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Supplemental Figures 

Supplementary Figure S1. Scatter plot of MR results. (A) scater plot of genetic correlations 

of 9 GM taxa and CAE using different MR methods; (B) scatter plot of genetic correlations of 

10 GM taxa and JAE using different MR methods; (C) scatter plot of genetic correlations of 5 

GM taxa and FE using different MR methods; (D) scatter plot of genetic correlations of 6 GM 

taxa and GE using different MR methods. 

Supplementary Figure S2. Leave-one-out analysis for subtypes of epilepsy(A) 9 GM taxa on 

CAE, (B) 10 GM taxa on GAE, (C) 5 GM taxa on FE and (D) 6 GM taxa on GE 

Supplementary Figure S3: PPI network of significant GM’s SNPs mapped genes. Genes are 

represented by circular nodes, and their interactions are represented by edges. The size of the 

dots represents the Betweenness Centrality score, with high Betweenness Centrality scores 

being large and low scoring dots being small, and each of the bacteria related genes is 

represented by different colors. (A) PPI network of five significant GM’s SNPs mapped genes 

of FE. (B) PPI network of six significant GM’s SNPs mapped genes of GE. (C) PPI network 

of nine significant GM’s SNPs mapped genes of CAE. (D) PPI network of ten significant GM’s 

SNPs mapped genes of JAE. 

  



Supplementary Figure S1. Scatter plot of MR results. (A) scater plot of genetic correlations 

of 9 GM taxa and CAE using different MR methods. (B) scatter plot of genetic correlations of 

10 GM taxa and JAE using different MR methods.(C) scatter plot of genetic correlations of 5 

GM taxa and FE using different MR methods.(D) scatter plot of genetic correlations of 6 GM 

taxa and GE using different MR methods 

 

A. CAE 

 
SNP effect on || id: class Bacteroidia id.912       SNP effect on || id: family Veillonellaceae id.2172   SNP effect on || id: genus Anaerostipes id.1991 

   

SNP effect on || id: genus Desulfovibrio id.3173   SNP effect on || id: genus Oscillibacter id.2063   SNP effect on || id: genus Ruminococcaceae NK4A214 group id.11358 

   

SNP effect on || id: order Bacteroidales id.913   SNP effect on || id: phylum Bacteroidetes id.905  SNP effect on || id: phylum Verrucomicrobia id.3982 

 

  



B. JAE 

   
SNP effect on || id: family Prevotellaceae id.960                   SNP effect on || id: family Rhodospirillaceae id.2717           SNP effect on || id: genus Candidatus Soleaferrea id.11350 

   
SNP effect on || id: genus Eggerthella id.819                 SNP effect on || id: genus Eubacterium nodatum group id.11297       SNP effect on || id: genus Lachnospiraceae UCG010 id.11330 

   
SNP effect on || id: genus Parabacteroides id.954               SNP effect on || id: genus Ruminococcaceae UCG004 id.11362      SNP effect on || id: genus Ruminococcaceae UCG010 id.11367 

 

SNP effect on || id: order Rhodospirillales id.2667 

 

 

 



C. FE 

 

SNP effect on || id: genus Bifidobacterium id.436                      SNP effect on || id: genus Bilophila id.3170               SNP effect on || id: genus Erysipelatoclostridium id.11381 

  
SNP effect on || id: genus Eubacterium nodatum group id.11297          SNP effect on || id: genus Flavonifractor id.2059     

 

D. GE 

 

SNP effect on || id: class Gammaproteobacteria id.3303              SNP effect on || id: genus Oxalobacter id.2978             SNP effect on || id: genus Ruminococcaceae UCG013 id.11370 

   
SNP effect on || id: genus Phascolarctobacterium id.2168              SNP effect on || id: genus Marvinbryantia id.2005           SNP effect on || id: order Mollicutes RF9 id.11579 

 



Supplementary Figure S2. Leave-one-out analysis for (A) 9 GM taxa on CAE, (B) 10 GM 

taxa on GAE, (C) 5 GM taxa on FE and (D) 6 GM taxa on GE 

 
A. CAE 

  
'|| id: class Bacteroidia id.912' on 'childhood absence epilepsy || id:ieu-b-13'                  '|| id: family Veillonellaceae id.2172 ' on 'childhood absence epilepsy || id:ieu-b-13'            '|| id: genus Anaerostipes id.1991 ' on 'childhood absence epilepsy || id:ieu-b-13' 

   

'|| id: genus Desulfovibrio id.3173' on 'childhood absence epilepsy || id:ieu-b-13'                  '|| id: genus Oscillibacter id.2063 ' on 'childhood absence epilepsy || id:ieu-b-13'      '|| id: genus Ruminococcaceae NK4A214 group id.11358 ' on 'childhood absence epilepsy || 
id:ieu-b-13' 

   

'|| id: order Bacteroidales id.913' on 'childhood absence epilepsy || id:ieu-b-13'              '|| id: phylum Bacteroidetes id.905 ' on 'childhood absence epilepsy || id:ieu-b-13'      '|| id: phylum Verrucomicrobia id.3982 ' on 'childhood absence epilepsy || id:ieu-b-13' 

 

B. JAE 



   

'|| id: family Prevotellaceae id.960' on 'childhood absence epilepsy || id:ieu-b-13'                  '|| id: family Rhodospirillaceae id.2717 ' on 'childhood absence epilepsy || id:ieu-b-13'      '|| id: genus Candidatus Soleaferrea id.11350 ' on 'childhood absence epilepsy || id:ieu-
b-13' 

 

'|| id: genus Eggerthella id.819' on 'childhood absence epilepsy || id:ieu-b-13'             '|| id: genus Eubacterium nodatum group id.11297 ' on 'childhood absence epilepsy || id:ieu-b-13'      '|| id: genus Lachnospiraceae UCG010 id.11330 ' on 'childhood absence epilepsy || 
id:ieu-b-13' 

 

'|| id: genus Parabacteroides id.954' on 'childhood absence epilepsy || id:ieu-b-13'         '|| id: genus Ruminococcaceae UCG004 id.11362 ' on 'childhood absence epilepsy || id:ieu-b-13'  '|| id: genus Ruminococcaceae UCG010 id.11367 ' on 'childhood absence epilepsy || id:ieu-b-
13' 

 

'|| id: order Rhodospirillales id.2667' on 'childhood absence epilepsy || id:ieu-b-13'   

 

C. FE 



   

'|| id: genus Bifidobacterium id.436' on 'childhood absence epilepsy || id:ieu-b-13'           '|| id: genus Bilophila id.3170 ' on 'childhood absence epilepsy || id:ieu-b-13'         '|| id: genus Erysipelatoclostridium id.11381 ' on 'childhood absence epilepsy || id:ieu-b-13' 

 

'|| id: genus Eubacterium nodatum group id.11297' on 'childhood absence epilepsy || id:ieu-b-13'   '|| id: genus Flavonifractor id.2059' on 'childhood absence epilepsy || id:ieu-b-13'     

 

D.  GE 

   

'|| id: class Gammaproteobacteria id.3303' on 'childhood absence epilepsy || id:ieu-b-13'        '|| id: genus Oxalobacter id.2978 ' on 'childhood absence epilepsy || id:ieu-b-13'         '|| id: genus Ruminococcaceae UCG013 id.11370 ' on 'childhood absence epilepsy || id:ieu-b-13' 

 

'|| id: genus Phascolarctobacterium id.2168' on 'childhood absence epilepsy || id:ieu-b-13'        '|| id: genus Marvinbryantia id.2005 ' on 'childhood absence epilepsy || id:ieu-b-13'         '|| id: order Mollicutes RF9 id.11579' on 'childhood absence epilepsy || id:ieu-b-13' 

 

 
  



Supplementary Figure S3: PPI network of significant GM’s SNPs mapped genes. Genes are 

represented by circular nodes, and their interactions are represented by edges. The size of the 

dots represents the Betweenness Centrality score, with high Betweenness Centrality scores 

being large and low scoring dots being small, and each of the bacteria related genes is 

represented by different colors. (A) PPI network of five significant GM’s SNPs mapped genes 

of FE. (B) PPI network of six significant GM’s SNPs mapped genes of GE. (C) PPI network 

of nine significant GM’s SNPs mapped genes of CAE. (D) PPI network of ten significant GM’s 

SNPs mapped genes of JAE. 

 

(A) PPI network of five significant GM’s SNPs mapped genes of FE. 
 



 
(B) PPI network of six significant GM’s SNPs mapped genes of GE. 

 

 
(C) PPI network of nine significant GM’s SNPs mapped genes of CAE. 

 



 

(D) PPI network of ten significant GM’s SNPs mapped genes of JAE. 
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