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Table S1  SNP density in human genes 
 



Table S2  Expression level and breath of human genes across 10 human tissues 
 
 



Table S3  Replication timing of human genes based on the high-resolution replication map of human genomes in HeLa cells.  
Note: Replication timing scores (S50) were described previously (6). In this analysis, the progression of DNA replication in S phase 
was divided equally into 7 sequential time zones (S1-S7). 
 



 

Figure S1  Relationships between SNP density and replication timing among the genes with different expression breadth. Genes are 
classified into 11 groups according to expression breadth from 10 to 0 (A-K). The correlation between SNP density and replication 
timing is significant in TS genes (J and K), but is insignificant in HK genes (A) or widely-expressed genes. The progression of DNA 
replication in S phase was divided equally into 7 sequential time zones (S1 to S7). 



 

Figure S2  Relationships between SNP density and expression level among the genes with different expression breadths. Genes are 
classified into 10 groups according to expression breadth from 10 to 1 (A-J). The significant correlation between SNP density and 
expression level can be observed in HK genes (A), but not in TS genes (J) or narrowly-expressed genes.  



 

Figure S3  SNP density around transcriptional start site (TSS) of HK and TS genes. HK genes show high SNP density at the 5′ end 
of the gene (green line), but this feature is not obvious in TS genes (blue line).  


