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Analytical method: The entire coding region of the TP53 gene including splice sites was analyzed using amplicon targeted next-generation sequencing. Genomic DNA was amplified using high-fidelity Q5 Polymerase (New England Biolabs) with primers specific for TP53 exons 2-11. The library was prepared using the Nextera XT DNA Sample Preparation Kit (Illumina) and sequenced using MiSeq Reagent Kit v2 (300 cycles) on the Illumina MiSeq instrument. For variant detection, CLC Genomic Workbench version 7.5 (Qiagen) was used. The reads were aligned to the human reference genome (GRCh38.p7) and variants were annotated using ANNOVAR.
Coverage:  minimum: 6468, mean: 12173 per base
Detection limit: >0.2% variant allele frequency
Reference sequences: LRG_321t1, LRG_321p1. Mutation nomenclature follows the Human Genome Variation Society (HGVS) guidelines.
		
Result: MUTATION DETECTED 
Number of mutations: 1
Mutation description: c.743G>A, p.(Arg248Gln)
Mutation type: Missense variant in exon 7 within the DNA coding domain. According to the locus specific databases (IARC, TP53 website), this is a pathogenic hot-spot variant frequently found as somatic in human cancer.
Allelic proportion: 74 % variant allele frequency
[bookmark: _GoBack]Comparison with a previous sample (optional): We observed an increase in variant allele frequency compared to previous sample (sampling date DD.MM.YYYY variant allele frequency 13%).
Neutral polymorphism and benign variants are not included in this report and can be provided upon request.


Interpretation: A pathogenic variant was found within the TP53 gene. TP53 mutations are associated with adverse prognosis and poor response to chemo(immuno)therapy.


Authorized signatures:
	Analysis performed by:
	
	Result issued by:
	



                                   			 				    
						

