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	Year
	Baseline survival probabilities

	
	Model 1
	Model 2

	1
	0.9938915
	0.9969124

	2
	0.9851384
	0.9922222

	3
	0.9756272
	0.9869163

	4
	0.9676599
	0.9823760

	5
	0.9578915
	0.9766296

	6
	0.9529079
	0.9735799

	7
	0.9443957
	0.9682336

	8
	0.9376780
	0.9638980

	9
	0.9264217
	0.9558963

	10
	0.9168559
	0.9490248


[bookmark: OLE_LINK6]* The survival probability of each model at different time points are calculated by: 

