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Table S1. Mutation status of 8 glioma targets for 10 subjects, where “1” denotes 
mutated and “0” signifies no mutation. The table highlights the imbalance observed in 
PTEN, PIK3R1, and RB1, with only one patient exhibiting mutations, depicted by cells 
shaded in orange. 
  



 
Table S2. Summary of MR scanner types, MR contrasts, pathological diagnosis, and 
WES results per patient. Inconsistencies in MRI contrasts or major MR Scanner (*) 
differences highlighted in orange. 
 
 
  



 
Table S3. The p-values from one-way ANOVA for all 5 mutational targets. 
Rows 1 to 4 display the p-value from ANOVA on AUC scores from 
different groups of MR contrasts combinations (single, double, triple, 
quadruple). The p-values in the final row are derived from one-way 
ANOVA for each mutation across all 31 combinations. 

 
 
 
  



Figure S1. Raincloud distribution of cohort demographic characteristics: age, gender, 
pathological diagnosis based on WHO, and the number of days between MRI session 
and surgery (RSX-IMG). Yellow circles: Scattered data. Blue central box: interquartile range 
(IQR) denoting Q0.25 and Q0.75 quartiles. Black line: median. Outliers shown as 
asterisks (*) beyond 1.5xIQR.  
 
 
  



 
Figure S2. AUC scores of different MRI contrast combinations for predicting IDH1 
mutation status with SEM error bars.  
(AUC: area under curve; MRI: magnetic resonance imaging; IDH1: isocitrate 
dehydrogenase 1; T1W-CE: contrast enhanced T1-weighted; T1W: T1-weighted; T2W: T2-
weighted; T2W-FLAIR: T2-weighted fluid attenuated inversion recovery; ADC: apparent 
diffusion coefficient, SEM: standard mean of the error).  



 
 
Figure S.3. AUC scores of different MRI contrast combinations for predicting TP53 
mutation status with SEM error bars.  
(AUC: area under curve; MRI: magnetic resonance imaging; TP53: tumor protein 53; 
T1W-CE: contrast enhanced T1-weighted; T1W: T1-weighted; T2W: T2-weighted; T2W-
FLAIR: T2-weighted fluid attenuated inversion recovery; ADC: apparent diffusion 
coefficient, SEM: standard mean of the error).  



 
 

 
Figure S4. AUC scores of different MRI contrast combinations for predicting EGFR 
mutation status with SEM error bars.  
(AUC: area under curve; MRI: magnetic resonance imaging; EGFR: epidermal growth 
factor receptor; T1W-CE: contrast enhanced T1-weighted; T1W: T1-weighted; T2W: T2-
weighted; T2W-FLAIR: T2-weighted fluid attenuated inversion recovery; ADC: apparent 
diffusion coefficient, SEM: standard mean of the error).  



 
Figure S5. AUC scores of different MRI contrast combinations for predicting PIK3CA 
mutation status with SEM error bars.  
(AUC: area under curve; MRI: magnetic resonance imaging; PIK3CA: 
phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha; T1W-CE: contrast 
enhanced T1-weighted; T1W: T1-weighted; T2W: T2-weighted; T2W-FLAIR: T2-weighted 
fluid attenuated inversion recovery; ADC: apparent diffusion coefficient, SEM: standard 
mean of the error).  



 
Figure S6. AUC scores of different MRI contrast combinations for predicting NF1 
mutation status with SEM error bars.  
(AUC: area under curve; MRI: magnetic resonance imaging; NF1: neurofibromatosis 
type 1; T1W-CE: contrast enhanced T1-weighted; T1W: T1-weighted; T2W: T2-weighted; 
T2W-FLAIR: T2-weighted fluid attenuated inversion recovery; ADC: apparent diffusion 
coefficient, SEM: standard mean of the error). 
 
 
 


