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Supplementary Fig. S1.  The overall workflow of the transcriptome analysis of two alfalfa 

genotypes in response to salinity stress.  

  



 

Supplementary Fig. S2. Representation of transcripts and unigenes in alfalfa. Size of transcripts 

and unigenes are shown in x-axis and numbers are in y-axis. 

  



 

Supplementary Fig. S3. Functional annotation statistics of the alfalfa transcriptome assembly. 

NT, NCBI non-redundant nucleotide sequences; NR, NCBI non-redundant protein sequences; 

GO, gene ontology, SwissProt, a manually annotated and reviewed protein sequence database; 

PFAM (Protein family); KO (Kyoto Encyclopedia of Genes and Genomes Ortholog database); 

KOG (EuKaryotic Orthologous Groups). 

 

 

  



 
 

Supplementary Fig. S4. Gene Ontology (GO) distribution of the alfalfa transcriptome assembly. 

Top 10 GO terms for each subclass (Biological Process, Cellular Component, and Molecular 

Function) are shown.  

 



 

Supplementary Fig. S5. Representation of KEGG pathways distribution for transcriptome 

assembly. The unigenes are further classified into metabolic categories and represented as 

percentage subcategory of the unigenes. The total number of unigenes are represented on the 

right of each subcategory. A) Cellular process pathway. B) Environmental information 

processing pathways. C) Genetic information processing pathways. D) Metabolic pathways. E) 

Organism system pathway.  

 

  



 

Supplementary Fig. S6. EuKaryotic Orthologous Groups (KOG) classification representation of 

transcriptome assembly.  

 

  



 

Supplementary Fig. S7. Comparison of salt tolerance index (STI) for various traits between G03 

(salt-tolerant) and G09 (salt-sensitive) genotypes5.  
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