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Paediatric type diffuse high grade gliomas in the WHO CNS5 classification: What the pathologist needs to know?
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Abstract

Pediatric-type of diffuse high-grade gliomas (HGG) are classified as a distinct group in the current fifth edition of WHO classification. This group of high-grade tumors is no more called as

glioblastoma (GBM), which has been reserved for adult isocitrate dehydrogenase (IDH)-wild type HGG. These tumors are uncommon as compared to embryonal tumors and low-grade

gliomas (LGG). Pediatric-type of diffuse HGG biologically differs from their adult counterparts in that they are therapeutically less sensitive to alkylating chemotherapies. They comprise a

heterogeneous group of molecularly defined tumors – predominantly histone gene altered, less common receptor tyrosine kinase (RTK)-mediated, and syndrome-associated. This review

provides an overview of these uncommon tumors and discusses the diagnostic approach of this heterogeneous group of tumors.
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Full Text

Brain tumors are the most common solid tumors in children and account for a majority of cancer mortality and morbidity. Gliomas are the most common primary central nervous system

(CNS) tumors in children accounting for approximately 51.6% and 31.1% of all the tumors in the age group of 0–14 years and 15–19 years, respectively.[1] Gliomas have been

traditionally classified into a low grade (LGG; WHO grade 1 and 2) and high grade (HGG; WHO grade 3 and 4) based upon the histomorphological features.[2] LGGs are relatively

common in children whereas HGGs are frequent in adults. The expansive HGG in adult and pediatric age-group show apparent histological similarities but over the past few years,

significant molecular differences have been established between the clinical and biological parameters of HGG in adults and children. Pediatric HGGs have shown frequent alterations in

the histone genes causing epigenetic dysregulation, in contrast to the more known IDH mutations and epidermal growth factor receptor (EGFR) amplification in adult HGG.[3],[4] The

identification of these key driver molecular alterations enabled by high-throughput molecular assays delivers robust distinctive biological and prognostic information. This compelling

molecular evidence emphasizing the distinctive nature of pediatric HGG (despite histological similarities with the adult counterparts) formed the basis of delineation of pediatric type of

HGG as a distinctive group of tumors in the current fifth edition of WHO classification of the central nervous system (WHO CNS5) tumors.[5],[6] The point to be remembered is that the

underlying tumorigenic molecular mechanism characterized whether the HGG is of pediatric and adult type; it is not determined by the age of the patient. However, it has to be noted that

the predominant HGG in the pediatric population shows molecular alteration typical of the pediatric type of HGG barring very few exceptions (especially in older children) which show the

adult type of molecular alterations. Here, the authors aim to provide a comprehensive review of pediatric HGG along with a brief discussion of common histological features, molecular

markers, and therapeutic perspectives.

Pediatric HGG though mechanisms and clinico-biological features are distinct, thus necessitating the need to identify them as a distinct group of tumors. Unlike in adults, HGG in children

are de novo and do not progress from low-grade counterparts. The major differences have been summarized in [Table 1].{Table 1}

Subsequently, distinct genetic alterations were shown to be associated with location (midline/hemispheric and supra/infratentorial) and different pediatric age-groups (infants/children

/adolescent), which were later shown to have distinctive prognostic and therapeutic implications.[7] In view of the overwhelming literature, WHO CNS5 has defined four subtypes of

pediatric-type diffuse HGG. In keeping with the notion of restricting the term “glioblastoma” for only adult IDH wild-type of HGG, the WHO CNS5 recommends not to use the term

“glioblastoma” anymore for the pediatric type of HGG. The four pediatric-type diffuse HGG include –

Diffuse midline glioma (DMG), H3K27-altered;Diffuse hemispheric glioma, H3 G34-mutant;Diffuse pediatric type HGG, H3-wild type and IDH-wild type;Infant type hemispheric glioma

[Table 2].[5]{Table 2}

Diffuse midline glioma, H3K27-altered

An infiltrative pediatric HGG specifically arising in midline structures, commonly brainstem, thalamus, spinal cord, and rarely cerebellum. These are highly fatal gliomas, previously

referred to as diffuse intrinsic pontine glioma (DIPG) or brain stem glioma based on site.[2] It was defined by histone mutations/alterations with two epigenetic subtypes; H3.3/3.1 K27.[5]

It has been recently identified that there are three epigenetically distinct molecular classes with K27M mutation in this group. Apart from the known H3.3/3.1 K27M mutation, it comprises

of a subset of thalamic tumors with EGFR mutations and tumors showing enhancer of zest homolog inhibitory protein (EZHIP) overexpression.[8] Hence, the WHO fifth edition has

renamed the entity from H3 K27-”mutant” to -“altered.”[5],[8] Incidence is 1–2 cases per 1, 00,000 population with a slight male predilection.[9] The median age of diagnosis is 9.8 years,

with pontine tumors arising earlier (at a median age of 6.5 years).[10] Common clinical features depending upon site include ataxia, motor weakness, increased intracranial pressure,

long tract signs, and multiple cranial neuropathies.[11] On magnetic resonance imaging (MRI), DMGs are usually T1-hypointense and T2-hyperintense. Contrast enhancement, necrosis,
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or hemorrhage may be present.[2] Diffuse tumor invasion of the brainstem is seen, especially in tumors arising from the pons. Approximately 25% of these tumors invade the thalamus

and upper cervical cord while 40% show leptomeningeal spread.[12] The postulated cell of origin is unknown; however, studies have shown tumor cell resemblances with nestin and

OLIG2-expressing neural precursor-like cells and oligodendrocyte precursor cells.[13],[14]

Histomorphology [Figure 1]: Diffusely infiltrating glial tumor, frequently of astrocytic morphology. These group of tumors can also show oligodendroglial-like morphology composed of

small and monomorphic cells (this can sometimes may lead to erroneous histological classification as oligodendroglioma; one need to remember that canonical type of oligodendroglioma

is extremely rare in the pediatric age group and a diagnosis of oligodendroglioma should only be made after molecular confirmation). Nuclear pleomorphism can also be seen. Mitotic

activity is a consistent feature; microvascular proliferation and necrosis can be variable.[15] However, in a diffusely infiltrating tumor with H3K27 alteration, the diagnosis of H3K27-altered

DMG, CNS WHO Grade 4 can be rendered even in absence of histologic high-grade features. The diffuse infiltrating nature of the tumor should be confirmed on radiology.[12] One

should be aware that H3K27M mutation has been rarely reported in other tumors, including pilocytic astrocytomas, ependymomas, and gangliogliomas; so tumors with histological

features of the aforementioned entities should not be overinterpreted as DMG, H3K27-altered.[16],[17],[18],[19]{Figure 1}

Therefore, the given mutation is not exclusive to DMGs; hence, its interpretation in conjunction with histomorphology is very important. Tumors with EZHIP overexpression and bithalamic

tumors with EGFR A 289 mutation also have similar clinico-histological features as that of H3K27M-mutant tumors. Tumor cells express S100 protein, OLIG-2, NCAM1, and MAP2.

Immunohistochemically, positivity for mutation-specific antibody for H3F3A K27M with concomitant loss of expression of H3K27me3 (synchronous with H3K27M positivity) is now an

established way of diagnosing this H3K27M-mutant entity. While the other two molecular subsets of DMG (i.e., tumors with EZHIP overexpression and EGFR-mutation) show loss of

H3K27me3 expression without the positivity for H3K27M. Thus, any pediatric diffuse/infiltrative glial tumor (with no histological reminiscence to pilocytic astrocytoma or any other

distinctive tumor) with loss of H3K27me3 expression should alert for this unified entity of DMG, H3K27-altered, grade 4. These tumors usually show a p53 immunoreactivity pattern of

TP53 mutant phenotype (pilocytic astrocytoma and gangliogliomas rarely show a TP53 pattern of p53 immunopositivity). In about 15% of cases, loss of nuclear expression of Alpha

Thalessmia/mental Retardation syndrome X-linked (ATRX) may be seen, suggesting an association of ATRX mutation.[2]

Genetic Profile: It is characterized by heterozygous mutations in H3F3A, HIST1H3B, and HIST1H3C genes, which encodes the replication-independent histone variants H3.3 and H3.1,

resulting in replacement of lysine by methionine at 28th position in the N-terminal end of histone.[20] K27M mutations involving H3.3 (encoded by H3F3A) are at least three times more

frequent than the same mutation in histone variant H3.1 (encoded by HIST1H3B and HIST1H3C).[21] Post-translational changes at this histone site alter gene expression, DNA repair,

and telomere length maintenance. This mutation is also associated with epigenetic alteration, including a decrease in H3K27 trimethylation and global DNA hypomethylation, due to

inhibition of polycomb repressive complex 2 (PRC2) activity. Sievers et al.[8] emphasized that there are three molecular subgroups responsible for H3K27me3 loss: (1) H3K27M

substitution mutation, (2) EZHIP overexpression; EZHIP along with H3K27M interact with allosterically stimulated PRC2 and impedes its spreading, and (3) EGFR alterations; EGFR

mutations along with H3K27M or EZHIP overexpression has equivalent tumorigenic capacity. Therefore, H3K27M mutation is not necessary for the loss of H3K27me3.[22],[23] It is also

noted that EGFR-altered tumors largely resemble bi-thalamic gliomas and show distinct methylation profiles similar to pGBM_RTK2.[8],[24],[25] The most common EGFR mutation is

hotspot missense substitution in exon 7 (p.A289V/T), followed by in-frame insertions in exon 20. Somatic mutations in the protein complex of H3.3 and ATRX/DAXX chromatin

remodeling pathway are seen in 44% of the cases and are shown to be associated with TP53 mutation and alternative lengthening of telomeres (ALT).[20] The overlap between H3F3A

and TP53 mutations in pediatric HGG is almost similar to the association of TP53 and IDH mutations in adult HGG.[20],[26] It is important to note that IDH and H3F3A mutations are

mutually exclusive.[20] Theoretically, increased levels of 2-hydroxyglutarate secondary to IDH mutations can interfere with K27 methylation, thus simulating the effects of H3F3A

mutations. This could account for an alternate pathway in HGG seen in older children and young adults.[3] Other oncogenic pathways involved in the pathogenesis of HGG are

RTK/RAS/PI3K pathway (PDGFRA, PIK3CA, or PTEN mutations), p53 pathway (TP53, PPM1D, or ATM mutations), and rarely retinoblastoma tumour suppressor (RB) pathway.

Considerably, more copy number variations are detected in RB pathway with amplification of CCND1-3, CDK4, and CDK6 and deletions of CDKN1C. Mutations and fusions of the

FGFR1 gene are identified in thalamic HGG, whereas recurrent mutation of ACVR1 is seen in DIPG.[2],[3],[4],[15] A small proportion of children with HGG have a germline predisposition

to Li-Fraumeni syndrome or biallelic mismatch repair (MMR) deficiency. The most common inherited etiology is still neurofibromatosis type I.[27]

Treatment and outcome: Patients who harbor K27M-H3.3 alterations are associated with a worse prognosis than wild type cases. The 2-year overall survival is less than 10% for these

patients.[2],[10] Treatment predominantly comprises of maximal safe resection followed by radiation therapy. Thalamic gliomas are not easily accessible for subtotal/total resection,

thereby conferring a poorer survival. ACVR1 mutations are associated with younger age and longer survival.[28]

Diffuse hemispheric glioma, H3G34-mutant

A cerebral hemispheric diffusely infiltrative HGG is characterized by a missense mutation in the 34th codon (reassigned as 35th codon) on the H3F3A gene.[12] It is predominantly seen

in adolescents and young adults (age <30 years) with a median age of approximately 19 years and slight male preponderance.[29] It comprises of approximately 20% of the pediatric

HGG located in the cerebral hemispheres.[10] Clinical presentation includes generalized tonic–clonic seizures, neurological deficits, and features of increased intracranial tension.[30] On

MRI, unlike other HGG, more than 50% of the cases may show minimal to nil post-contrast enhancement, which may lead to an erroneous diagnosis of an LGG or a non-neoplastic

diagnosis. It can diffusely and extensively invade large parts of the brain showing a “gliomatosis cerebri-like” pattern on radiology.[30] More than 80% of the cases are located in the

temporal and parietal hemispheres followed by fronto-parietal region. These tumors sometimes show involvement of basal ganglia, deep gray matter, and corpus callosum but typically

with a striking absence of brainstem or thalamic involvement.[20],[29],[30] The postulated cell of origin based on expression pattern correlates to early embryonic and fetal development

of the neocortex, amygdala, inferior temporal cortex, and ganglionic eminences.[31]

Histomorphology [Figure 2]: Cellular diffusely infiltrating glial tumor with astrocytic morphology. Admixed areas of oligo-like and patchy areas of relative undifferentiated morphology (i.e.,

primitive neuroectodermal tumor (PNET)-like morphology) can be seen. Mitoses are usually noted but sometimes they may not be as frequent as typically seen in HGG (thereby giving a

histological impression of intermediate grade type of tumor). Microvascular proliferation and/or necrosis are noted. Interestingly, tumors with areas of undifferentiated morphology may not

show microvascular proliferation and necrosis. Homer-Wright rosettes, ganglionic differentiation, and rarely high-grade pleomorphic xanthoastrocytoma-like morphology are also reported.

[16],[29],[32],[33]{Figure 2}

Tumor cells express the glial fibrillary acidic protein (GFAP), diffusely in “GBM-like” morphology and focal in “PNET-like” morphology. Both variants lack OLIG2 expression with the

expression of FOXG1, which is a hallmark of this entity.[22] The tumor cell nuclei frequently show strong diffuse positivity for p53 (90%) and loss of ATRX (95%) expression, suggesting

TP53 and ATRX mutations.[20],[22],[29] Loss of expression for ATRX protein is an important feature to distinguish from embryonal tumors. Immunohistochemistry (IHC) specific to

H3.3G34-mutant proteins can help in the diagnosis of the tumor. IHC for H3K4me3 and H3K9me3 show retained expression.[30],[34]

Genetic profile: It is characterized by heterozygous mutation at codon 35 of the H3F3A gene.

G34R mutation (p.Gly35Arg;c.103 G > A) is commoner than G34V mutation (p.Gly35Val; c.104 G > T). On methylation profiing, it is identified that the G34-mutant amino acid itself is not

post-translationally modified, but the mutant histone epigenetically alters the lysine residue at position 36 (K36), methylation of which is responsible for transcription activation and

elongation. Therefore, H3.3 G34 mutation is associated with a decrease in H3K36 methylation along with global DNA hypomethylation (65.1%).[10] There is literature suggesting

mutations affecting H3K36me3 exhibit a MMR deficient-like phenotype.[35] The differential distribution of H3K36me3 is associated with overexpression of the MYCN gene but loci of

hypermethylation are also noted. Hypermethylation of the OLIG1/2 gene is responsible for the loss of OLIG2 expression on IHC. Notably, almost all these tumors demonstrate O6-

methylguanine-DNA methyl transferase (MGMT) promoter methylation.[7],[10] The tumor has a uniform epigenetic signature, viz. loss of function of TP53 and ATRX alterations (both

found in nearly all the cases). Loss of function of ATRX causes telomeric instability and results in telomerase independent maintenance through ALT. Chromosomal aberrations in the

form of 4q loss (70%) and 2q loss (67%) are also identified.[10],[20] Most frequently reported focal amplification, especially in “GBM-like” HGG is Platelet-Derived Growth Factor

Receptor- Alpha (PDGFRA) amplification (33%).[22] CDKN2A homozygous deletions are seen in 75% of cases.[29] IDH and B-rapidly accelerated fibrosarcoma (BRAF) mutations have

not been reported.[7]

Treatment and Outcome: Most patients receive limited field radiotherapy and chemotherapy including temozolomide after surgical resection. Even though these tumors are surgically

accessible, the resection is limited by the need for the preservation of eloquent neurological functions. No difference in outcomes is found between “GBM-like” and “PNET-like”

morphology. The overall survival is slightly better than other pediatric HGG with a median of 22 months and 2-year survival in 27.3% cases. MGMT promoter methylation confers with

improved response to temozolomide therapy.[29] However, a few of the studies have demonstrated no difference in outcome between patients with H3K27M-altered and H3 G34-mutant

tumors.[10],[30]

Diffuse pediatric type HGG, H3-wild type and IDH-wild type

This is a heterogenous group of tumors lacking H3/IDH mutation.[12],[15],[30] It is seen in children with a median age of 10 years and marginal male predominance.[25] WHO CNS5

recognizes the following three subtypes of H3/IDH wild type pediatric HGG based on DNA methylation profile (i) Diffuse pediatric-type HGG RTK2 which is enriched in EGFR
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amplification and telomerase (TERT) promotor mutation; (ii) diffuse pediatric-type HGG RTK1 which is enriched in PDGFRA amplification; and (iii) diffuse pediatric-type HGG which is

enriched in Myelocytomatosis -N (MYCN) amplification.[36] Tumors associated with constitutional mismatch repair syndrome (CMMRD) or Lynch syndrome (LS) are typical of the RTK1

subtype. These tumors can be located both in the supra and infratentorial compartments. Morphologically, they show features of either glioblastoma (GBM) or primitive undifferentiated

tumors.

Infant type hemispheric gliomas

In infants, LGGs are more common whereas HGGs are comparatively rare accounting for 23% of all gliomas. Infantile LGG and HGG not only are morphologically dissimilar but have

distinguishable genetic profiles and contrasting clinical courses. Guerreiro Stucklin et al.[37] described that infant gliomas can be grouped as (i) hemispheric, RTK driven; (ii) hemispheric,

RAS/MAPK driven; and (iii) midline, RAS/MAPK driven. Interestingly, all the infantile HGGs are restricted to the hemispheric, RTK driven group, which includes ALK/ROS1/NTRK/MET

alterations. Infant-type hemispheric HGG is seen in patients younger than 1 year (median age 2.8 months) with no sex predilection. The frontal lobe is the most common site followed by

the parietal and temporal lobes.[38] The onset of the symptoms is delayed due to the elasticity of the infants' skull which allows the tumor to grow in size significantly before manifesting

any symptoms. The symptoms are macrocephaly, nausea and vomiting, irritable behavior, and failure to thrive.[39] On MRI, tumors appear as irregular margin, heterogeneous texture,

and intense contrast enhancement. Tumors in the superficial cortex can involve the meninges. Neurotropic tyrosin receptor kinase (NTRK) fusion cases are associated with an

embryonic, neuronal development program, and ALK fusion cases with AMPA receptor synaptic plasticity gene signatures.[38]

Histomorphology: Highly cellular infiltrating astrocytic tumors arranged in sheets. Mild to moderate nuclear pleomorphism, microvascular proliferation, frequent mitoses, and necrosis are

common. A focal spindled appearance may also be seen. Focal mini-gemistocytes and occasional ganglionic cell differentiation may be identified.[10],[38] Ki-67 labeling index is variable

with a median of 14.66%. Antibodies against ALK, ROS, and c-MET protein can be used as a surrogate marker to identify the respective gene rearrangements.[37],[40],[41]

Genetic profile: Among the hemispheric-RTK driven gliomas, 96.7% of cases were HGG. ALK, ROS1, NTRK1/2/3 gene rearrangements lead to fusion of various 5′ partners with 3′ end of

the truncated RTK containing the tyrosine kinase domain. ALK-driven HGG was diagnosed at a median age of 1.6 months. Interstitial microdeletions at chromosome 2p can result in ALK

fusion with CCDC88A or PPP1CB, intrachromosomal copy number gains lead to ALK-EML4 fusion (known in lung adenocarcinomas), and interchromosomal copy number gains cause

ALK fusion with various novel partners like MAD1L1, MSI2, etc.[37],[38] Tumors with ALK fusion might show ependymal differentiation. ROS1/MET/NTRK alterations are seen in almost

all the infant hemispheric HGG. Interstitial microdeletions at 6q result in the fusion of ROS1 and GOPC genes. ZCCHC8-ROS1 fusion tumors have been reported to have mini-

gemistocytic rich morphology.[38],[42] The NTRK genes have numerous interchromosomal partners and are associated with a predominance of spindle cell morphology. ETV6-NTRK3

fusions are also reported.[38],[43] Ki-67 labeling index is significantly higher in patients with NTRK fusions. Focal DNA copy number loss at 7q results in MET gene alterations. It

corresponds to its counterpart in lung adenocarcinomas. Interestingly, NTRK-fusion-positive HGG, post-therapy can also show areas of LGG morphology, probably representing

LGG/HGG continuum. Infant-type hemispheric gliomas show features of maturation on therapy similar to neuroblastoma.

Treatment and outcome: Safe surgical resection followed by molecular characterization and targeted inhibitor chemotherapy is the line of management. Several ALK/ROS inhibitors

including crizotinib have proven to be efficacious. NTRK inhibitor larotrectinib has shown a significant decrease in tumor size. The survival of infant hemispheric HGG is heterogeneous

and shows paradoxical outcomes. The association between tumor grade and clinical outcome is unpredictable.[10] About 43% of patients with ALK-fused HGG have less than 3-year

overall survival. Five-year overall survival is 25% and 42.9% for patients with ROS1 and NTRK fusion, respectively.[37]

IDH-mutant pediatric HGG

IDH-mutant comprises of approximately 6% of all pediatric HGG. The median age of diagnosis is 15.5 years and is exclusively located in a hemispheric location.[7] IDH-mutant HGG is

morphologically indistinguishable from IDH-wild type HGG. None of the IDH-mutant tumors show any evidence of a precursor LGG, as often identified in adult GBM.

Nearly all the IDH mutations are located at the second base of codon 132 resulting in R132H (CGT > CAT) heterozygous point mutation.[20] It is frequently associated with 10q loss

(70%) and homozygous deletion of 9p (60%). MGMT promoter methylation (90%) is found in almost all tumors.[7] It expresses a proneural gene signature, along with a large overlap with

TP53 mutations. The patients show a significantly longer overall survival than the other subgroups. IDH mutation, 9p deletion, and MGMT methylation are associated with a favorable

outcome.[7],[22]

Pediatric HGGs associated with cancer predisposition syndromes

Germline and inherited alterations predisposing to numerous neoplasms are common among the pediatric age group. The most common syndromic associations of pediatric HGG are Li-

Fraumeni syndrome (LFS), constitutional mismatch repair deficiency (cMMR), and neurofibromatosis type 1 (NF1). Among these LFS, attributed to TP53 loss of function mutations, is the

most frequent (approximately 10% of all CNS tumors) with up to 50% of patients showing TP53 mutations.[44] The prognosis of these tumors remains dismal in spite of aggressive

management. Patients with monoallelic mutations of MMR genes develop LS. Patients present within the first two decades of life with a history of a high degree of consanguinity. Initial

screening can be performed by IHC showing loss of nuclear expression of the MMR proteins. PD-L1 inhibitor pembrolizumab is approved for the treatment of MMR deficient cancers.[44]

Gene involved in the pathogenesis of NF1 is a tumor suppressor gene that encodes for a protein neurofibromin. Most of the NF1 associated tumors are LGG; on the contrary, it is

frequently present as a somatic alteration in sporadic pediatric HGG. Patients should be diligently screened for the features suggestive of any of the aforementioned syndromes and

genetic evaluation for the same is obligatory. Germline heterozygous (monoallelic) mutations in MMR genes result in LS, while homozygous (biallelic) mutations in MMR genes result in

CMMRD.[45] Other names for CMMRD are brain tumor predisposition syndrome type 1 (BTPS1), mismatch repair cancer syndrome (MMRCS), or biallelic mismatch repair deficiency

(BMMRD). LS is an autosomal dominant syndrome, characterized mainly by gastrointestinal and genitourinary malignancies in mid to late adulthood (third to sixth decade). Primary brain

tumors are a rare feature of LS.[46] The most common genes affected in LS are MLH1 followed by MSH2 and PMS2. If both parents have LS, the chances of having a child with LS are

50%, while with CMMRD are ~25%. Earlier these tumors were considered under the umbrella of Turcot syndrome.[47] CMMRD is a rare, often underdiagnosed, autosomal recessive

childhood cancer syndrome affecting children and young adults with an incidence of CMMRD in approximately 1 per million patients. PMS2 gene is the most commonly altered gene

(63%) followed by MSH6 (25%), MLH1 (9%), and MSH2 (3%).[48] A spectrum of brain tumors can be found in CMMRD, i.e., HGGs, medulloblastoma, and supratentorial primitive

neuroectodermal tumors. However, it has to be noted that MMR deficiency in HGG can be due to sporadic or germline mutations. Café-au-lait spots are the most common non-neoplastic

feature of CMMRD, which is a hallmark of neurofibromatosis 1. Thus, defining CMMRD phenotype is a challenge. However, NF1 is characterized by mainly LGGs, whereas CMMRD-

associated gliomas are usually high grade. The incidence of HGG in NF1 is much lower. A European consortium, named as “Care for CMMRD” has developed a scoring system based

on clinical features to identify the cases needed to undergo testing for microsatellite instability (MSI). The various clinical features that suggest the presence of CMMRD include any child

or young adult with an LS-associated tumor, adenomatous polyposis, presence of Café-au-lait macules in the absence of NF1, history of consanguinity, and patients with

hematolymphoid malignancy in the absence of radiation exposure. A combined score of ≥3 is an indication for testing for MMR deficiency.[49] However, these guidelines are difficult to

follow due to the rarity of CMMRD and the diversity of clinical presentation. Histologically, in addition to the typical HGG features that often show the presence of highly pleomorphic

astrocytic cells, numerous bizarre multinucleated giant cells admixed with smaller cells with round or spindle cell morphology prominence of intratumoral lymphocytic infiltrate may also be

seen. On IHC, the loss of expression of one or more MMR proteins in tumor cells as well as native cells is characteristic. Thus, wherever clinically indicated, MMR proteins should be

included in the diagnostic IHC panel. The identification of MMR deficient glial tumors is crucial for patient management and afflicted family members. The diagnosis of CMMRD can be

done by immunohistochemical analysis of MMR proteins, analysis of MSI by PCR, or germline sequencing analysis by next-generation sequencing (NGS). Among these, the definitive

diagnostic test is to confirm biallelic mutations in MMR genes by germline sequencing; however, IHC is an efficient method with 93.2% sensitivity.[50] The prognosis of MMR-deficient

patients with glial tumors is extremely poor due to the aggressive phenotype of tumors. The median survival is <30 months after the first diagnosis. Therefore, identification of these

cases is imperative, as close surveillance can markedly reduce cancer-related morbidity and mortality. As the MMR deficiency-associated tumors show a high mutational burden, there is

a potential role of therapy with immune checkpoint inhibitors.

Our knowledge of pediatric HGG has increased enormously over the last decade. Identification of key genetic alterations and specific epigenetic signatures with a consequent refinement

of molecular classification has been a major breakthrough. While we have some idea of the role of epigenetic alterations in oncogenesis, we are still far from a clear picture. In order to

unveil the intricate mechanisms, the development of refined models is imperative. Based on the current knowledge, a screening algorithm can be devised with a summary of molecular

methods, testing and clinical factors, illustrated in [Table 3] and [Figure 3]. The current knowledge has helped in the construction of a “patient-tailored” therapeutic approach too. Pediatric

HGGs, even though rare, have an aggressive course of disease with a plethora of unexplored diagnostic and treatment options.{Table 3}{Figure 3}
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Figure 1: Salient features of diffuse midline glioma, H3K27-altered tumor: 10-year-old with pontine SOL. (a-d) Histomorphology shows a cellular infiltrating glial tumor of

astrocytic morphology with nuclear anaplasia, mitotic activity, foci of microvascular proliferation, and spotty foci of necrosis. On immunohistochemistry, the tumor shows loss of

expression for H3K27me3 protein (e), a mosaic pattern of staining for ATRX protein (f) and; the tumor is positive for p53 protein (g). MIB1 labeling index is approximately

20-25% (h). The diagnostic finding is the hotspot point mutation detected on sanger sequencing (p.Lys28Met)
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Figure 2: Salient features of diffuse hemispheric glioma, H3G34-mutant tumor. 23-year-old male with right frontal SOL. (a-d) Histomorphology shows a cellular tumor with

predominant areas of undifferentiated (PNET-like) morphology. Bizzare pleomorphic tumor giant cells noted, extremely frequent mitoses, foci of microvascular proliferation, and

areas of necrosis seen. Occasional areas of low cellularity were also noted. On immunohistochemistry, the tumor shows mosaic pattern of staining for for H3K27me3 protein (e),

while being negative for IDH1R132H (f); the tumor is positive for p53 protein (g); and shows loss of ATRX protein expression (h). MIB-1 labeling index is approximately 80-90%.

The diagnostic finding is the hotspot point mutation detected on sanger sequencing (p.Gly35Arg)
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Figure 3: Clinical, immunohistochemical, and molecular algorithmic approach to pediatric high-grade gliomas
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Table 1: Differences between pediatric and adult high-grade gliomas
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Table 2: Overview of pediatric high-grade gliomas
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Table 3: Key diagnostic modalities for pediatric high-grade glioma (except methylation studies)
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