Supplemental Table 2. Variants of interest identified through whole exome sequencing.
	Diagnosis 
	Gene
	Base Pair Change
	Severity

	GLILD
	TNFRSF13B
	c.311G>A, p.Cys104Tyr
	Risk Factor

	GLILD
	XIAP
	c.914G>A, p.Gly305Glu
	Pathogenic

	GLILD/Kabuki
	KMT2D
	Duplication. (p.ASP5055_Leu5056dup)
	Pathogenic

	GLILD
	TNFRSF13B
	c.542C>A (p.Ala181Glu)
	Risk Factor

	GLILD
	IKZF1
	c.700C>G (p.Gly234Arg)
	Not Pathogenic

	GLILD
	CTLA4
	p.R70W
	Pathogenic

	CVID
	NFKB2
	c.2557C>T (p.Arg853*)
	Pathogenic

	CVID
	IKZF1
	c.208T>C (p.Arg70Term)
	Pathogenic





