
Heliyon 9 (2023) e14339

Available online 15 March 2023
2405-8440/© 2023 Published by Elsevier Ltd. This is an open access article under the CC BY-NC-ND license
(http://creativecommons.org/licenses/by-nc-nd/4.0/).

Research article 

Genome-wide methylation analysis of circulating tumor DNA: A 
new biomarker for recurrent glioblastom 

Lin Dai a,1, Zhihui Liu d,1, Yi Zhu a, Lixin Ma b,c,* 

a Department of Neurosurgery, Binzhou Medical University Hospital, Binzhou, 256603, PR China 
b Department of Neurosurgery, Beijing Chaoyang Hospital, Capital Medical University, Beijing, PR China 
c Department of Neurosurgery, Sanbo Brain Hospital, Capital Medical University, Beijing, 100093, PR China 
d Department of Obstetrics and Gynecology, Beijing Chaoyang Hospital, Capital Medical University, Beijing, PR China   

A R T I C L E  I N F O   

Keywords: 
Recurrent glioblastoma 
Liquid biopsy 
ctDNA 
Methylation 
CSF 

A B S T R A C T   

Background: Glioblastoma (GBM) is a malignant tumor with a short survival and poor prognosis 
and a lack of clinically validated biomarkers for diagnosis and prognosis. 
Methods: We collected cerebrospinal fluid (CSF) samples and normal CSF sample from recurrent 
GBM patients and paired tissue samples. Methylation profiles of CSF circulating tumor DNA 
(ctDNA) and transcriptional profiles of tumor tissues were analyzed. The China Glioma Genome 
Atlas (CGGA) database and Gene Expression Omnibus (GEO) was used for data analysis. 
Results: Lasso analysis and multiplex Cox analysis were performed using intersecting genes of 
differentially methylated regions and differentially expressed genes. 8 hub genes were screened to 
construct diagnostic and prognostic models. Based on these 8 hub genes, the diagnostic (AUC =
0.944) and prognostic (3-years, AUC = 0.876) models were accurate. 
Conclusions: In this study, 8 hub genes were identified for the diagnosis and prognosis of recurrent 
GBM, providing new biomarkers for the clinical study of recurrent GBM.   

1. Introduction 

Glioblastoma (GBM) is a common central nervous system (CNS) malignancy with a low survival rate and a lack of effective clinical 
treatments [1,2]. Maximum surgical resection was followed by chemoradiotherapy, is the current standard treatment for GBM [3]. 
However, the prognosis of aggressively treated GBM patients remains poor, with a median survival time of less than 15 months and a 
high risk of recurrence [4] due to rapidly growing, aggressive GBM cells in tumor mass that infiltrate into the normal brain parenchyma 
around the lesion [5]. Moreover, some GBM patients are diagnosed only when they develop symptoms and often miss the optimal time 
for treatment [6]. Therefore, the development of effective biomarkers to monitor primary or recurrent GBM is critical. 

Biopsy is used as one of the strategies for the diagnosis and prognosis of patients with GBM, but its limitations are significant. Tumor 
tissue is usually obtained through surgery, a highly invasive procedure that may be difficult to obtain because of the anatomical 
location of the tumor and the inability to monitor the tumor for early diagnosis, residual status, and recurrence [7]. In addition, tumor 
histopathology biopsies do not fully represent tumor heterogeneity, limiting the accuracy of predictive results [8]. Therefore, there is 
an urgent clinical need for a method to diagnose tumors and monitor their progression and recurrence in real-time. Recently, liquid 
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biopsies (LB), particularly the analysis of circulating tumor DNA (ctDNA), have demonstrated significant advantages and promising 
applications in the field of cancer diagnosis and surveillance [9]. LB identifies and monitors tumor biomarkers at the molecular level, 
such as circulating tumor cells (CTCs), ctDNA, exosomes, and circulating tumor RNA (ctRNA), using human blood, urine, saliva, and 
other body fluids. Among the LB analytes, ctDNA is a biomarker that contains tumor-specific genetic information. Therefore, it can be 
used as an alternative to tumor DNA for diagnosis and prognostic monitoring [10]. However, due to the blood-brain barrier (BBB), the 
amount of ctDNA in plasma in CNS tumors is much lower than that in solid tumors, making it more challenging to extract ctDNA from 
plasma. Fortunately, although the detection of ctDNA in plasma of brain tumor patients is challenging, the detection of ctDNA in CSF 
may provide a new low-cost approach to the clinic [11,12]. 

CSF, as one of the important components of LB, can provide nutrients, transmit signaling molecules and clear disease-causing 
substances in the brain [13–15]. CSF is an important diagnostic method for many central nervous system diseases, and the correct 
selection of CSF test is helpful for the clinical treatment and diagnosis of brain tumors [16]. Alexandra M. Miller et al. detected 
tumor-derived DNA in cerebrospinal fluid and was associated with disease burden and adverse outcomes [17]. Mutations in CSF ctDNA 
are consistent with the genetic changes seen in brain tumors and can be used as a reliable source for determining CNS tumor status [12, 
17,18]. Tumor cells release about 200bp of DNA into the surrounding environment and further spread to plasma and CSF [19]. Thus, 
CSF tends to diagnose ctDNA earlier than plasma under the influence of the BBB [20]. 

Therefore, the present study aimed to find biological markers capable of diagnosing and prognosticating recurrent GBM using CSF 
ctDNA genome-wide methylation profiling. 

2. Materials and methods 

2.1. Samples 

CSF samples and paired tumor tissue samples were obtained from four recurrent GBM patients who underwent surgical procedures 
at the Department of Neurosurgery, Sanbo Brain Hospital, Capital Medical University (Beijing, China). T1 samples were taken from the 
left basal ganglia region of the thalamus, T2 and T3 samples from the left temporal lobe, and T4 samples from the right frontal lobe. In 
addition, one paracancerous tissue sample and one normal CSF sample were collected as controls. All samples were pathologically 
diagnosed, and tumor tissues were rapidly frozen in liquid nitrogen and stored in a − 80 ◦C refrigerator. Patient information is pre
sented in Supplementary Table 1. All patients signed an informed consent form according to the study protocol approved by the local 
institutional review board (SBNK-2018-011-01). 

2.2. CSF ctDNA whole-genome methylation profile sequencing 

The cell-free DNA (cfDNA) was extracted according to the recommendations of the manufacturer of QIAamp Circulating Acid Kit 
(QIAGEN). In brief, highly purified methylated DNA is obtained by purification from cerebrospinal fluid, and the purified DNA is 
maintained in methylation state, which can be subjected to bisulfite conversion assay for methylation status analysis. 

High throughput sequencing was provided by CloudSeq Biotech Inc. (Shanghai, China). The phenol-chloroform method was used to 
extract genomic DNA, which was then purified and recovered by ethanol precipitation. Genomic DNA was broken into 100–500 bp 
DNA fragments by a Bioruptor ultrasonicator. NEBNext® Ultra™ DNA Library Prep Kit from NEB was used to repair, tailed, and add 
splice sequences to fragmented DNA. Methylated DNA immunoprecipitation (MeDIP) was performed on DNA spiked with a methylated 
DNA antibody from Active Motif. The DNA library after MeDIP was accurately quantified by Quant-iT PicoGreen dsDNA Kits (Life 
Technologies). The DNA libraries were then sequenced for 150 bp double-end sequencing on Illumina’s NovaSeq sequencing platform. 

Raw reads (Raw Data) were generated after sequencing on an Illumina NovaSeq 6000 sequencer, image analysis, base identifi
cation, and quality control (QC) (Supplementary Table 2, Suppplementary Table 3 and Supplementary Fig. 1). First, Q30 was used to 
perform QC. Cutadapt software (v1.9.3) was used to adaptor-trimming, remove low-quality reads, and produce high-quality clean 
reads [21]. The clean reads were then aligned to the human reference genome (HG19) using bowtie2 software (v2.2.4) with default 
parameters [22]. Methylation enrichment peak identification was performed through MACS software (v2.0), and diffReps software 
(v1.55.4) was used to identify differentially methylated regions that were then annotated using the UCSC RefSeq database, peaks, and 
gene information [23–25]. 

2.3. Total mRNA expression profile sequencing 

RNA high throughput sequencing was performed by Cloud-Seq Biotech (Shanghai, China). Ribosomal RNA (rRNA) was removed 
from the samples using the NEBNext rRNA Depletion Kit (New England Biolabs, Inc., Massachusetts, USA) under the supplier’s in
structions. NEBNext® Ultra™ II Directional RNA Library Prep Kit (New England Biolabs, Inc., Massachusetts, USA) was used to 
construct sequencing libraries. The libraries were quality-controlled and quantified using a BioAnalyzer 2100 system (Agilent Tech
nologies, USA), and 150 bp double-end sequencing was performed using an Illumina NovaSeq 6000 instrument. The raw data was 
sequenced using the Illumina NovaSeq 6000 sequencer. Raw data QC was first performed using Q30 (Supplementary Table 4, Sup
plementary Table 5 and Supplementary Fig. 2). To remove low-quality reads and obtain high-quality clean reads, adaptor-trimming 
was performed using cutadapt software (v1.9.3) [21]. The clean reads were compared to the human reference genome (HG19) using 
hisat2 software (v2.0.4) (http://ccb.jhu.edu/software/hisat2/index.shtml). Then, using HTSeq software (v0.9.1), raw count numbers 
were obtained and normalized using edgeR. Ploidy changes and p-values were calculated between the samples to screen for 
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differentially expressed genes [26,27]. 

2.4. Identification of methylation markers 

To screen biomarkers for recurrent glioblastoma, we first compared 5-hydroxymethylcytomidine (5hmC) in plasma cfDNA from the 
GEO database, which included 111 glioma patients and 111 age - and sex-matched healthy individuals (GSE132118). 9199 differential 

Fig. 1. Distribution and visualization of methylation regions on chromosomes. (A) Distribution of CSF ctDNA methylation regions on 
chromosomes. (B) The methylation level of each CSF sample group. The higher the methylation level, the more significant the peak. 
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genes in GSE132118 were analyzed by DESeq2 package, and these genes will be included in hub gene screening [28]. From CGGA 
database (Home | CGGA - Chinese Glioma Genome Atlas) of 109 cases of recurrent glioma samples (including secondary recurrence) 
mRNA expression and 20 cases of normal samples, whitch will be used for prognostic model building. 

2.5. Statistical analysis and image construction 

The present study used R (version 3.6.3), SPSS software (version 24, IBM Company), and Graphpad Prism (v. 8.0.2) for statistical 
analysis and graph plotting. The “survival” and “survminer” R packages (https://CRAN.R-project.org/package=survival 

The “survival” R package was used to calculate the risk scores for the hub gene, divided into high and low-risk groups based on the 
median risk score. Diagnostic recipient operating characteristics (ROC) for multi-gene associations were analyzed using SPSS software 
(version 24), predictors of genes were calculated using binary logistic regression analysis, and then their ROC was analyzed based on 
the predictors. In addition, visualization of some of the data in the present study was provided by an online analysis website (https:// 
www.xiantao.love/). 

Fig. 2. Characterization of the CSF ctDNA methylation region (A) The length distribution of enrichment peak in each group of CSF samples. (B) 
Fold enrichment distribution of methylation regions in each group of CSF samples. (C) Distribution of methylated regions on genomic elements. 
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3. Result 

3.1. Characterization of CSF ctDNA methylation regions and distribution on chromosomes 

For each group of samples, we visualized the distribution of CSF ctDNA methylation regions on chromosomes, including tumor CSF 
samples (G1, G2, G3, and G4) and normal CSF samples (NC) (Fig. 1A). To determine the distribution and size of ctDNA methylated 
regions in CSF from GBM patients, IGV software (version 2.11.8) was used to visualize the sequencing results. (Fig. 1B). The results 
showed that the distribution and peak of CSF ctDNA methylation regions on chromosomes did not show regularity. 

3.2. Characteristics of methylation regions of CSF ctDNA samples in recurrent GBM 

The length, tag fold enrichment distribution and ratio on genomic elements of CSF ctDNA methylation regions are shown and used 
to analyze the variability between tumor samples and normal samples in a holistic manner. The length of enrichment peak was higher 
in the G4 group (354–98298 bp) than in other tumor samples (Fig. 2A and B). Such results may be related to the individual variability 
among tumor samples. It also had a higher standardized tag fold enrichment than different samples. Furthermore, G1 demonstrated the 

Fig. 3. CSF ctDNA methylation levels and screening of hub genes. (A) Heatmap of ctDNA methylation levels in CSF. (B) Analysis of plasma 
cfDNA difference between tumor and normal samples in GSE132118. In the figure, the horizontal coordinate is the position of differentially 
expressed genes (from largest to smallest) in order of differentially expressed genes, and the vertical coordinate is differentially expressed genes. The 
closer the points are to the left and right sides, the greater the absolute value of the difference multiples. (C) Venn diagram of the intersection of CSF 
differential methylation domains (T vs N CSF ctDNA), tumor tissue differential genes (T vs N Tissue), and plasma cfDNA differential methylation 
genes (GSE132118). (D) GO and KEGG analysis of 530 intersection genes. 
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lowest while G4 depicted the highest percentage of fold enrichment distribution. However, the majority of the methylation fold 
enrichment of tumor samples was concentrated between 2 and 3, with only a few methylation regions showing a high level of 
methylation. The analysis of the distribution ratio of genomic elements in each group of samples revealed that the distribution of 
recurrent GBM methylation regions on genomic elements did not differ significantly (Fig. 2C). 

3.3. Methylation levels of CSF ctDNA and screening of differential genes 

To screen genes related to prognosis and diagnosis of recurrent GBM, we analyzed methylation profiles of GSE132118, ctDNA 
differential methylation regions of CSF, and differential genes in tumor tissue. The methylation regions of CSF samples in the tumor 
group (G1–G4) and in the normal group (NC) were identified, duplicate identified regions were removed, and the methylation levels of 
1348 methylation regions (Log FC) were then plotted in a heatmap (Fig. 3A). Due to the specificity between tumor samples, the 
methylation level of G4 was higher than that of other tumor samples, and G1 had the lowest methylation level among all tumor 
samples. It is important to note that one gene may correspond to multiple methylated regions. On the other hand, mRNA expression 
profiles of tumor tissue samples were analyzed, and a total of 2123 genes were different between the tumor group and the normal 

Fig. 4. Screening of hub genes based on CGGA database mRNA expression profiles. (A–B) 20 genes were selected from the Lasso regression 
analysis. (C) 8 hub genes were screened by multivariate cox analysis. 
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group (p < 0.05) (Supplementary Fig. 3). GSE132118 consisted of 111 glioma cfDNA samples and 111 paired normal cfDNA samples. 
9199 differential methylated genes were identified in the analysis (Fig. 3B). After combined analysis of three sets of data (CSF ctDNA 
differential methylation region, tumor tissue differential gene, and GSE132118), 530 genes were screened for subsequent analysis 
(Fig. 3C). Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) were analyzed for enrichment of 530 genes. The 
identification contents included biological process (BP), molecular function (MF), and cell component (CC) (Fig. 3D). The results 
showed that the top 5 items in BP ranking are regulation of ion transmembrane transport, modulation of chemical synaptic 

Fig. 5. Construction of a prognostic model for recurrent GBM based on 8 hub genes. (A) KM survival curves for the high-risk and low-risk 
groups. The low-risk group is represented by blue, while the high-risk group is represented by red. (B) The top picture shows that the risk score 
increases with survival time. The picture in the middle shows the distribution of patients’ survival over time. The bottom image shows the 
expression of hub genes in high-risk (yellow) and low-risk (blue) patients. (C) Time-dependent ROC for prognostic models and other clinical in
formation. (D) Independent prognostic analysis of clinical information including risk score. (For interpretation of the references to colour in this 
figure legend, the reader is referred to the Web version of this article.) 
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transmission, and regulation of trans-synaptic signaling, cognition and regulation of cation transmembrane transport. In addition, 
KEGG top 5 pathways for GABAergic synapse, Glutamatergic synapse and Serotonergic synapse, Retrograde endocannabinoid 
signaling and Morphine addiction. 

3.4. Screening hub genes from 530 genes 

In order to screen out hub genes associated with prognosis and diagnosis of recurrent GBM from 530 genes, transcriptome data and 
clinical information of 109 recurrent GBM and 20 normal brain tissues from the CGGA database were collected as a training cohort and 
included in the following analysis. Based on univariate cox regression model, a total of 68 hub genes were identified to be significantly 
correlated with overall survival (Supplementary Fig. 4). The 20 genes selected in Lasso penalized cox analysis were analyzed by 
multivariate cox analysis (Fig. 4A and 4B), and 8 genes were finally selected to construct the prognostic model. They include FLRT2, 
ETV1, NKD1, GNB5, NTRK3, COMMD1, C1orf226, and CHI3L2 (Figs. 3B and 4C). 

3.5. Construction of a prognosis model based on 8 hub genes 

The risk score of the genes in each sample was calculated based on the expression of the 8 hub genes in the CGGA dataset, and the 
samples were classified into high-risk and low-risk groups based on the median of the risk scores. Results showed that patients in the 
high-risk group had significantly lower OS than those in the low-risk group (p < 0.001) (Fig. 5A). Moreover, with the increase of 
survival time, patients’ risk score and mortality also increased, which meant that patients with higher hub gene expression levels 
generally had worse prognosis (Fig. 5B). The heatmap of hub gene expression showed that FLRT2, ETV1, NTRK3, and C1orf226 were 
directly proportional to the risk score, and NKD1, GNB5, COMMD1, and CHI3L2 were inversely proportional to the risk score. To assess 
the prognostic ability of hub genes, time-dependent receiver operational characteristic (ROC) curves (3 years) were used to calculate 
risk score and other clinical information including gender, age, IDH mutation status, and 1p19q codeletion satatus, MGMTp 
methyaltion status) area under curve (AUC) (Fig. 5C). Interestingly, these genes had higher sensitivity and specificity in predicting OS 
than other clinical information (AUC = 0.876). In addition, risk scores were used as independent prognostic factors to predict patient 
outcomes (p < 0.001) (Fig. 5D). Overall, we established a clinical prognostic model based on the expression levels of these hub genes in 
recurrent GBM, which can be used as an independent post-parameter to assess patients’ clinical risk. 

3.6. Constructing diagnostic model base on the 8 hub genes 

Based on the methylation levels of 111 gliomas and 111 normal plasma cfDNA in GSE132118 samples, binary logistic regression 
analysis was performed for the above 8 hub genes. The combined diagnostic ROC of eight genes was calculated using the diagnostic 
predictors of these genes (Fig. 6). The results showed that the AUC values of COMMD1 (AUC = 0.801), C1orf226(AUC = O.781) and 
CH3L2(AUC = 0.850) were relatively high. The AUC values of FLRT2 (AUC = 0.598), ETV1 (AUC = 0.580), NKD1 (AUC = 0.446), 
GNB5 (AUC = 0.680) and NTRK3 (AUC = 0.597) were low. It should be noted that the combined diagnostic ROC of hub gene (AUC =
0.944) was greater than that of single gene. This means that the diagnostic model constructed based on 8 hub genes has high accuracy 
in predicting the occurrence of recurrent glioblastoma, but it still needs to be further verified. 

Fig. 6. A diagnostic model based on the 8 hub genes. (A) Univariate diagnostic ROC of 8 hub genes and multifactor combined diagnostic ROC.  
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4. Discussion 

As one of the first epigenetic regulatory patterns identified, DNA methylation has shown widespread application in the diagnosis 
and prognosis of GBM [29,30]. The epigenetic characteristics of the primary tumor can be expressed in CSF ctDNA. Detecting the 
methylation level of CSF ctDNA is a sensitive and accurate method to monitor tumorigenesis, progression, and recurrence and to 
predict outcomes [31]. Thus, we tried to find biomarkers for the diagnosis and prognosis of recurrent GBM by analyzing the 
genome-wide methylation profile of CSF ctDNA, which provide a better clinical approach to monitoring tumor recurrence. 

In this study, the distribution of chromosome methylation regions in CSF samples was visualized. The results showed that the 
distribution of methylated regions did not differ significantly between tumor and normal samples. However, when we used IGV 
software to visualize the tumor samples, the normalized (log scale) G4 demonstrated smooth methylation levels, whereas the 
methylation levels of different regions in the G1 was quite variable. When the length distribution and standardized tag fold enrichment 
distribution of methylation regions in tumor samples were analyzed, the G4 showed a distinct group different from other samples. The 
G4 did not show significant differences from other tumor samples when analyzing the distribution of sample methylation regions on 
genomic elements. Such results may be due to the specificity between tumors or the insufficient number of samples in GBM patients. 
We will further expand the number of sample to verify these results. 

Subsequently, we plotted a heatmap to compare the methylation levels of tumor samples (G1–G4) and normal samples (NC). The 
results depicted the methylation levels of the G4 was significantly higher than the other tumor samples, consistent with previous 
findings. However, in the mRNA expression profiles, there were significant expression differences between normal tissue samples (T1) 
and tumor tissue samples (T1–T4), and the T4 group did not show higher intergroup differences than before. Therefore, we concluded 
that the methylation variability in the G4 was acceptable and included in the analysis of the subsequent genetic screen. In addition, 
DNA methylation, an epigenetic regulator of cell differentiation and development, is achieved by manipulating gene expression 
without altering the genome sequence [32]. So we will CSF ctDNA methylation differences between area and mRNA expression of 
tumor tissue, the combination of joint GSE132118 data at the same time used to improve the accuracy of genetic screening. 

Based on the transcriptional profiles of 109 recurrent GBM samples and 20 normal samples from the CGGA database, 530 genes 
were analyzed by univariate Cox analysis, Lasso regression analysis and multivariate Cox analysis. Through statistical analysis, 8 hub 
genes out of 530 genes were screened to construct prognostic and diagnostic models. The prognostic model built on 8 hub genes could 
accurately predict the survival of patients (AUC = 0.876), and the samples with high-risk scores had lower survival than those with 
low-risk scores. Furthermore, as expected, the risk score of patients increased with increasing survival time. The diagnostic model 
based on the methylation levels of the 8 hub genes showed high accuracy. The results suggest that the hub genes could not only predict 
a patient’s prognosis, but also be capable of diagnosing recurrent GBM. However, on the basis of the available information, it is difficult 
to obtain clinical follow-up data over a long period of time, and longer follow-up and clinical monitoring are needed for further study 
and use to fully assess the accuracy of this risk score model in terms of clinical prognosis. We identified 8 hub genes associated with the 
diagnosis and prognosis of recurrent GBM using CSF ctDNA methylation profiling as biomarkers. These hub genes provide a new 
strategy for the diagnosis and prognosis of recurrent GBM. Based on the results of this study, we will further explore the mechanism of 
action of these genes on recurrent GBM. 
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