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Supplementary datasets 
1. Supporting file 1: Tab S1.xls. 
DEGs in the four comparison groups with known pathway annotations. After filtering out the DEGs 
without known pathway annotations, only 1491, 4074, 4255 and 515 DEGs are left in RT-R, S-R, 
ST-RT and ST-S, respectively. 
 
 
2. Supporting file 2: Tab S2.xls. 
The detailed information of the selected 169 DEGs. The 169 DEGs are classified into three categories. 
37 DEGs are RDR, 35 DEGs are SDR and 97 DEGs are CDR. Detailed information, such as 
$log_2(ratio)$, GO terms and pathways for each DEGs are given in this file. 
 
 
3. Supporting file 3: Tab S3.xls. 
KEGG pathway enrichment analysis for the 3545 DEGs in RT-R, 10346 DEGs in S-R, 11055 DEGs in 
ST-RT and 1221 DEGs in ST-S.   
 
4. Supporting file 4: Tab S4.xls 
KEGG pathway enrichment analysis for the selected 37 DEGs in RDR, 35 DEGs in SDR and 97 DEGs 
in CDR.   

	
 
 
 
 
 
 
 
 
 
 



Supplementary figures 
5. Supporting file 5: Fig S1 

 

Fig.S1.The pathway-process network and the process-pathway network for 156 of the169 crucial 
biological process annotated DEGs. (a)The pathway-process network. Nodes correspond to the 1191 
unique processes, if two processes relate to one or more pathways for the same DEGs, we endow a 
connection between them. Nodes with different colors are with different degrees. (b) Degree 
distribution for the pathway-process network in (a). (c) The process-pathway network for the 85 unique 
pathways that the 156 crucial biological process annotated DEGs participated. Nodes represent the 85 
pathways, if two pathways involved in the same biological process for the same DEGs, then connect 
the two pathways by an edge. Numbers in panel (c) represent the pathway numbers. The thickness of 
an edge between two node in the two networks is proportion to the number of common DEGs involve 
in the two pathways. (d) The corresponding degree distribution of the process-pathway network as 
shown in (c).  
 
 
 
 
 
 
 
 
 
 
 



6. Supporting file 6: Fig S2 

 

Fig. S2. The gene-process network and the process-gene network. (a)The gene-process network, nodes 
correspond to the 1191 unique processes, edges represent there are common DEGs involve in the two 
processes. (b) Degree distribution of the network as shown in (a). (c)The process-gene network. Nodes 
correspond to the 169 unique genes, if two genes share one or more process for the same DEGs, we 
endow a connection between them. Nodes with different colors are with different degrees. (d) Degree 
distribution for the process-gene network in (c).  

	


