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Abstract
Background  Li-Fraumeni syndrome (LFS) is an autosomal dominant tumor predisposition syndrome characterized by a 
high familial incidence of various malignancies. It results from pathogenic/likely pathogenic heterozygous constitutional 
variants of the TP53 gene. Due to impaired DNA damage repair, conventional cytotoxic therapies or radiotherapy should 
be avoided whenever feasible to mitigate the high incidence of treatment-related secondary malignancies in these patients. 
However, there is limited evidence supporting the effectiveness of targeted therapy approaches in LFS patients.
Case presentation  We present the case of a woman with breast cancer and subsequent osteosarcoma, both treated with sur-
gery and chemotherapy. Constitutional genetic germline testing identified a pathogenic TP53 variant in line with the clinical 
features of Li-Fraumeni syndrome. Subsequent molecular analysis of the osteosarcoma tissue revealed homozygous loss of 
the CDKN2A gene locus, warranting treatment with CDK4/6 inhibitor palbociclib. Palbociclib therapy was discontinued 
after one year with no evidence of disease. One year later, ovarian cancer was diagnosed, with molecular analysis indicating 
interstitial heterozygous loss of the BRCA2 gene locus, providing a rationale for targeted therapy with the PARP inhibitor 
olaparib.
Conclusions  In the era of accessible and comprehensive genetic and phenotypic tumor profiling, this case study of a patient 
with Li-Fraumeni syndrome underscores the success of precision oncology in harnessing additional somatic oncogenic 
driver alterations. Furthermore, it emphasizes the indispensable role of an interdisciplinary molecular tumor board, enhanc-
ing the awareness of molecular profiling and targeted therapies in patients with rare cancer susceptibility disorders.
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CTCAE	� Common Terminology Criteria for Adverse 
Events

DCIS	� Ductal Carcinoma In Situ
EPHB1	� Ephrin Type-B Receptor 1
ER	� Estrogen Receptor
FDG	� PET-Fluorodeoxyglucose Positron Emission 

Tomography
FIGO	� International Federation of Gynecology and 

Obstetrics
LFS	� Li-Fraumeni syndrome
LOH	� Loss of Heterozygosity
MoFa	� Molecular and Familial
MTB	� Molecular Tumor Board
NGS	� Next Generation Sequencing
OMIM	� Online Mendelian Inheritance in Man
OS	� Osteosarcoma
PARP	� Poly (ADP-Ribose) Polymerase
PET	� MRI-Positron Emission Tomography-Mag-

netic Resonance Imaging
Rx	� Uncertain Resection Margins
TMB	� Tumor Mutational Burden
TP53	� Tumor Protein P53
VUS	� Variant of Uncertain Significance

Background

Li-Fraumeni syndrome (LFS; OMIM 151623) is an autoso-
mal dominant tumor predisposition syndrome with a preva-
lence of approximately 1:5,000, which was first reported 
and clinically defined in 1969 by Frederick P. Li and Joseph 
F. Fraumeni (Li and Fraumeni 1969). LFS is characterized 
by a high familial incidence of a diverse spectrum of child-
hood- and adult-onset malignancies with a lifetime cancer 
risk of > 70% for men and > 90% for women (Mai et al. 
2016).

The LFS core cancers, namely adrenocortical carcinoma, 
osteosarcoma, soft tissue sarcoma, central nervous system 
tumors (mainly choroid plexus tumors, Sonic Hedgehog 
medulloblastoma and gliomas), and premenopausal breast 
cancer, constitute the majority of cases. However, LFS is 
associated with a high risk of various additional malignan-
cies, including leukemia, lung, prostate or colorectal cancer 
(Andrade et al. 2021).

LFS results from pathogenic/likely pathogenic hetero-
zygous constitutional variants of the tumor protein P53 
(TP53) gene (17p13.1) in 70% of patients. Most TP53 vari-
ants found in LFS families are missense variants with in 
part dominant-negative properties and are recapitulated in 
six hotspots (p.(Arg175His), (Gly245Ser), p.(Arg248Gln), 
p.(Arg248Trp), p.(Arg273His), and p.(Arg282Trp) within 
the DNA-binding domain (DBD) (Zhou et al. 2017).

A correlation between genotype and phenotype is 
assumed. Recent studies suggest an early tumor onset in 
carriers harboring dominant-negative missense variants; 
furthermore, to some extent the type of variant seems to 
influence the tumor entity (Rana et al. 2019; Bougeard et 
al. 2015).

The 2015 Revised Chompret criteria, consisting of items 
on family history, multiple or rare cancers, and breast cancer 
before the age of 31 years, are widely used to raise clinical 
suspicion and justify TP53 constitutional testing (Chompret 
et al. 2001). While the sensitivity of the criteria has been 
estimated to be 82– 92%, the specificity is low (47 − 58%) 
(Bougeard et al. 2015). Consequently, the National Com-
prehensive Cancer Network (NCCN) recommends the addi-
tional consideration of the classic LFS diagnostic criteria, 
which exhibit high specificity (91– 98%) but low sensitivity 
(25– 40%) (Kumamoto et al. 2021). Cancer surveillance, 
according to the Toronto Protocol, is recommended for both 
carriers of the TP53 variant with a history of cancer and for 
asymptomatic relatives, who might be potential carriers of 
the TP53 variants, aiming to intercept the early occurrence 
of tumors. This protocol includes regular physical examina-
tions, blood tests, and imaging with whole-body and brain 
MRI (Villani et al. 2011, 2016; Frebourg et al. 2020).

Due to genomic instability and the high risk of subse-
quent primary tumors, genotoxic chemo- and radiotherapy 
should be avoided whenever feasible. Recently, a case report 
highlighted three patients with solid tumors associated with 
LFS who demonstrated a favorable response to immuno-
therapy using the immune checkpoint inhibitor pembroli-
zumab. However, these patients experienced significant 
toxicities, leading to early treatment interruption (Bottosso 
et al. 2024). Therefore, there is still an urgent need for tar-
geted therapies that are both effective and well tolerated in 
individuals with LFS, as the current understanding of such 
therapies remains insufficient.

High prevalence of somatic oncogenic driver alterations, 
which cooperate with constitutional TP53 variants, provide 
rationale for exploiting oncogene addiction to achieve cura-
tive cancer therapies in LFS patients (Mezquita et al. 2020). 
As directly targeting mutant TP53 proves yet challenging, 
indirect strategies counter acquired oncogenic functions, 
often resulting from somatic co-alterations associated with 
genomic instability. Given p53’s pivotal role in the cell 
cycle, somatic alterations in cell cycle checkpoint regulators 
can enhance tumors’ susceptibility to cell cycle inhibition. 
Moreover, recent therapeutic approaches in p53-deficient 
tumors focus on synthetic lethality, exemplified by the use 
of Poly(ADP-ribose)-Polymerase (PARP) inhibitors in can-
cers with additional somatic BRCA1/2 pathogenic variants 
(Hu et al. 2021).
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Here, we present a case of a woman with LFS and 
therapy-refractory osteosarcoma with homozygous loss of 
cyclin dependent kinase inhibitor 2  A (CDKN2A) in the 
tumor cells. Notably, the patient demonstrated a rapid and 
durable response to CDK4/6 inhibitor monotherapy with 
palbociclib. Furthermore, a subsequently diagnosed high-
grade ovarian cancer is currently successfully undergoing 
targeted therapy with PARP-inhibitor olaparib, based on 
genetic testing results revealing interstitial loss harboring 
BRCA2.

Case presentation

Breast cancer with contralateral DCIS

At the age of 44 years, a female non-smoker patient was first 
diagnosed with premenopausal, estrogen receptor (ER)-pos-
itive breast cancer in the left breast (pT1c pN1b M0, G2). A 
lumpectomy with axillary lymph node dissection was per-
formed, followed by four cycles of adjuvant chemotherapy 
with epirubicin and cyclophosphamide (EC), three cycles of 
cyclophosphamide, methotrexate and 5-fluorouracil (CMF) 
and subsequent radiotherapy (60 Gy).

A hormone receptor negative, HER2-positive ductal 
carcinoma in situ (DCIS) of the right breast occurring four 
years later was initially removed by lumpectomy, followed 
by risk-reducing unilateral mastectomy. No genetic testing 
was performed at that time.

Another five years later, at the age of 53 years, the patient 
received the diagnosis of a triple-negative breast cancer in 
the left breast (pT1c pN0 M0, G3). After mastectomy of 
the left breast, followed by six cycles of docetaxel chemo-
therapy, the tumor went into full remission with no signs 
of recurrence after more than ten years. The timeline of the 
patient’s clinical course is depicted in Fig. 1.

Osteosarcoma

At the age of 62 years, the patient received the diagno-
sis of a high-grade osteoblastic osteosarcoma (OS) in the 
right frontal skullcap (Fig.  2A - C). The OS was initially 
resected by micro-neurosurgery. Pathological evaluation 
of the resected lesion reported uncertain resection margins 
(Rx). An 18 F-FDG-PET/MRI-Scan two months postopera-
tively revealed a recurrent disease with orbital infiltration 
(Fig.  2D). Therefore, chemotherapy in analogy to Euro-
B.O.S.S. protocol was initiated.

Additionally, the 18  F-FDG-PET/MRI-Scan detected a 
frontal parasagittal meningioma, and a gadolinium enhance-
ment focus at the internal auditory canal, suspicious for an 
intrameatal vestibular schwannoma.

Genetic testing, molecular analysis of the 
osteosarcoma, and therapy modification

There was no familial cancer history, however, given the 
tumor history of the patient, targeted sequencing of 34 genes 
associated with cancer predisposition was performed by 
next generation sequencing (NGS) from blood DNA using 
the TruRisk-Gene-Panel (Illumina) after informed consent 
of the patient. Imbalances in single exons of selected genes 
(BRCA1, BRCA2, CHEK2, TP53, PALB2) were analyzed by 
multiplex ligation-dependent probe amplification.

NGS revealed a pathogenic (class 5 according to (Richards 
et al. 2015) nonsense variant in TP53 (NM_001126114.2: 
c.499  C > T: p.(Gln167*); Fig.  3A) consistent with the 
clinical features of LFS and fulfilling Chompret criterion 2. 
The latter includes the presence of multiple tumors, two of 
which fall within the LFS tumor spectrum (breast cancer 
and osteosarcoma) with the initial occurrence before age 46 
years. Additionally, two variants of unknown significance 
(VUS; class 3) were detected in CHEK2 (c.684–4  C > G) 
and GPRC5A (c.183delG; Table 1), respectively.

Fig. 1  Timeline of cancer diagnoses and treatment of a woman with Li-Fraumeni syndrome
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only splice variants located within a range of ± two base 
pairs in the intron. Therefore, both constitutional variants 
were not reported in the somatic tumor NGS findings.

In addition, two pathogenic (class 5) somatic vari-
ants in NF2 (NM_016418.5: c.634  C > T, p.(Gln212*) 
and c.99 + 1G > C, p.? (splicing variant)) one in FBXW7 
(XM_024454122.1: c.661 C > T, p.(Gln221*)), as well as a 
likely pathogenic (class 4) variant in BTK (NM_001287344.1: 
c364G > A, p.(Glu122Lys)) were detected by tumor NGS 
(Table 2; Suppl. Table 1).

Copy number analysis was performed by OncoScan 
assay with a detection size cutoff of 5 Mb and the median 
Log2-ratio was set to > 0.3 resp. < 0.3.

The analysis demonstrated a complex aberrant karyotype 
in the osteosarcoma sample, including copy number (CN) 
gains exceeding 3 copies on 2q33.1, 20p11.23 and 20p12 
as well as likely homozygous losses in 9p21.3 and Xp21.1. 
Chromosome 9 including the CDKN2A gene is depicted in 

After receiving constitutional genetic results and due 
to severe side effects like ifosfamide-induced neurotox-
icity CTCAE grade 4, chemotherapy was stopped after 3 
cycles. As there were still FDG-PET positive findings in 
the resection area of the osteosarcoma (Fig. 2E), NGS and 
OncoScan copy number variation (Affymetrix) analyses 
from formalin-fixed paraffin-embedded (FFPE) tissue of the 
osteosarcoma sample were initiated in our multidisciplinary 
molecular and familial (MoFa) tumor board.

Tumor NGS detected the constitutional TP53 vari-
ant (NM_001126114.2: c.499  C > T, p.(Gln167*)) in the 
osteosarcoma tissue with a variant allele frequency (VAF) 
of 83.6% (tumor cell content 90%). The high VAF for the 
TP53 variant in the present case of osteosarcoma may sug-
gest the presence of LOH.

The constitutional variant in GPRC5A was not targeted 
by the applied assay, while the constitutional CHEK2 vari-
ant was not evaluated because the criteria strictly considered 

Fig. 2  Imaging of the osteoblastic osteosarcoma. MR-imaging of the 
osteoblastic osteosarcoma at first diagnosis on coronal T1-weighted-
flair (A) and axial T2-weighted-TSE imaging (B). Osteoblastic osteo-
sarcoma visualized by 3D CT-scan (C). Early postoperative 18 F-FDG 
PET/MRI revealed locoregional recurrence (D, arrows). In 18 F-FDG-

PET/MRI after three cycles of Euro-B.O.S.S. residual vital tumor on 
the margins of the resection cavity could not be ruled out (E, arrow). 
No signs of residual tumor in the PET/MRI after 22 months of palbo-
ciclib therapy (F)
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residual viable tumor tissue, tumor progression, recurrence, 
or metastases.

Ovarian cancer

One year later the patient presented with progressive back 
pain. PET-MR imaging revealed a suspicious lesion at the 
right ovary.

The patient underwent a bilateral salpingo-oophorectomy 
and subsequent surgical staging (hysterectomy, appendec-
tomy, pelvic deperitonealization) which yielded a high-
grade serous ovarian carcinoma at FIGO Stage II. Due to the 
advanced tumor stage with peritoneal seeding in the Doug-
las pouch, a cytotoxic chemotherapy with carboplatin and 
paclitaxel was established initially, which was deescalated 

Fig. 3B. A full list of chromosomal aberrations in is given 
in Suppl. Table 2.

The homozygous loss of 9p21.3, harboring the CDKN2A 
gene locus, built the rationale for an off-label treatment with 
CDK4/6 inhibitor palbociclib as a maintenance therapy 
within a curative treatment strategy. Palbociclib was admin-
istered on 21 consecutive days of a 28-day cycle and. Aside 
from weakness and hematological toxicitiy CTCAE grade 
1, the therapy was well tolerated. After 22 months therapy 
was terminated with no evidence of disease in the FDG-PET 
up to now (Fig. 2F).

Treatment success was defined as achievement of com-
plete remission (CR), indicated by the absence of vital 
tumor tissue, as assessed through clinical and imaging eval-
uations. Treatment failure was defined as any evidence of 

Table 1  Germline testing using the TruRisk-Gene-Panel by Illumina. A pathogenic nonsense constitutional TP53 variant (class 5, according to 
(Richards et al. 2015) was observed by next generation sequencing (NGS). Additionally, two variants of uncertain significance (VUS; class 3) in 
CHEK2 and GPRC5A were detected
Gene Transcript HGVS cDNA HGVS protein Variant Type Inheritance Variant Class
TP53 NM_000546.6 c.499 C > T p.(Gln167*) nonsense autosomal-dominant 5; pathogenic
CHEK2 NM_007194.4 c.684–4 C > G p.? splicing autosomal-dominant 3; VUS
GPRC5A NM_003979.3 c.183delG p.(Arg61Serfs*59) frameshift autosomal-dominant 3; VUS

Fig. 3  Results of the OncoScan assay in osteosarcoma and ovar-
ian carcinoma. Constitutional genetic analysis revealed a pathogenic 
nonsense TP53 variant. (A) Schematic representation of the domains 
and position of the constitutional nonsense TP53 variant p.(Gln167*). 
Copy number (CN) analysis of the osteosarcoma and ovarian carci-

noma tissue using Affymetrix OncoScan assays. Log2-Ratio showing 
a complex aberrant karyotype with likely homozygous loss of 9p21.3 
in the osteosarcoma harboring the CDKN2A gene (B), and interstitial 
likely heterozygous loss of 13q12 in the ovarian carcinoma tissue, har-
boring BRCA2 gene locus (C)
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to a monotherapy with carboplatin due to severe therapy-
related side effects, including kidney failure.

In parallel, further genetic testing from formalin-fixed 
paraffin-embedded tissue of the ovarian cancer sample was 
initiated. OncoScan CNV (Affymetrix) analysis confirmed 
a highly aberrant karyotype including heterozygous loss 
of TP53 on 17p13, CHEK2 on 22q12 and interstitial loss 
of BRCA2 on 13q12 (Fig. 3C). A full list of chromosomal 
alterations is given in Suppl. Table 3.

Targeted sequencing using a TMB-Gene-Panel (Illumina) 
detected two somatic likely pathogenic (class 4) variants in 
ATR (NM_001184.4: c.3820-24_3856del, p.(Glu1274fs)) 
and EPHB1 (NM_004441.5:c.2689G > A, p.(Val897Met)) 
aside from the known TP53 germline variant (Table  3; 
Suppl. Table 4). The high VAF of 73.2% for the TP53 muta-
tion (tumor cell content 30%) observed in the ovarian carci-
noma tissue is consistent with a heterozygous loss of TP53 
in this tissue and indicates copy-number gain.

Given the chromosomal instability and heterozygous 
loss in BRCA2, a targeted therapy with the PARP-inhibitor 
olaparib was initiated 8 months after the first diagnosis of 
the ovarian carcinoma. An FDG-PET/MRI-Scan conducted 
six months later showed no evidence of residual vital tumor 
tissue or local recurrence of the ovarian carcinoma. Addi-
tionally, regular clinical examinations revealed no signs 
of tumor recurrence, further confirming that the patient is 
in ongoing CR and that the treatment with olaparib can 
be considered successful. Sustained complete responses 
were also observed in both the breast carcinomas and the 
osteosarcoma.

Discussion and conclusions

Li-Fraumeni syndrome is associated with an average onset 
of cancer of 28–33 years for women and 17–46 years for 
men (Mai et al. 2016; Andrade et al. 2021; Bougeard et al. 
2015). In women, breast cancer is the most common first 
and second cancer diagnosis with a significantly increasing 
risk after the second decade and a cumulative incidence of 
85% by age 60. Soft tissue sarcomas (STS) and brain can-
cer are the most frequent malignancies in men and among 
the most frequent secondary cancers in female (Mai et al. 
2016).

Here, we present the unusual case of a late-onset LFS in 
a woman without a family history of cancer and with appar-
ently sporadic breast cancers at the ages of 44 and 53 years 
along with DCIS in the contralateral breast at the age of 48 
years, followed by an osteosarcoma in the frontal skullcap 
and a high-grade ovarian carcinoma. Given her suspicious 
tumor history and in accordance with the fulfilled 2015 
Chompret criteria, the patient underwent constitutional 
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Therefore, and due to very severe neurotoxicity, chemo-
therapy was promptly discontinued upon the diagnosis of 
LFS. Notably, recent literature suggests that LFS patients 
may face an elevated risk of significant therapy-associated 
toxicities, potentially attributed to the role of p53 in regu-
lating cellular redox status and cytochrome P450 enzymes 
(Bottosso et al. 2024; Goldstein et al. 2013; Budanov 2014). 
Loss-of-function TP53 variants may impair chemothera-
peutic metabolism and reduce antioxidant capacity, leading 
to increased side effects. Additionally, significant toxicities 
associated with other hereditary cancer syndromes have 
been documented, such as anthracycline-induced cardiomy-
opathy in BRCA1/2 variants (Friedlaender et al. 2019).

Recent case reports have addressed the question of major 
oncogenic driver events and highlighted targetable co-alter-
ations in tumors associated with LFS.

In a cohort of 22 LFS patients with non-small cell lung 
cancer, 18 cases with somatic EGFR pathogenic variants 
were identified, followed by PI3KCA alterations in 3 cases 
and a ROS1 alteration in one case. The patient with the 
ROS1 fusion received crizotinib, which resulted in a par-
tial response (Mezquita et al. 2020). Similarly, in a study 
by Barbosa et al. of nine LFS cases with lung cancer, eight 
harbored a somatic EGFR variant, and one had a KRAS vari-
ant (Barbosa et al. 2020). Mechanistically, the higher-than-
expected frequency of EGFR variants in LFS-associated 
lung cancer may be attributable to EGFR dysregulation 
mediated by TP53 mutations (Midha et al. 2015; Ludes-
Meyers et al. 1996).

In the KiCS prospective study cohort for childhood can-
cer, constitutional TP53 pathogenic variants were detected 
in three children (Light et al. 2023). Each child displayed 
clinically actionable somatic alterations in their cancer 
panel analysis: one with a BRAF p.(Val600Glu) variant 
(indicating candidacy for BRAF inhibition), one with hyper-
methylation (suggesting potential immune checkpoint inhi-
bition), and one with an NF1 pathogenic variant (indicating 
potential for MEK inhibition). Further recurrently mutated 
genes and signaling pathways in LFS-tumors in this study 
included ATRX, CTNNB1/APC, homologous recombination 

testing. A pathogenic (class 5) constitutional TP53 variant 
(NM_000546.6: c.499  C > T, p.(Gln167*)) was detected, 
confirming the clinically suspected LFS.

Due to the inconspicuous family history, speculation 
arose regarding the possibility that the variant emerged de 
novo. However, the lack of parental material precludes any 
definitive testing to confirm this hypothesis. The frequency 
of pathogenic de novo TP53 variants in LFS patients is not 
well characterized, though, 7 − 20% of pathogenic TP53 
variants are estimated to be de novo (Guha and Malkin 
2017). However, recent evidence suggests that the pene-
trance of LFS might be overestimated, as a growing number 
of individuals with constitutional TP53 deleterious variants 
do not meet the Chompret or classic LFS criteria due to a 
less stringent family or personal history. Notably, studies 
in three different healthy cohorts have estimated the preva-
lence of pathogenic/likely pathogenic constitutional vari-
ants of TP53 to 1:3,000–1:10,000 (Andrade et al. 2024).

The detected TP53 nonsense variant p.(Gln167*) is 
located within the DNA-binding domain, similar as up to 
90% of pathogenic constitutional TP53 variants. This vari-
ant truncates the protein within the DNA-binding domain, 
and potentially triggers nonsense-mediated decay. Although 
this variant does not belong to the classical TP53 hotspot 
variants in LFS, it has been linked to Li-Fraumeni Syndrome 
and adrenocortical carcinoma in both the ClinVar database 
and multiple publications (Friedrich et al. 2023; Ruijs et al. 
2010). Additionally, this TP53 variant has been documented 
in LFS-core cancers, including adrenocortical carcinoma, 
osteosarcoma, liposarcoma, and glioma (Lavoie et al. 2022; 
Oda et al. 2005; Zehir et al. 2017; Wu et al. 2014).

An increased risk of secondary malignancies has been 
reported in carriers of a pathogenic TP53 variant, particu-
larly following radiation exposure, and to a lesser extent, 
in response to cytotoxic chemotherapy, especially alkylat-
ing agents (Hendrickson et al. 2020; Heymann et al. 2010; 
Kasper et al. 2018). Impaired DNA-damage response and 
cell cycle control contribute to profound genomic instabil-
ity in TP53 mutant tumors, characterized by highly complex 
DNA rearrangements known as chromothripsis (Rausch et 
al. 2012; Cortes-Ciriano et al. 2020).

Table 3  Targeted sequencing on the ovarian cancer. Targeted sequencing on the ovarian cancer tissue (tumor cell content 30%) applying the 
Tumor-Mutational Burden (TMB)-Panel revealed an additional somatic likely pathogenic variant in EPHB1 and a pathogenic variant in ATR. 
Abbr.: AA = amino acid; chr. = chromosome; SNV = single nucleotide variant; VAF = variant allele frequency
Ovarian carcinoma tissue (tumor cell content 30%)
Gene Chr. Position Variant 

Type
VAF Codon Change AA Change Variant Class

TP53 17 7,675,113 SNV 73.24% NM_001126114.2:c.499 C > T NP_001119586.1:p.(Gln167*) 5; pathogenic
ATR 3 142,535,169–

142,535,229
Deletion 9.84% NM_001184.4:c.3820-24_3856del NP_001175.2:p.(Glu1274fs) 4; likely 

pathogenic
EPHB1 3 135,248,508 SNV 50.04% NM_004441.5: c.2689G > A NP_004432.1:p.(Val897Met) 4; likely 

pathogenic
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among a cohort of LFS patients was LOH at the TP53 gene 
locus, which can occur as simple LOH, copy-neutral LOH 
or copy-gain LOH. Specifically, TP53 LOH typically occurs 
earlier in the mutational timeline (within the first 25%) in 
LFS tumors compared to TP53 somatic mutant tumors; 
however, osteosarcoma exhibit a markedly delayed LOH, 
with nearly 50% of mutations occurring prior to the onset 
of LOH in LFS patients (Light et al. 2023). Consistent with 
this observation, the high VAF of 83.6% for the TP53 vari-
ant in the present case of osteosarcoma may suggest the 
presence of LOH.

Chromosomal aberrations identified by OncoScan copy 
number analysis in the osteosarcoma included homozygous 
loss of the CDKN2A gene locus on 9p21, which provided a 
rationale for a therapy with CDK4/6 inhibitor palbociclib.

Besides TP53 alterations, loss of CDKN2A is among 
the most recurrent deletions in osteosarcoma, occurring 
in approximately 25% of cases (Jiang et al. 2022). While 
CDK4/6 inhibitors have shown efficacy in liposarcoma, 
there are currently no published clinical trials evaluating 
their use in osteosarcoma (Persha et al. 2022).

However, based on the interdisciplinary discussions 
within the molecular tumor board (MTB), a single case 
report described a patient with osteosarcoma harbor-
ing CDK4 and CCND2 amplifications, along with FGF6, 
FGF23, and FRS2 amplifications. This patient was success-
fully treated with a combination of palbociclib and lenva-
tinib (Persha et al. 2022).

Genomic alterations of high-grade serous carcinomas, the 
most common histological type of ovarian cancer, include 
somatic variants in TP53 in up to 96% of tumors and germ-
line or somatic defects in homologous recombination repair 
(HRR) genes, such as BRCA1 or BRCA2, in about 50% of 
patients (Li et al. 2019). The genomic characterization of 
the patient’s high-grade serous ovarian carcinoma, which 
occurred years later, revealed, in addition to the constitu-
tional TP53 variant, a somatic variant in EPHB1. EPHB1 
encodes an Eph receptor tyrosine kinase that stimulates the 
expression of various enzymes in the DNA damage repair 
system, including p53 and Chk1 (Kampen et al. 2015). In 
the context of serous ovarian carcinomas, previous reports 
have suggested an association between Eph signaling and 
metastases, as well as poor survival (Wang et al. 2014; Her-
ath et al. 2006). Recent studies focusing on the inhibition of 
EphB1 tyrosine kinase primarily target pain management, 
often utilizing tetracycline-based combinations. However, 
to date, no approaches have been developed to specifically 
target EphB1 in cancer treatment (Guo et al. 2024).

Additionally, a likely pathogenic variant in ATR was 
observed by NGS. Preclinical studies highlight the poten-
tial opportunity for ATR inhibitors in restoring platinum 

(CHEK2, RAD51B, RAD51C) and PI3K/AKT signaling 
(PI3K/INPPL1).

Aiming to identify actionable genomic alterations, next-
generation sequencing (NGS) and OncoScan copy number 
variation analyses of the patients’ tumors were performed.

In the osteosarcoma tissue, two pathogenic (class 5) 
variants in NF2 were observed. Consistent with our find-
ings regarding NF2, the most common alterations in this 
gene are splice-site or nonsense variants, primarily found 
in meningiomas (Alba-Pavon et al. 2022). However, a 
subset of osteosarcomas and osteoblastomas also carries 
recurrent homozygous loss-of-function variants in NF2, as 
recently reported by Difilippo et al. (Difilippo et al. 2023). 
The NF2 gene, which encodes the Merlin protein, is a well-
established upstream regulator of the YAP/Hippo signaling 
pathway. This pathway is known for its reciprocal crosstalk 
with the p53 signaling network, enabling mutual regulation 
and functional integration between these two pivotal tumor 
suppressor pathways. Notably, NF2 alterations occasion-
ally co-occur with deletions in CDKN2A, suggesting that 
concurrent loss of NF2 and CDKN2A may exert synergistic 
effects on tumor malignancy. Given the absence of recurrent 
hotspot mutations in NF2, an alternative therapeutic strategy 
involves targeting downstream pathways modulated by NF2 
loss. However, the efficacy of this approach remains conten-
tious, as recently reviewed by Xu et al. (Xu et al. 2024).

Additionally, pathogenic/likely pathogenic variants of the 
tumor suppressor gene FBXW7 (class 5) and BTK (Bruton’s 
tyrosine kinase, class 4) were observed. While both genes 
are not frequently mutated in osteosarcoma, low expres-
sion of FBXW7 may correlate with an advanced clinical 
stage and poor histological differentiation in osteosarcoma 
(Li et al. 2015). Pathogenic variants in BTK are observed 
in various B-cell malignancies, including TP53-altered 
chronic lymphocytic leukemia (CLL), where inhibiting 
BTK proves to be an effective therapeutic approach (Sivina 
et al. 2021). Consequently, mutant BTK might also serve as 
a potential somatic driver in sarcomagenesis by modulat-
ing p53 transcriptional activity through the negative regu-
lation of MDM2 (Pal Singh et al. 2018; Rada et al. 2017). 
In carcinoma, BTK inhibition as monotherapy has demon-
strated only marginal improvements in survival; however, 
outcomes are enhanced when combined with chemotherapy 
or immunotherapy. In contrast, there is currently no clinical 
evidence supporting the efficacy of BTK inhibitors in the 
treatment of sarcoma (Pal Singh et al. 2018; Szklener et al. 
2022).

In the patient’s osteosarcoma, copy number analysis 
revealed a complex aberrant karyotype, likely attributable 
to the constitutional TP53 variant and prior exposure to 
genotoxic chemo- and radiotherapy. Light et al. recently 
reported that the most frequent recurrent somatic event 
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testing can evoke significant anxiety or fears, emphasiz-
ing the need for cautious and responsible implementation 
within comprehensive counseling frameworks for individu-
als at increased cancer risk.

Consequently, ethically controversies, diagnostic steps 
and resulting therapeutic decisions were made within the 
framework of our MoFa board at the University hospital in 
Ulm in an interdisciplinary setting embedded in the Com-
prehensive Cancer Center of Ulm, the Center of Personal-
ized Medicine.

Tumor boards play a crucial role in providing comprehen-
sive, collaborative, and individualized care for patients with 
rare tumors and tumor predisposition syndromes. Several 
studies have demonstrated that a multidisciplinary approach 
improves treatment quality compared to individual case-by-
case decisions (Specchia et al. 2020; Lamb et al. 2013).

Patients benefit from MTBs through a highly personal-
ized approach to treatment, driven by collaboration among 
a range of specialists, including oncologists, surgeons, 
geneticists, bioinformaticians, and radiation oncologists. 
This multidisciplinary team structure enables comprehen-
sive evaluation and discussion of each patient’s case, ensur-
ing that treatment recommendations are tailored to their 
specific genetic and molecular profile. In the DKTK MAS-
TER cohort, Horak et al. provided evidence supporting the 
use of targeted therapies that extend beyond current clini-
cal guidelines in 86.9% of patients with rare malignancies, 
including bone and soft tissue sarcomas. Of these patients, 
31.8% were treated with such therapies, highlighting the 
potential for precision medicine in this patient popula-
tion (Horak et al. 2021). Through regular rediscussions in 
MTBs, patients receive updated, evidence-based treatment 
options that reflect the latest research, including experimen-
tal drugs or targeted therapies that may not yet be widely 
available. Additionally, the MTB approach involves close 
follow-up and reassessment, allowing the treatment plan to 
be adjusted as needed based on the patient’s response and 
evolving molecular data. For patients with complex genetic 
conditions, like LFS, this approach minimizes exposure to 
genotoxic therapies and optimizes therapeutic effectiveness, 
reducing potential side effects and enhancing overall out-
comes (Mock et al. 2023; Mack et al. 2024).

This case of a patient with Li-Fraumeni syndrome exem-
plifies how precision oncology in the era of affordable, 
extended genetic and phenotypic tumor profiling is feasi-
ble and effective for patients with rare or advanced cancer, 
especially in context of cancer predisposition syndromes.
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sensitivity and treating patients with relapsed BRCA1/2 
mutant ovarian carcinoma (Li et al. 2022).

However, clinical experience of ATR monotherapy or in 
rational combinations is limited to phase-I studies, of which 
most are currently still ongoing (Yap et al. 2020).

Copy number analysis confirmed a complex karyotype 
in the ovarian carcinoma tissue, which included LOH at 
the TP53 locus. Given the high VAF of 73.2% for the TP53 
mutation and considering the tumor cell content of 30% in 
the analyzed material, a copy number gain is suggested.

Besides, interstitial loss in 13q including the BRCA2 
gene was observed. This finding along with the complex 
karyotypic changes provided rationale for the therapy with 
first-in-class PARP inhibitor olaparib, which was recently 
initiated, with initial responses showing promising efficacy. 
PARP inhibitors are currently the drugs of choice for serous 
ovarian cancer (OC), especially in patients with homolo-
gous recombination (HR) repair deficiency associated with 
deleterious BRCA1/2 variants (Banerjee et al. 2021; Cole-
man et al. 2019). Sensitivity to PARP inhibitors occurs by 
accumulation of DNA damage caused by PARP inhibition, 
leading to synthetic lethality and tumor-cell death (Bryant 
et al. 2005). Currently, combination therapies of PARP and 
ATR inhibitors are under clinical investigation in advanced 
ovarian cancer and could provide a therapeutic option in 
case of PARP inhibitor resistance (Shah et al. 2021; Kim et 
al. 2020).

Implementing genomic analysis is a cornerstone of mod-
ern precision oncology, forming the basis for targeted ther-
apy approaches. Beyond on-label drug prescriptions, tumor 
sequencing results can guide clinical trial enrollment and 
identify investigational drug opportunities for individual 
patients. However, the clinical interpretation of genomic 
testing results, and consequently the identification of inves-
tigational therapies, is often complex and poses significant 
challenges for medical teams (Tamborero et al. 2022).

Especially in cases of rare tumors, often associated 
with tumor predisposition syndromes, special therapeutic 
requirements and individualized off-label targeted thera-
pies must be considered. The risk of secondary malignan-
cies in TP53 variant carriers underscores the importance 
of carefully evaluating treatment options. Therefore, close 
coordination between oncologists and genetic counselors is 
essential to provide personalized care and mitigate the risks 
associated with treatment in TP53 variant carriers.

Genetic testing for constitutional tumor predisposition 
syndromes raises multiple ethical issues, as the identifica-
tion of germline variants in patients opens the possibility of 
predictive genetic testing for healthy relatives. This neces-
sitates interdisciplinary collaboration and careful consider-
ation of ethical, social, and psychological aspects. Despite 
the potential benefits of cancer prevention, predictive 

1 3

Page 9 of 12     37 

https://doi.org/10.1007/s00432-024-06077-7
https://doi.org/10.1007/s00432-024-06077-7


Journal of Cancer Research and Clinical Oncology          (2025) 151:37 

patients harboring the TP53 p.R337H variant. Clin Lung Cancer 
21(2):e37–e44

Bottosso M, Verret B, Caron O, Hamzaoui N, Pasmant E, Danlos FX 
et al (2024) Efficacy and safety of Immune Checkpoint Block-
ade in patients with Li-Fraumeni Syndrome. JCO Precis Oncol 
8:e2400139

Bougeard G, Renaux-Petel M, Flaman JM, Charbonnier C, Fermey P, 
Belotti M et al (2015) Revisiting Li-Fraumeni Syndrome from 
TP53 mutation carriers. J Clin Oncol 33(21):2345–2352

Bryant HE, Schultz N, Thomas HD, Parker KM, Flower D, Lopez 
E et al (2005) Specific killing of BRCA2-deficient tumours 
with inhibitors of poly(ADP-ribose) polymerase. Nature 
434(7035):913–917

Budanov AV (2014) The role of tumor suppressor p53 in the antioxi-
dant defense and metabolism. Subcell Biochem 85:337–358

Chompret A, Abel A, Stoppa-Lyonnet D, Brugieres L, Pages S, Feun-
teun J, Bonaiti-Pellie C (2001) Sensitivity and predictive value 
of criteria for p53 germline mutation screening. J Med Genet 
38(1):43–47

Coleman RL, Fleming GF, Brady MF, Swisher EM, Steffensen KD, 
Friedlander M et al (2019) Veliparib with First-Line Chemother-
apy and as maintenance therapy in Ovarian Cancer. N Engl J Med 
381(25):2403–2415

Cortes-Ciriano I, Lee JJ, Xi R, Jain D, Jung YL, Yang L et al (2020) 
Comprehensive analysis of chromothripsis in 2,658 human can-
cers using whole-genome sequencing. Nat Genet 52(3):331–341

de Andrade KC, Khincha PP, Hatton JN, Frone MN, Wegman-
Ostrosky T, Mai PL et al (2021) Cancer incidence, patterns, and 
genotype-phenotype associations in individuals with pathogenic 
or likely pathogenic germline TP53 variants: an observational 
cohort study. Lancet Oncol 22(12):1787–1798

de Andrade KC, Strande NT, Kim J, Haley JS, Hatton JN, Frone MN 
et al (2024) Genome-first approach of the prevalence and cancer 
phenotypes of pathogenic or likely pathogenic germline TP53 
variants. HGG Adv 5(1):100242

Difilippo V, Saba KH, Styring E, Magnusson L, Nilsson J, Nathrath 
M et al (2023) Osteosarcomas with few chromosomal altera-
tions or adult onset are genetically heterogeneous. Lab Invest 
104(1):100283

Frebourg T, Bajalica Lagercrantz S, Oliveira C, Magenheim R, Evans 
DG (2020) European Reference Network G. Guidelines for the 
Li-Fraumeni and heritable TP53-related cancer syndromes. Eur J 
Hum Genet 28(10):1379–1386

Friedlaender A, Vuilleumier A, Viassolo V, Ayme A, De Talhouet S, 
Combes JD et al (2019) BRCA1/BRCA2 germline mutations 
and chemotherapy-related hematological toxicity in breast cancer 
patients. Breast Cancer Res Treat 174(3):775–783

Friedrich UA, Bienias M, Zinke C, Prazenicova M, Lohse J, Jahn A et 
al (2023) A clinical screening tool to detect genetic cancer pre-
disposition in pediatric oncology shows high sensitivity but can 
miss a substantial percentage of affected children. Genet Med 
25(8):100875

Goldstein I, Rivlin N, Shoshana OY, Ezra O, Madar S, Goldfinger N, 
Rotter V (2013) Chemotherapeutic agents induce the expression 
and activity of their clearing enzyme CYP3A4 by activating p53. 
Carcinogenesis 34(1):190–198

Guha T, Malkin D (2017) Inherited TP53 mutations and the Li-Frau-
meni Syndrome. Cold Spring Harb Perspect Med.;7(4)

Guo X, Yang Y, Tang J, Xiang J (2024) Ephs in cancer progression: 
complexity and context-dependent nature in signaling, angiogen-
esis and immunity. Cell Commun Signal 22(1):299

Hendrickson PG, Luo Y, Kohlmann W, Schiffman J, Maese L, Bishop 
AJ et al (2020) Radiation therapy and secondary malignancy in 
Li-Fraumeni syndrome: a hereditary cancer registry study. Can-
cer Med 9(21):7954–7963

German Cancer Congress (Berlin, Germany) in February 2024 and the 
34th Annual Meeting of the German Society of Human Genetics (GfH) 
in March 2023 (Kassel, Germany).

Author contributions  C.S. and V.I.G. wrote the manuscript. S.D., 
V.H., and R.S. performed constitutional and copy number testing. 
R.M., U.W., T.F.E.B., and N.T.G. provided data on the somatic mo-
lecular analysis of the tumors. W.T. and A.J.B. contributed nuclear 
medicine imaging data. S.D., R.M., V.H., B.R., U.W., A.J.B., R.M., 
W.T., T.F.E.B., T.S., N.T.G., S.S., W.J., R.S., H.D. and V.I.G. provided 
information on the clinical course of the patient and contributed to the 
MoFa board. All authors reviewed the manuscript and approved the 
submitted version.

Funding  Open Access funding enabled and organized by Projekt 
DEAL.
None.

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

Declarations

Ethics approval and consent to participate  This case report was car-
ried out in accordance with The Code of Ethics of the World Medical 
Association (Declaration of Helsinki). Written informed consent was 
obtained from the patient before submission of this article.

Consent for publication  Written informed consent for publication of 
the patient clinical details and results of the molecular analysis were 
obtained from the patient.

Competing interests  The authors declare no competing interests.

Open Access   This article is licensed under a Creative Commons 
Attribution 4.0 International License, which permits use, sharing, 
adaptation, distribution and reproduction in any medium or format, 
as long as you give appropriate credit to the original author(s) and the 
source, provide a link to the Creative Commons licence, and indicate 
if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless 
indicated otherwise in a credit line to the material. If material is not 
included in the article’s Creative Commons licence and your intended 
use is not permitted by statutory regulation or exceeds the permitted 
use, you will need to obtain permission directly from the copyright 
holder. To view a copy of this licence, visit ​h​t​​​​t​p​:​/​/​c​r​e​​a​​t​​i​v​e​​c​​o​​m​m​o​n​s​.​o​
r​g​/​l​i​c​e​n​s​e​s​/​b​y​/​4​.​0​/​​​​​.​​

References

Alba-Pavon P, Alana L, Astigarraga I, Villate O (2022) Splicing-dis-
rupting mutations in inherited predisposition to Solid Pediatric 
Cancer. Cancers (Basel).;14(23)

Banerjee S, Moore KN, Colombo N, Scambia G, Kim BG, Oaknin A et 
al (2021) Maintenance olaparib for patients with newly diagnosed 
advanced ovarian cancer and a BRCA mutation (SOLO1/GOG 
3004): 5-year follow-up of a randomised, double-blind, placebo-
controlled, phase 3 trial. Lancet Oncol 22(12):1721–1731

Barbosa MVR, Cordeiro de Lima VC, Formiga MN, Andrade de 
Paula CA, Torrezan GT, Carraro DM (2020) High prevalence 
of EGFR mutations in lung adenocarcinomas from Brazilian 

1 3

   37   Page 10 of 12

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/


Journal of Cancer Research and Clinical Oncology          (2025) 151:37 

mutation carriers in the National Cancer Institute Li-Fraumeni 
syndrome cohort. Cancer 122(23):3673–3681

Mezquita L, Jove M, Nadal E, Kfoury M, Moran T, Ricordel C et al 
(2020) High prevalence of somatic oncogenic driver alterations 
in patients with NSCLC and Li-Fraumeni Syndrome. J Thorac 
Oncol 15(7):1232–1239

Midha A, Dearden S, McCormack R (2015) EGFR mutation incidence 
in non-small-cell lung cancer of adenocarcinoma histology: a sys-
tematic review and global map by ethnicity (mutMapII). Am J 
Cancer Res 5(9):2892–2911

Mock A, Teleanu MV, Kreutzfeldt S, Heilig CE, Hullein J, Mohrmann 
L et al (2023) NCT/DKFZ MASTER handbook of interpreting 
whole-genome, transcriptome, and methylome data for precision 
oncology. NPJ Precis Oncol 7(1):109

Oda Y, Yamamoto H, Takahira T, Kobayashi C, Kawaguchi K, Tateishi 
N et al (2005) Frequent alteration of p16(INK4a)/p14(ARF) and 
p53 pathways in the round cell component of myxoid/round cell 
liposarcoma: p53 gene alterations and reduced p14(ARF) expres-
sion both correlate with poor prognosis. J Pathol 207(4):410–421

Pal Singh S, Dammeijer F, Hendriks RW (2018) Role of Bruton’s tyro-
sine kinase in B cells and malignancies. Mol Cancer 17(1):57

Persha HE, Kato S, De P, Adashek JJ, Sicklick JK, Subbiah V, Kurz-
rock R (2022) Osteosarcoma with cell-cycle and fibroblast growth 
factor genomic alterations: case report of Molecular Tumor Board 
combination strategy resulting in long-term exceptional response. 
J Hematol Oncol 15(1):119

Rada M, Althubiti M, Ekpenyong-Akiba AE, Lee KG, Lam KP, 
Fedorova O et al (2017) BTK blocks the inhibitory effects of 
MDM2 on p53 activity. Oncotarget 8(63):106639–106647

Rana HQ, Clifford J, Hoang L, LaDuca H, Black MH, Li S et al 
(2019) Genotype-phenotype associations among panel-based 
TP53 + subjects. Genet Med 21(11):2478–2484

Rausch T, Jones DT, Zapatka M, Stutz AM, Zichner T, Weischenfeldt 
J et al (2012) Genome sequencing of pediatric medulloblastoma 
links catastrophic DNA rearrangements with TP53 mutations. 
Cell 148(1–2):59–71

Richards S, Aziz N, Bale S, Bick D, Das S, Gastier-Foster J et al (2015) 
Standards and guidelines for the interpretation of sequence vari-
ants: a joint consensus recommendation of the American Col-
lege of Medical Genetics and Genomics and the Association for 
Molecular Pathology. Genet Med 17(5):405–424

Ruijs MW, Verhoef S, Rookus MA, Pruntel R, van der Hout AH, 
Hogervorst FB et al (2010) TP53 germline mutation testing in 
180 families suspected of Li-Fraumeni syndrome: mutation 
detection rate and relative frequency of cancers in different famil-
ial phenotypes. J Med Genet 47(6):421–428

Shah PD, Wethington SL, Pagan C, Latif N, Tanyi J, Martin LP et al 
(2021) Combination ATR and PARP inhibitor (CAPRI): a phase 
2 study of ceralasertib plus olaparib in patients with recurrent, 
platinum-resistant epithelial ovarian cancer. Gynecol Oncol 
163(2):246–253

Sivina M, Kim E, Wierda WG, Ferrajoli A, Jain N, Thompson P et 
al (2021) Ibrutinib induces durable remissions in treatment-naive 
patients with CLL and 17p deletion and/or TP53 mutations. 
Blood 138(24):2589–2592

Specchia ML, Frisicale EM, Carini E, Di Pilla A, Cappa D, Barbara A 
et al (2020) The impact of tumor board on cancer care: evidence 
from an umbrella review. BMC Health Serv Res 20(1):73

Szklener K, Michalski A, Zak K, Piwonski M, Mandziuk S (2022) 
Ibrutinib in the treatment of solid tumors: current state of knowl-
edge and future directions. Cells.;11(8)

Tamborero D, Dienstmann R, Rachid MH, Boekel J, Lopez-Fernandez 
A, Jonsson M et al (2022) The Molecular Tumor Board Portal 
supports clinical decisions and automated reporting for precision 
oncology. Nat Cancer 3(2):251–261

Herath NI, Spanevello MD, Sabesan S, Newton T, Cummings M, 
Duffy S et al (2006) Over-expression of Eph and ephrin genes in 
advanced ovarian cancer: ephrin gene expression correlates with 
shortened survival. BMC Cancer 6:144

Heymann S, Delaloge S, Rahal A, Caron O, Frebourg T, Barreau L et 
al (2010) Radio-induced malignancies after breast cancer post-
operative radiotherapy in patients with Li-Fraumeni syndrome. 
Radiat Oncol 5:104

Horak P, Heining C, Kreutzfeldt S, Hutter B, Mock A, Hullein J et al 
(2021) Comprehensive genomic and transcriptomic analysis for 
guiding therapeutic decisions in patients with rare cancers. Can-
cer Discov 11(11):2780–2795

Hu J, Cao J, Topatana W, Juengpanich S, Li S, Zhang B et al (2021) 
Targeting mutant p53 for cancer therapy: direct and indirect strat-
egies. J Hematol Oncol 14(1):157

Jiang Y, Wang J, Sun M, Zuo D, Wang H, Shen J et al (2022) Multi-
omics analysis identifies osteosarcoma subtypes with distinct 
prognosis indicating stratified treatment. Nat Commun 13(1):7207

Kampen KR, Scherpen FJ, Garcia-Manero G, Yang H, Kaspers GJ, 
Cloos J et al (2015) EphB1 suppression in Acute Myelogenous 
Leukemia: regulating the DNA damage control system. Mol Can-
cer Res 13(6):982–992

Kasper E, Angot E, Colasse E, Nicol L, Sabourin JC, Adriouch S et 
al (2018) Contribution of genotoxic anticancer treatments to the 
development of multiple primary tumours in the context of germ-
line TP53 mutations. Eur J Cancer 101:254–262

Kim H, Xu H, George E, Hallberg D, Kumar S, Jagannathan V et al 
(2020) Combining PARP with ATR inhibition overcomes PARP 
inhibitor and platinum resistance in ovarian cancer models. Nat 
Commun 11(1):3726

Kumamoto T, Yamazaki F, Nakano Y, Tamura C, Tashiro S, Hattori H 
et al (2021) Medical guidelines for Li-Fraumeni syndrome 2019, 
version 1.1. Int J Clin Oncol 26(12):2161–2178

Lamb BW, Green JS, Benn J, Brown KF, Vincent CA, Sevdalis N 
(2013) Improving decision making in multidisciplinary tumor 
boards: prospective longitudinal evaluation of a multicomponent 
intervention for 1,421 patients. J Am Coll Surg 217(3):412–420

Lavoie JM, Csizmok V, Williamson LM, Culibrk L, Wang G, Marra 
MA et al (2022) Whole-genome and transcriptome analysis of 
advanced adrenocortical cancer highlights multiple alterations 
affecting epigenome and DNA repair pathways. Cold Spring Harb 
Mol Case Stud.;8(3)

Li FP, Fraumeni JF Jr (1969) Rhabdomyosarcoma in children: epide-
miologic study and identification of a familial cancer syndrome. J 
Natl Cancer Inst 43(6):1365–1373

Li Z, Xiao J, Hu K, Wang G, Li M, Zhang J, Cheng G (2015) FBXW7 
acts as an independent prognostic marker and inhibits tumor 
growth in human osteosarcoma. Int J Mol Sci 16(2):2294–2306

Li C, Bonazzoli E, Bellone S, Choi J, Dong W, Menderes G et al 
(2019) Mutational landscape of primary, metastatic, and recurrent 
ovarian cancer reveals c-MYC gains as potential target for BET 
inhibitors. Proc Natl Acad Sci U S A 116(2):619–624

Li S, Wang T, Fei X, Zhang M (2022) ATR inhibitors in platinum-
resistant ovarian Cancer. Cancers (Basel).;14(23)

Light N, Layeghifard M, Attery A, Subasri V, Zatzman M, Anderson 
ND et al (2023) Germline TP53 mutations undergo copy number 
gain years prior to tumor diagnosis. Nat Commun 14(1):77

Ludes-Meyers JH, Subler MA, Shivakumar CV, Munoz RM, Jiang P, 
Bigger JE et al (1996) Transcriptional activation of the human 
epidermal growth factor receptor promoter by human p53. Mol 
Cell Biol 16(11):6009–6019

Mack E, Horak P, Frohling S, Neubauer A (2024) [Precision oncology 
and molecular tumor boards]. Inn Med (Heidelb) 65(5):462–471

Mai PL, Best AF, Peters JA, DeCastro RM, Khincha PP, Loud JT 
et al (2016) Risks of first and subsequent cancers among TP53 

1 3

Page 11 of 12     37 



Journal of Cancer Research and Clinical Oncology          (2025) 151:37 

Yap TA, O’Carrigan B, Penney MS, Lim JS, Brown JS, de Miguel 
Luken MJ et al (2020) Phase I Trial of First-in-class ATR inhibi-
tor M6620 (VX-970) as Monotherapy or in combination with 
carboplatin in patients with Advanced Solid tumors. J Clin Oncol 
38(27):3195–3204

Zehir A, Benayed R, Shah RH, Syed A, Middha S, Kim HR et al 
(2017) Mutational landscape of metastatic cancer revealed from 
prospective clinical sequencing of 10,000 patients. Nat Med 
23(6):703–713

Zhou R, Xu A, Gingold J, Strong LC, Zhao R, Lee DF (2017) Li-Frau-
meni Syndrome Disease Model: a platform to develop Precision 
Cancer Therapy Targeting Oncogenic p53. Trends Pharmacol Sci 
38(10):908–927

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

Villani A, Tabori U, Schiffman J, Shlien A, Beyene J, Druker H et al 
(2011) Biochemical and imaging surveillance in germline TP53 
mutation carriers with Li-Fraumeni syndrome: a prospective 
observational study. Lancet Oncol 12(6):559–567

Villani A, Shore A, Wasserman JD, Stephens D, Kim RH, Druker H 
et al (2016) Biochemical and imaging surveillance in germline 
TP53 mutation carriers with Li-Fraumeni syndrome: 11 year 
follow-up of a prospective observational study. Lancet Oncol 
17(9):1295–1305

Wang H, Wen J, Wang H, Guo Q, Shi S, Shi Q et al (2014) Loss of 
expression of EphB1 protein in serous carcinoma of ovary asso-
ciated with metastasis and poor survival. Int J Clin Exp Pathol 
7(1):313–321

Wu G, Diaz AK, Paugh BS, Rankin SL, Ju B, Li Y et al (2014) The 
genomic landscape of diffuse intrinsic pontine glioma and pedi-
atric non-brainstem high-grade glioma. Nat Genet 46(5):444–450

Xu D, Yin S, Shu Y (2024) NF2: an underestimated player in can-
cer metabolic reprogramming and tumor immunity. NPJ Precis 
Oncol 8(1):133

1 3

   37   Page 12 of 12


	﻿Exploiting somatic oncogenic driver alterations in a patient with Li-Fraumeni syndrome– paving the path towards precision medicine: a case report
	﻿Abstract
	﻿Background
	﻿Case presentation
	﻿Breast cancer with contralateral DCIS
	﻿Osteosarcoma
	﻿Genetic testing, molecular analysis of the osteosarcoma, and therapy modification
	﻿Ovarian cancer

	﻿Discussion and conclusions
	﻿References


