Table S8. The performance of Cox proportional hazards models developed from one-platform in predicting microarray and RNA-Seq validation samples based on the TCGA AML data.
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EFS A

0.628 0.576-0.6811.40E-06 0.586 0.53-0.642 0.0027 0.734 0.684-0.784 5.60E-20 0.017

B

0.63 0.573-0.6866.80E-06 0.563 0.498-0.627 0.057 0.726 0.665-0.786 2.10E-13 0.0019

OS A

0.547 0.477-0.616 0.19 0.547 0.478-0.617 0.18 0.733 0.684-0.782 5.70E-21 0.51

B

0.591 0.523-0.659 0.0084 0.614 0.549-0.678 0.00054 0.724 0.667-0.781 1.70E-14 0.88

EFS A

0.651 0.594-0.7071.80E-07 0.653 0.593-0.7147.50E-07 0.704 0.647-0.76 1.70E-12 0.45

B

0.536 0.462-0.609 0.34 0.585 0.51-0.661 0.026 0.643 0.583-0.704 3.10E-06 0.059

OS A

0.569 0.509-0.629 0.024 0.57 0.506-0.634 0.032 0.723 0.677-0.77 5.10E-21 0.48

B

0.535 0.456-0.614 0.39 0.55 0.478-0.622 0.17 0.617 0.552-0.682 0.00041 0.32
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EFS: event-free survival; OS: overall survival; C.Index: Concordance index calculated with R package survcomp [27], CI: Confidence interval; p1, p2, and p3 are P values indicating whether a C.Index is significant different from 0.5; p4 is a P value denoting whether the concordance index of a Cox model in predicting samples profiled with the same platform used for model development is significantly greater than that in predicting samples profiled with the other platform. The columns in Leave-one-out training contain the performance estimation for leave-one-out cross-validation process.
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GeneSignatureTransfer_NB

		Direction		Ednpoint		Gene set		Microarray models predict microarray validation samples						RNA-Seq models predict RNA-Seq validation samples						Leave-one-out training						p4

								C.Index		95% CI		p1		C.Index		95% CI		p2		C.Index		95% CI		p3

		Gene signature from microarray		A*		A		0.711		0.662-0.761		8.40E-17		0.736		0.689-0.782		2.80E-23		0.715		0.662-0.768		2.20E-15		0.96

						B		0.729		0.68-0.777		2.40E-20		0.75		0.706-0.795		1.70E-28		0.716		0.664-0.768		3.60E-16		0.96

						C		0.717		0.667-0.768		4.10E-17		0.734		0.687-0.781		2.30E-22		0.719		0.668-0.77		6.50E-17		0.8

				B*		A		0.77		0.713-0.827		1.60E-20		0.829		0.779-0.878		3.70E-39		0.843		0.787-0.898		1.30E-33		1

						B		0.828		0.78-0.876		3.10E-41		0.824		0.778-0.871		1.00E-42		0.857		0.817-0.896		4.10E-70		0.37

						C		0.809		0.755-0.864		1.10E-28		0.85		0.804-0.896		2.90E-51		0.832		0.785-0.878		1.80E-44		1

				E*		A		0.571		0.504-0.637		0.037		0.49		0.42-0.561		0.79		0.681		0.616-0.746		5.20E-08		0.0076

						B		0.613		0.552-0.674		0.00028		0.578		0.506-0.649		0.034		0.66		0.584-0.737		4.00E-05		0.2

						C		0.673		0.617-0.728		1.20E-09		0.584		0.52-0.647		0.0099		0.655		0.574-0.736		0.00018		0.006

				F*		A		0.544		0.465-0.623		0.28		0.505		0.419-0.592		0.9		0.737		0.668-0.807		2.40E-11		0.18

						B		0.619		0.543-0.696		0.0023		0.588		0.513-0.663		0.022		0.688		0.614-0.763		7.60E-07		0.074

						C		0.653		0.578-0.729		6.80E-05		0.602		0.528-0.676		0.0066		0.676		0.59-0.762		5.80E-05		0.032

		Gene signature from RNA-Seq		A*		A		0.692		0.641-0.743		1.30E-13		0.726		0.678-0.775		9.70E-20		0.761		0.711-0.811		1.90E-24		0.027

						B		0.726		0.68-0.772		6.70E-22		0.743		0.698-0.789		9.80E-26		0.713		0.66-0.766		2.90E-15		0.062

						C		0.699		0.647-0.75		4.10E-14		0.728		0.678-0.779		7.20E-19		0.755		0.704-0.806		6.60E-23		0.068

				B*		A		0.79		0.733-0.846		1.40E-23		0.826		0.775-0.878		2.30E-35		0.874		0.829-0.919		2.90E-60		0.013

						B		0.799		0.738-0.859		4.80E-22		0.844		0.795-0.892		4.90E-44		0.855		0.819-0.892		1.40E-80		0.0086

						C		0.799		0.744-0.854		1.10E-26		0.839		0.792-0.886		1.10E-45		0.871		0.824-0.918		1.30E-53		0.017

				E*		A		0.57		0.513-0.627		0.017		0.622		0.564-0.68		3.70E-05		0.745		0.693-0.796		2.10E-20		0.058

						B		0.628		0.562-0.695		0.00015		0.512		0.442-0.581		0.74		0.72		0.656-0.783		9.90E-12		1

						C		0.575		0.504-0.645		0.038		0.549		0.479-0.619		0.17		0.729		0.664-0.794		5.40E-12		0.74

				F*		A		0.52		0.441-0.599		0.62		0.502		0.414-0.589		0.97		0.774		0.709-0.839		1.60E-16		0.69

						B		0.569		0.489-0.648		0.091		0.528		0.445-0.612		0.51		0.751		0.679-0.822		8.40E-12		0.86

						C		0.619		0.543-0.696		0.0022		0.603		0.529-0.676		0.0064		0.775		0.713-0.837		2.40E-18		0.67





GeneSignatureTransfer_AML

		Direction		Ednpoint		Gene set		Microarray models predict microarray validation samples						RNA-Seq models predict RNA-Seq validation samples						Leave-one-out training						p4

								C.Index		95% CI		p1		C.Index		95% CI		p2		C.Index		95% CI		p3

		Gene signature from microarray		EFS		A		0.628		0.576-0.681		1.40E-06		0.606		0.55-0.662		0.00021		0.734		0.684-0.784		5.60E-20		0.17

						B		0.63		0.573-0.686		6.80E-06		0.558		0.492-0.624		0.084		0.726		0.665-0.786		2.10E-13		0.0018

						C		0.6		0.544-0.656		0.00048		0.535		0.473-0.598		0.27		0.667		0.605-0.729		1.60E-07		0.028

				OS		A		0.547		0.477-0.616		0.19		0.59		0.527-0.653		0.0049		0.733		0.684-0.782		5.70E-21		0.94

						B		0.591		0.523-0.659		0.0084		0.609		0.54-0.677		0.0019		0.724		0.667-0.781		1.70E-14		0.83

						C		0.572		0.501-0.644		0.047		0.518		0.452-0.584		0.6		0.704		0.645-0.764		1.60E-11		0.053

		Gene signature from RNA-Seq		EFS		A		0.663		0.606-0.721		2.90E-08		0.653		0.593-0.714		7.50E-07		0.704		0.647-0.76		1.70E-12		0.71

						B		0.533		0.46-0.605		0.38		0.585		0.51-0.661		0.026		0.643		0.583-0.704		3.10E-06		0.042

						C		0.595		0.536-0.653		0.0015		0.623		0.56-0.687		0.00015		0.697		0.636-0.758		2.50E-10		0.17

				OS		A		0.567		0.512-0.623		0.018		0.57		0.506-0.634		0.032		0.723		0.677-0.77		5.10E-21		0.45

						B		0.511		0.438-0.584		0.77		0.55		0.478-0.622		0.17		0.617		0.552-0.682		0.00041		0.11

						C		0.621		0.557-0.686		0.00021		0.588		0.519-0.657		0.012		0.707		0.65-0.763		6.70E-13		0.8





DirectPredict_NB

		Direction		Ednpoint		Gene set		Predicting microarray validation data						Predicting RNA-Seq validation data						Leave-one-out training						p4

								C.Index		95% CI		p1		C.Index		95% CI		p2		C.Index		95% CI		p3

		Models developed from microarray		A*		A		0.747		0.704-0.79		7.20E-29		0.753		0.706-0.799		1.40E-26		0.753		0.705-0.8		3.00E-25		0.7

						B		0.756		0.708-0.804		6.20E-26		0.761		0.714-0.809		7.70E-27		0.742		0.691-0.793		1.60E-20		0.75

				B*		A		0.85		0.806-0.893		1.60E-56		0.849		0.807-0.892		2.20E-57		0.875		0.834-0.915		3.00E-73		0.48

						B		0.818		0.763-0.874		2.50E-29		0.832		0.783-0.881		1.00E-39		0.873		0.837-0.909		3.90E-93		0.94

				E*		A		0.588		0.533-0.643		0.0017		0.606		0.545-0.668		7.00E-04		0.695		0.646-0.744		8.40E-15		0.91

						B		0.539		0.463-0.615		0.31		0.53		0.451-0.609		0.45		0.687		0.617-0.757		1.80E-07		0.34

				F*		A		0.562		0.481-0.643		0.13		0.54		0.455-0.625		0.36		0.8		0.75-0.85		1.80E-31		0.13

						B		0.59		0.508-0.673		0.031		0.611		0.524-0.698		0.012		0.779		0.722-0.836		5.20E-22		0.77

		Models developed from RNA-Seq		A*		A		0.72		0.668-0.772		1.70E-16		0.714		0.662-0.765		3.40E-16		0.758		0.709-0.807		4.50E-25		0.68

						B		0.587		0.535-0.639		0.0011		0.702		0.651-0.753		9.90E-15		0.73		0.675-0.786		6.70E-16		3.60E-05

				B*		A		0.822		0.773-0.87		3.50E-39		0.847		0.803-0.892		2.70E-52		0.87		0.829-0.912		2.10E-68		0.00019

						B		0.661		0.592-0.73		4.90E-06		0.827		0.778-0.875		6.70E-40		0.875		0.842-0.909		1.80E-105		3.50E-08

				E*		A		0.625		0.569-0.682		1.50E-05		0.614		0.552-0.676		0.00032		0.738		0.679-0.798		3.30E-15		0.69

						B		0.55		0.478-0.621		0.18		0.485		0.412-0.559		0.69		0.674		0.601-0.748		3.60E-06		0.99

				F*		A		0.6		0.526-0.673		0.008		0.578		0.501-0.655		0.047		0.781		0.725-0.837		9.00E-23		0.88

						B		0.577		0.495-0.66		0.066		0.543		0.461-0.625		0.3		0.74		0.673-0.808		3.10E-12		0.84





DirectPredict_AML

		Direction		Ednpoint		Gene set		Predicting microarray validation data						Predicting RNA-Seq validation data						Leave-one-out training						p4

								C.Index		95% CI		p1		C.Index		95% CI		p2		C.Index		95% CI		p3

		Microarray models		EFS		A		0.628		0.576-0.681		1.40E-06		0.586		0.53-0.642		0.0027		0.734		0.684-0.784		5.60E-20		0.017

						B		0.63		0.573-0.686		6.80E-06		0.563		0.498-0.627		0.057		0.726		0.665-0.786		2.10E-13		0.0019

				OS		A		0.547		0.477-0.616		0.19		0.547		0.478-0.617		0.18		0.733		0.684-0.782		5.70E-21		0.51

						B		0.591		0.523-0.659		0.0084		0.614		0.549-0.678		0.00054		0.724		0.667-0.781		1.70E-14		0.88

		RNA-Seq models		EFS		A		0.651		0.594-0.707		1.80E-07		0.653		0.593-0.714		7.50E-07		0.704		0.647-0.76		1.70E-12		0.45

						B		0.536		0.462-0.609		0.34		0.585		0.51-0.661		0.026		0.643		0.583-0.704		3.10E-06		0.059

				OS		A		0.569		0.509-0.629		0.024		0.57		0.506-0.634		0.032		0.723		0.677-0.77		5.10E-21		0.48

						B		0.535		0.456-0.614		0.39		0.55		0.478-0.622		0.17		0.617		0.552-0.682		0.00041		0.32






