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different onset patterns of these molecular subgroups are 
associated with different clinical outcomes. WNT patients 
have a very good prognosis under current treatment regi-
mens (5-year survival rate exceeds 95%), and there have 
been many studies in recent years on reducing treatment 
(Carrie et al. 2020). The prognosis of SHH type depends 
largely on the patient’s age and specific genetic characteris-
tics, among which children with TP53 mutations have a poor 
prognosis (Fang et al. 2022b). Group 3 has the worst prog-
nosis, especially when accompanied by MYC amplification, 
while Group 4 has a moderate prognosis. A large number 
of studies have confirmed that the accuracy of molecular 
typing of medulloblastoma in predicting prognosis is sig-
nificantly higher than that of tissue typing (Schwalbe et al. 
2017). Molecular typing has also laid a solid theoretical 
foundation for the personalized treatment of medulloblas-
toma. Once the genotype is clear, we can stratify the risk 
according to the molecular typing, so as to carry out more 
precise treatment. Currently, molecular typing diagnosis 

Introduction

In the past decade, integrated genomic studies have funda-
mentally changed the understanding of medulloblastoma. 
Four major molecular subtypes have been identified, namely 
WNT, SHH, Group 3, and Group 4, which have unique clin-
icopathological and molecular characteristics (Cotter and 
Hawkins 2022). The WNT and SHH subgroups are charac-
terized by mutations that activate key regulators of the cor-
responding signaling pathways, while Group 3 and Group 
4 are characterized by overlapping chromosomal changes 
(Fang et al. 2022a). The different genetic characteristics and 

  Hui Wu
zlyywuhui202@zzu.edu.cn

1 Department of Radiation Oncology, The Affiliated Cancer 
Hospital of Zhengzhou University & Henan Cancer Hospital, 
Zhengzhou 450008, China

Abstract
The incidence of brain tumors among children is second only to acute lymphoblastic leukemia, but the mortality rate of 
brain tumors has exceeded that of leukemia, making it the most common cause of death among children. Medulloblas-
toma (MB) is the most common type of brain tumor among children. Malignant brain tumors have strong invasion and 
metastasis capabilities, can spread through cerebrospinal fluid, and have a high mortality rate. In 2010, the World Health 
Organization first divided MB into four molecular subtypes based on molecular markers: WNT, Sonic hedgehog (SHH), 
Group 3, and Group 4. MB is a highly heterogeneous tumor. Different molecular subtypes of MB have significantly dif-
ferent clinical, pathological, and molecular characteristics. The prognosis of MB varies significantly among patients with 
different subtypes of this cancer. Thus, it is needed to study new diagnostic and therapeutic strategies. Metabolomics is 
an advanced analytical technology that uses various spectroscopic, electrochemical, and data analysis technologies to 
study and analyze the body’s metabolites. By detecting changes in metabolite types and quantities in different types of 
samples, it can sensitively discover the physiological and pathological changes in the body. It has great potential for clini-
cal application and personalized medicine. It is promising and can help develop personalized treatment strategies based 
on the metabolic profiles of individuals. It can unravel the unique metabolic profiles of MB, which may revolutionize our 
understanding of the disease and improve patients’ outcomes.
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is obtained by genomic analysis of postoperative tissue 
specimens, which takes 3–4 weeks, is relatively expensive, 
and is not conducive to the formulation of early treatment 
plans. Metabolomics is an emerging discipline. Due to 
their unique biological characteristics, in terms of metabo-
lism, tumor cells have different characteristics compared 
to normal cells (An and Duan 2022). Compared to normal 
cells, tumor cells usually have high glucose metabolism 
and abnormal amino acid and lipid metabolism (Zhu et al. 
2022). These metabolic characteristics provide energy and 
nutritional support for the rapid proliferation, invasion, and 
metastasis of tumors. Metabolomics is a technical means 
to systematically study cell or tissue metabolites (Ji et al. 
2024a). In 1999, Nicholson et al. proposed a discipline that 
uses various spectral, electrochemical, and data analysis 
techniques to analyze the body’s metabolites, especially 
small molecules with a molecular weight of less than 1000 
Da after being stimulated by external stimuli (Danzi et al. 
2023). By detecting and analyzing metabolites in tumor tis-
sues or body fluids, the metabolic state of tumor cells can 
be fully reflected and their unique metabolic characteristics 
can be discovered (Zuo et al. 2022). It is another important 

part of systems biology after genomics, transcriptomics, and 
proteomics (Neagu et al. 2023; Dar et al. 2023). Metabolo-
mics methods can be divided into targeted and non-targeted 
methods (Singh et al. 2019). The non-targeted method is 
usually used in the discovery stage of biomarker research, 
while the targeted method is mostly used for biomarker 
verification (Wang et al. 2023). Commonly used detection 
methods include gas chromatography-mass spectrometry 
(GC-MS), liquid chromatography-mass spectrometry (LC-
MS), and nuclear magnetic resonance (NMR) technol-
ogy (Hu et al. 2020) (Fig. 1). Their working mechanism 
is basically to identify and quantify the compounds in the 
sample through chromatography or mass spectrometry and 
electromagnetic radiation. This information not only helps 
understand the metabolism of tumors but also can be used 
to develop new diagnostic markers and therapeutic targets 
(Taunk et al. 2024). For example, lactate dehydrogenase 
levels can be elevated in various cancers, making it a non-
specific marker which provide a new entry point for early 
diagnosis and personalized treatment (Yu et al. 2024a). This 
review focused on the metabolic changes associated with 
MB, emphasizing the potential of metabolomics to identify 

Fig. 1 Introduction to metabolomics
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biomarkers for early detection, diagnosis, treatment, prog-
nosis, and molecular subtyping.

Overview of the metabolic characteristics of tumors

The rapid proliferation, invasion, and metastasis of tumor 
cells largely depend on their special metabolic processes. 
Compared to normal cells, tumor cells usually exhibit the 
following metabolic characteristics:

Hyperglycolytic metabolism

Even under aerobic conditions, tumor cells tend to utilize 
the glycolytic metabolic pathway rather than the more effi-
cient oxidative phosphorylation metabolism (Cheng et al. 
2024; Ji et al. 2024b). Tumor cells highly rely on glycolytic 
metabolism to provide energy and metabolic intermediates 
for their own proliferation. In addition, tumor cells also 
increase the expression of lactate dehydrogenase, convert-
ing more pyruvate into lactate, further aggravating the ten-
dency for glycolytic metabolism (Pereira et al. 2020; Peng 
et al. 2024).

Abnormal amino acid metabolism

Amino acids are important nutrients for tumor cell growth, 
and their metabolism undergoes a series of changes (Wang 
and Zhang 2024a; Majtan et al. 2024). For example, tumor 
cells generally show a high metabolism of glutamine and 
can use glutamine as a carbon and nitrogen source to provide 
energy and synthesize raw materials for themselves (Zhang 
et al. 2024a; Park et al. 2024). In addition, the metabolism 
of certain amino acids is different in tumor cells; For exam-
ple, abnormal tryptophan metabolism is associated with 
increased immunosuppressive substances and accumula-
tion of catecholamines. (Bickerdike et al. 2024; Zheng et al. 
2024; Duan et al. 2024).

Abnormal lipid metabolism

Lipid metabolism is also an important component for the 
vigorous growth of tumor cells (Li et al. 2023). Tumor cells 
usually show enhanced fatty acid synthesis and hyperlip-
idemia, which provide essential lipid molecules for their 
own membrane structure and signal transduction (Zeng et 
al. 2024). In addition, tumor cells can also use exogenous 
lipids as an energy source to meet their needs for rapid pro-
liferation (Chen et al. 2024; Cao et al. 2024).

Enhanced anaerobic metabolism

Since there is often a hypoxic microenvironment in solid 
tumors, tumor cells must adopt some metabolic strategies to 
cope with the hypoxic stress (Jayathilake et al. 2024). Com-
pared to normal cells, tumor cells show a stronger capacity 
for anaerobic metabolism, such as glycolysis and glutamine 
metabolism, to provide energy for their growth (Qannita et 
al. 2024). At the same time, tumor cells can maintain their 
own anaerobic metabolism by regulating the expression and 
function of some metabolic enzymes (Zhang et al. 2024b) 
(Fig. 2).

Cancer cells can also reprogram their metabolism to meet 
energy and biosynthetic intermediates needs and maintain 
their integrity in hostile and hypoxic environments. These 
reprogramming activities are currently considered as hall-
marks of cancer, but which pathways are involved in regu-
lating metabolic plasticity remains unclear (Melone et al. 
2018; Park et al. 2019). It has been reported that MYC-
amplified medulloblastoma orthotopic xenografts exhibit 
upregulation of the TCA cycle and synthesis of nucleotides, 
hexosamine, amino acids, and glutathione compared with 
normal brain. Glucose uptake and utilization were signifi-
cantly higher in orthotopic xenografts compared with flank 
xenografts and cultured cells (Pham et al. 2022). In gen-
eral, these metabolic characteristics of tumor cells provide 
energy and nutritional support for their malignant character-
istics, such as rapid proliferation, invasion, and metastasis, 
which make them new targets for tumor treatment.

Application of metabolomics research in the field of 
cancer

As our understanding of abnormal tumor metabolism con-
tinues to deepen, metabolomics technology is increasingly 
used in basic research on cancer and clinical practice (Mao 
et al. 2024). As a technical means of systematically study-
ing cell or tissue metabolites, metabolomics can compre-
hensively reflect the metabolic state of tumor cells and 
provide an important tool for understanding the mechanism 
of tumor metabolism (Yu et al. 2024b).

Application of metabolomics in tumor diagnosis

The discovery of tumor cell-specific metabolic character-
istics provides new opportunities for the early diagnosis of 
tumors. For example, some potential diagnostic biomarkers 
were found in the metabolomics study of lung cancer, such 
as lactate dehydrogenase and glutamine synthetase (Kin-
slow et al. 2024; Neves et al. 2024; Wu et al. 2024). These 
metabolites can reflect the metabolic characteristics of lung 
cancer cells and are expected to be used for early screening 
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Metabolomics analysis can discover these differences and 
provide a basis for tumor classification and prognosis pre-
diction. For example, it was found that IDH gene-mutant 
glioma cells show unique metabolic phenotypes, charac-
terized by the accumulation of hydroxyglutaric acid and 
2-hydroxyglutaric acid (Maekawa et al. 2024). These meta-
bolic markers help distinguish different subtypes of gliomas 
and provide a basis for clinical diagnosis and prognosis.

Application of metabolomics in personalized tumor 
treatment

The discovery of therapeutic targets is the key to achieving 
personalized tumor treatment. Metabolomics studies have 
found that tumor cells of different subtypes or stages have 
unique characteristics at the metabolic level, which can 
help find new therapeutic targets. For example, in the study 
of triple-negative breast cancer, metabolomics analysis 
found that this type of tumor cells has the characteristic of 
enhanced glutamine metabolism (Winter et al. 2023). Fur-
ther studies have confirmed that drugs targeting glutamine 
metabolism can inhibit the proliferation of triple-negative 

and auxiliary diagnosis of lung cancer. In the metabolomics 
study of breast cancer, Wang et al. established a metabolite 
biomarker model including glutamate, erythritol acid, doco-
sahexaenoic acid, and propionylcarnitine for the diagnosis 
of breast cancer (Wang et al. 2024b). Zniber et al.‘s study 
showed the capability of 1 H NMR urine metabolomics in 
detecting distinct metabolic profiles between prostate can-
cer and benign prostatic hyperplasia, as well as among dif-
ferent Gleason grade groups (Zniber et al. 2024). Noriega et 
al.‘s study supports the potential use of urinary fatty acids as 
a stable and non-invasive alternative test for prostate cancer 
diagnosis (Noriega et al. 2024). In addition, there are some 
reports indicate that developing effective lactate dehydroge-
nase or glutamine synthetase inhibitors may inhibit tumor 
cell growth and become an effective strategy for treating 
tumors (Gubser et al. 2024).

The role of metabolomics in tumor classification and 
prognosis prediction

Tumor cells of different subtypes or stages exhibit marked 
differences in metabolic characteristics (Ma et al. 2024). 

Fig. 2 Introduction to the metabolic characteristics of tumors
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a large cohort of MB patients, and all studies have only 
identified metabolic changes and did not find specific char-
acteristics of subpopulations (Table 1). As early as 2014, 
Wilson et al. first identified glutamate as a predictive bio-
marker for survival in childhood MB using magnetic reso-
nance spectroscopy (MRS) technology and highlighted the 
importance of detailed studies on MB metabolism (Wilson 
et al. 2014). In 2017, Woolman et al. used the handheld 
Picosecond InfraRed Laser (PIRL) technology developed 
by their team to perform mass spectrometry analysis and 
analyze 19 mouse xenograft tumors. They accurately dis-
tinguished the SHH group (with an accuracy of 98%), 
but no validation of human tissue samples was conducted 
(Woolman et al. 2017). In 2018, Bennett et al. used high-
resolution magic-angle spinning (HR-MAS) to obtain tissue 
metabolite profiles from cerebellar ependymoma (n = 18), 
medulloblastoma (n = 36), pilocytic astrocytoma (n = 24), 
and atypical teratoid/rhabdoid tumor (n = 5) samples. The 
results showed that elevated inositol was a characteristic 
of ependymoma. In addition, they found that glutamine, 
hypotaurine, and N-acetylaspartate were elevated in pilo-
cytic astrocytoma, while high taurine, phosphorylcholine, 
and glycine levels were used to distinguish MB (Bennett 
et al. 2018). Lee et al. analyzed cerebrospinal fluid samples 

breast cancer, providing a new strategy for personalized 
treatment of this tumor (Carneiro et al. 2023; Berardi et al. 
2022). In general, metabolomics provides us with an impor-
tant technical means to deeply understand the metabolic 
characteristics of tumors and discover potential diagnostic 
and therapeutic targets. With the advancement of detection 
technologies and continuous improvements in bioinformat-
ics analysis, metabolomics will play an important role in the 
clinical management of tumors.

Background and advances in metabolomics for 
diagnosis and prediction of molecular typing of 
childhood medulloblastoma

Metabolomics is a systematic research method that can 
comprehensively reflect the metabolic state and energy 
metabolism characteristics of tumor cells. Metabolomics 
analysis of childhood MB can identify some unique meta-
bolic characteristics, helping design more accurate diagnos-
tic methods and molecular typing strategies. These results 
not only enhance the accuracy of diagnosis but also pro-
vide a basis for individualized treatment and improve the 
prognosis of childhood MB. To date, only a few studies 
have reported comprehensive metabolomics analysis of 

Table 1 Summary of metabolomics studies on MB among children
Researcher Year Methodology Samples Results
Wilson et 
al.

(2014) Magnetic Resonance 
Spectroscopy

35 human MB tissue samples Glutamate as a predictive biomarker for survival in children 
with medulloblastoma

Woolman 
et al.

(2017) handheld Picosecond 
InfraRed Laser

6 different established MB cell 
lines: D341, D458, MED8A 
(for Group 3) and ONS76, 
DAOY, UW228 (for the SHH 
subgroup)

PIRL-MS analysis of ex vivo medulloblastoma tumors was 
successful in 98% of subgroups

Bennett 
et al.

(2018) High Resolution 
Magic-angle Spinning

35 human MB tissue samples 
and 47 other brain malignant 
tumor tissue samples

High levels of taurine, phosphocholine, and glycine can 
be used to differentiate medulloblastoma from other brain 
tumors.

Lee et al. (2022) RNA sequencing and 
high-resolution mass 
spectrometry

40 human MB cerebrospinal 
fluid samples

The tricarboxylic acid cycle metabolites (such as citric acid, 
succinic acid, etc.) and other metabolites (such as differential 
propionic acid, N-acetyl aspartate, etc.) in the cerebrospinal 
fluid of MB patients were significantly increased, and the 
metabolic panel Both biological and lipidomic data revealed 
indicators of tumor hypoxia.

Liu et al. (2022) Liquid Chromatogra-
phy-Mass Spectrometry

111 human MB urine samples, 
31 patients with malignant 
brain cancer, 51 patients with 
benign brain disease, 118 
healthy human controls

The combination of these two metabolites, tetrahydroacetone 
and corticosterone, showed diagnostic accuracy in distin-
guishing MB from non-MB with an AUC value of 0.851.

Huang et al. (2023) Ultra Performance 
Liquid Chromatog-
raphy-Quadrupole /
Electrospray-Mass 
Spectrometry/Mass 
Spectrometry

33 human MB serum samples, 
16 healthy control

Six metabolites (Phosphatidic acid (8:0/15:0), 3’-Sialyllac-
tose, Isocoproporphyrin, Acetylspermidine, Fructoseglycine 
and 3-Hydroxydodecanedioate) were identified as potential 
biomarkers for the diagnosis of MB with high specificity and 
accuracy (AUC > 0.98).

Funke et al. (2023) Bioinformatics 
Analysis

1288 Bulk RNA sequencing 
data

Genes involved in inositol phospholipid and nucleotide 
metabolism are significantly associated with patient prognosis

Kohe et al. (2024) in vivo Magnetic Reso-
nance Spectroscopy

86 human MB tissue samples Glutamate levels can independently predict survival in 
medulloblastoma
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to classify molecular subtypes, and evaluated the feasibility 
of in-vivo MRS metabolite quantitative data for predicting 
molecular subtypes. The results showed that the accuracy 
of the SVM classifier based on tissue metabolites reached 
89% (including 100% for the WNT subtype). Furthermore, 
it was shown that glutamate levels can independently pre-
dict the survival of patients with MB. These findings are of 
great significance for improving the non-invasive diagnosis 
and molecular typing of MB (Kohe et al. 2024) (Table 1). 
In general, metabolomics provides an important technical 
means to unravel the metabolic characteristics of tumors 
and discover potential diagnostic and therapeutic targets.

Future perspectives

We continue to explore the metabolic network and regulatory 
mechanism of childhood MB, further verifying the applica-
tion value of metabolic markers in diagnosis and molecular 
typing, exploring metabolic regulation as a new treatment 
strategy, and improving the prognosis of patients. Briefly, 
metabolomics research on childhood MB has brought new 
opportunities for the diagnosis and molecular typing of the 
disease and provided an important scientific basis for clini-
cal practice. Continuous in-depth metabolomics research 
can help clarify the pathogenesis of the tumor and provide 
patients with more accurate diagnoses and treatment plans. 
There are also some studies that use machine learning to 
determine sample-related functions and use machine learn-
ing for more detailed classification (Zhou et al. 2024). In 
addition, large-scale studies have found that mutations and 
structural changes in metabolic modifiers, abnormal DNA 
methylation, and histone modification features can lead 
to abnormalities in the cancer epigenome. Therefore, the 
treatment of cancer with epigenetic modifiers has received 
increasing attention, and inhibitors of various epigenetic 
regulators have been intensively studied in clinical trials 
(Marquardt et al. 2023; Fang et al. 2022a). We believe this 
is a promising area of   development.

Limitations

Although metabolomics has made significant progress in 
the field of cancer, there remain some challenges that need 
to be solved. The first is the problem of metabolomics data 
interpretation and integration. Tumor metabolism is a com-
plex and systematic process. A single metabolomics analysis 
cannot fully explain its biological behavior. How to effec-
tively integrate metabolomics data with multi-omics data, 
such as genomics and proteomics, is one of the focuses of 
future research. The second problem is the clinical transfor-
mation of metabolomics markers. Although some potential 
metabolomics markers have been discovered, most of them 

from 40 patients with MB and 11 normal controls in 2022. 
Although it is difficult to divide MB into different molecu-
lar subtypes solely based on the transcriptomics, metabo-
lomics, and lipidomics analysis of cerebrospinal fluid, this 
study identified a group of metabolic characteristics that 
can distinguish cancer samples from normal samples. The 
metabolites of tricarboxylic acid cycle, such as citric acid, 
succinic acid, etc., and other metabolites, such as aberrant 
propionic acid and N-acetyl thiamine, were significantly 
elevated in the cerebrospinal fluid of patients with MB, 
and both metabolomics and lipidomics showed indicators 
of tumor hypoxia (Lee et al. 2022). This study provides 
new insights and candidate biomarkers for the metabolo-
mics studies on MB based on cerebrospinal fluid samples, 
improving the diagnosis and monitoring of MB. In another 
study, metabolomic analysis of urine samples from patients 
with MB compared to patients with other brain tumors and 
healthy subjects showed that the combination of two metab-
olites, tetrahydrocortisone and cortolone, showed diagnos-
tic accuracy for distinguishing MB from non-MB, with an 
AUC value of 0.851 (Liu et al. 2022). In 2023, Huang et al. 
used ultra-performance liquid chromatography-quadrupole 
(UPLC-Q)/electrospray-mass spectrometry (E-MS)/mass 
spectrometry (MS) to conduct metabolomics research and 
explore the pathogenesis of MB in children. They found 
25 significantly changed metabolites, 6 of which (phospha-
tidic acid, 3’-sialyllactose, isoaerporphyrin, acetylspermi-
dine, fructoseglycine, and 3-hydroxydodecanoic acid) had 
high diagnostic values (AUC > 0.98). Functional analysis 
found three impaired metabolic pathways, including arachi-
donic acid metabolism, steroid hormone biosynthesis, and 
folate-related metabolism. Modulation of these pathways 
may reduce the mortality rate of MB (Huang et al. 2023). 
These metabolic markers may also serve as potential diag-
nostic biomarkers. Funke et al. comprehensively explored 
metabolic differences between and within MB groups at 
the genome and transcriptome levels. The study analyzed 
data from 1,288 patients from 4 independent MB cohorts, 
including metabolic gene expression characteristics based 
on bulk RNA sequencing. Based on metabolic heterogene-
ity in single-cell RNA sequencing and metabolism-related 
gene mutations at the genome level, it was found that genes 
involved in inositol phospholipid and nucleotide metabo-
lism are significantly associated with MB patients’ prog-
nosis. Frequently mutated metabolic genes play a central 
role in the development of MB, upregulation of pyrimidine 
metabolism was associated with significantly decreased 
overall survival, whereas inositol phosphate (IP) metabo-
lism gene expression was associated with a better prognosis 
(Funke et al. 2023). In 2024, Kohe et al. analyzed the metab-
olite profiles of 86 MB tissue samples, used unsupervised 
cluster analysis and support vector machine (SVM) models 

1 3

471 Page 6 of 10



Journal of Cancer Research and Clinical Oncology (2024) 150:471

and approved the final manuscript.

Funding This study was supported by the 2024 Henan Medical Sci-
ence and Technology Joint Construction Project (LHGJ20240364), by 
the 2021 Science and Technology Development Plan of Henan Prov-
ince (212102310663).

Data availability No datasets were generated or analysed during the 
current study.

Declarations

Competing interests The authors declare no competing interests.

Open Access  This article is licensed under a Creative Commons 
Attribution-NonCommercial-NoDerivatives 4.0 International License, 
which permits any non-commercial use, sharing, distribution and 
reproduction in any medium or format, as long as you give appropri-
ate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if you modified the licensed 
material. You do not have permission under this licence to share 
adapted material derived from this article or parts of it. The images or 
other third party material in this article are included in the article’s Cre-
ative Commons licence, unless indicated otherwise in a credit line to 
the material. If material is not included in the article’s Creative Com-
mons licence and your intended use is not permitted by statutory regu-
lation or exceeds the permitted use, you will need to obtain permission 
directly from the copyright holder. To view a copy of this licence, visit 
http://creativecommons.org/licenses/by-nc-nd/4.0/.

References

An Y, Duan H (2022) The role of m6A RNA methylation in cancer 
metabolism. Mol Cancer 21(1):14. https://doi.org/10.1186/
s12943-022-01500-4

Bennett CD, Kohe SE, Gill SK, Davies NP, Wilson M, Storer LCD, 
Ritzmann T, Paine SML, Scott IS, Nicklaus-Wollenteit I, Ten-
nant DA, Grundy RG, Peet AC (2018) Tissue metabolite profiles 
for the characterisation of paediatric cerebellar tumours. Sci Rep 
8(1):11992. https://doi.org/10.1038/s41598-018-30342-8

Berardi D, Hunter Y, van den Driest L, Farrell G, Rattray NJW, Rat-
tray Z (2022) The Differential Metabolic signature of breast 
Cancer Cellular response to Olaparib Treatment. Cancers (Basel) 
14(15):3661. https://doi.org/10.3390/cancers14153661

Bickerdike MJ, Nafia I, Bessede A, Chen CB, Wangpaichitr M (2024) 
AT-0174, a novel dual IDO1/TDO2 enzyme inhibitor, synergises 
with temozolomide to improve survival in an orthotopic mouse 
model of glioblastoma. BMC Cancer 24(1):889. https://doi.
org/10.1186/s12885-024-12631-w

Bidgood CL, Philp LK, Rockstroh A, Lehman M, Nelson CC, Sad-
owski MC, Gunter JH (2024) Targeting valine catabolism to 
inhibit metabolic reprogramming in prostate cancer. Cell Death 
Dis 15(7):513. https://doi.org/10.1038/s41419-024-06893-2

Cao LQ, Xie Y, Fleishman JS, Liu X, Chen ZS (2024) Hepatocellular 
carcinoma and lipid metabolism: novel targets and therapeutic 
strategies. Cancer Lett 8(10):217061. https://doi.org/10.1016/j.
canlet.2024.217061

Carneiro TJ, Carvalho ALMB, Vojtek M, Carmo IF, Marques MPM, 
Diniz C, Gil AM (2023) Disclosing a metabolic signature of cis-
platin resistance in MDA-MB-231 triple-negative breast cancer 
cells by NMR metabolomics. Cancer Cell Int 23(1):310. https://
doi.org/10.1186/s12935-023-03124-0

are still limited to basic research and have not yet been clini-
cally applied. How to promote these metabolomics markers 
from the laboratory setting to the clinical setting has become 
a bottleneck that needs to be solved urgently. There are also 
limitations of metabolic-targeted therapy. Although meta-
bolic abnormalities provide new targets for tumor treatment, 
metabolic-targeted therapy alone is usually ineffective. How 
to effectively combine metabolic-targeted therapy with 
other treatment methods is the key to improving efficacy. 
Finally, there is continuous innovation in technical means. 
The continuous innovation and improvement of metabolo-
mics technology, such as the development of new detection 
equipment and the optimization of big data analysis algo-
rithms, can provide stronger technical support for tumor 
metabolism research.

Conclusion

There are still many unknown aspects of the development 
and evolution of MB, and the differences between geno-
type and phenotype need to be further explored. Only by 
comprehensively identifying metabolites and their concen-
trations at the whole tissue and single-cell levels, we can 
gain a deep understanding of the complex metabolic pro-
cesses involved in cells and tissues and unravel the molecu-
lar mechanisms associated with tumorigenesis and cancer 
evolution. Spatial metabolomics technology can map the 
distribution of metabolites in tissues, revealing spatial het-
erogeneity that may play a key role in tumor development 
and treatment response (Hu et al. 2024; Zhu et al. 2024). 
Single-cell metabolomics can help unravel metabolic 
changes at the level of individual cells, reveal the diversity 
within tumor populations, and provide a deeper understand-
ing of the cellular dynamics that drive disease progression 
(Bidgood et al. 2024; Fan et al. 2024). These cutting-edge 
technologies provide valuable means to fill the existing gap 
between genotype and phenotype, pave the way for improv-
ing diagnostic accuracy and personalized treatment strate-
gies, and are expected to improve the prognosis of patients 
with MB. In general, tumor metabolomics research is in 
rapid development, and will surely bring new opportunities 
for early diagnosis, precise classification, and personalized 
treatment of tumors in the future. We believe that through 
continuous in-depth basic research and technological inno-
vation, metabolomics can play an important role in the clini-
cal management of tumors.

Author contributions All authors contributed to the study conception 
and design. Material preparation, data collection and analysis were 
performed by Rong Huang, Xiaoxu Lu and Xueming Sun. The first 
draft of the manuscript was written by Rong Huang and all authors 
commented on previous versions of the manuscript. All authors read 

1 3

Page 7 of 10 471

http://creativecommons.org/licenses/by-nc-nd/4.0/
https://doi.org/10.1186/s12943-022-01500-4
https://doi.org/10.1186/s12943-022-01500-4
https://doi.org/10.1038/s41598-018-30342-8
https://doi.org/10.3390/cancers14153661
https://doi.org/10.1186/s12885-024-12631-w
https://doi.org/10.1186/s12885-024-12631-w
https://doi.org/10.1038/s41419-024-06893-2
https://doi.org/10.1016/j.canlet.2024.217061
https://doi.org/10.1016/j.canlet.2024.217061
https://doi.org/10.1186/s12935-023-03124-0
https://doi.org/10.1186/s12935-023-03124-0


Journal of Cancer Research and Clinical Oncology (2024) 150:471

Hu L, Liu J, Zhang W, Wang T, Zhang N, Lee YH, Lu H (2020) 
Functional metabolomics decipher biochemical functions and 
associated mechanisms underlie small-molecule metabolism. 
Mass Spectrom Rev 39(5–6):417–433. https://doi.org/10.1002/
mas.21611

Hu X, Zhang B, Zhang M, Liang W, Hong B, Ma Z, Sheng J, Liu T, 
Yang S, Liang Z, Zhang J, Fan C, Li F, Ling D (2024) An artifi-
cial metabzyme for tumour-cell-specific metabolic therapy. Nat 
Nanotechnol Epub Ahead Print Aug 5. https://doi.org/10.1038/
s41565-024-01733-y

Huang Z, Li X, Wei B, Yu Y, E-MS/MS (2023) Global metabolomics 
study on the pathogenesis of pediatric medulloblastoma via 
UPLC- Q/. PLoS ONE 18(6):e0287121. https://doi.org/10.1371/
journal.pone.0287121

Jayathilake PG, Victori P, Pavillet CE, Lee CH, Voukantsis D, Miar A, 
Arora A, Harris AL, Morten KJ, Buffa FM (2024) Metabolic sym-
biosis between oxygenated and hypoxic tumour cells: an agent-
based modelling study. PLoS Comput Biol 20(3):e1011944. 
https://doi.org/10.1371/journal.pcbi.1011944

Ji J, Bi F, Zhang X, Zhang Z, Xie Y, Yang Q (2024a) Single-cell 
transcriptome analysis revealed heterogeneity in glycolysis 
and identified IGF2 as a therapeutic target for ovarian can-
cer subtypes. BMC Cancer 24(1):926. https://doi.org/10.1186/
s12885-024-12688-7

Ji JX, Hoang LN, Cochrane DR, Lum A, Senz J, Farnell D, Tessier-
Cloutier B, Huntsman DG, Klein Geltink (2024b) The unique 
metabolome of clear cell ovarian carcinoma. J Pathol 8(3):6329. 
https://doi.org/10.1002/path.6329

Kinslow CJ, Ll MB, Cai Y, Yan J, Lorkiewicz PK, Al-Attar A, Tan J, 
Higashi RM, Lane AN, Fan TW (2024) Stable isotope-resolved 
metabolomics analyses of metabolic phenotypes reveal variable 
glutamine metabolism in different patient-derived models of 
non-small cell lung cancer from a single patient. Metabolomics 
20(4):87. https://doi.org/10.1007/s11306-024-02126-x

Kohe S, Bennett C, Burté F, Adiamah M, Rose H, Worthington L, 
Scerif F, MacPherson L, Gill S, Hicks D, Schwalbe EC, Crosier 
S, Storer L, Lourdusamy A, Mitra D, Morgan PS, Dineen RA, 
Avula S, Pizer B, Wilson M, Davies N, Tennant D, Bailey S, 
Williamson D, Arvanitis TN, Grundy RG, Clifford SC, Peet AC 
(2024) Metabolite profiles of medulloblastoma for rapid and non-
invasive detection of molecular disease groups. EBioMedicine 
2(100):104958. https://doi.org/10.1016/j.ebiom.2023.104958

Lee B, Mahmud I, Pokhrel R, Murad R, Yuan M, Stapleton S, Bet-
tegowda C, Jallo G, Eberhart CG, Garrett T, Perera RJ (2022) 
Medulloblastoma cerebrospinal fluid reveals metabolites and 
lipids indicative of hypoxia and cancer-specific RNAs. Acta 
Neuropathol Commun 10(1):25. https://doi.org/10.1186/
s40478-022-01326-7

Li C, Wang F, Cui L, Li S, Zhao J, Liao L (2023) Association 
between abnormal lipid metabolism and tumor. Front Endo-
crinol (Lausanne) 25(14):1134154. https://doi.org/10.3389/
fendo.2023.1134154

Liu X, Li J, Hao X, Sun H, Zhang Y, Zhang L, Jia L, Tian Y, Sun 
W (2022) LC-MS-Based urine metabolomics analysis for the 
diagnosis and monitoring of Medulloblastoma. Front Oncol 
22(12):949513. https://doi.org/10.3389/fonc.2022.949513

Ma Y, Jiang Z, Pan L, Zhou Y, Xia R, Liu Z, Yuan L Current devel-
opment of molecular classifications of gastric cancer based on 
omics (2024). Int J Oncol 65(3):89. https://doi.org/10.3892/
ijo.2024.5677

Maekawa M, Diagnostic Biomarkers for Various Diseases Using Liq-
uid Chromatography and Mass Spectrometry (2024) Analysis of 
metabolic changes in endogenous metabolites and. Biol Pharm 
Bull 47(6):1087–1105. https://doi.org/10.1248/bpb.b24-00073

Majtan T, Olsen T, Sokolova J, Krijt J, Křížková M, Ida T, Ditrói T, 
Hansikova H, Vit O, Petrak J, Kuchař L, Kruger WD, Nagy P, 

Carrie C, Kieffer V, Figarella-Branger D, Masliah-Planchon J, Bolle 
S, Bernier V, Laprie A, Supiot S, Leseur J, Habrand JL, Alapetite 
C, Kerr C, Dufour C, Claude L, Chapet S, Huchet A, Bondiau 
PY, Escande A, Truc G, Nguyen TD, Pasteuris C, Vigneron C, 
Muracciole X, Bourdeaut F, Appay R, Dubray B, Colin C, Fer-
lay C, Dussart S, Chabaud S, Padovani L (2020) French Group 
of Pediatric Radiotherapy (GFRP); French Society of Pediatric 
Cancers (SFCE). Exclusive Hyperfractionated Radiation Therapy 
and reduced Boost volume for Standard-Risk Medulloblastoma: 
pooled analysis of the 2 French Multicentric studies MSFOP98 
and MSFOP 2007 and correlation with Molecular subgroups. 
Int J Radiat Oncol Biol Phys 108(5):1204–1217. https://doi.
org/10.1016/j.ijrobp.2020.07.2324

Chen Y, Zhou Y, Ren R, Chen Y, Lei J, Li Y (2024) Harnessing lipid 
metabolism modulation for improved immunotherapy outcomes 
in lung adenocarcinoma. J Immunother Cancer 12(7):e008811. 
https://doi.org/10.1136/jitc-2024-008811

Cheng Y, Jones JP, Yu TT, Olzomer EM, Su J, Katen A, Black DS, 
Hart-Smith G, Childress ES, Wilkins MR, Mateos IA, Santos 
WL, Hoehn KL, Byrne FL, Kumar N (2024) Design, synthesis 
and biological evaluation of glucose metabolism inhibitors as 
anticancer agents. Bioorg Chem 25(151):107665. https://doi.
org/10.1016/j.bioorg.2024.107665

Cotter JA, Hawkins C (2022) Medulloblastoma: WHO 2021 
and Beyond. Pediatr Dev Pathol 25(1):23–33. https://doi.
org/10.1177/10935266211018931

Danzi F, Pacchiana R, Mafficini A, Scupoli MT, Scarpa A, Don-
adelli M, Fiore A (2023) To metabolomics and beyond: a tech-
nological portfolio to investigate cancer metabolism. Signal 
Transduct Target Therapy 8(1):137. https://doi.org/10.1038/
s41392-023-01380-0

Dar MA, Arafah A, Bhat KA, Khan A, Khan MS, Ali A, Ahmad SM, 
Rashid SM, Rehman MU (2023) Multiomics technologies: role 
in disease biomarker discoveries and therapeutics. Brief Funct 
Genomics 22(2):76–96. https://doi.org/10.1093/bfgp/elac017

Duan X, Zhao Y, Hu H, Wang X, Yan J, Li S, Zhang Y, Jiao J, Zhang 
G (2024) Amino acid metabolism-regulated nanomedicine for 
enhanced Tumor Immunotherapy through Synergistic Regulation 
of Immune Microenvironment. Biomater Res 4(28):0048. https://
doi.org/10.34133/bmr.0048

Fan TW, Higashi RM, Lane AN (2024) Metabolic reprogramming in 
Human Cancer patients and patient-derived models. Cold Spring 
Harb Perspect Med 7(15):a041552. https://doi.org/10.1101/csh-
perspect.a041552

Fang FY, Rosenblum JS, Ho WS, Heiss JD (2022b) New Develop-
ments in the Pathogenesis, Therapeutic Targeting, and Treat-
ment of Pediatric Medulloblastoma. Cancers (Basel) 14(9):2285. 
https://doi.org/10.3390/cancers14092285

Fang H, Wang L, Yu L, Shen F, Yang Z, Yang Y, Li S, Dai H, Tan F, 
Lin J, Sheng H (2022a) Effects of metformin on sonic hedge-
hog subgroup medulloblastoma progression: in vitro and in vivo 
studies. Front Pharmacol 7(13):928853. https://doi.org/10.3389/
fphar.2022.928853

Funke VLE, Walter C, Melcher V, Wei L, Sandmann S, Hotfilder M, 
Varghese J, Jäger N, Kool M, Jones DTW, Pfister SM, Milde 
T, Mynarek M, Rutkowski S, Seggewiss J, Jeising D, de Faria 
FW, Marquardt T, Albert TK, Schüller U, Kerl K (2023) Group-
specific cellular metabolism in Medulloblastoma. J Transl Med 
21(1):363. https://doi.org/10.1186/s12967-023-04211-6

Gubser PM, Wijesinghe S, Heyden L, Gabriel SS, de Souza DP, Hess 
C, McConville MM, Utzschneider DT, Kallies A (2024) Aero-
bic glycolysis but not GLS1-dependent glutamine metabolism 
is critical for anti-tumor immunity and response to checkpoint 
inhibition. Cell Rep 43(8):114632. https://doi.org/10.1016/j.
celrep.2024.114632

1 3

471 Page 8 of 10

https://doi.org/10.1002/mas.21611
https://doi.org/10.1002/mas.21611
https://doi.org/10.1038/s41565-024-01733-y
https://doi.org/10.1038/s41565-024-01733-y
https://doi.org/10.1371/journal.pone.0287121
https://doi.org/10.1371/journal.pone.0287121
https://doi.org/10.1371/journal.pcbi.1011944
https://doi.org/10.1186/s12885-024-12688-7
https://doi.org/10.1186/s12885-024-12688-7
https://doi.org/10.1002/path.6329
https://doi.org/10.1007/s11306-024-02126-x
https://doi.org/10.1016/j.ebiom.2023.104958
https://doi.org/10.1186/s40478-022-01326-7
https://doi.org/10.1186/s40478-022-01326-7
https://doi.org/10.3389/fendo.2023.1134154
https://doi.org/10.3389/fendo.2023.1134154
https://doi.org/10.3389/fonc.2022.949513
https://doi.org/10.3892/ijo.2024.5677
https://doi.org/10.3892/ijo.2024.5677
https://doi.org/10.1248/bpb.b24-00073
https://doi.org/10.1016/j.ijrobp.2020.07.2324
https://doi.org/10.1016/j.ijrobp.2020.07.2324
https://doi.org/10.1136/jitc-2024-008811
https://doi.org/10.1016/j.bioorg.2024.107665
https://doi.org/10.1016/j.bioorg.2024.107665
https://doi.org/10.1177/10935266211018931
https://doi.org/10.1177/10935266211018931
https://doi.org/10.1038/s41392-023-01380-0
https://doi.org/10.1038/s41392-023-01380-0
https://doi.org/10.1093/bfgp/elac017
https://doi.org/10.34133/bmr.0048
https://doi.org/10.34133/bmr.0048
https://doi.org/10.1101/cshperspect.a041552
https://doi.org/10.1101/cshperspect.a041552
https://doi.org/10.3390/cancers14092285
https://doi.org/10.3389/fphar.2022.928853
https://doi.org/10.3389/fphar.2022.928853
https://doi.org/10.1186/s12967-023-04211-6
https://doi.org/10.1016/j.celrep.2024.114632
https://doi.org/10.1016/j.celrep.2024.114632


Journal of Cancer Research and Clinical Oncology (2024) 150:471

acid, tricarboxylic acid and hexosamine pathways. Cancers 
(Basel) 14(5):1311. https://doi.org/10.3390/cancers14051311

Qannita RA, Alalami AI, Harb AA, Aleidi SM, Taneera J, Abu-Ghar-
bieh E, El-Huneidi W, Saleh MA, Alzoubi KH, Semreen MH, 
Hudaib M, Bustanji Y (2024) Targeting hypoxia-inducible Fac-
tor-1 (HIF-1) in Cancer: emerging therapeutic strategies and 
pathway regulation. Pharmaceuticals (Basel) 17(2):195. https://
doi.org/10.3390/ph17020195

Schwalbe EC, Lindsey JC, Nakjang S, Crosier S, Smith AJ, Hicks 
D, Rafiee G, Hill RM, Iliasova A, Stone T, Pizer B, Michalski 
A, Joshi A, Wharton SB, Jacques TS, Bailey S, Williamson D, 
Clifford SC (2017) Novel molecular subgroups for clinical clas-
sification and outcome prediction in childhood medulloblas-
toma: a cohort study. Lancet Oncol 18(7):958–971. https://doi.
org/10.1016/S1470-2045(17)30243-7

Singh J, Cerghet M, Poisson LM, Datta I, Labuzek K, Suhail H, Rat-
tan R, Giri S (2019) Urinary and plasma metabolomics identify 
the distinct metabolic Profile of Disease State in Chronic Mouse 
Model of multiple sclerosis. J Neuroimmune Pharmacology: Offi-
cial J Soc NeuroImmune Pharmacol 14(2):241–250. https://doi.
org/10.1007/s11481-018-9815-4

Taunk K, Jajula S, Bhavsar PP, Choudhari M, Bhanuse S, Tamhankar 
A, Naiya T, Kalita B, Rapole S (2024) The prowess of metabo-
lomics in cancer research: current trends, challenges and future 
perspectives. Mol Cell Biochem 5(30). https://doi.org/10.1007/
s11010-024-05041-w

Wang W, Rong Z, Wang G, Hou Y, Yang F, Qiu M (2023) Cancer 
metabolites: promising biomarkers for cancer liquid biopsy. Bio-
mark Res 11(1):66. https://doi.org/10.1186/s40364-023-00507-3

Wang FS, Zhang HX (2024a) Identification of Anticancer Enzymes 
and Biomarkers for Hepatocellular Carcinoma through Con-
straint-based modeling. Molecules 29(11):2594. https://doi.
org/10.3390/molecules29112594

Wang Y, An R, Yu H, Dai Y, Lou L, Quan S, Chen R, Ding Y, Zhao H, 
Wu X, Liu Z, Wang Q, Gao Y, Xie X, Zhang J (2024b) Larges-
cale multicenter study of a serum metabolite biomarker panel for 
the diagnosis of breast cancer. iScience 27(7):110345. https://doi.
org/10.1016/j.isci.2024.110345

Wilson M, Gill SK, MacPherson L, English M, Arvanitis TN, Peet AC 
(2014) Noninvasive detection of glutamate predicts survival in 
pediatric medulloblastoma. Clin Cancer Res 20(17):4532–4539. 
https://doi.org/10.1158/1078-0432.CCR-13-2320

Winter M, Nait Eldjoudi A, Guette C, Hondermarck H, Bourette RP, 
Fovez Q, Laine W, Ghesquiere B, Adriaenssens E, Kluza J, Le 
Bourhis X (2023) Mitochondrial adaptation decreases drug 
sensitivity of persistent triple negative breast cancer cells sur-
viving combinatory and sequential chemotherapy. Neoplasia 
12(46):100949. https://doi.org/10.1016/j.neo.2023.100949

Woolman M, Ferry I, Kuzan-Fischer CM, Wu M, Zou J, Kiyota T, Isik 
S, Dara D, Aman A, Das S, Taylor MD, Rutka JT, Ginsberg HJ, 
Zarrine-Afsar A (2017) Rapid determination of medulloblastoma 
subgroup affiliation with mass spectrometry using a handheld 
picosecond infrared laser desorption probe. Chem Sci 8(9):6508–
6519. https://doi.org/10.1039/c7sc01974b

Wu G, Liu J, Shi H, Pan B, Li M, Wang X, Li Y, Cheng L, Guo W, 
Huang Y (2024) The associations between dysregulation of 
human blood metabolites and lung cancer risk: evidence from 
genetic data. BMC Cancer 24(1):854. https://doi.org/10.1186/
s12885-024-12416-1

Yu M, Wen W, Wang Y, Shan X, Yi X, Zhu W, Aa J, Wang G (2024b) 
Plasma metabolomics reveals risk factors for lung adenocarci-
noma. Front Oncol 19(14):1277206. https://doi.org/10.3389/
fonc.2024.1277206

Yu H, Chen Y, Deng J, Cai G, Fu W, Shentu C, Xu Y, Liu J, Zhou Y, 
Luo Y, Chen Y, Liu X, Wu Y, Xu T (2024a) Integrated metabo-
lomics and proteomics analyses to reveal anticancer mechanism 

Akaike T, Kožich V (2024) Deciphering pathophysiological 
mechanisms underlying cystathionine beta-synthase-deficient 
homocystinuria using targeted metabolomics, liver proteomics, 
sphingolipidomics and analysis of mitochondrial function. Redox 
Biol 6(73):103222. https://doi.org/10.1016/j.redox.2024.103222

Mao L, Wang L, Lyu Y, Zhuang Q, Li Z, Zhang J, Gu Z, Lu S, Wang 
X, Guan Y, Xiong J, Wang Y, Mao Y, Yang H, Liu Y (2024) 
Branch chain amino acid metabolism promotes brain metasta-
sis of NSCLC through EMT occurrence by regulating ALKBH5 
activity. Int J Biol Sci 20(9):3285–3301. https://doi.org/10.7150/
ijbs.85672

Marquardt V, Theruvath J, Pauck D, Picard D, Qin N, Blümel L, Maue 
M, Bartl J, Ahmadov U, Langini M, Meyer FD, Cole A, Cruz-
Cruz J, Graef CM, Wölfl M, Milde T, Witt O, Erdreich-Epstein 
A, Leprivier G, Kahlert U, Stefanski A, Stühler K, Keir ST, 
Bigner DD, Hauer J, Beez T, Knobbe-Thomsen CB, Fischer U, 
Felsberg J, Hansen FK, Vibhakar R, Venkatraman S, Cheshier 
SH, Reifenberger G, Borkhardt A, Kurz T, Remke M, Mitra S 
(2023) Tacedinaline (CI-994), a class I HDAC inhibitor, targets 
intrinsic tumor growth and leptomeningeal dissemination in 
MYC-driven medulloblastoma while making them susceptible to 
anti-CD47-induced macrophage phagocytosis via NF-kB-TGM2 
driven tumor inflammation. J Immunother Cancer 11(1):e005871. 
https://doi.org/10.1136/jitc-2022-005871

Melone MAB, Valentino A, Margarucci S, Galderisi U, Giordano 
A, Peluso G (2018) The carnitine system and cancer metabolic 
plasticity. Cell Death Dis 14;9(2):228. https://doi.org/10.1038/
s41419-018-0313-7

Neagu AN, Whitham D, Bruno P, Morrissiey H, Darie CA, Darie CC 
(2023) Omics-based investigations of breast Cancer. Molecules 
28(12):4768. https://doi.org/10.3390/molecules28124768

Neves W, Alves CRR, Dos Santos G, Alves MNN, Deik A, Pierce K, 
Dennis C, Buckley L, Clish CB, Swoboda KJ, Brum PC, de Cas-
tro Junior G (2024) Physical performance and plasma metabolic 
profile as potential prognostic factors in metastatic lung cancer 
patients. Eur J Clin Invest 6(26):e14288. https://doi.org/10.1111/
eci.14288

Noriega Landa E, Quaye GE, Su X, Badmos S, Holbrook KL, Polascik 
TJ, Adams ES, Deivasigamani S, Gao Q, Annabi MH, Habib A, 
Lee WY (2024) Urinary fatty acid biomarkers for prostate cancer 
detection. PLoS ONE 19(2):e0297615. https://doi.org/10.1371/
journal.pone.0297615

Park AK, Lee JY, Cheong H, Ramaswamy V, Park SH, Kool M, Phi 
JH, Choi SA, Cavalli F, Taylor MD, Kim SK (2019) Subgroup-
specific prognostic signaling and metabolic pathways in pedi-
atric medulloblastoma. BMC Cancer 19(1):571. https://doi.
org/10.1186/s12885-019-5742-x

Park M, Jin J, An DY, Kim DH, Lee J, Yun JW, Hwang I, Park JS, 
Kim MK, Lee YM, Byun JK, Choi YK, Park KG (2024) Target-
ing YAP activity and glutamine metabolism cooperatively sup-
presses Tumor Progression by preventing Extracellular Matrix 
Accumulation. Cancer Res 6(29). https://doi.org/10.1158/0008-
5472.CAN-23-3933

Peng X, He Z, Yuan D, Liu Z, Rong P (2024) Lactic acid: the culprit 
behind the immunosuppressive microenvironment in hepatocel-
lular carcinoma. Biochim Biophys Acta Rev Cancer 8(1):189164. 
https://doi.org/10.1016/j.bbcan.2024.189164

Pereira-Nunes A, Simões-Sousa S, Pinheiro C, Miranda-Gonçalves 
V, Granja S, Baltazar F (2020) Targeting lactate production and 
efflux in prostate cancer. Biochim Biophys Acta Mol Basis Dis 
1866(11):165894. https://doi.org/10.1016/j.bbadis.2020.165894

Pham K, Hanaford AR, Poore BA, Maxwell MJ, Sweeney H, Par-
thasarathy A, Alt J, Rais R, Slusher BS, Eberhart CG, Raabe EH 
(2022) Comprehensive metabolic profiling of MYC-Amplified 
Medulloblastoma Tumors reveals key dependencies on amino 

1 3

Page 9 of 10 471

https://doi.org/10.3390/cancers14051311
https://doi.org/10.3390/ph17020195
https://doi.org/10.3390/ph17020195
https://doi.org/10.1016/S1470-2045(17)30243-7
https://doi.org/10.1016/S1470-2045(17)30243-7
https://doi.org/10.1007/s11481-018-9815-4
https://doi.org/10.1007/s11481-018-9815-4
https://doi.org/10.1007/s11010-024-05041-w
https://doi.org/10.1007/s11010-024-05041-w
https://doi.org/10.1186/s40364-023-00507-3
https://doi.org/10.3390/molecules29112594
https://doi.org/10.3390/molecules29112594
https://doi.org/10.1016/j.isci.2024.110345
https://doi.org/10.1016/j.isci.2024.110345
https://doi.org/10.1158/1078-0432.CCR-13-2320
https://doi.org/10.1016/j.neo.2023.100949
https://doi.org/10.1039/c7sc01974b
https://doi.org/10.1186/s12885-024-12416-1
https://doi.org/10.1186/s12885-024-12416-1
https://doi.org/10.3389/fonc.2024.1277206
https://doi.org/10.3389/fonc.2024.1277206
https://doi.org/10.1016/j.redox.2024.103222
https://doi.org/10.7150/ijbs.85672
https://doi.org/10.7150/ijbs.85672
https://doi.org/10.1136/jitc-2022-005871
https://doi.org/10.1038/s41419-018-0313-7
https://doi.org/10.1038/s41419-018-0313-7
https://doi.org/10.3390/molecules28124768
https://doi.org/10.1111/eci.14288
https://doi.org/10.1111/eci.14288
https://doi.org/10.1371/journal.pone.0297615
https://doi.org/10.1371/journal.pone.0297615
https://doi.org/10.1186/s12885-019-5742-x
https://doi.org/10.1186/s12885-019-5742-x
https://doi.org/10.1158/0008-5472.CAN-23-3933
https://doi.org/10.1158/0008-5472.CAN-23-3933
https://doi.org/10.1016/j.bbcan.2024.189164
https://doi.org/10.1016/j.bbadis.2020.165894


Journal of Cancer Research and Clinical Oncology (2024) 150:471

model of medulloblastoma based on machine learning. Eur Radiol 
34(6):3644–3655. https://doi.org/10.1007/s00330-023-10316-9

Zhu L, Zhu X, Wu Y (2022) Effects of glucose metabolism, lipid 
metabolism, and glutamine metabolism on Tumor Microenviron-
ment and Clinical implications. Biomolecules 12(4):580. https://
doi.org/10.3390/biom12040580

Zhu L, Li J, Pan J, Wu N, Xu Q, Zhou QQ, Wang Q, Han D, Wang 
Z, Xu Q, Liu X, Guo J, Wang J, Zhang Z, Wang Y, Cai H, Li Y, 
Pan H, Zhang L, Chen X, Lu G (2024) Precise identification of 
Glioblastoma Micro-infiltration at Cellular Resolution by Raman 
Spectroscopy. Adv Sci (Weinh) 7(31):e2401014. https://doi.
org/10.1002/advs.202401014

Zniber M, Lamminen T, Taimen P, Boström PJ, Huynh TP (2024) 
1H-NMR-based urine metabolomics of prostate cancer and 
benign prostatic hyperplasia. Heliyon 10(7):e28949. https://doi.
org/10.1016/j.heliyon.2024.e28949

Zuo F, Yu J, He X (2022) Single-cell metabolomics in Hematopoi-
esis and hematological malignancies. Front Oncol 12(1):931393. 
https://doi.org/10.3389/fonc.2022.931393

Publisher’s note Springer Nature remains neutral with regard to juris-
dictional claims in published maps and institutional affiliations. 

of hemp oil extract in colorectal cancer. J Pharm Biomed Anal 
22(249):116379. https://doi.org/10.1016/j.jpba.2024.116379

Zeng Y, Luo Y, Zhao K, Liu S, Wu K, Wu Y, Du K, Pan W, Dai Y, Liu Y, 
Ren M, Tian F, Zhou L, Gu C (2024) m6A-Mediated induction of 
7-Dehydrocholesterol reductase stimulates cholesterol synthesis 
and cAMP signaling to promote bladder Cancer metastasis. Can-
cer Res 6(24). https://doi.org/10.1158/0008-5472.CAN-23-3703

Zhang G, Xiao Y, Liu H, Wu Y, Xue M, Li J (2024a) Integrated 
machine learning screened glutamine metabolism-associated bio-
marker SLC1A5 to predict immunotherapy response in hepato-
cellular carcinoma. Immunobiology 229(5):152841. https://doi.
org/10.1016/j.imbio.2024.152841

Zhang W, Wang M, Liu B, Chen H, Tan J, Meng Q, Li J, Ding B, 
Ma P, Lin J (2024b) Glutathione Induced in situ synthesis of Cu 
single-atom nanozymes with anaerobic glycolysis metabolism 
interference for boosting cuproptosis. Angew Chem Int Ed Engl 
63(18):e202402397. https://doi.org/10.1002/anie.202402397

Zheng ZQ, Zhong CR, Wei CZ, Chen XJ, Chen GM, Nie RC, Chen 
ZW, Zhang FY, Li YF, Zhou ZW, Chen YM, Liang YL (2024) 
Hyperactivation of mTOR/eIF4E signaling pathway promotes 
the production of Tryptophan-To-Phenylalanine substitutants in 
EBV-Positive gastric Cancer. Adv Sci (Weinh) 6(12):e2402284. 
https://doi.org/10.1002/advs.202402284

Zhou L, Ji Q, Peng H, Chen F, Zheng Y, Jiao Z, Gong J, Li W (2024) 
Automatic image segmentation and online survival prediction 

1 3

471 Page 10 of 10

https://doi.org/10.1007/s00330-023-10316-9
https://doi.org/10.3390/biom12040580
https://doi.org/10.3390/biom12040580
https://doi.org/10.1002/advs.202401014
https://doi.org/10.1002/advs.202401014
https://doi.org/10.1016/j.heliyon.2024.e28949
https://doi.org/10.1016/j.heliyon.2024.e28949
https://doi.org/10.3389/fonc.2022.931393
https://doi.org/10.1016/j.jpba.2024.116379
https://doi.org/10.1158/0008-5472.CAN-23-3703
https://doi.org/10.1016/j.imbio.2024.152841
https://doi.org/10.1016/j.imbio.2024.152841
https://doi.org/10.1002/anie.202402397
https://doi.org/10.1002/advs.202402284

	Metabolomic profiling of childhood medulloblastoma: contributions and relevance to diagnosis and molecular subtyping
	Abstract
	Introduction
	Overview of the metabolic characteristics of tumors
	Hyperglycolytic metabolism
	Abnormal amino acid metabolism
	Abnormal lipid metabolism
	Enhanced anaerobic metabolism


	Application of metabolomics research in the field of cancer
	Application of metabolomics in tumor diagnosis
	The role of metabolomics in tumor classification and prognosis prediction
	Application of metabolomics in personalized tumor treatment

	Background and advances in metabolomics for diagnosis and prediction of molecular typing of childhood medulloblastoma
	Future perspectives
	Limitations
	Conclusion
	References


