[bookmark: _GoBack]TCGA DATA SET: USING TTEST TO COMPARE NRF1 GENE EXPRESSION OF UPREGULATED TUMOR SAMPLES VS NORMAL TISSUE (175 VS 112 SAMPLES RESPECTIVELY). BOX PLOTS OF SAMPLES AND MEAN CONFIDENT INTERVALS ARE SHOWN AT THE END


NOTE: CUT OFF FOR UPREGULATED CASES = MEAN OF TOTAL TUMOR SAMPLES (1,100) PLUS 1 STANDARD DEVIATION (8.9131)



The TTEST Procedure
 
Variable: NRF1
	DS
	N
	Mean
	Std Dev
	Std Err
	Minimum
	Maximum

	0
	112
	8.7581
	0.2768
	0.0262
	8.0800
	9.3500

	1
	175
	9.0489
	0.1187
	0.00898
	8.9100
	9.4300

	Diff (1-2)
	 
	-0.2907
	0.1961
	0.0237
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	DS
	Method
	Mean
	95% CL Mean
	Std Dev
	95% CL Std Dev

	0
	 
	8.7581
	8.7063
	8.8100
	0.2768
	0.2447
	0.3187

	1
	 
	9.0489
	9.0311
	9.0666
	0.1187
	0.1075
	0.1327

	Diff (1-2)
	Pooled
	-0.2907
	-0.3374
	-0.2440
	0.1961
	0.1812
	0.2136

	Diff (1-2)
	Satterthwaite
	-0.2907
	-0.3454
	-0.2361
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	Method
	Variances
	DF
	t Value
	Pr > |t|

	Pooled
	Equal
	285
	-12.25
	<.0001

	Satterthwaite
	Unequal
	137.47
	-10.51
	<.0001
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	Equality of Variances

	Method
	Num DF
	Den DF
	F Value
	Pr > F

	Folded F
	111
	174
	5.43
	<.0001
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Q-Q Plots of NRF1
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Box Plot for mean Cl of NRF1 gene expression
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