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Analysis of validation cohort. Shown are fold changes of gene expression values, calculated by dividing mean values of each transcript in the group of IDHwt tumors by that in the group of IDHmut tumors in the test cohort and validation cohort.  

	transcript
	FC wt/mut test set
	FC wt/mut validation set

	ABAT
	0.3
	0.5

	ACACA
	0.6
	0.5

	ATP5C1
	0.5
	0.6

	BCAT1
	6.6
	5.1

	BRAF
	0.6
	0.7

	CA12
	7.6
	5.1

	CA9
	6.7
	24.1

	EGFRvIII
	253.1
	200.0

	EGLN1
	0.8
	1.0

	ENO1
	1.4
	2.0

	ERBB3
	0.3
	0.7

	ERBB4
	0.2
	0.3

	FASN
	0.6
	0.6

	FBP1
	1.7
	1.4

	GAD1
	0.2
	0.2

	GAPDH
	1.4
	1.3

	GCLC
	0.3
	0.7

	GCLM
	1.6
	1.5

	GLUD1
	0.2
	0.5

	GLUD2
	0.2
	0.5

	GLUL
	0.5
	0.8

	GOT1
	0.5
	0.5

	GPI (var3)
	1.7
	1.3

	GPI (var4)
	1.7
	1.3

	GPT
	0.4
	1.5

	HK2
	3.5
	6.0

	HK3
	2.8
	10.4

	LDHA
	4.7
	3.5

	LDHB
	0.5
	0.6

	MAPK8
	0.4
	0.5

	MET
	1.5
	1.8

	MST1R
	0.5
	0.6

	NAMPT
	5.7
	3.4

	NAPRT1
	0.5
	2.4

	NOX4
	1.7
	1.0

	NTRK2
	0.3
	0.7

	PC
	0.4
	0.9

	PDGFRA
	1.0
	0.5

	PDGFRB
	1.7
	1.8

	PDK1
	2.2
	3.0

	PFKM
	0.4
	0.7

	SLC16A3
	3.4
	6.3

	SLC1A2
	0.4
	0.4

	SOD2
	2.3
	3.2

	VEGFA (full)
	16.6
	21.1

	VEGFA-121
	10.8
	10.3

	VEGFA-165
	18.0
	12.8

	VEGFA-189
	24.8
	26.6



