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Supplementary information  

 

Supplementary figures 

Fig. S1. Nucleotide composition of rice genes expressed under abiotic stress. (a-c) Upregulated 

genes (d-f) downregulated genes with low, intermediate, and high expression level respectively.  

Fig. S2. Nucleotide composition of rice genes expressed under biotic stress. (a-c) Upregulated 

genes (d-f) downregulated genes with low, intermediate, and high expression level respectively. 

Fig. S3. The Correlation analysis between %GC and gene length. The gene length and %GC is 

directly correlated, and the genes are distributed into three different clusters. (a) abiotic stress (b) biotic 

stress.  

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Supplementary Table (supplied as Excel files) 

Supplementary Table S1 List of SRA libraries, their accession and cultivars used in current study 

Supplementary Table S2. Differentially expressed genes in rice under abiotic and biotic stress 

conditions 

Supplementary Table S3. Sorting, function predication of differentially expressed genes under 

abiotic stress condition.  

Supplementary Table S4. Sorting, function predication of differentially expressed genes under biotic 

stress condition. 

Supplementary Table S5: Nucleotide composition, CAI and ENC in the genes expressed under 

abiotic stress conditions 

Supplementary Table S6: Nucleotide composition, CAI and ENC in the genes expressed under 

biotic stress conditions 

 

 


