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Supplementary  figure  S1. Transcription  factor  analysis  by  sex. Transcription  factor  analysis was 

performed  using  NetworkAnalyst.  ENCODE  database  was  selected  for  the  analysis.  (a)  Venn 

diagram analysis showed that 8 transcription factors were shared in males from datasets ETABM940 

and GSE112681. (b) Thirty‐one transcription factors were shared in females from the same datasets. 

(c) One transcription factor was shared between males and females.       
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Supplementary figure S2. SWIM analysis of whole blood of female ALS subjects in E-

TABM-940.  (a) Distribution of log2 fold change values where the red bars are 

selected for further analysis. (b) Heat Cartography Map with nodes colored by their 

average Pearson Correlation Coefficient. Region R4 represents the switch genes. (c) 

Dendrogram and heat map for switch genes. The suffix ____D or red at the top indicate 

the sample came from the diseased cohort. (d) Robustness of the correlation network. 
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Supplementary figure S3. SWIM analysis of whole blood of male ALS subjects in E-

TABM-940.  (a) Distribution of log2 fold change values where the red bars are selected for 

further analysis. (b) Heat Cartography Map with nodes colored by their average Pearson 

Correlation Coefficient. Region R4 represents the switch genes. (c) Dendrogram and heat 

map for switch genes. The suffix ____D or red at the top indicate the sample came from the 

diseased cohort. (d) Robustness of the correlation network.  
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Supplementary figure S4. SWIM analysis of whole blood of male ALS subjects in 

GSE112681.  (a) Distribution of log2 fold change values where the red bars are selected 

for further analysis. (b) Heat Cartography Map with nodes colored by their average Pearson 

Correlation Coefficient. Region R4 represents the switch genes. (c) Dendrogram and heat 

map for switch genes. Red or pink at the top indicate the sample came from the diseased 

cohort. (d) Robustness of the correlation network. 
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Supplementary figure S5. SWIM analysis of whole blood of female ALS subjects in 

GSE112681.  (a) Distribution of log2 fold change values where the red bars are selected 

for further analysis. (b) Heat Cartography Map with nodes colored by their average Pearson 

Correlation Coefficient. Region R4 represents the switch genes. (c) Dendrogram and heat 

map for switch genes. Red or pink at the top indicate the sample came from the diseased 

cohort. (d) Robustness of the correlation network. 
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Supplementary table S1. Switch genes in blood of ALS patients.  

Supplementary table S2. Pathway analysis of switch genes in blood of ALS patients 

compared to healthy controls. 

Supplementary table S3. Transcription factor analysis of switch genes in blood of ALS 

patients compared to healthy controls. 

Supplementary table S4. Switch genes identified in blood of males and females with ALS 

compared to healthy controls. 

Supplementary Table S5. Transcription factor analysis of switch genes from males and 

females with ALS. 

Supplementary Table S6. Chemical-protein analysis of switch genes identified in males and 

females with ALS 

 


