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eFigure 1 Regions of Interests labeling    

  
Composite regions of Braak stage shown in sagittal, coronal and axial plane. Braak I: entorhinal. Braak III/IV: 
parahippocampal, fusiform, lingual, amygdala, middletemporal, caudalanterior cingulate, 
rostralanteriorcingulate, posteriorcingulate, isthmuscingulate, insula, inferior-temporal, temporalpole. Braak 
V/VI: superiorfrontal, lateralorbitofrontal, medialorbitofrontal, frontalpole, caudalmiddlefrontal, 
rostralmiddlefrontal, parsopercularis, parsorbitalis, parstriangularis, lateraloccipital, parietalsupramarginal, 
parietalinferior, superiortemporal, parietalsuperior, precuneus, bankSuperiorTemporalSulcus, 
transversetemporal, pericalcarine, postcentral, cuneus, precentral, paracentral. 

 
 
 
 
 
 
 
 
 



eFigure 2 Sex differences in tau PET by diagnosis 

 
Boxplots showing sex comparisons of tau SUVR in Braak I, Braak III/IV and Braak V/VI regions in 
CN, MCI and AD. CN: cognitively normal, MCI: mild cognitive impairment, AD: Alzheimer’s 
disease.  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



eTable 1 Top5 SNPs associated with tau PET in combined men and women group  

 
Note:  Chrom: Chromosome; Start_BP: Start base position; End_BP: End base position.  
            SNPs_N: SNPs number within each gene. 
            Significance threshold after Bonferroni correction (0.05/SNP_N). 

 
 
 
 
 
 
 
 
 



eTable 2 Top5 SNPs associated with tau PET in women and men separately 

 
Note:  Chrom: Chromosome; Start_BP: Start base position; End_BP: End base position. 
            SNPs_N: SNPs number within each gene. 
            Significance threshold after Bonferroni correction (0.05/SNP_N). 

 
 
 
 
 
 
 
 
 
 
 
 
 



eTable 3 Sex-specific significant SNPs associated with partial volume corrected tau PET  

 
Note: 1. SNP_N: number of SNPs with each gene from the genetic data. 
           2. Significance threshold after Bonferroni correction (0.05/SNP_N) 

 
 
 
 
eTable 4 Number of Participants with genotypes of SNPs in secondary analysis 

 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 


