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Additional  File 1: 

 

Additional Figure 1 

Additional Figure 1: The differences between human small-scale and whole-genome duplicate pairs 

using the closest paralogs. The SSDs are represented in brick red and WGDs are represented in blue. The 

red and blue lines represent the mean value of SSD and WGD pairs, respectively. The black line represents 

the mean value of all human duplicates. A. Functional similarity using GO domain ‘Biological Process’; B. 

Functional similarity using GO domain ‘Molecular Function’; C. Subcellular Co-localization using GO 

domain ‘Cellular Component’; D. Gene expression correlation using ‘The Human Protein Atlas’; E. Gene 

expression correlation using ‘Expression Atlas’. The differences between SSD and WGD pairs in each bin is 

significant at least at 95% confidence limit (i.e., P<0.05). 
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Additional Figure 2: Functional similarity between human small-scale duplicate pairs with different 

sequence identity thresholds and whole-genome duplicate pairs. Red, orange and yellow represents 

SSDs based on 50%, 60% and 70% sequence identity and blue represents WGDs. The functional similarities 

between different dN ranges were calculated using both GO domains A. Biological Process and B. 

Molecular Function. SSDs of each percentage identity group and WGDs in same dN range are different in at 

least 95% confidence limit (i.e. P<0.05). 

Additional Figure 2 
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Additional Figure 3: Subcellular co-localization between human small-scale and whole-genome 

duplicate pairs. Red, orange and yellow represents SSDs based on 50%, 60% and 70% sequence identity 

and blue represents WGDs. SSDs of each percentage identity group and WGDs in same dN range are 

different in at least 95% confidence limit (i.e. P<0.05). 

Additional Figure 3 
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Additional Figure 4: Differences in gene expression correlation between human small-scale and 

whole-genome duplicate pairs. The gene expression correlation values of SSD and WGD pairs were 

calculated using RNA-seq gene expression data from A. Human Protein Atlas and B. Expression Atlas.  

Red, orange and yellow represents SSDs based on 50%, 60% and 70% sequence identity and blue represents 

WGDs. SSDs of each percentage identity group and WGDs in same dN range are different in at least 95% 

confidence limit (i.e. P<0.05). 

Additional Figure 4 
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