, Wnt, and pluripotency
were among them (Figure 3B).

3.4. CRISPR Activation Screen Gene Candidates Validation

The Wnt signaling pathway regulates a group of evolutionarily conserved genes that participate
in a diverse set of cellular activities including cell proliferation, calcium homeostasis, and cell polarity.
This pathway is subdivided into the canonical Wnt (or β-catenin-dependent) and the non-canonical
Wnt (or β-catenin-independent) routes, and both have genes in the CRISPRa list (Supplementary
Table S2). As one can easily see, many genes that play central roles in the Wnt signaling pathway are
present in the CRISPRa gene list (such as, FZD6, CNNTβ1, and Wnt3a).
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Table 2. Top 24 CRISPRa library enriched sgRNA upon TMZ treatment.

sgRNA Sequence Gene Control_count Treatment_count FDR Rank

GTTATCACGGACAGGGAATA MSANTD3 4.9/5.4 1289.4/1079.7 0 1
CCCGCACTCAAGGAGGTCTT NFE2L2 241.1/555.1 55,614.1/69,280.1 0 2
GACGCCGGCCCGCAAGTGAC GCLM 4.9/9.9 750.1/892.1 8.90 × 10−291 3
CGCAAGGCTGCCGCAGCCAA HDAC4 9.7/7.8 991.2/829.8 2.60 × 10−283 4
CGGGGTGGCCTATCGCCGCC HDAC4 9.7/6.1 653.6/730.7 6.30 × 10−278 5
CCCGCACTCAAGGAGGTCTT NFE2L2 16.7/13.4 1376.3/1028.8 2.90 × 10−75 6
GCGGCAGGGGCCAGCCCGCC UBE2E3 10.8/12.2 1029.5/795.2 3.00 × 10−238 7
GGCCAGGACAAAGAGCGCGG UBE2E3 22.6/1.6 1013.1/877.5 1.70 × 10−183 8
CCGAGCAGCCGCCGCTGCTT GDNF 7.3/7.9 519.2/407.1 3.30 × 10−159 9
CCCTGACCCGGGTGTCACCG EXTL3 10.7/12.2 662.1/691.5 3.50 × 10−130 10
TACACACATTTCGTGGGGTG USP46 7.7/5.6 403.9/329.3 1.90 × 10−73 11
GAATGAATGTTATCACGGAC MSANTD3 3.4/11.1 480.2/309.1 7.70 × 10−127 12
CCGAGCAGCCGCCGCTGCTT GDNF 23.9/7.9 906.6/770.6 6.20 × 10−120 13
CATATGACTCAGCACATGAC MSANTD3 29.5/15.9 1201.4/934.4 7.20 × 10−114 14
AGTACTGGGAGCGATTCTTG GNAS 34.8/19.8 1140.1/1025.1 2.40 × 10−59 15
CGGGGTGGCCTATCGCCGCC HDAC4 32.46/15.4 932.8/847.8 1.30 × 10−83 16
GAATGAATGTTATCACGGAC MSANTD3 13.3/18.3 587.3/590.1 3.50 × 10−83 17
GGGCCGGGCGCCGGGGATTG EXTL3 4.8/10.8 591;1/544.6 3.60 × 10−78 18
CGCCTTCTCCGGGCGCATCC BOK 22.9/16.7 592.9/795.2 2.40 × 10−51 19
AGCAGTTCAACTTCCTATTA FZD6 8.6/15.9 479.4/364.5 5.10 × 10−77 20

AAAGCCGGCGGCGGCGTCCA ABHD17C 24.8/35.4 890.3/954.7 7.00 × 10−59 21
AGCGGCCCCTGGGCCAAGCC ABCC3 39.6/36.2 1030.9/1233.1 3.30 × 10−68 22
CGTCGAGGGGGGCAAGCGCC CERS4 19.8/13.7 501.1/297.3 8.00 × 10−72 23
CGGCGTGTCGCGTCAGACGC POLK 52.5/35.7 893.9/1099.3 1.40 × 10−69 24

Figure 3. Identification of TMZ resistance gene candidates and pathways as determined by CRISPR
activation library screening. (A) Plot of enriched Human CRISPR activation library of individual sgRNA
in the TMZ treated samples compared to vehicle (DMSO) samples determined by MAGeCK-VISPR
tool analysis. (B) Pathway enrichment analysis, performed by Ingenuity software, of TMZ-enriched
genes given by CRISPR activation library screening analysis.
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Two key genes for Wnt signaling activation were chosen for validation: membrane receptor
Frizzled (FZD6) and β-catenin (CNNTβ1). For this purpose, U138MG cell lines overexpressing either
FZD6 or CNNTβ1 were established using lentivirus vectors (Figure 4A,B). As shown in Figure 4C,D,
the cell lines overexpressing these genes (U138MG-FZD6 and U138MG-CNNTβ1) were less sensitive to
TMZ cytotoxicity, when compared to control cells (carrying the empty vector). Moreover, both also show
a significantly higher cellular migration capability than the control cell line (Figure 4E,F). These data
indicate that activation of the Wnt pathway in glioblastoma cells promotes tumor aggressiveness and
TMZ resistance.

Figure 4. Overexpression of Wnt pathway genes increases TMZ resistance. (A,B) RT-PCR of FZD6 or
CTNNB1 genes in U138MG transduced with empty vector, FZD6, and CTNNB1 lentivirus, respectively.
(C,D) A dose-response curve of U138MG cells transduced with empty vector, CTNNB1, or FZD6
lentivirus (respectively), treated with increasing concentrations of TMZ (50 to 500 µM) and analyzed
after 120 h treatment using the XTT assay. (E,F) Representative and quantification image, respectively,
of cellular migration assay of U138MG overexpressing CTNNB1 or FZD6 and compared to empty
vector as control. * p < 0.05, ** p < 0.01, *** p < 0.001.

3.5. Roles of NRF2 on TMZ Resistance

The transcriptional factor NRF2 or NFE2L2 (Nuclear factor erythroid-derived factor 2-related
factor 2) is a well-known master regulator of antioxidant responses [19]. Under physiological conditions,
NRF2 availability and function are tightly regulated by KEAP1 (Kelch-like ECH associated protein 1).
KEAP1 binds to NRF2, leading to proteasome degradation. However, in an oxidative stress situation,
KEAP1 is oxidized, and NRF2 is phosphorylated by PKC, inducing nuclear NRF2 translocation and
the activation of antioxidant responsive elements (ARE). More than 100 genes contain ARE sequences
within their promoters and are therefore under the control of the NRF2 protein [20]. Among these
genes, NRF2 controls the expression of enzymes GCL and GCLC responsible for GSH synthesis
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and also enzymes related to GSH utilization such as glutathione reductase, glutathione peroxidase,
and glutathione transferases (GST) [21].

Confirming NRF2 confers resistance to TMZ, a U138MG cell line overexpressing NRF2
(U138MG-NRF2), constructed with a lentivirus vector (Figure 5A), displayed significantly higher
cellular survival upon TMZ treatment than control cells (U138MG carrying the empty vector) (Figure 5B).
As mentioned above, NRF2 modulates the expression of dozens of genes, so all the known NRF2
regulated genes present in the CRISPR activation screen list were selected and used to build an NRF2
interaction network map given by the STRING software (Figure 5C). The result shows that several
of the NRF2 related genes in this list are implicated in different cellular pathways highly related to
carcinogenesis, such as cell proliferation, apoptosis, autophagy, and antioxidant responses.

Figure 5. NRF2 mediates TMZ resistance and predicts glioblastoma patients’ survival. (A) RT-PCR of
NRF2 gene in U138MG transduced with empty vector or NRF2 lentivirus. (B) A dose-response curve of
U138MG cells transduced with empty vector and NRF2 lentivirus treated with increasing concentrations
of TMZ and cell viability analyzed after 120 h treatment using the XTT assay. (C) NRF2 interaction
network (as determined by STRING) displaying NRF2 interaction with target proteins identified on
activation gene candidates list. (D) Heatmap representation of NRF2 target genes expression (green
indicates low expression, while red indicates low expression), and its correlation with low risk and high
risk—grey or yellow bar in the figure top—in the TCGA glioblastoma tumors as determined by the
SurvExpress tool. (E) Kaplan-Meier curve showing the impact of NRF2 pathway expression signature
upregulation (red) or downregulation (green) in glioblastoma cancer patients’ survival as determined
by the SurvExpress tool. ** p < 0.01, *** p < 0.001.

The relevance of the NRF2 pathway activity directly on patients was examined using the data of
TGCA glioblastoma tumor samples. Gene expression in tumor samples was classified by patient risk,
in which green represents a low risk, and red represents a high risk. As shown in Figure 5D, the higher
expression of the NRF2 gene and related genes in glioblastoma tumors, the higher the risk for the
patients. These results can be visualized more clearly in a Kaplan-Meier plot of overall survival rate
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of glioblastoma patients related to NRF2-related gene expression (Figure 5E). These results strongly
indicate that NRF2-related gene expression can predict glioblastoma patient prognosis.

Finally, to further identify genes that are potentially targeted for therapy, the CRISPRko and
CRISPRa gene lists were submitted to the drug-gene interaction database (DGIdb) software analysis.
This software is a powerful tool that can identify the so-called “druggable genes”. This category
of genes has pharmacological modulators (inhibitor or activation) available, and more importantly,
several of them have already been approved by the Food and Drug Administration (FDA). The results
shown in Figure 6 indicate that out of 215 genes from the KO and 301 genes from the activation lists,
96 and 129 genes, respectively, were identified as druggable. For the KO library, 22 of these druggable
genes have DNA repair functions, and 26 are tumor suppressors (four in common with DNA repair).
For the activation library screen, 21 druggable genes have DNA repair functions, and 20 are classified
as drug resistance genes (three in common with DNA repair). Therefore, among the genes identified as
potentially linked to TMZ resistance, a considerable number of them can be targeted by available drugs.
They may be used in combination with TMZ to potentiate tumor cytotoxicity. Importantly, the results
also show that FDA approved drugs can modulate 86 and 62 genes identified in the activation or
knockout gene lists, respectively.

Figure 6. Identification of druggable genes. (A) Identification of activation CRISPR library screen
gene candidates that fit in druggable category and sub-category of FDA-approved; DNA repair; drug
resistance given by DGIdb tool (http://www.dgidb.org/). (B) Identification of knockout CRISPR library
screen gene candidates that fitted in druggable category and sub-category of FDA-approved; DNA
repair; tumor suppressor given by DGIdb tool.

4. Discussion

As with many cancers, anti-cancer therapeutic agents have not significantly increased the
median survival of glioblastoma patients over the past ten years [22,23]. The 5 year survival rate of
glioblastoma patients is low as 6.8%, even after treatment that includes surgical resection, radiation,
and chemotherapy [23]. This low survival rate is a colossal failure, partially attributed to drug
resistance [2]. Thus, identifying the cellular and molecular mechanisms that confer drug resistance is
an essential goal for the treatment of glioblastomas.

http://www.dgidb.org/
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New approaches are needed to systematically explore TMZ resistance in glioblastoma and develop
clinically translatable and effective strategies. Here, CRISPR-Cas9 knockout and activation screen
libraries led to the identification of novel genes and pathways, candidates for resistance mechanisms.
With the CRISPR knockout screen library, the MMR pathway was confirmed as the most enriched
pathway in TMZ surviving cells, with four MMR genes appearing as the top ten candidates detected
(PMS2, MSH6, MSH2, and MLH1). As TMZ is a methylating agent on DNA, this repair pathway is
known to participate directly on the cell death mechanism, by generating double-strand breaks on
the DNA molecule [24]. Mismatch repair defective cells are more resistant to methylating agents [25].
Thus, the finding of MMR mutated cells resistant to TMZ in the CRISPR genome-wide screen was
expected [26].

To this date, only two previous works used a CRISPR screening library approach to search for a
TMZ resistance gene candidate. First, a recent work using a different CRISPRko library in glioblastoma
stem cells treated with TMZ also revealed MMR genes as top gene candidates [27], and more recently,
using U87MG and U87MG, EGFRvIII cells revealed that E2F6 controls TMZ resistance in EGFR mutates
cells [28]. Notably, in the experiments reported here, a more extensive CRISPRko library was used, and,
importantly, the TMZ dose is more similar to those employed in clinical procedures [29,30]. As a result,
novel or poorly explored pathways were also identified as responsible for TMZ resistance, such as
Sonic Hedgehog and circadian rhythm.

During organism development, the Sonic Hedgehog (Shh) signaling pathway functions in cell
differentiation, growth, and tissue polarity. In the context of cancer, this pathway is involved in tumor
progression and invasion [31]. At the molecular level, the transcriptional factor GLI induces several
genes involved in tumor progression, and the transmembrane proteins PTCH1 and PTCH2 act as
pathway inhibitors [32]. It was recently shown that Shh impairment by inhibition of GLI significantly
enhances TMZ cytotoxicity in glioblastoma cell lines [33,34]. In addition, in myeloproliferative
neoplasms, the loss of PTCH2, and, consequently, Shh pathway activation, it was shown to improve
tumor resistance to Fluorouracil (5-FU) treatment [35]. Here, PTCH2 was identified as one of the
most enriched genes in the knockout gene list and, more importantly, confirmed by PTCH2 silencing,
which protected cells from TMZ cytotoxicity induction.

Another novel pathway involved in TMZ resistance revealed by the CRISPRko library was
the circadian rhythm. This pathway is an intrinsic, time-tracking system that enables organisms to
anticipate environmental changes, allowing them to adapt their behavior, physiology, and metabolism
to the appropriate daytime. A set of clock genes, switching on and off each other, defines the circadian
rhythm of near 24 h. At the cellular level, the circadian clock prominently controls many fundamental
cellular processes, such as xenobiotic metabolism [36], DNA repair mechanisms [37], and cell cycle
progression [38]. Strikingly, clock genes also regulate NRF2, and more importantly, GSH expression
significantly varies throughout the day [36]. In the CRISPRko list, clock genes such as PER1, PER2,
and RORB were detected, indicating that blockage of circadian rhythm may lead to TMZ resistance.
Thus, the role of the circadian cycle on TMZ resistance needs further investigation, with the potential
to support the implementation of TMZ chronochemotherapy regimen for glioblastoma patients.

One of the genes ranked at the top 10 list was CLCA2, a type I integral transmembrane protein
that modulates cells proliferation and differentiation through inhibition of β-catenin. CLCA2 can be
induced by DNA damage [39]. It can also suppress migration and invasion in breast and colorectal
cancer cell lines [40], acting, thus, as a tumor suppressor. Moreover, CLCA2 expression is usually
downregulated in cancer cells [41]. In this work, CLCA2 silencing also resulted in cells’ increased
viability after TMZ treatment (Figure 2B), indicating this is also an exciting target for clinical therapy
for glioblastoma patients, when used in combination with TMZ.

In addition, the CRISPRa screen library led to the identification of activated genes that improve
glioma cell resistance to TMZ treatment. To the best of our knowledge, this is the first time that the
CRISPRa library was used to search for TMZ resistance mechanisms in glioblastoma cells. Ingenuity
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analysis of the CRISPRa gene list revealed several cellular and molecular pathways enriched upon
TMZ treatment, among them: the Wnt and NRF2-mediated oxidative stress response pathways.

The Wnt signaling is involved in complex processes, such as embryonic development, stem cell
maintenance, and tissue homeostasis [42]. The canonical Wnt/β-catenin pathway regulates cell
fate, proliferation, and survival, while non-canonical Wnt pathway is more often associated with
differentiation, cell polarity, and migration [43]. Interestingly, several of the genes that participate
in Wnt-related pathways were detected as enriched in the activation screen. Consistent with these
findings, activation of the canonical Wnt/β-catenin signaling cascade induces MGMT expression,
and its inhibition augments the cytotoxic effects of TMZ [44]. Recently, it was shown that Wnt pathway
may contribute to TMZ resistance through induction of autophagy [45] and that Wnt activation upon
TMZ treatment is mediated by PI3K/Akt pathway [46].

Confirming the findings of the activation screen, overexpression of either canonical (CTNNβ1) or
non-canonical (FZD6) genes of the Wnt pathway confers resistance to TMZ treatment in glioblastoma
cells (Figure 4A,B). In addition, glioblastoma cells overexpressing these genes also show a greater
migration capability, indicating higher aggressiveness (Figure 4C,D). Interestingly, CLCA2, an inhibitor
of the Wnt signaling pathway, was also detected in the knockout library screen, further disclosing its
relevance as a TMZ resistance mechanism. These results reveal that the Wnt pathway is a potential
target for TMZ combinatorial therapy in glioblastoma patients.

The transcriptional factor NRF2 is known as a master regulator of antioxidant response in the cells.
NRF2 regulates the expression of a large number of genes involved in the maintenance of intracellular
redox homeostasis and xenobiotic detoxification [21,47]. Recently, NRF2 activity was shown to be
involved in the autophagy process [48,49] as well as mesenchymal transition and invasion in several
tumors including glioblastoma [50,51]. Emerging research has demonstrated that hyperactivation of
the NRF2 pathway enables protection against chemotherapeutic agents, creating an environment that
favors the survival of malignant cells [19,52,53].

Previous work indicated that a glioma TMZ-resistant cell line (U138MG) has a higher NRF2
expression than a TMZ-sensitive cell line (U87MG). Furthermore, NRF2 is induced upon TMZ
treatment, helping the glioma tumor cells to resist this treatment [54]. Consistent with the in vitro
results, where TMZ resistance correlated with GSH levels, GSH depletion by injection of BSO (GSH
inhibitor) combined with TMZ significantly inhibited tumor progression of glioma and melanoma
in vivo. These results indicate that NFR2 activity in regulating GSH availability with a decisive role in
determining cell resistance to TMZ in glioblastoma cells [54].

Besides NRF2, among the gene candidates detected in the CRISPR activation screen library,
several NRF2 targets were also associated with the promotion of TMZ resistance in glioblastoma cells,
including genes involved in cellular proliferation, autophagy, and antioxidant defense. Interestingly,
among antioxidant defense genes detected, GCML and glutathione-S-transferases (GSTP1, GSTM4),
support previous data on the importance of GSH on TMZ resistance [54–57]. Moreover, several other
genes detected in the activation screen were found to interact with NRF2, even in pathways other than
antioxidation responses, confirming their relevance to TMZ resistance. Interestingly, the TCGA RNA
expression dataset in glioblastoma tumors for NRF2 and its targets could predict the patients’ overall
survival. These results indicate the importance of activation of the NRF2 pathway for drug resistance
processes in glioblastoma.

The present work revealed a great number of genes and pathways involved in TMZ resistance in
glioblastoma. In addition, even though our findings were based on a single cell line, it is important
to highlight that several works have identified some of the pathways shown here to be involved in
TMZ resistance in different glioblastoma cell lines [58–61]. Thus, we speculate that most of those novel
genes/pathways that we have identified might also be important. Therefore, further studies using
additional cell lines and in vivo models are necessary in order to validate these findings.

In addition, the results of the druggable gene list given by DGIdb greatly expand the combinatorial
therapy for TMZ that could be tested initially in vitro and in pre-clinical studies using mice. Indeed,
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some of the pathways displayed in the present work as being related to TMZ resistance are being
explored. In this sense, there have been recent works using bortezomib [62] (a proteasome inhibitor) or
olaparib [63] (PAPR inhibitor) in combination with TMZ showing an increase in cytotoxicity. This is
a strong indication that the ones we have identified are indeed suitable targets. On the other hand,
combinatorial therapy of TMZ with oxaliplatin, venetoclax, or imatinib was poorly or not at all explored.
This is obviously an extremely exciting route. Since the successful drug combinations could be offered
to glioblastoma patients as an improved form of therapy, we plan to explore some of these drugs in a
therapeutic regimen in future works.

Finally, due to drug resistance complexity, intrinsic and extrinsic resistance to TMZ comes not
from a single primary factor, but also multiple cellular pathways. Since the efficacy of TMZ treatment is
affected by resistance mechanisms, future therapies must consider alternative and combination therapy,
attacking several survival mechanisms that protect the cancer cells from apoptosis and promote
tumor growth. In that sense, the results shown here revealed novel druggable targets that potentially
confer resistance to TMZ, and, thus, this knowledge may be constructive to design more efficient
chemotherapy strategies to treat glioblastoma patients.

Supplementary Materials: The following are available online at http://www.mdpi.com/2073-4409/9/12/2573/s1,
Table S1: List of CRISPRko library enriched genes; Table S2: List of CRISPRa library enriched genes.

Author Contributions: Conceptualization, C.R.R.R.; methodology, C.R.R.R. and A.R.R.; validation, C.R.R.R.,
M.M.S., L.R.G., M.T.L., M.A.T., I.d.S., and L.K.S.M.; formal analysis, C.R.R.R., A.R.R., M.M.S., L.R.G., and M.T.L.;
writing—original draft preparation, C.R.R.R.; writing—review and editing, C.F.M.M.; funding acquisition,
C.F.M.M. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported under the International Collaboration Research Funding from São Paulo
Research Foundation (FAPESP, SP, Brazil) and the Netherlands Organization for Scientific Research—NWO (Grant
# 2019/19435-3). FAPESP also provided support under grants # 2013/08028-1, # 2015/25016-2 and # 2019/21745-0.
This work was also supported by Conselho Nacional de Desenvolvimento Científico e Tecnológico (CNPq, Brasília,
Brazil, Grant # 308868/2018-8), Coordenação de Aperfeiçoamento de Pessoal de Nível Superior (CAPES, Brasília,
Brazil, Funding Code 001).

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

References

1. Lim, M.; Xia, Y.; Bettegowda, C.; Weller, M. Current state of immunotherapy for glioblastoma. Nat. Rev.
Clin. Oncol. 2018, 15, 422–442. [CrossRef]

2. Stupp, R.; Tonn, J.C.; Brada, M.; Pentheroudakis, G.; ESMO Gudelines Working Group. High-grade malignant
glioma: ESMO Clinical Practice Guidelines for diagnosis, treatment and follow-up. Ann. Oncol. 2010,
21, v190–v193. [CrossRef]

3. Wen, P.Y.; Kesari, S. Malignant gliomas in adults. N. Engl. J. Med. 2008, 359, 492–507. [CrossRef]
4. Agarwala, S.S.; Kirkwood, J.M. Temozolomide, a Novel Alkylating Agent with Activity in the Central

Nervous System, May Improve the Treatment of Advanced Metastatic Melanoma. Oncologist 2000, 5, 144–151.
[CrossRef]

5. Zhang, J.; Stevens, M.F.G.; Bradshaw, T.D. Temozolomide: Mechanisms of Action, Repair and Resistance.
Curr. Mol. Pharmacol. 2012, 5, 102–114. [CrossRef]

6. Stupp, R.; Mason, W.P.; van den Bent, M.J.; Weller, M.; Fisher, B.; Taphoorn, M.J.B.; Belanger, K.; Brandes, A.A.;
Marosi, C.; Bogdahn, U.; et al. Radiotherapy plus Concomitant and Adjuvant Temozolomide for Glioblastoma.
N. Engl. J. Med. 2005, 352, 987–996. [CrossRef]

7. Johannessen, T.C.A.; Bjerkvig, R. Molecular mechanisms of temozolomide resistance in glioblastoma
multiforme. Expert Rev. Anticancer Ther. 2012, 12, 635–642. [CrossRef]

8. Woo, P.; Li, Y.; Chan, A.; Ng, S.; Loong, H.; Chan, D.; Wong, G.; Poon, W. A multifaceted review of
temozolomide resistance mechanisms in glioblastoma beyond O-6-methylguanine-DNA methyltransferase.
Glioma 2019, 2, 68–82.

9. Vasan, N.; Baselga, J.; Hyman, D.M. A view on drug resistance in cancer. Nature 2019, 575, 299–309. [CrossRef]
10. Prelich, G. Gene Overexpression: Uses, Mechanisms, and Interpretation. Genetics 2012, 190, 841–854.

[CrossRef]

http://www.mdpi.com/2073-4409/9/12/2573/s1
http://dx.doi.org/10.1038/s41571-018-0003-5
http://dx.doi.org/10.1093/annonc/mdq187
http://dx.doi.org/10.1056/NEJMra0708126
http://dx.doi.org/10.1634/theoncologist.5-2-144
http://dx.doi.org/10.2174/1874467211205010102
http://dx.doi.org/10.1056/NEJMoa043330
http://dx.doi.org/10.1586/era.12.37
http://dx.doi.org/10.1038/s41586-019-1730-1
http://dx.doi.org/10.1534/genetics.111.136911


Cells 2020, 9, 2573 15 of 17

11. Jackson, A.L.; Linsley, P.S. Recognizing and avoiding siRNA off-target effects for target identification and
therapeutic application. Nat. Rev. Drug Discov. 2010, 9, 57. [CrossRef]

12. Kurata, M.; Yamamoto, K.; Moriarity, B.S.; Kitagawa, M.; Largaespada, D.A. CRISPR/Cas9 library screening
for drug target discovery. J. Hum. Genet. 2018, 63, 179–186. [CrossRef] [PubMed]

13. Fellmann, C.; Gowen, B.G.; Lin, P.C.; Doudna, J.A.; Corn, J.E. Cornerstones of CRISPR-Cas in drug discovery
and therapy. Nat. Rev. Drug Discov. 2016, 16, 89. [CrossRef] [PubMed]

14. Pettitt, S.J.; Krastev, D.B.; Brandsma, I.; Dréan, A.; Song, F.; Aleksandrov, R.; Harrell, M.I.; Menon, M.;
Brough, R.; Campbell, J.; et al. Genome-wide and high-density CRISPR-Cas9 screens identify point mutations
in PARP1 causing PARP inhibitor resistance. Nat. Commun. 2018, 9, 1849. [CrossRef] [PubMed]

15. Shalem, O.; Sanjana, N.E.; Hartenian, E.; Shi, X.; Scott, D.A.; Mikkelsen, T.S.; Heckl, D.; Ebert, B.L.; Root, D.E.;
Doench, J.G.; et al. Genome-Scale CRISPR-Cas9 Knockout Screening in Human Cells. Science 2014, 343, 84–87.
[CrossRef] [PubMed]

16. Konermann, S.; Brigham, M.D.; Trevino, A.E.; Joung, J.; Abudayyeh, O.O.; Barcena, C.; Hsu, P.D.; Habib, N.;
Gootenberg, J.S.; Nishimasu, H.; et al. Genome-scale transcriptional activation by an engineered CRISPR-Cas9
complex. Nature 2015, 517, 583–588. [CrossRef] [PubMed]

17. Li, W.; Köster, J.; Xu, H.; Chen, C.-H.; Xiao, T.; Liu, J.S.; Brown, M.; Liu, X.S. Quality control, modeling,
and visualization of CRISPR screens with MAGeCK-VISPR. Genome Biol. 2015, 16, 281. [CrossRef]

18. Gomes, L.R.; Rocha, C.R.R.; Martins, D.J.; Fiore, A.P.Z.P.; Kinker, G.S.; Bruni-Cardoso, A.; Menck, C.F.M.
ATR mediates cisplatin resistance in 3D-cultured breast cancer cells via translesion DNA synthesis modulation.
Cell Death Dis. 2019, 10, 459. [CrossRef]

19. Ma, Q. Role of Nrf2 in Oxidative Stress and Toxicity. Annu. Rev. Pharmacol. Toxicol. 2013, 53, 401–426.
[CrossRef]

20. Jaramillo, M.C.; Zhang, D.D. The emerging role of the Nrf2-Keap1 signaling pathway in cancer. Genes Dev.
2013, 27, 2179–2191. [CrossRef]

21. Sporn, M.B.; Liby, K.T. NRF2 and cancer: The good, the bad and the importance of context. Nat. Rev. Cancer
2012, 12. [CrossRef] [PubMed]

22. Hanif, F.; Muzaffar, K.; Perveen, K.; Malhi, S.M.; Simjee, S.U. Glioblastoma Multiforme: A Review of its
Epidemiology and Pathogenesis through Clinical Presentation and Treatment. Asian Pac. J. Cancer Prev. 2017,
18, 3–9. [PubMed]

23. Bahadur, S.; Sahu, A.K.; Baghel, P.; Saha, S. Current promising treatment strategy for glioblastoma multiform:
A review. Oncol. Rev. 2019, 13, 417. [CrossRef]

24. Kaina, B.; Christmann, M. DNA repair in personalized brain cancer therapy with temozolomide and
nitrosoureas. DNA Repair Amst. 2019, 78, 128–141. [CrossRef] [PubMed]

25. Karran, P.; Bignami, M. DNA damage tolerance, mismatch repair and genome instability. Bioessays 1994,
16, 833–839. [CrossRef] [PubMed]

26. Lee, S.Y. Temozolomide resistance in glioblastoma multiforme. Genes Dis. 2016, 3, 198–210. [CrossRef]
[PubMed]

27. MacLeod, G.; Bozek, D.A.; Rajakulendran, N.; Monteiro, V.; Ahmadi, M.; Steinhart, Z.; Kushida, M.M.; Yu, H.;
Coutinho, F.J.; Cavalli, F.M.G.; et al. Genome-Wide CRISPR-Cas9 Screens Expose Genetic Vulnerabilities and
Mechanisms of Temozolomide Sensitivity in Glioblastoma Stem Cells. Cell Rep. 2019, 27, 971–986. [CrossRef]

28. Huang, K.; Liu, X.; Li, Y.; Wang, Q.; Zhou, J.; Wang, Y.; Dong, F.; Yang, C.; Sun, Z.; Fang, C.; et al. Genome-Wide
CRISPR-Cas9 Screening Identifies NF-κB/E2F6 Responsible for EGFRvIII-Associated Temozolomide
Resistance in Glioblastoma. Adv. Sci. 2019, 6, 1900782. [CrossRef]

29. Ostermann, S.; Csajka, C.; Buclin, T.; Leyvraz, S.; Lejeune, F.; Decosterd, L.A.; Stupp, R. Plasma and
cerebrospinal fluid population pharmacokinetics of temozolomide in malignant glioma patients.
Clin. Cancer Res. 2004, 10, 3728–3736. [CrossRef]

30. Patel, M.; McCully, C.; Godwin, K.; Balis, F.M. Plasma and Cerebrospinal Fluid Pharmacokinetics of
Intravenous Temozolomide in Non-human Primates. J. Neurooncol. 2003, 61, 203–207. [CrossRef]

31. Skoda, A.M.; Simovic, D.; Karin, V.; Kardum, V.; Vranic, S.; Serman, L. The role of the Hedgehog signaling
pathway in cancer: A comprehensive review. Bosn. J. Basic Med. Sci. 2018, 18, 8–20. [CrossRef] [PubMed]

32. Carballo, G.B.; Honorato, J.R.; de Lopes, G.P.F.; de Sampaio e Spohr, T.C.L. A highlight on Sonic hedgehog
pathway. Cell Commun. Signal. 2018, 16, 11. [CrossRef] [PubMed]

http://dx.doi.org/10.1038/nrd3010
http://dx.doi.org/10.1038/s10038-017-0376-9
http://www.ncbi.nlm.nih.gov/pubmed/29158600
http://dx.doi.org/10.1038/nrd.2016.238
http://www.ncbi.nlm.nih.gov/pubmed/28008168
http://dx.doi.org/10.1038/s41467-018-03917-2
http://www.ncbi.nlm.nih.gov/pubmed/29748565
http://dx.doi.org/10.1126/science.1247005
http://www.ncbi.nlm.nih.gov/pubmed/24336571
http://dx.doi.org/10.1038/nature14136
http://www.ncbi.nlm.nih.gov/pubmed/25494202
http://dx.doi.org/10.1186/s13059-015-0843-6
http://dx.doi.org/10.1038/s41419-019-1689-8
http://dx.doi.org/10.1146/annurev-pharmtox-011112-140320
http://dx.doi.org/10.1101/gad.225680.113
http://dx.doi.org/10.1038/nrc3278
http://www.ncbi.nlm.nih.gov/pubmed/22810811
http://www.ncbi.nlm.nih.gov/pubmed/28239999
http://dx.doi.org/10.4081/oncol.2019.417
http://dx.doi.org/10.1016/j.dnarep.2019.04.007
http://www.ncbi.nlm.nih.gov/pubmed/31039537
http://dx.doi.org/10.1002/bies.950161110
http://www.ncbi.nlm.nih.gov/pubmed/7840761
http://dx.doi.org/10.1016/j.gendis.2016.04.007
http://www.ncbi.nlm.nih.gov/pubmed/30258889
http://dx.doi.org/10.1016/j.celrep.2019.03.047
http://dx.doi.org/10.1002/advs.201900782
http://dx.doi.org/10.1158/1078-0432.CCR-03-0807
http://dx.doi.org/10.1023/A:1022592913323
http://dx.doi.org/10.17305/bjbms.2018.2756
http://www.ncbi.nlm.nih.gov/pubmed/29274272
http://dx.doi.org/10.1186/s12964-018-0220-7
http://www.ncbi.nlm.nih.gov/pubmed/29558958


Cells 2020, 9, 2573 16 of 17

33. Ulasov, I.V.; Nandi, S.; Dey, M.; Sonabend, A.M.; Lesniak, M.S. Inhibition of Sonic hedgehog and Notch
pathways enhances sensitivity of CD133(+) glioma stem cells to temozolomide therapy. Mol. Med. 2011,
17, 103–112. [CrossRef] [PubMed]

34. Melamed, J.R.; Morgan, J.T.; Ioele, S.A.; Gleghorn, J.P.; Sims-Mourtada, J.; Day, E.S. Investigating the role of
Hedgehog/GLI1 signaling in glioblastoma cell response to temozolomide. Oncotarget 2018, 9, 27000–27015.
[CrossRef] [PubMed]

35. Klein, C.; Zwick, A.; Kissel, S.; Forster, C.U.; Pfeifer, D.; Follo, M.; Illert, A.L.; Decker, S.; Benkler, T.;
Pahl, H.; et al. Ptch2 loss drives myeloproliferation and myeloproliferative neoplasm progression. J. Exp. Med.
2016, 213, 273–290. [CrossRef]

36. Pekovic-Vaughan, V.; Gibbs, J.; Yoshitane, H.; Yang, N.; Pathiranage, D.; Guo, B.; Sagami, A.; Taguchi, K.;
Bechtold, D.; Loudon, A.; et al. The circadian clock regulates rhythmic activation of the NRF2/glutathione-
mediated antioxidant defense pathway to modulate pulmonary fibrosis. Genes Dev. 2014, 28, 548–560.
[CrossRef]

37. Kang, T.H.; Reardon, J.T.; Kemp, M.; Sancar, A. Circadian oscillation of nucleotide excision repair in
mammalian brain. Proc. Natl. Acad. Sci. USA 2009, 106, 2864–2867. [CrossRef]

38. Feillet, C.; Krusche, P.; Tamanini, F.; Janssens, R.C.; Downey, M.J.; Martin, P.; Teboul, M.; Saito, S.; Lévi, F.A.;
Bretschneider, T.; et al. Phase locking and multiple oscillating attractors for the coupled mammalian clock
and cell cycle. Proc. Natl. Acad. Sci. USA 2014, 111, 9828–9833. [CrossRef]

39. Walia, V.; Ding, M.; Kumar, S.; Nie, D.; Premkumar, L.S.; Elble, R.C. hCLCA2 Is a p53-Inducible Inhibitor of
Breast Cancer Cell Proliferation. Cancer Res. 2009, 69, 6624–6632. [CrossRef]

40. Sasaki, Y.; Koyama, R.; Maruyama, R.; Hirano, T.; Tamura, M.; Sugisaka, J.; Suzuki, H.; Idogawa, M.;
Shinomura, Y.; Tokino, T. CLCA2, a target of the p53 family, negatively regulates cancer cell migration and
invasion. Cancer Biol. Ther. 2012, 13, 1512–1521. [CrossRef]

41. Li, X.; Cowell, J.K.; Sossey-Alaoui, K. CLCA2 tumour suppressor gene in 1p31 is epigenetically regulated in
breast cancer. Oncogene 2004, 23, 1474–1480. [CrossRef] [PubMed]

42. Zhan, T.; Rindtorff, N.; Boutros, M. Wnt signaling in cancer. Oncogene 2017, 36, 1461–1473. [CrossRef]
[PubMed]

43. Ackers, I.; Malgor, R. Interrelationship of canonical and non-canonical Wnt signalling pathways in chronic
metabolic diseases. Diabetes Vasc. Dis. Res. 2018, 15, 3–13. [CrossRef] [PubMed]

44. Wickström, M.; Dyberg, C.; Milosevic, J.; Einvik, C.; Calero, R.; Sveinbjörnsson, B.; Sandén, E.; Darabi, A.;
Siesjö, P.; Kool, M.; et al. Wnt/β-catenin pathway regulates MGMT gene expression in cancer and inhibition
of Wnt signalling prevents chemoresistance. Nat. Commun. 2015, 6, 8904. [CrossRef] [PubMed]

45. Yun, E.J.; Kim, S.; Hsieh, J.T.; Baek, S.T. Wnt/β-catenin signaling pathway induces autophagy-mediated
temozolomide-resistance in human glioblastoma. Cell Death Dis. 2020, 11, 771. [CrossRef]

46. Tomar, V.S.; Patil, V.; Somasundaram, K. Temozolomide induces activation of Wnt/β-catenin signaling in
glioma cells via PI3K/Akt pathway: Implications in glioma therapy. Cell Biol. Toxicol. 2020, 36, 273–278.
[CrossRef]

47. Tonelli, C.; Chio, I.I.C.; Tuveson, D.A. Transcriptional Regulation by Nrf2. Antioxid. Redox Signal. 2017,
29, 1727–1745. [CrossRef]

48. Jiang, T.; Harder, B.; Rojo de la Vega, M.; Wong, P.K.; Chapman, E.; Zhang, D.D. p62 links autophagy and
Nrf2 signaling. Free Radic. Biol. Med. 2015, 88, 199–204. [CrossRef]

49. Pajares, M.; Jiménez-Moreno, N.; García-Yagüe, Á.J.; Escoll, M.; de Ceballos, M.L.; Van Leuven, F.; Rábano, A.;
Yamamoto, M.; Rojo, A.I.; Cuadrado, A. Transcription factor NFE2L2/NRF2 is a regulator of macroautophagy
genes. Autophagy 2016, 12, 1902–1916. [CrossRef]

50. Hyttinen, J.M.T.; Kannan, R.; Felszeghy, S.; Niittykoski, M.; Salminen, A.; Kaarniranta, K. The Regulation of
NFE2L2 (NRF2) Signalling and Epithelial-to-Mesenchymal Transition in Age-Related Macular Degeneration
Pathology. Int. J. Mol. Sci. 2019, 20, 5800. [CrossRef]

51. Pölönen, P.; Jawahar Deen, A.; Leinonen, H.M.; Jyrkkänen, H.K.; Kuosmanen, S.; Mononen, M.; Jain, A.;
Tuomainen, T.; Pasonen-Seppänen, S.; Hartikainen, J.M.; et al. Nrf2 and SQSTM1/p62 jointly contribute to
mesenchymal transition and invasion in glioblastoma. Oncogene 2019, 38, 7473–7490. [CrossRef] [PubMed]

52. Silva, M.M.; Rocha, C.R.R.; Kinker, G.S.; Pelegrini, A.L.; Menck, C.F.M. The balance between NRF2/GSH
antioxidant mediated pathway and DNA repair modulates cisplatin resistance in lung cancer cells. Sci. Rep.
2019, 9, 17639. [CrossRef] [PubMed]

http://dx.doi.org/10.2119/molmed.2010.00062
http://www.ncbi.nlm.nih.gov/pubmed/20957337
http://dx.doi.org/10.18632/oncotarget.25467
http://www.ncbi.nlm.nih.gov/pubmed/29930746
http://dx.doi.org/10.1084/jem.20150556
http://dx.doi.org/10.1101/gad.237081.113
http://dx.doi.org/10.1073/pnas.0812638106
http://dx.doi.org/10.1073/pnas.1320474111
http://dx.doi.org/10.1158/0008-5472.CAN-08-4101
http://dx.doi.org/10.4161/cbt.22280
http://dx.doi.org/10.1038/sj.onc.1207249
http://www.ncbi.nlm.nih.gov/pubmed/14973555
http://dx.doi.org/10.1038/onc.2016.304
http://www.ncbi.nlm.nih.gov/pubmed/27617575
http://dx.doi.org/10.1177/1479164117738442
http://www.ncbi.nlm.nih.gov/pubmed/29113510
http://dx.doi.org/10.1038/ncomms9904
http://www.ncbi.nlm.nih.gov/pubmed/26603103
http://dx.doi.org/10.1038/s41419-020-02988-8
http://dx.doi.org/10.1007/s10565-019-09502-7
http://dx.doi.org/10.1089/ars.2017.7342
http://dx.doi.org/10.1016/j.freeradbiomed.2015.06.014
http://dx.doi.org/10.1080/15548627.2016.1208889
http://dx.doi.org/10.3390/ijms20225800
http://dx.doi.org/10.1038/s41388-019-0956-6
http://www.ncbi.nlm.nih.gov/pubmed/31444413
http://dx.doi.org/10.1038/s41598-019-54065-6
http://www.ncbi.nlm.nih.gov/pubmed/31776385


Cells 2020, 9, 2573 17 of 17

53. Wu, S.; Lu, H.; Bai, Y. Nrf2 in cancers: A double-edged sword. Cancer Med. 2019, 8, 2252–2267. [CrossRef]
[PubMed]

54. Rocha, C.R.R.; Kajitani, G.S.; Quinet, A.; Fortunato, R.S.; Menck, C.F.M. NRF2 and glutathione are key
resistance mediators to temozolomide in glioma and melanoma cells. Oncotarget 2016, 7, 48081–48092.
[CrossRef] [PubMed]

55. Rocha, C.R.R.; Garcia, C.C.M.; Vieira, D.B.; Quinet, A.; de Andrade-Lima, L.C.; Munford, V.; Belizario, J.E.;
Menck, C.F.M. Glutathione depletion sensitizes cisplatin- and temozolomide-resistant glioma cells in vitro
and in vivo. Cell Death Dis 2014, 5, e1505. [CrossRef]

56. Da Silva, P.B.G.; dos Santos, M.C.T.; Rodini, C.O.; Kaid, C.; Pereira, M.C.L.; Furukawa, G.; da Cruz, D.S.G.;
Goldfeder, M.B.; Rocha, C.R.R.; Rosenberg, C.; et al. High OCT4A levels drive tumorigenicity and metastatic
potential of medulloblastoma cells. Oncotarget 2017, 8, 19192. [CrossRef]

57. Zhu, Z.; Du, S.; Du, Y.; Ren, J.; Ying, G.; Yan, Z. Glutathione reductase mediates drug resistance in glioblastoma
cells by regulating redox homeostasis. J. Neurochem. 2018, 144, 93–104. [CrossRef]

58. Yi, G.; Liu, Y.; Xiang, W.; Wang, H.; Chen, Z.; Xie, S.; Qi, S. Akt and β-catenin contribute to TMZ resistance
and EMT of MGMT negative malignant glioma cell line. J. Neurol. Sci. 2016, 367, 101–106. [CrossRef]

59. McFaline-Figueroa, J.L.; Braun, C.J.; Stanciu, M.; Nagel, Z.D.; Mazzucato, P.; Sangaraju, D.; Cerniauskas, E.;
Barford, K.; Vargas, A.; Chen, Y.; et al. Minor Changes in Expression of the Mismatch Repair Protein
MSH2 Exert a Major Impact on Glioblastoma Response to Temozolomide. Cancer Res. 2015, 75, 3127–3138.
[CrossRef]

60. Wang, K.; Chen, D.; Qian, Z.; Cui, D.; Gao, L.; Lou, M. Hedgehog/Gli1 signaling pathway regulates MGMT
expression and chemoresistance to temozolomide in human glioblastoma. Cancer Cell Int. 2017, 17, 117.
[CrossRef]

61. Yang, W.; Liu, Y.; Gao, R.; Yu, H.; Sun, T. HDAC6 inhibition induces glioma stem cells differentiation
and enhances cellular radiation sensitivity through the SHH/Gli1 signaling pathway. Cancer Lett. 2018,
415, 164–176. [CrossRef] [PubMed]

62. Kong, X.T.; Nguyen, N.T.; Choi, Y.J.; Zhang, G.; Nguyen, H.N.; Filka, E.; Green, S.; Yong, W.H.; Liau, L.M.;
Green, R.M.; et al. Phase 2 Study of Bortezomib Combined With Temozolomide and Regional Radiation
Therapy for Upfront Treatment of Patients With Newly Diagnosed Glioblastoma Multiforme: Safety and
Efficacy Assessment. Int. J. Radiat. Oncol. Biol. Phys. 2018, 100, 1195–1203. [CrossRef] [PubMed]

63. Lesueur, P.; Lequesne, J.; Grellard, J.M.; Dugué, A.; Coquan, E.; Brachet, P.E.; Geffrelot, J.; Kao, W.; Emery, E.;
Berro, D.H.; et al. Phase I/IIa study of concomitant radiotherapy with olaparib and temozolomide in
unresectable or partially resectable glioblastoma: OLA-TMZ-RTE-01 trial protocol. BMC Cancer 2019, 19, 198.
[CrossRef] [PubMed]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1002/cam4.2101
http://www.ncbi.nlm.nih.gov/pubmed/30929309
http://dx.doi.org/10.18632/oncotarget.10129
http://www.ncbi.nlm.nih.gov/pubmed/27344172
http://dx.doi.org/10.1038/cddis.2014.465
http://dx.doi.org/10.18632/oncotarget.15163
http://dx.doi.org/10.1111/jnc.14250
http://dx.doi.org/10.1016/j.jns.2016.05.054
http://dx.doi.org/10.1158/0008-5472.CAN-14-3616
http://dx.doi.org/10.1186/s12935-017-0491-x
http://dx.doi.org/10.1016/j.canlet.2017.12.005
http://www.ncbi.nlm.nih.gov/pubmed/29222038
http://dx.doi.org/10.1016/j.ijrobp.2018.01.001
http://www.ncbi.nlm.nih.gov/pubmed/29722661
http://dx.doi.org/10.1186/s12885-019-5413-y
http://www.ncbi.nlm.nih.gov/pubmed/30832617
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Cell Lines and Culture Conditions 
	Pooled Genome-Wide CRISPR Screen 
	Computational Analysis of the Screens 
	Cell Survival Measurement 
	Gene Silencing 
	Establishing Cell Line Overexpression Target Genes 
	Real-Time PCR 
	Cell Migration 
	Bioinformatics 
	Statistical Analysis 

	Results 
	Genome-Wide CRISPR/Cas9 Knockout Screen in Glioblastoma Cancer Cell 
	CRISPRKO Screen Gene Candidates Validation 
	Genome-Wide CRISPR/Cas9 Activation Screen in Glioblastoma Cancer Cell 
	CRISPR Activation Screen Gene Candidates Validation 
	Roles of NRF2 on TMZ Resistance 

	Discussion 
	References

