Table 3. Patients who underwent the NGS and various subgroup.

	Category
	Alterations, n
	Patients, n (%)

	Submitted for sequencing (n = 110)

	Next-generation sequencing, non-Sequenom panel (n = 81)
	
	

	Mutations
	41
	34 (42.0%)

	Variants
	9
	7 (8.6%)

	Indeterminate
	22
	10 (12.3%)

	Insufficient DNA
	
	28 (34.6%)

	Germline polymorphism
	2
	2 (2.5%)

	Suspected germline polymorphism
	16
	15 (18.5%)

	Sequenom panel (n = 29)
	
	

	Mutations
	5
	5 (17.2%)

	Indeterminate
	6
	4 (13.8%)

	Insufficient DNA, all assays
	
	6 (20.7%)


Alterations are counted per gene result; patients are counted once per category and may appear in more than one category. Percentages use the number of patients tested on each panel.
No patient was tested on both panels. Of the 157 analyzed patients, 47 did not have sequencing ordered.
Sequenom mutations include four PIK3CA mutations and one PDGFRA mutation detected by single-gene assay. An additional 14 patients had insufficient DNA for at least one, but not all, Sequenom assays.



