Table S1. Prevalent Co-Mutations (>10%) Identified in 41 Patients via NGS
	
	TPS<1%
	TPS 1~49%
	TPS≥50%
	p

	TP53(%)
	
	
	
	0.438

	Positive
	52.2%
	21.7%
	26.1%
	

	Negative
	47.8%
	78.3%
	73.9%
	

	PIK3CA
	
	
	
	0.149

	Positive
	62.5%
	12.5%
	25%
	

	Negative
	37.5%
	87.5%
	75%
	

	NF1
	18.5%
	33.3%
	20.0%
	0.258

	Positive
	60%
	20%
	20%
	

	Negative
	40%
	80%
	80%
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