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	Tumor Sample
	Sequencing Company
	Pathogenic Somatic Mutations/Fusions
	Pathogenic Germline Variants
	Copy Number Variations
	Tumor Mutation Burden
	VUS of known oncogenic drivers

	1*
	Brain Recurrence
	NantHealth™
	TP53 p. R273H 
ETV6-NRTK3** 
	DICER1 WT
	FGFR1 (7x) 
	2.7 mut/MB
	KMT2C p.R2211T
TCEB3 p.A22E

	
	2nd Brain Recurrence
	NantHealth™
	TP53 p. R273H 
ETV6-NRTK3 
	DICER1 WT
	FGFR1 (7x) 
	2.7 mut/MB
	KMT2C p.R2211T
KCNT2 p.Y331Cfs*37

	2
	Primary
	FoundationOne™ Heme Panel
	PIK3CA p.Q546P 
PPP2R1A p.R183W
NOTCH2 Truncation Exon 24 
	DICER1 p.R676***
	MDM2 amp (30x)      C17orf39 (10x) FRS2 (93x)
	4 mut/MB
	ATM I1688V
EPHB1 R84H
HDAC1 M295T


 Table 1. Germline and Tumor Sequencing Results from Recurrent PPB Patients

*No pathogenic DICER1 variants were found either tumor sample despite reanalysis.
**The ETV6-NRTK3 gene fusion in the initial sequencing was later identified upon reanalysis of the sequencing data.
***Germline analysis was performed at Ambry Genetics Laboratory as FoundationOne™ testing does not offer germline analysis

Definitions: VUS = Variant of Unknown Significance. A variant of unknown significance is an allele, or variant form of a gene, whose significance to the normal function of the encoded protein and any corresponding phenotype, is unknown.  WT = Wild Type

