
 

Supplementary Fig. S1 Result of NR Annotation. 

(A) The E-value distribution of the result of NR annotation. (B) The similarity distribution of the result 

of NR annotation. (C) The species distribution of the result of NR annotation. 

 

 

 

 

 

 

 

 



 

Supplementary Fig. S2 COG Function classification of H. patens unigenes. 

The horizontal coordinates are function classes of COG and the vertical coordinates the numbers of 

unigenes in each class. The full names of the function classes are listed to the right. 

 

 

 

 

 

 

 

 

 

 

 



 

 

Supplementary Fig. S3 GO Classification of H. patens unigenes. 

The X-axis shows the GO function classes. The right Y-axis shows the numbers of unigenes in one 

class and the left Y-axis the percentages of unigenes in each class. 

 



 
Supplementary Fig. S4 GO enrichment analysis of 2-fold up-regulated and specifically-enriched 

genes. 

The bar graph highlighting the distribution of the up-regulated and enriched genes at individual stages 

into functional categories based on GO annotations.  

 



 

Supplementary Fig. S5 GO enrichment analysis of differentially expressed and stage-specifically 

expressed genes. 

The bar graph highlighting the distribution of the differentially expressed and stage-specifically 

expressed genes at individual stages into functional categories based on GO annotations.  



 

Supplementary Fig. S6 KEGG pathway enrichment analysis of differentially expressed and 

stage-specifically expressed genes. 

The bar graph highlighting the distribution of the differentially expressed and stage-specifically 

expressed genes at individual stages into pathway categories based on KEGG pathway annotations.  

 

 

 

 


