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Supplementary Figure S1. Scatter plots of leisure sedentary behaviors and Alzheimer’s disease 
(AD).  

Notes: Scatter plot including the MR estimates between leisure sedentary behaviors and 
Alzheimer’s disease (AD), in which a threshold of P < 1 × 10−8 was used for the selection of 
variants. The variants’ effect on leisure sedentary behaviors are displayed on X-axis, the variants’ 
effect on Alzheimer’s disease (AD) are displayed on the Y-axis. a. Scatter plot of SNP effects on 
television watching versus their effects on Alzheimer’s disease (AD). b. Scatter plot of SNP effects 
on computer use versus their effects on Alzheimer’s disease (AD). c. Scatter plot of SNP effects on 
driving versus their effects on Alzheimer’s disease (AD). SNP = single nucleotide polymorphism, 
MR = Mendelian randomization.  



 



Supplementary Figure S2. Forest plots of leisure sedentary behaviors genetic variants 
associations with Alzheimer’s disease (AD).  

Notes: The Mendelian randomization effect size of leisure sedentary behaviors product are 
displayed on the X-axis. The different genetic variants for leisure sedentary behaviors are listed 
on the Y-axis. a. Forest plot of television watching genetic variants association with AD. b. Forest 
plot of computer use genetic variants association with Alzheimer’s disease (AD). Forest plot of 
driving genetic variants association with AD.  



 



Supplementary Figure S3. Leave-One-Out analyses for variants associated with leisure 
sedentary behaviors on Alzheimer’s disease (AD). 

Notes: The influence of single variant on the overall MR analysis of AD was indicated by 
sequential removal of each genetic variant in the television watching (a), computer use (b) and 
driving (c). MR = Mendelian randomization. 

  



 

 

Supplementary Figure S4. Funnel plots for the effects of leisure sedentary behaviors on 
Alzheimer’s disease (AD). 

Notes: The causal effect of individual variant against the overall estimate in the MR analysis on 
television watching (a), computer use (b), driving (c) and Alzheimer’s disease (AD) was depicted. 
Vertical lines denote overall estimates by the inverse variance weighted method. IV = 
instrumental variable; SE = standard error.  

  



 

 

Supplementary Figure S5. Scatter plots of leisure sedentary behaviors and Schizophrenia (SCZ).  

Notes: Scatter plot including the MR estimates between leisure sedentary behaviors and 
Schizophrenia (SCZ), in which a threshold of P < 1 × 10−8 was used for the selection of variants. The 
variants’ effect on leisure sedentary behaviors are displayed on X-axis, the variants’ effect on 
Schizophrenia (SCZ) are displayed on the Y-axis. a. Scatter plot of SNP effects on television 
watching versus their effects on Schizophrenia (SCZ). b. Scatter plot of SNP effects on computer 
use versus their effects on Schizophrenia (SCZ). c. Scatter plot of SNP effects on driving versus their 
effects on Schizophrenia (SCZ). SNP = single nucleotide polymorphism, MR = mendelian 
randomization.  



 



Supplementary Figure S6. Forest plots of leisure sedentary behaviors genetic variants 
associations with Schizophrenia (SCZ).  

Notes: The Mendelian randomization effect size of leisure sedentary behaviors product are 
displayed on the X-axis. The different genetic variants for leisure sedentary behaviors are listed 
on the Y-axis. a. Forest plot of television watching genetic variants association with Schizophrenia 

(SCZ). b. Forest plot of computer use genetic variants association with Schizophrenia (SCZ). Forest 
plot of driving genetic variants association with SCZ.  



 



Supplementary Figure S7. Leave-One-Out analyses for variants associated with leisure 
sedentary behaviors on Schizophrenia (SCZ). 

Notes: The influence of single variant on the overall MR analysis of Schizophrenia (SCZ)was 
indicated by sequential removal of each genetic variant in the television watching (a), computer 
use (b) and driving (c). MR = Mendelian randomization. 

  



 

 

 

Supplementary Figure S8. Funnel plots for the effects of leisure sedentary behaviors on 
Schizophrenia (SCZ). 

Notes: The causal effect of individual variant against the overall estimate in the MR analysis on 
television watching (a), computer use (b), driving (c) and Schizophrenia (SCZ) was depicted. 
Vertical lines denote overall estimates by the inverse variance weighted method. IV = 
instrumental variable; SE = standard error.  

  



 

 

Supplementary Figure S9. Scatter plots of leisure sedentary behaviors and Major depression 
disorder (MDD).  

Notes: Scatter plot including the MR estimates between leisure sedentary behaviors and Major 

depression disorder (MDD), in which a threshold of P < 1 × 10−8 was used for the selection of 
variants. The variants’ effect on leisure sedentary behaviors are displayed on X-axis, the variants’ 
effect on Major depression disorder (MDD) are displayed on the Y-axis. a. Scatter plot of SNP 
effects on television watching versus their effects on Major depression disorder (MDD). b. Scatter 
plot of SNP effects on computer use versus their effects on Major depression disorder (MDD). c. 
Scatter plot of SNP effects on driving versus their effects on Major depression disorder (MDD). SNP 
= single nucleotide polymorphism, MR = Mendelian randomization.  



 



Supplementary Figure S10. Forest plots of leisure sedentary behaviors genetic variants 
associations with Major depression disorder (MDD).  

Notes: The Mendelian randomization effect size of leisure sedentary behaviors product are 
displayed on the X-axis. The different genetic variants for leisure sedentary behaviors are listed 
on the Y-axis. a. Forest plot of television watching genetic variants association with Major 

depression disorder (MDD). b. Forest plot of computer use genetic variants association with Major 

depression disorder (MDD). Forest plot of driving genetic variants association with Major 
depression disorder (MDD).  

 



 



Supplementary Figure S11. Leave-One-Out analyses for variants associated with leisure 
sedentary behaviors on Major depression disorder (MDD). 

Notes: The influence of single variant on the overall MR analysis of Major depression disorder 

(MDD) was indicated by sequential removal of each genetic variant in the television watching (a), 
computer use (b) and driving (c). MR = Mendelian randomization. 

  



 

 

Supplementary Figure S12. Funnel plots for the effects of leisure sedentary behaviors on Major 
depression disorder (MDD). 

Notes: The causal effect of individual variant against the overall estimate in the MR analysis on 
television watching (a), computer use (b), driving (c) and Major depression disorder (MDD) was 
depicted. Vertical lines denote overall estimates by the inverse variance weighted method. IV = 
instrumental variable; SE = standard error.  

 

 


