Table S1. MRI protocol parameters for tumor assessment
	Parameters
	Repetition time (ms)
	Echo time (ms)
	Thickness (mm)
	Intersection gap (mm)
	Matrix (frequency × phase)
	Band width (kHz)
	Numbers of excitation

	T2WI
	5200
	76
	3.5
	0.5
	320×320
	42
	1.5

	DWI
	2200
	Minimum
	3.5
	1.0
	128×160
	250
	b value- dependent*

	DCE (50 phase)
	3.8
	Minimum
	4.0
	0
	192×160
	142.86
	1


*: b values of DWI sequences: 0, 10, 25, 50, 80, 100, 150, 200, 500, 800, 1000, 1500, 2000; the numbers of excitation: b value-dependent (1,1,1,1,1,1,2,2,4,8,10,12,16).

Table S2. 5-fold cross-validation of habitat analysis
	Accuracy
	Kappa
	mtry
	Resample

	0.75
	0.18181818
	2
	Fold1

	0.85294118
	0.47852761
	2
	Fold2

	0.74285714
	0.0974212
	2
	Fold3

	0.74285714
	0.16
	2
	Fold4

	0.8
	0.41247002
	2
	Fold5
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Figure S1. Habitat clustering results. (a) Calinski–Harabasz score line chart and (b) scatter plot of clustering analysis on IVIM, DKI, and ADC mapping
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Figure S2. (a) Bar chart of the mean SHAP value displays the order of the importance of the features. (b) Beeswarm plot of SHAP value demonstrates the impact of features on model output. 
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