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ABSTRACT
Background: Lysyl oxidase enzymes (LOXs), as extracellular matrix (ECM) protein
regulators, play vital roles in tumor progression by remodeling the tumor
microenvironment. However, their roles in glioblastoma (GBM) have not been fully
elucidated.
Methods: The genetic alterations and prognostic value of LOXs were investigated via
cBioPortal. The correlations between LOXs and biological functions/molecular
tumor subtypes were explored in The Cancer Genome Atlas (TCGA) and the
Chinese Glioma Genome Atlas (CGGA). After Kaplan‒Meier and Cox survival
analyses, a Loxl1-based nomogram and prognostic risk score model (PRSM) were
constructed and evaluated by time-dependent receiver operating characteristic
curves, calibration curves, and decision curve analyses. Tumor enrichment pathways
and immune infiltrates were explored by single-cell RNA sequencing and TIMER.
Loxl1-related changes in tumor viability/proliferation and invasion were further
validated by CCK-8, western blot, wound healing, and Transwell invasion assays.
Results: GBM patients with altered LOXs had poor survival. Upregulated LOXs were
found in IDH1-wildtype and mesenchymal (not Loxl1) GBM subtypes, promoting
ECM receptor interactions in GBM. The Loxl1-based nomogram and the PRSM
showed high accuracy, reliability, and net clinical benefits. Loxl1 expression was
related to tumor invasion and immune infiltration (B cells, neutrophils, and dendritic
cells). Loxl1 knockdown suppressed GBM cell proliferation and invasion by
inhibiting the EMT pathway (through the downregulation of N-cadherin/Vimentin/
Snai1 and the upregulation of E-cadherin).
Conclusion: The Loxl1-based nomogram and PRSM were stable and individualized
for assessing GBM patient prognosis, and the invasive role of Loxl1 could provide a
promising therapeutic strategy.
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INTRODUCTION
Glioblastoma (GBM) is a formidable lethal malignancy that affects 21% of the glioma
patient population and contributes to 7% of all brain tumors. This pathology is notably
typified by a heightened propensity for both recurrent manifestations and a high incidence
of functional impairment (Ostrom et al., 2017). Although sufficient surgical tumor
resection, radiotherapy, and chemotherapy are used (Stupp et al., 2005), the prognosis of
GBM patients remains dismal, with a survival rate of only 4–7% (Ostrom et al., 2022).
Currently, numerous novel biomarkers have been identified that exhibit potential
prognostic value. Nonetheless, these indicators fail to fully demonstrate the individual
prognosis due to GBM heterogeneity and asymmetrical clinical features. Thus, developing
an effective and individualized tool for assessing GBM patient prognosis is critical and may
contribute to clinical practice.

Lysyl oxidase enzymes (LOXs) include Lox and lysyl oxidase-like proteins 1–4 (Loxl1-
4), which are encoded by chromosomes 5q23.1, 15q24.1, 8p21.3, 2p13.1 and 10q24.2
(Asuncion et al., 2001). These five members function as secretory copper-dependent amine
oxidases due to their highly conserved C-terminal domains, including copper binding
motifs and lysyl-tyrosyl-quinone (LTQ) cofactors (Wang, Hsia & Shieh, 2016). In addition,
their diverse N-terminal domains further divide LOXs into two subfamilies: Lox, Loxl1
(immature pro-domians) and Loxl2-4 (scavenger-receptor cysteine-rich (SRCR) domains)
(Xiao & Ge, 2012). The former needs bone morphogenic protein-1 (BMP-1) protease to
transform pro-Lox and pro-Loxl-1 into maturation, which Loxl2-4 need not (Borel et al.,
2001). LOXs mainly promote covalent cross-linking between collagens and elastin in the
extracellular matrix (ECM) and strengthen the structural stress and integrity of tissues
(Wullkopf et al., 2018). The ECM regulates cellular transformation and metastasis to
promote tumor progression (Seewaldt, 2014), which is also a major component of the
tumor microenvironment (TME). LOXs secreted from cells participate in the regulation of
the TME and can be absorbed or returned to the cytoplasm to influence cell phenotypes
(Barker, Cox & Erler, 2012). Mutations and upregulation of LOXs have been found in
many cancers. In glioma research, LOXs expression can aggravate the malignant
phenotypes of tumor cells (Laurentino et al., 2022). For example, Lox is upregulated in
glioma (da Silva et al., 2015), and knockdown or inhibition of Lox can compromise tumor
migration, invasion, and angiogenesis (Kim et al., 2014; Kore et al., 2018; Mammoto et al.,
2013). Lox-related pathways were found in hypoxia-regulated GBM exosomes (Kore et al.,
2018; Kucharzewska et al., 2013). Lox also participates in the progression of macrophage
infiltration (Chen et al., 2019; Zhao et al., 2021a). Loxl2 can activate glioma cell autophagy
to induce the epithelial-to-mesenchymal transition (EMT) process and reduce
chemotherapy sensitivity (Zhang et al., 2020). Low Loxl3 decreased glioma invasion and
restrained tumor progression (Laurentino et al., 2021). High Loxl1 is related to glioma cell
apoptosis and migration via Wnt/beta-catenin signaling or stabilizing BAG2 (Li et al.,
2018; Yu et al., 2020). However, the role of Loxl1 is still unclear in glioma cell invasion.
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Through single-cell sequencing analysis, the roles of Loxl1 in the TME of glioma could be
further explored. In addition, the prognostic role of LOXs family in primary GBM patients
has not been fully investigated, and the clinical application of LOXs-based prediction
models could also be further explored.

Our present study comprehensively investigated the prognostic value of LOXs at the
genomic and transcriptional levels in GBM. The biological functions of LOXs in GBM
were determined by GO and KEGG analyses. The categorization of GBM subtypes in
diverse patient cohorts based on distinct levels of LOXs was examined utilizing data from
The Cancer Genome Atlas (TCGA), with subsequent validation conducted within the
Chinese Glioma Genome Atlas (CGGA) repository. Survival analyses were performed to
screen for independent clinicopathological factors associated with GBM prognosis.
Subsequently, the validation cohort included diverse GBM cohorts, culminating in the
formulation of the nomogram and a prognostic risk score model (PRSM) centered on
Loxl1. Furthermore, an in-depth exploration of the expression patterns of Loxl1 within
GBM was undertaken through single-cell RNA sequencing (scRNA-seq) analyses. Loxl1-
related pathways and immune infiltration in GBM were also explored by gene set
enrichment analysis (GSEA), gene set variation analysis (GSVA), and TIMER. To elucidate
the contribution of Loxl1 to the progression of GBM, an array of investigative
methodologies, including the CCK-8 assay, western blot analysis, wound healing assays,
and transwell invasion assays, were used. Comprehensive analyses of the LOXs family,
especially Loxl1, could provide prognostic and therapeutic targets for GBM patients.

MATERIALS AND METHODS
Prognostic variants identified via the genomic sequencing of LOXs in
GBM
cBioPortal integrates gene expression, alteration information, and clinical data from
multiple databases (Gao et al., 2013). We integrated 429 GBM samples with complete
mutation and copy number alteration (CNA) data (Table S1: Brain Tumor PDXs, Mayo
Clinic (Vaubel et al., 2020); Glioblastoma, Columbia (Zhao et al., 2019); GBM, TCGA,
PanCancer Atlas) to analyze the ratio and sites of each LOXs genetic alteration. The
potential prognostic value of LOXs genetic alterations was also investigated with Kaplan‒
Meier survival analysis.

TCGA and CGGA databases
The GBM cohorts included both isocitrate dehydrogenase (IDH)1-wild-type (WT) and
IDH1-mutant patients from GlioVis (TCGA) (Bowman et al., 2017) and the CGGA
website (Zhao et al., 2021b). We explored the potential diagnostic and prognostic value of
LOXs via differential expression and survival analyses. After constructing the nomogram
and PRSM, we further included another TCGA GBM cohort to test the PRSM.

Biological function analysis of LOXs
A total of 250 genes related to LOXs (50 of each member) in GBM based on the Pearson
correlation coefficient were obtained from GEPIA (Tang et al., 2019). Based on the
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integrated groups of LOXs-related genes, a protein‒protein interaction network was
constructed (Table S2) via STRING (von Mering et al., 2005). Further GO and KEGG
biological function analyses were subsequently conducted, and the results were visualized
with Cytoscape (version 3.8.2).

Survival analysis, model construction, and evaluation
The prognostic role of each LOXs family member in GBM was analyzed by Kaplan–Meier
analysis in GBM cohorts (TCGA training cohort, n = 330; Table S3; CGGA validation
cohort, n = 193; Table S4; and external TCGA validation cohort, n = 266; Table S5).
Subsequently, the prognostic value of LOXs was explored through Cox survival analyses,
which revealed clinicopathological variables such as age, sex, tumor classifications
(including IDH mutation status and GBM subtypes), and treatment modalities (including
chemotherapy and radiotherapy). Based on these discerned prognostic factors, a
nomogram and the PRSM were systematically constructed, providing a robust framework
for appraising the 1- and 2-year prognostic outcomes for GBM patients. The predictive
risk score formula was as follows: Y = 0.115*Loxl1 + 0.362*Age-0.739*IDH1-

1.010*Chemo-1.824*Radio. After excluding GBM patients with IDH1 mutations

according to the 2021 WHO CNS tumor classification (Louis et al., 2021), the training
TCGA (IDH1-WT, n = 309), CGGA (IDH1-WT, n = 161), and external TCGA (IDH1-
WT, n = 246) GBM datasets were used to further assess the model. Time-dependent
receiver operating characteristic (t-ROC) curves were used to analyze the model prediction
accuracy. The net clinical benefits were judged by calibration and decision curve analyses.
The entire spectrum of the data was subjected to rigorous analysis and subsequent
visualization, a process meticulously executed through the use of R (version 4.0.3).

Single-cell RNA sequencing data processing
The GSE182109 datasheet (Abdelfattah et al., 2022) from the GEO database contained
low-grade glioma (LGG) and newly diagnosed GBM (ndGBM, primary GBM) groups.
The quality control metrics are listed below, and the following exclusion criteria were as
follows: genes detected in <3 cells, <300 genes detected in cells, a proportion of
mitochondria >10%, and a percentage of hemoglobin genes >3%. A total of 3,000 highly
variable feature genes were marked by the function “FindVariableFeatures” from the R
package “Seurat”. The quality-controlled data were scaled by the function “ScaleData”, and
the data dimensionality was reduced by the function “RunPCA”, according to highly
variable genes. Finally, the cells were clustered by the functions “FindNeighbors” and
“FindClusters” (Dim = 20, Solution = 0.4). T-distributed stochastic neighbor embedding
(t-SNE) was used to further reduce the data dimensions and visualize the distribution on
the two-dimensional plot. As described in a previous study of GSE182109, marker genes
for cell type annotation were obtained and are listed in Table S6 (Abdelfattah et al., 2022).
We visualized the expression pattern of each marker gene by the function “DotPlot” and
annotated the cell types.
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Functional gene enrichment analyses based on scRNA-seq
To identify the enriched functions between the LGG and GBM subgroups, gene set
enrichment analysis (GSEA) was conducted with the Molecular Signatures Database
(MSigDB) (c2.cp.kegg.v2023.1.Hs.symbols.gmt) via the R package (Liberzon et al., 2015).
Gene set variation analysis (GSVA) was also performed to calculate the pathway scores of
each cell using the R package “GSVA”. The correlation between Loxl1 and enriched
biological processes in GBM could be further explored.

Analysis of tumor-infiltrating immune cells
The correlations between Loxl1 and tumor-infiltrating immune cells (B cells, CD8+ T cells,
CD4+ T cells, macrophages, neutrophils, and dendritic cells) in GBM were explored and
visualized with TIMER (https://cistrome.shinyapps.io/timer/) (Li et al., 2017).

Cell culture and construction of the Loxl1 knockdown cell line
The U87 MG human glioblastoma cell line was acquired from the American Type Culture
Collection (Virginia, USA) and cultured in Dulbecco’s modified Eagle’s medium (DMEM)
(Gibco, Billings, MT, USA) supplemented with 10% fetal bovine serum (FBS, F8318-
500ML) in a 37 �C and 5% CO2 humidified incubator.

Loxl1 knockdown lentiviral vectors containing Loxl1-specific small hairpin RNA
(shLoxl1-1: CCTGGGAACTACATCCTCA, shLoxl1-2: GCATTAAAGCAGCGTATC)
and nontargeting shRNA (shNT: CTCGCTTGGGCGAGAGTAA) were purchased from
GeneChem (Shanghai, China). In accordance with the manufacturer’s instructions, U87
MG cells were cultured at a density of 10 × 104 cells/well in a six-well plate before
transfection. The medium was changed to serum-free DMEM. Then, shNT or shLoxl1-
1&2 lentivirus was separately added to the wells at an MOI of 1.5. After 6 h, the lentivirus
medium was discarded, and the medium was supplemented with puromycin (1.5 mg/ml).
The drug selection medium was replaced with complete medium 24 h later, and Loxl1-
knockdown cell lines were constructed for further experiments.

Cell viability and proliferation assay
A cell counting kit-8 (CCK-8) assay was used to detect the effect of Loxl1 knockdown
on the viability and proliferation of U87 MG cells. A total of 2,500 stable knockdown cells
per well were seeded in a 96-well plate. We measured the absorbance of each well every 24
h for 96 h. Ten microliters of CCK-8 reagent (521942; Biosharp, Heifei, China) was added
to each well, and the plate was placed in an incubator at 37 �C for 1 h. The absorbance of
the different groups at 450 and 670 nm was read with a microplate reader. Cell viability and
proliferation curves were generated and analyzed with GraphPad Prism and SPSS. Multiple
comparisons were conducted between the shNT group and the sh-Loxl1-1 & 2 group at
each time point.

Western blot analysis
Transfected U87 MG cells were cultured in six-well plates and harvested when they
reached >80% confluence. Each well was washed with PBS twice and lysed with RIPA
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buffer (P0013B; Beyotime, Shanghai, China) supplemented with PMSF for 15 min on ice.
Then, we scratched off the cells with scrapers and centrifuged them for 20 min at 4 �C.
The supernatant was carefully collected, quantified with a bicinchoninic acid (BCA) kit
(P0011; Beyotime, Shanghai, China) and diluted to 1 mg/ml with RIPA buffer. Then, the
loading buffer was mixed with the supernatant, and the mixture was denatured at 100 �C
for 10 min. The denatured samples were separated by sodium dodecyl sulfate‒
polyacrylamide gel electrophoresis (120 V, 60 min) and transferred to a nitrocellulose filter
membrane (Millipore, Burlington, MA, USA), whose weight was based on the protein
molecular weight. After blocking with 5% BSA at room temperature for 1 h, the membrane
was incubated with primary antibodies (anti-Loxl1 (sc-166632, Santa Cruz, CA, USA),
anti-N-cadherin (#13116; Cell Signaling Technology, Danvers, MA, USA), anti-E-
cadherin (#3195; Cell Signaling Technology, Danvers, MA, USA), anti-Vimentin (#5741;
Cell Signaling Technology, Danvers, MA, USA), anti-Snai1 (13099-1-AP; Proteintech,
Rosemont, IL, USA), anti-GAPDH (60004-1-Ig; Proteintech, Rosemont, IL, USA), and
anti-β-actin (20536-1-AP; Proteintech, Rosemont, IL, USA)) on a shaker at 4 �C overnight,
followed by incubation with secondary antibodies (anti-mouse, SA00001-1 & anti-rabbit,
SA00001-2; Proteintech, Rosemont, IL, USA) for 1 h at room temperature. Enhanced
chemiluminescence reagent (P0018S; Beyotime, Shanghai, China) was added to visualize
the bands with a ChemiDoc MP (Bio-Rad, Hercules, CA, USA). The gel bands were
quantified by ImageJ (NIH, Bethesda, MD, USA), and the GAPDH/β-actin ratio was used
as an internal control. The target protein/internal control in the shNT group was
compared with the ratios in the Loxl1 knockdown groups.

Wound healing assay
U87 MG cells were subjected to different groups in six-well plates and reached >90%
confluence. Then, a 10-ml pipette tip was used to scratch the bottom, and the medium was
changed to serum-free DMEM. The wound gaps were photographed at 0 and 24 h at the
same location. The wound gaps were measured by ImageJ software, and the ratio of the
closure gap was analyzed between the shNT group and the sh-Loxl1-1&2 groups to detect
differences in invasion ability.

Transwell invasion assay
U87 MG cells from different groups were counted and separately cultured in Transwell
chambers (8.0 µm pore) at 1.5 × 104 cells per well. The chamber was placed in a 24-well
plate, and its membrane was coated with Matrigel (100 µg/cm2) (BD Bios, Franklin Lakes,
NJ, USA). U87 MG cells were cultured in the upper compartment, and 10%
FBS-containing medium was added to the lower compartment. After 24 h, the chambers
were washed twice with PBS, fixed in 4% paraformaldehyde for 15 min and washed. Then,
the cells were stained with 0.5% crystal violet for 15 min and washed twice. Photography
was conducted with a microscope (ECLIPSE Ni-U, Nikon, Tokyo, Japan), and the number
of cells per field was counted for the shNT group and the sh-Loxl1-1 & 2 groups.
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Statistical methods
Statistical distinctions between the two cohorts were assessed through Student’s unpaired
two-sided t test. Within the arms of multiple groups, one-way analysis of variance
(ANOVA) was used, accompanied by subsequent post hoc least significant difference
assessments for multiple pairwise comparisons. Survival evaluations, encompassing both
Kaplan–Meier survival analyses and univariate/multivariate Cox regression analyses, were
performed with SPSS (Chicago, IL, USA) and R software (R Core Team, 2020). A
significance threshold of P < 0.05 was consistently upheld as the standard for statistical
significance across all analytical appraisals.

RESULTS
Genomic sequencing of LOXs and prognostic variant identification
To delineate the correlation between genetic aberrations in LOXs and the prognostic
landscape of GBM patients, we analyzed a cohort comprising 429 specimens obtained
from three distinct genomic profiling studies of GBM patients. The LOXs family, which
includes all five constituents, exhibited varying degrees of genetic perturbations within the
GBM patient pool. The cumulative frequency of such genetic alterations reached 2.6%,
accounting for 11 of the 429 samples under scrutiny. As shown in Figs. 1A and 1B, 0.4% of
GBM patients presented missense mutations in Lox. This mutation often results in Lox
dysfunction, with 269 and 274 amino acid changes (aa), and affects the phosphorylation
and O-linked glycosylation of Lox. Missense mutations and inframe mutations were
detected in Loxl1 with the same rate of genetic alteration as Lox. This missense mutation
led to 421 amino acid changes in Loxl1. Loxl2 was the gene with the most genetic
alterations (0.8%), and its mutation may contribute to changes in gene phosphorylation. A
total of 0.4% of GBM samples presented missense mutations, which caused 545 amino acid
changes in Loxl3. A total of 0.69% of GBM samples showed a missense mutation and
amplification in Loxl4, of which 583 amino acid changes were detected in Loxl4.

To further determine the prognostic value of LOXs with genetic alterations in GBM, we
performed a Kaplan‒Meier analysis of 11 GBM patients with LOXs genetic alterations
from three GBM cohorts (Fig. 1C). GBM patients exhibiting genetic modifications
pertaining to LOXs displayed notably truncated overall survival intervals compared to
those of their counterparts devoid of such alterations (Fig. 1D). The prognostic genetic
alteration of LOXs in GBM indicated the important clinical value of LOXs.

LOXs expression analysis and correlated biological functions
We performed differential expression analyses of LOXs in TCGA and CGGA at the
transcriptional level, as shown in Figs. 2A and 2B. In contrast to their expression levels in
normal tissue counterparts, the expression profiles of all LOXs (Lox, Loxl1, Loxl2, Loxl3,
Loxl4) were notably elevated within the domain of GBM tissues, indicating the plausible
oncogenic functions of LOXs in GBM. To confirm the functional involvement of LOXs in
GBM, we subjected the 250 most relevant genes (50 for each respective member) to
comprehensive scrutiny through GO analyses. The processes of extracellular structure
organization (biological process, BP) and extracellular matrix structural constituent
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Figure 1 Genetic mutation and prognosis of LOXs in GBM. (A) Amplification and deep deletions are
presented in red and blue boxes, while the remaining boxes indicate no or no alterations from cBioPortal.
(B) Related modifications and corresponding exons associated with LOX alterations in GBM. SRCR:
Scavenger receptor cysteine-rich domain. (C) The samples with altered LOXs in cancer studies are shown
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(molecular function, MF) in the endoplasmic reticulum lumen (cellular component, CC)
were correlated with the expression of LOXs in GBM based on the GO and KEGG
analyses. Moreover, KEGG analysis revealed that the biological roles of LOXs in GBMwere
associated with the pathways of protein digestion and absorption (Fig. 2C). Together, these
results suggested that LOXs serve as important regulators of ECM protein expression.

Figure 1 (continued)
in the pie diagram. The total sample number of each study was out of parentheses and the number of
LOXs altered samples are shown in parentheses. (D) Genetic modifications in LOXs among GBM
patients were subjected to scrutiny utilizing Kaplan‒Meier analysis. The unaltered cohort is represented
by the blue dashed line, which is juxtaposed by the red dashed line indicating the cohort with genetic
alterations. Full-size DOI: 10.7717/peerj.17579/fig-1

Figure 2 Differential mRNA expression and related pathways of LOXs in GBM. Aberrant mRNA
expression of LOXs in GBM from TCGA (A) and CGGA (B), in contrast to normal tissues.
(***P < 0.001). (C) The top 50*5 genes related to LOXs were included for GO and KEGG analyses.
The GO analyses revealed biological process (BP), cellular component (CC), and molecular function
(MF) terms. The most strongly correlated results are indicated with arrows, and their annotations are
listed. Full-size DOI: 10.7717/peerj.17579/fig-2
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LOXs and clinical GBM classifications
GBM is classified into the proneural, classical, and mesenchymal subtypes. The
classifications were related to patient survival, of which mesenchymal subtypes displayed
the shortest median survival (Verhaak et al., 2010). As shown in Figs 3A, 3B, we found
that, except for Loxl1 in the CGGA, all LOXs in GBM were more highly expressed in the
mesenchymal subtypes than in the classical and proneural subtypes, indicating that LOXs
could serve as diagnostic indicators for predicting mesenchymal subtypes in GBM patients.

Another important indicator widely used in GBM diagnosis and treatment is IDH
mutation (Yan et al., 2009). It is associated with better outcomes in IDH1-mutant patients
than in IDH1-WT patients. We next explored the correlation between IDH mutation
status and LOXs expression. Interestingly, we found that all LOXs in GBM were more
highly expressed in the IDH1-WT subgroup than in the IDH1-mutant subgroup (Figs. 3C,
3D). The correlation between high LOX expression and IDH1-WT expression was
confirmed both in the TCGA and CGGA cohorts, suggesting that LOXs could act as
promising markers in GBM.

Independent prognostic variables and nomogram construction
To determine the effective prognostic factors of LOXs in GBM patients, two separate
databases were used. Overall survival of GBM patients with high Lox, Loxl2, Loxl3, and
Loxl4 expression was similar to that of patients with low Loxl2, Loxl3, and Loxl4
expression. Moreover, patients with higher Loxl1 levels might have a shorter survival time,
which might be a prognostic indicator for clinical diagnosis and treatment (Fig. 4A).

The elucidation and validation of prognostic indicators in GBM encompassed an
intricate interplay between patient-specific clinical attributes and Loxl1 expression
patterns. Parameters spanning age, sex, tumor classifications encompassing IDH mutation
status and distinct GBM subtypes, as well as the therapeutic modalities of chemotherapy
and radiotherapy, were critically engaged in this multifaceted endeavor. The results of
univariate Cox survival analyses revealed that younger age, IDH mutation status,
chemotherapy, radiotherapy, and low Loxl1 expression were protective variables, which
translated into an extended survival period for patients with GBM (Fig. 4B).

To ascertain the clinical predictive efficacy inherent to Loxl1 expression, we integrated the
aforementioned clinical prognosticators into a multivariate Cox survival analysis framework.
Through the deliberate exclusion of sex and GBM subtypes as confounding elements, we
proceeded to gauge the adjusted hazard ratios for these prognostic determinants along
with their corresponding 95% confidence intervals (Fig. 4C). To ascertain the clinical
predictive efficacy inherent to Loxl1 expression, we integrated the aforementioned clinical
prognosticators into a multivariate Cox survival analysis framework. Through the deliberate
exclusion of sex and GBM subtypes as confounding elements, we proceeded to gauge the
adjusted hazard ratios for these prognostic determinants along with their corresponding
95% confidence intervals (Fig. 4D). The nomogram included age, IDH mutation status,
chemotherapy, radiotherapy, and Loxl1 expression as pivotal parameters contributing to its
predictive power.

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 10/24

http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/


Verification and evaluation of the Loxl1-based nomogram in GBM
cohorts
Within the training cohort of GBM patients from the TCGA, the nomogram and PRSM
were constructed based on the combination of Loxl1 and clinicopathological parameters,
including age, IDH mutation status, chemotherapy, and radiotherapy (Fig. 5A). The
computation of individual patient risk scores facilitated an insightful determination, where
elevated risk scores exhibited a noteworthy correlation with diminished survival intervals

Figure 3 Differential mRNA expression of LOXs in GBM molecular subtypes and IDH mutation.
Distinct mRNA expression of LOXs was observed across classical, mesenchymal, and proneural sub-
types (TCGA, A, and CGGA, B), and IDH1-WT/mutant groups (TCGA, C and CGGA, D). (*P < 0.05,
**P < 0.01, ***P < 0.001). Full-size DOI: 10.7717/peerj.17579/fig-3
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(HR = 1.82–2.97, P < 0.001) (Fig. 5D). To demonstrate the generalizability of the
nomogrammodel, the CGGAGBM cohort and another different TCGAGBM cohort were
utilized to confirm the model’s predictive efficiency. The risk scores of both validation sets
were also calculated and are presented in Figs. 5B, 5C. Kaplan–Meier survival analyses of
the CGGA and external TCGA validation cohorts revealed results similar to those of the

Figure 4 Survival analysis and Loxl1-based nomogram and PRSM construction. Kaplan‒Meier
analyses (A). Further univariate (B) and multivariate (C) Cox survival analyses were utilized to confirm
the protective variables in GBM. (D) Prognostic factors based on the nomogram and the PRSM were
constructed, and specific points of individual patients were assigned to predict survival time.

Full-size DOI: 10.7717/peerj.17579/fig-4
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Figure 5 The distribution and evaluation of Loxl1-based nomogram model. Risk scores were cal-
culated by the nomogram (top), while the corresponding survival time and clinicopathological factors are
also shown in the dot plot (middle) and heatmaps (below) from the training TCGA (A), CGGA (B), and
external TCGA (C) cohorts. The examination of associations between risk scores and survival duration
among GBM patients included investigations in the training TCGA cohort (D), the CGGA cohort (E),
and an independent external TCGA dataset (F). The ability of the model to predict 1- and 2-year survival
times is shown as the area under the curve (AUC) (for the training TCGA (G), CGGA (H), and external
TCGA (I) cohorts). The 1-year prediction is shown in blue, and the 2-year prediction is shown in red.
The values that the model provided, and the actual observations are both presented in the calibration
plots. The 1-year prediction is visually represented in blue, while the 2-year prediction is distinguished by
a red hue, encompassing datasets from the training (J), CGGA (K), and external TCGA (L) datasets.
The different net clinical benefits that patients obtained from the nomogram and clinical features were
calculated and presented by decision curve analysis (DCA) (the training (M), CGGA (N), and external
TCGA (O) sets). Full-size DOI: 10.7717/peerj.17579/fig-5
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training TCGA cohort (Figs. 5E, 5F), suggesting that the Loxl1-based PRSM classification
functions stably in different populations.

To substantiate the prognostic precision of the model, we calculated the area under the
curve (AUC) through a comprehensive analysis of t-ROC curves. Our findings indicate
that all cohorts exhibited notably substantial AUC values. Specifically, the AUC values for
the Loxl1-based nomogram for predicting 1- and 2-year overall survival durations were
0.760 and 0.792, respectively, in the TCGA training set, 0.684 and 0.730, respectively, in
the CGGA validation set, 0.733 and 0.685, respectively, in the external TCGA validation set
(Figs. 5G–5I), suggesting that the Loxl1-based nomogram and the PRSM were highly
accurate and robust. We also generated a calibration curve of the nomogram in different
cohorts. The diagrams show a congruence between the actual and projected outcomes at
the 1- and 2-year time points concerning the survival duration of GBM patients, which was
validated across both the training cohort (Fig. 5J) and the independent validation cohorts
(Figs. 5K, 5L). The clinical applicability of the established Loxl1-based nomogram was
evaluated by decision curve analysis (DCA). More net benefits could be achieved by the
nomogram for almost all threshold probabilities when compared with other prognostic
variables in the training (Fig. 5M) and validation cohorts (Figs. 5N, 5O). These results
suggested that the Loxl1-based PRSM had a better ability to predict survival than other
variables in primary GBM patients.

Cox regression analysis of the training cohort notably revealed a statistically significant
association between the presence of IDH mutations and overall survival duration among
GBM patients, including those with IDH1- mutations and IDH1-WT. However, the 2021
WHO classification further defined patients with IDH1-WT as GBM patients (Louis et al.,
2021). We further excluded IDH-mutant patients from all cohorts and utilized the Loxl1-
based nomogram without the IDH mutation parameter. The risk scores were calculated
again (Figs. S1A–S1C), and the high-score groups had shorter survival times (Figs.
S1D–S1F) in both the training and validation sets. Based on the new t-ROC (Figs.
S1G–S1I), calibration curve (Figs. S1J–S1L), and DCA (Figs. S1M–S1O) analyses, we found
that the prediction accuracy and net benefits of the model were still stable regardless of
whether GBM was characterized by IDH1 mutation.

Loxl1-related enrichment pathways and tumor immune infiltrates in
GBM
As shown in Fig. 6A, we processed the GSE182109 scRNA-seq data, and the distribution of
all the raw cell samples is shown. The expression of Loxl1 in glioma cells of GBM tissues
could help us understand its functional state. The stringent quality control metrics
previously described were used to screen 29,402 high-quality cells. These cells were scaled
and clustered into 13 clusters (Fig. 6B). Based on the annotated marker genes (Table S6),
we classified the cells into myeloid cells (C0, C3), glioma cells (C1, C2, C5, C7, C8, C10,
C11), T cells (C4), pericytes (C9), endothelial cells (C12), and oligodendrocytes (C6)
(Fig. 6C). The glioma cells were separated and are shown in Fig. 6D according to tumor
grade (LGG or GBM). Combined with visualization of the Loxl1 expression pattern
(Fig. 6E), we found that Loxl1 was highly expressed in the GBM groups.
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Figure 6 Functional enrichment pathway and tumor immune infiltration analyses of Loxl1 in GBM.
(A) The quantification of distinct RNA attributes, including nFeature_RNA, nCount_RNA, the relative
extent of mitochondrial content (percent.mt), and the proportion of hemoglobin genes (percent.HB), was
undertaken for each individual cell subjected to sequencing within the GSE182109 dataset. (B) Quality
control filtered cells clustered via the tSNE dimensionality reduction algorithm and all cells were clus-
tered into 13 clusters (C0-12). (C) The clusters were further annotated by specific marker genes, including
myeloid cells (C0, C3), glioma cells (C1, C2, C5, C7, C8, C10, C11), T cells (C4), pericytes (C9),
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To explore the enriched biological functions in GBM, GSEA was employed, and the
results revealed that ECM receptor interaction (P < 0.05) was positively associated with
GBM (Fig. 6F). Furthermore, GSVA was performed to calculate the pathway scores of each
cell. The expression of Loxl1 was also found to be positively correlated with the interaction
of ECM receptors (Fig. 6G). Previous results of GO and KEGG analyses of GBM bulk
sequencing data support the above results, suggesting that Loxl1 might participate in the
progression of tumor invasion. We also explored the correlation between Loxl1 and
various immune cells. Based on the CNA levels, we found that arm-level gain of Loxl1 was
significantly associated with CD8+ T cells and dendritic cells infiltration, while its
arm-level deletion was correlated to CD4+ T cells and neutrophils infiltration (Fig. 6H).
At the mRNA level, Loxl1 expression was positively related to dendritic cells and negatively
correlated with B cells and neutrophils (Fig. 6I), which implies that Loxl1 has promising
potential for assessing the efficacy of GBM immunotherapy.

Decreased Loxl1 inhibited the invasion of GBM cells
Loxl1-knockdown U87 MG cells were generated to further confirm the invasive role of
Loxl1 in GBM (Figs. 7A, 7B). CCK-8 assays revealed that the viability and proliferation
of cells in the sh-Loxl1 group were significantly lower than those in the control group
(Fig. 7C). The EMT pathway plays vital roles in tumor cell invasion and migration. As
previously reported, the expression of E-cadherin, N-cadherin, Vimentin and Snai1 is
associated with the EMT pathway. First, we found that N-cadherin was decreased (Figs.
7D, 7E) and that E-cadherin was increased (Figs. 7F, 7G) in both sh-Loxl1 groups.
Decreases in Vimentin and Snai1 were also observed by western blot analyses following the
downregulation of Loxl1 (Figs. 7H, 7I; Figs. 7J, 7K). To determine the effect of Loxl1 on the
motility and invasion of U87 MG cells, wound healing and Transwell assays were
performed. Wound closure was lower in the sh-Loxl1 group than in the control group
(Figs. 7L, 7M). The number of invasive glioma cells in the Transwell assay also decreased
significantly after shLoxl1 knockdown (Figs. 7N, 7O), confirming that Loxl1 contributes to
the invasion of glioma cells. These data confirmed that Loxl1 plays an invasive role in
tumor progression by regulating the EMT pathway, which might be a promising
therapeutic strategy for GBM patients.

Figure 6 (continued)
endothelial cells (C12), oligodendrocytes (C6). (D) Glioma cells were separated and grouped by tumor
grades (blue represents LGG, and red represents primary GBM). (E) The expression of Loxl1 (black dots)
was mainly in the dashed circle area (GBM groups). (F) Enriched pathways in GBM were analyzed by
gene set enrichment analysis: ECM receptor interaction (red lines, adjusted P = 0.0013). (G) The cor-
relation between Loxl1 and enriched pathways in GBM analyzed by gene set variation analysis: ECM
receptor interaction (P < 0.05). (H) With gain (orange dots) or deletion (blue dots) of Loxl1 CNA (copy
number alteration) levels, the infiltration levels of B cells, CD8+ T cells, CD4+ T cells, Neutrophil, and
dendritic cells in GBMwere changed. The grey dots meant normal CNA groups. (I) With the mRNA level
of Loxl1 increasing, the infiltration levels of B cells, neutrophils, and dendritic cells were also significantly
changed. The P-value and correlation rates were exhibited. (*P < 0.05, **P < 0.01, ***P < 0.001).

Full-size DOI: 10.7717/peerj.17579/fig-6
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DISCUSSION
LOXs, which are pivotal enzymes orchestrating ECM protein dynamics within the TME,
have been implicated in steering tumor progression (Laurentino et al., 2022). Nevertheless,
the comprehensive importance and practical utility of LOXs in the prognostic appraisal of
primary GBM patients have yet to be exhaustively elucidated. Our research revealed that
GBM patients with altered LOXs had shorter survival times. All LOXs displayed high
mRNA expression in two separate GBM datasets. In particular, we confirmed that high

Figure 7 Downregulation of Loxl1 suppressed tumor invasion in GBM. (A, B) The downregulation of
Loxl1 by specific lentiviral vectors. N = 3. (**P < 0.01). (C) The viability and proliferation of cells in shNT
(orange curve), shLoxl1-1 (green curve) and shLoxl1-2 (blue curve) groups were assessed by CCK-8
assay. N = 5. (*P < 0.05, **P < 0.01). The expression of the invasion-related proteins N-cadherin (D, E),
E-cadherin (F, G), Vimentin (H, I) and Snai1 (J, K) was detected after treatment with Loxl1. N = 3.
(*P < 0.05, **P < 0.01). (L, M) The wound healing assay in Loxl1-knockdown glioma cells at 0 and 24 h.
The scale bar represents 200 mm. N = 3. (***P < 0.001). (N, O) Transwell invasion assays were also
performed to validate the relationship between Loxl1 expression and glioma invasion. The bar represents
200 mm. N = 3. (***P < 0.001). Full-size DOI: 10.7717/peerj.17579/fig-7
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Loxl1 promoted tumor invasion with prognostic value. Based on the outcomes derived
from Kaplan‒Meier and Cox regression analyses, an innovative nomogram and PRSM
predicated on Loxl1 were formulated and subsequently subjected to rigorous validation
procedures, providing a highly accurate and practical tool for GBM prognosis assessment
in clinical practice. Additionally, we explored the roles of Loxl1 in tumor immune
infiltrates and first validated the invasive role of Loxl1 in the progression of GBM, revealing
potential intervention targets for glioma treatment.

Our investigation discerned the prognostic significance inherent in genetic alterations of
LOXs in GBM. Remarkably, we provided inaugural confirmation that GBM patients
harboring genetic alterations in LOXs exhibited notably shorter survival times. LOXs were
also reported to regulate collagens in the tumor ECM (Kim et al., 2022), which was similar
to our GO and KEGG analyses in that LOXs were closely related to the regulation of ECM
proteins in GBM. A poor prognosis was found for GBM patients with high Lox expression
in the TCGA cohort (P = 0.044) but not in the CGGA cohort (P = 0.067). These results
were partially consistent with those of previous studies (Han et al., 2014; Huang et al.,
2018; Patnam et al., 2022; Xia et al., 2022). They reported the independent prognostic role
of Lox in lower-grade glioma, suggesting that the prognostic value of Lox is related to the
grade of glioma. In addition, a recent study in 51 GBM patients (Zhang et al., 2022)
confirmed the prognostic value of Lox. Similar to our results, these data demonstrated that
different clinical variables and sizes of GBM cohorts might result in different prognostic
effects of Lox in GBM patients, which needs to be proven in a larger and complete GBM
cohort.

The expression of Loxl1 is significantly related to the antiapoptotic effects and migration
of glioma cells (Li et al., 2018; Yu et al., 2020). Consistent with our results, previous studies
have indicated a similar prognostic role for Loxl1 in glioma using a single Kaplan‒Meier
analysis (Xia et al., 2022; Yu et al., 2020). In this study, we further included more
clinicopathological factors and performed further Cox regression analyses in multiple
GBM cohorts. Genetic alterations and transcriptional changes in Loxl1 were significantly
associated with the tumor immune microenvironment. Moreover, based on our
scRNA-seq analysis, we confirmed that Loxl1 expression was closely related to glioma
invasion in vitro. The EMT pathway in GBM was also inhibited by the downregulation of
Loxl1. To the best of our knowledge, this study represents an inaugural report of the
prognostic significance of Loxl1 in GBM patients. Moreover, the results corroborated the
invasive capacity of Loxl1 in GBM. Together, these data indicated that Loxl1, an
invasion-related indicator, might facilitate clinical prognostic evaluation and personalized
treatment of GBM patients.

Loxl2 is correlated with increased tumor dimensions and elevated tumor grade in
glioma (Du & Zhu, 2018). Previous studies in glioma indicated the independent prognostic
role of Loxl2 (Du & Zhu, 2018; Xia et al., 2022). Loxl3 can promote tumor cell invasion in
GBM (Laurentino et al., 2021), and Loxl4 is recognized as a stemness-related prognostic
biomarker in glioma (Lvu et al., 2020). These results partially differed from our results in
GBM cohorts. Although discernible upregulation of Loxl2, Loxl3, and Loxl4 was detected
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in GBM tissue, the prognostic relevance of these genes for GBM patients within the TCGA
and CGGA cohorts was not demonstrated. These findings collectively underscore the
potential contributory role of Loxl2, Loxl3, and Loxl4 in glioma progression. However,
they also emphasize that these molecules may not necessarily serve as optimal indicators
for prognostic evaluation among GBM patients.

GBM heterogeneity and individual asymmetrical clinical features influence patient
prognosis, and therefore, we constructed a novel nomogram based on individual
clinicopathological factors and the mRNA expression of Loxl1. The Loxl1-based
nomogram exhibited good accuracy, reliability, and clinical benefits in multiple GBM
cohorts. Compared to previous GBM prediction models (Zheng et al., 2022) and deep
machine learning models (Poirion et al., 2021), the performance of our nomogram and the
PRSM was acceptable and practical. In addition, the public databases in our study were
built before 2021, and GBMs were defined as IDH1-WT and IDH1-mutant. According to
the new 2021 WHO CNS tumor classification for GBM (Louis et al., 2021), we excluded
IDH1-mutant patients from three GBM cohorts and further assessed the Loxl1-based
model in IDH1-WT GBM cohorts. Our results confirmed that the nomogram stably and
extensively predicted IDH1-WT GBM patient survival and is a novel, stable, and
individualized tool for assessing GBM patient prognosis.

Nevertheless, our study has several limitations that need to be clarified. First, this was a
population-based retrospective study, and selection bias was inevitable even though the
inclusion and exclusion criteria were strict. Second, although three large populations of
GBM cohorts were included in our study, the number of normal samples in our study was
smaller than the number of GBM samples. More population cohorts worldwide are needed
to further validate the above findings and improve the application of the nomogram.
Third, using single-cell analyses, we found that Loxl1 contributed to tumor invasion in
GBM and conducted experiments in vitro. The detailed regulatory mechanism and
interactions with Loxl1 in GBM tumor microenvironments should be addressed in future
studies. Overall, our investigation comprehensively evaluated the distinct contributions of
each constituent of LOXs to the prognosis of GBM patients. Moreover, we constructed a
pragmatic nomogram derived from an amalgamation of multiomics and multidatabase
analyses, serving as an invaluable tool for both prognostic appraisal and tailoring of
individualized therapeutic approaches for GBM patients.

CONCLUSIONS
In conclusion, we found prognostic genomic and transcriptional changes in LOXs in GBM.
IDH1-wild-type and mesenchymal (not Loxl1) GBM subtypes also exhibited upregulation
of LOXs. Loxl1 plays an independent prognostic role in GBM by participating in tumor
immune infiltrates and promoting tumor invasion via the EMT pathway. A novel Loxl1-
based nomogram and PRSM were constructed and exhibited high accuracy in predicting
GBM patient survival time, reliability, and net clinical benefits in clinical GBM prognosis
assessment.

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 19/24

http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/


ADDITIONAL INFORMATION AND DECLARATIONS

Funding
The authors received no funding for this work.

Competing Interests
The authors declare that they have no competing interests.

Author Contributions
. Gui-Qiang Yuan conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, authored or reviewed drafts of the
article, and approved the final draft.

. Guoguo Zhang analyzed the data, prepared figures and/or tables, and approved the final
draft.

. Qianqian Nie analyzed the data, prepared figures and/or tables, and approved the final
draft.

. ZhongWang conceived and designed the experiments, authored or reviewed drafts of the
article, and approved the final draft.

. Hong-Zhi Gao conceived and designed the experiments, performed the experiments,
authored or reviewed drafts of the article, and approved the final draft.

. Gui-Shan Jin conceived and designed the experiments, authored or reviewed drafts of the
article, and approved the final draft.

. Zong-Qing Zheng conceived and designed the experiments, performed the experiments,
analyzed the data, prepared figures and/or tables, authored or reviewed drafts of the
article, and approved the final draft.

Data Availability
The following information was supplied regarding data availability:

The TCGA GBM RNA-seq data is available at GlioVis data portal: http://gliovis.bioinfo.
cnio.es/; Dataset: TCGA GBM.

The CGGA RNA-seq data is available at http://www.cgga.org.cn; mRNAseq_693 and
mRNAseq_325.

The single-cell RNA-seq datasheet is available at GEO database: GSE182109.
The raw measurements are available in the Supplemental Tables.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.17579#supplemental-information.

REFERENCES
Abdelfattah N, Kumar P, Wang C, Leu J-S, Flynn WF, Gao R, Baskin DS, Pichumani K,

Ijare OB, Wood SL, Powell SZ, Haviland DL, Parker Kerrigan BC, Lang FF, Prabhu SS,
Huntoon KM, Jiang W, Kim BYS, George J, Yun K. 2022. Single-cell analysis of human

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 20/24

http://gliovis.bioinfo.cnio.es/
http://gliovis.bioinfo.cnio.es/
http://www.cgga.org.cn
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE182109
http://dx.doi.org/10.7717/peerj.17579#supplemental-information
http://dx.doi.org/10.7717/peerj.17579#supplemental-information
http://dx.doi.org/10.7717/peerj.17579#supplemental-information
http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/


glioma and immune cells identifies S100A4 as an immunotherapy target. Nature
Communications 13(1):767 DOI 10.1038/s41467-022-28372-y.

Asuncion L, Fogelgren B, Fong KS, Fong SF, Kim Y, Csiszar K. 2001. A novel human lysyl
oxidase-like gene (LOXL4) on chromosome 10q24 has an altered scavenger receptor cysteine
rich domain. Matrix Biology 20(7):487–491 DOI 10.1016/S0945-053X(01)00161-5.

Barker HE, Cox TR, Erler JT. 2012. The rationale for targeting the LOX family in cancer. Nature
Reviews Cancer 12(8):540–552 DOI 10.1038/nrc3319.

Borel A, Eichenberger D, Farjanel J, Kessler E, Gleyzal C, Hulmes DJ, Sommer P, Font B. 2001.
Lysyl oxidase-like protein from bovine aorta. Isolation and maturation to an active form by bone
morphogenetic protein-1. Journal of Biological Chemistry 276(52):48944–48949
DOI 10.1074/jbc.M109499200.

Bowman RL, Wang Q, Carro A, Verhaak RGW, Squatrito M. 2017. GlioVis data portal for
visualization and analysis of brain tumor expression datasets. Neuro-Oncology 19(1):139–141
DOI 10.1093/neuonc/now247.

Chen P, Zhao D, Li J, Liang X, Li J, Chang A, Henry VK, Lan Z, Spring DJ, Rao G, Wang YA,
DePinho RA. 2019. Symbiotic macrophage-glioma cell interactions reveal synthetic lethality in
PTEN-null glioma. Cancer Cell 35:868–884.e866 DOI 10.1016/j.ccell.2019.05.003.

da Silva R, Uno M, Marie SK, Oba-Shinjo SM. 2015. LOX expression and functional analysis in
astrocytomas and impact of IDH1 mutation. PLOS ONE 10:e0119781
DOI 10.1371/journal.pone.0119781.

Du XG, Zhu MJ. 2018. Clinical relevance of lysyl oxidase-like 2 and functional mechanisms in
glioma. OncoTargets and Therapy 11:2699–2708 DOI 10.2147/OTT.S164056.

Gao J, Aksoy BA, Dogrusoz U, Dresdner G, Gross B, Sumer SO, Sun Y, Jacobsen A, Sinha R,
Larsson E, Cerami E, Sander C, Schultz N. 2013. Integrative analysis of complex cancer
genomics and clinical profiles using the cBioPortal. Science Signaling 6:pl1
DOI 10.1126/scisignal.2004088.

Han S, Feng S, Yuan G, Dong T, Gao D, Liang G, Wei X. 2014. Lysyl oxidase genetic variants and
the prognosis of glioma. Apmis: Acta Pathologica, Microbiologica, Et Immunologica
Scandinavica 122:200–205 DOI 10.1111/apm.12133.

Huang SP, Chiou J, Jan YH, Lai TC, Yu YL, Hsiao M, Lin YF. 2018. Over-expression of lysyl
oxidase is associated with poor prognosis and response to therapy of patients with lower grade
gliomas. Biochemical and Biophysical Research Communications 501(3):619–627
DOI 10.1016/j.bbrc.2018.04.228.

Kim SN, Jeibmann A, Halama K, Witte HT, Wälte M, Matzat T, Schillers H, Faber C, Senner V,
Paulus W, Klämbt C. 2014. ECM stiffness regulates glial migration in Drosophila and
mammalian glioma models. Development 141(16):3233–3242 DOI 10.1242/dev.106039.

Kim SM, Lim EJ, Yoo KC, Zhao Y, Kang JH, Lim EJ, Shin I, Kang SG, Lim HW, Lee SJ. 2022.
Glioblastoma-educated mesenchymal stem-like cells promote glioblastoma infiltration via
extracellular matrix remodelling in the tumour microenvironment. Clinical and Translational
Medicine 12(8):e997 DOI 10.1002/ctm2.997.

Kore RA, Edmondson JL, Jenkins SV, Jamshidi-Parsian A, Dings RPM, Reyna NS, Griffin RJ.
2018. Hypoxia-derived exosomes induce putative altered pathways in biosynthesis and ion
regulatory channels in glioblastoma cells. Biochemistry and Biophysics Reports 14:104–113
DOI 10.1016/j.bbrep.2018.03.008.

Kucharzewska P, Christianson HC, Welch JE, Svensson KJ, Fredlund E, Ringnér M,
Mörgelin M, Bourseau-Guilmain E, Bengzon J, Belting M. 2013. Exosomes reflect the hypoxic
status of glioma cells and mediate hypoxia-dependent activation of vascular cells during tumor

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 21/24

http://dx.doi.org/10.1038/s41467-022-28372-y
http://dx.doi.org/10.1016/S0945-053X(01)00161-5
http://dx.doi.org/10.1038/nrc3319
http://dx.doi.org/10.1074/jbc.M109499200
http://dx.doi.org/10.1093/neuonc/now247
http://dx.doi.org/10.1016/j.ccell.2019.05.003
http://dx.doi.org/10.1371/journal.pone.0119781
http://dx.doi.org/10.2147/OTT.S164056
http://dx.doi.org/10.1126/scisignal.2004088
http://dx.doi.org/10.1111/apm.12133
http://dx.doi.org/10.1016/j.bbrc.2018.04.228
http://dx.doi.org/10.1242/dev.106039
http://dx.doi.org/10.1002/ctm2.997
http://dx.doi.org/10.1016/j.bbrep.2018.03.008
http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/


development. Proceedings of the National Academy of Sciences of the United States of America
110(18):7312–7317 DOI 10.1073/pnas.1220998110.

Laurentino TS, Soares RDS, Lerario AM, Marie SKN, Oba-Shinjo SM. 2021. LOXL3 silencing
affected cell adhesion and invasion in U87MG glioma cells. International Journal of Molecular
Sciences 22(15):8072 DOI 10.3390/ijms22158072.

Laurentino TS, Soares RDS, Marie SKN, Oba-Shinjo SM. 2022. Correlation of
matrisome-associatted gene expressions with LOX family members in astrocytomas stratified by
IDH mutation status. International Journal of Molecular Sciences 23(17):9507
DOI 10.3390/ijms23179507.

Li T, Fan J, Wang B, Traugh N, Chen Q, Liu JS, Li B, Liu XS. 2017. TIMER: a web server for
comprehensive analysis of tumor-infiltrating immune cells. Cancer Research 77(21):e108–e110
DOI 10.1158/0008-5472.CAN-17-0307.

Li H, He X, Peng Y, Shao B, Duan H, Yang F, Chen H, Lan Q. 2018. LOXL1 regulates cell
apoptosis and migration in human neuroglioma U87 and U251 cells via Wnt/β-catenin
signaling. International Journal of Clinical and Experimental Pathology 11:2032–2037.

Liberzon A, Birger C, Thorvaldsdóttir H, Ghandi M, Mesirov JP, Tamayo P. 2015. The
molecular signatures database (MSigDB) hallmark gene set collection. Cell Systems 1(6):417–425
DOI 10.1016/j.cels.2015.12.004.

Louis DN, Perry A, Wesseling P, Brat DJ, Cree IA, Figarella-Branger D, Hawkins C, Ng HK,
Pfister SM, Reifenberger G, Soffietti R, von Deimling A, Ellison DW. 2021. The 2021 WHO
classification of tumors of the central nervous system: a summary. Neuro-Oncology
23(8):1231–1251 DOI 10.1093/neuonc/noab106.

Lvu W, Fei X, Chen C, Zhang B. 2020. In silico identification of the prognostic biomarkers and
therapeutic targets associated with cancer stem cell characteristics of glioma. Bioscience Reports
40(8):BSR20201037 DOI 10.1042/BSR20201037.

Mammoto T, Jiang A, Jiang E, Panigrahy D, Kieran MW, Mammoto A. 2013. Role of collagen
matrix in tumor angiogenesis and glioblastoma multiforme progression. The American Journal
of Pathology 183(4):1293–1305 DOI 10.1016/j.ajpath.2013.06.026.

Ostrom QT, Gittleman H, Liao P, Vecchione-Koval T, Wolinsky Y, Kruchko C, Barnholtz-
Sloan JS. 2017. CBTRUS Statistical Report: primary brain and other central nervous system
tumors diagnosed in the United States in 2010-2014. Neuro-Oncology 19(suppl_5):v1–v88
DOI 10.1093/neuonc/nox158.

Ostrom QT, Price M, Neff C, Cioffi G, Waite KA, Kruchko C, Barnholtz-Sloan JS. 2022.
CBTRUS statistical report: primary brain and other central nervous system tumors diagnosed in
the United States in 2015-2019. Neuro-Oncology 24(Supplement_5):v1–v95
DOI 10.1093/neuonc/noac202.

Patnam S, Samal R, Koyyada R, Joshi P, Singh AD, Nagalla B, Soma MR, Sannareddy RR,
Ippili K, Raju S, Boola RG, Lath R, Ranjan A, Ghosh S, Balamurugan M, Ray A, Manda SV.
2022. Exosomal PTEN as a predictive marker of aggressive gliomas. Neurology India
70(1):215–222 DOI 10.4103/0028-3886.338731.

Poirion OB, Jing Z, Chaudhary K, Huang S, Garmire LX. 2021. DeepProg: an ensemble of
deep-learning and machine-learning models for prognosis prediction using multi-omics data.
Genome Medicine 13(1):112 DOI 10.1186/s13073-021-00930-x.

R Core Team. 2020. R: a language and environment for statistical computing. Version
4.0.3. Vienna: R Foundation for Statistical Computing. Available at https://www.r-project.org.

Seewaldt V. 2014. ECM stiffness paves the way for tumor cells. Nature Medicine 20(4):332–333
DOI 10.1038/nm.3523.

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 22/24

http://dx.doi.org/10.1073/pnas.1220998110
http://dx.doi.org/10.3390/ijms22158072
http://dx.doi.org/10.3390/ijms23179507
http://dx.doi.org/10.1158/0008-5472.CAN-17-0307
http://dx.doi.org/10.1016/j.cels.2015.12.004
http://dx.doi.org/10.1093/neuonc/noab106
http://dx.doi.org/10.1042/BSR20201037
http://dx.doi.org/10.1016/j.ajpath.2013.06.026
http://dx.doi.org/10.1093/neuonc/nox158
http://dx.doi.org/10.1093/neuonc/noac202
http://dx.doi.org/10.4103/0028-3886.338731
http://dx.doi.org/10.1186/s13073-021-00930-x
https://www.r-project.org
http://dx.doi.org/10.1038/nm.3523
http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/


Stupp R, Mason WP, van den Bent MJ, Weller M, Fisher B, Taphoorn MJB, Belanger K,
Brandes AA, Marosi C, Bogdahn U, Curschmann J, Janzer RC, Ludwin SK, Gorlia T,
Allgeier A, Lacombe D, Cairncross JG, Eisenhauer E, Mirimanoff RO. 2005. Radiotherapy
plus concomitant and adjuvant temozolomide for glioblastoma. New England Journal of
Medicine 352(10):987–996 DOI 10.1056/NEJMoa043330.

Tang Z, Kang B, Li C, Chen T, Zhang Z. 2019. GEPIA2: an enhanced web server for large-scale
expression profiling and interactive analysis. Nucleic Acids Research 47(W1):W556–W560
DOI 10.1093/nar/gkz430.

Vaubel RA, Tian S, Remonde D, Schroeder MA, Mladek AC, Kitange GJ, Caron A,
Kollmeyer TM, Grove R, Peng S, Carlson BL, Ma DJ, Sarkar G, Evers L, Decker PA, Yan H,
Dhruv HD, Berens ME, Wang Q, Marin BM, Klee EW, Califano A, LaChance DH, Eckel-
Passow JE, Verhaak RG, Sulman EP, Burns TC, Meyer FB, O’Neill BP, Tran NL, Giannini C,
Jenkins RB, Parney IF, Sarkaria JN. 2020.Genomic and phenotypic characterization of a broad
panel of patient-derived xenografts reflects the diversity of glioblastoma. Clinical Cancer
Research: An Official Journal of the American Association for Cancer Research 26:1094–1104
DOI 10.1158/1078-0432.CCR-19-0909.

Verhaak RGW, Hoadley KA, Purdom E, Wang V, Qi Y, Wilkerson MD, Miller CR, Ding L,
Golub T, Mesirov JP, Alexe G, Lawrence M, O’Kelly M, Tamayo P, Weir BA, Gabriel S,
Winckler W, Gupta S, Jakkula L, Feiler HS, Hodgson JG, James CD, Sarkaria JN, Brennan C,
Kahn A, Spellman PT, Wilson RK, Speed TP, Gray JW, Meyerson M, Getz G, Perou CM,
Hayes DN. 2010. Integrated genomic analysis identifies clinically relevant subtypes of
glioblastoma characterized by abnormalities in PDGFRA, IDH1, EGFR, and NF1. Cancer Cell
17:98–110 DOI 10.1016/j.ccr.2009.12.020.

von Mering C, Jensen LJ, Snel B, Hooper SD, Krupp M, Foglierini M, Jouffre N, Huynen MA,
Bork P. 2005. STRING: known and predicted protein-protein associations, integrated and
transferred across organisms. Nucleic Acids Research 33:D433–D437 DOI 10.1093/nar/gki005.

Wang T-H, Hsia S-M, Shieh T-M. 2016. Lysyl oxidase and the tumor microenvironment.
International Journal of Molecular Sciences 18(1):62 DOI 10.3390/ijms18010062.

Wullkopf L, West A-KV, Leijnse N, Cox TR, Madsen CD, Oddershede LB, Erler JT. 2018.
Cancer cells’ ability to mechanically adjust to extracellular matrix stiffness correlates with their
invasive potential. Molecular Biology of the Cell 29(20):2378–2385
DOI 10.1091/mbc.E18-05-0319.

Xia QX, Yu J, Wang ZJ, Guan QW, Mao XY. 2022. Identification and validation of roles of lysyl
oxidases in the predictions of prognosis, chemotherapy and immunotherapy in glioma. Frontiers
in Pharmacology 13:990461 DOI 10.3389/fphar.2022.990461.

Xiao Q, Ge G. 2012. Lysyl oxidase, extracellular matrix remodeling and cancer metastasis. Cancer
Microenvironment 5(3):261–273 DOI 10.1007/s12307-012-0105-z.

Yan H, Parsons DW, Jin G, McLendon R, Rasheed BA, Yuan W, Kos I, Batinic-Haberle I,
Jones S, Riggins GJ, Friedman H, Friedman A, Reardon D, Herndon J, Kinzler KW,
Velculescu VE, Vogelstein B, Bigner DD. 2009. IDH1 and IDH2 mutations in gliomas. New
England Journal of Medicine 360(8):765–773 DOI 10.1056/NEJMoa0808710.

Yu H, Ding J, Zhu H, Jing Y, Zhou H, Tian H, Tang K, Wang G, Wang X. 2020. LOXL1 confers
antiapoptosis and promotes gliomagenesis through stabilizing BAG2. Cell Death &
Differentiation 27(11):3021–3036 DOI 10.1038/s41418-020-0558-4.

Zhang Q, Yang L, Guan G, Cheng P, Cheng W, Wu A. 2020. LOXL2 upregulation in gliomas
drives tumorigenicity by activating autophagy to promote TMZ resistance and trigger EMT.
Frontiers in Oncology 10:569584 DOI 10.3389/fonc.2020.569584.

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 23/24

http://dx.doi.org/10.1056/NEJMoa043330
http://dx.doi.org/10.1093/nar/gkz430
http://dx.doi.org/10.1158/1078-0432.CCR-19-0909
http://dx.doi.org/10.1016/j.ccr.2009.12.020
http://dx.doi.org/10.1093/nar/gki005
http://dx.doi.org/10.3390/ijms18010062
http://dx.doi.org/10.1091/mbc.E18-05-0319
http://dx.doi.org/10.3389/fphar.2022.990461
http://dx.doi.org/10.1007/s12307-012-0105-z
http://dx.doi.org/10.1056/NEJMoa0808710
http://dx.doi.org/10.1038/s41418-020-0558-4
http://dx.doi.org/10.3389/fonc.2020.569584
http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/


Zhang S, Zhang W, Wu B, Xia L, Li L, Jin K, Zou Y, Sun C. 2022. Hub gene target of
glioblastoma: LOX, SERPINH1 and TGFBI. Medicine (Baltimore) 101(45):e31418
DOI 10.1097/MD.0000000000031418.

Zhao J, Chen AX, Gartrell RD, Silverman AM, Aparicio L, Chu T, Bordbar D, Shan D,
Samanamud J, Mahajan A, Filip I, Orenbuch R, Goetz M, Yamaguchi JT, Cloney M,
Horbinski C, Lukas RV, Raizer J, Rae AI, Yuan J, Canoll P, Bruce JN, Saenger YM, Sims P,
Iwamoto FM, Sonabend AM, Rabadan R. 2019. Immune and genomic correlates of response
to anti-PD-1 immunotherapy in glioblastoma. Nature Medicine 25(3):462–469
DOI 10.1038/s41591-019-0349-y.

Zhao R, Li B, Zhang S, He Z, Pan Z, Guo Q, Qiu W, Qi Y, Zhao S, Wang S, Chen Z, Zhang P,
Guo X, Xue H, Li G. 2021a. The N(6)-methyladenosine-modified pseudogene HSPA7
correlates with the tumor microenvironment and predicts the response to immune checkpoint
therapy in glioblastoma. Frontiers in Immunology 12:653711 DOI 10.3389/fimmu.2021.653711.

Zhao Z, Zhang K-N, Wang Q, Li G, Zeng F, Zhang Y, Wu F, Chai R, Wang Z, Zhang C,
Zhang W, Bao Z, Jiang T. 2021b. Chinese glioma genome atlas (CGGA): a comprehensive
resource with functional genomic data from chinese glioma patients. Genomics Proteomics
Bioinformatics 19(1):1–12 DOI 10.1016/j.gpb.2020.10.005.

Zheng H, Yan T, Han Y, Wang Q, Zhang G, Zhang L, Zhu W, Xie L, Guo X. 2022. Nomograms
for prognostic risk assessment in glioblastoma multiforme: applications and limitations. Clinical
Genetics 102(5):359–368 DOI 10.1111/cge.14200.

Yuan et al. (2024), PeerJ, DOI 10.7717/peerj.17579 24/24

http://dx.doi.org/10.1097/MD.0000000000031418
http://dx.doi.org/10.1038/s41591-019-0349-y
http://dx.doi.org/10.3389/fimmu.2021.653711
http://dx.doi.org/10.1016/j.gpb.2020.10.005
http://dx.doi.org/10.1111/cge.14200
http://dx.doi.org/10.7717/peerj.17579
https://peerj.com/

	Lysyl oxidase-like 1 predicts the prognosis of patients with primary glioblastoma and promotes tumor invasion via EMT pathway
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusions
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


