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Supplementary Figures 

 

Supplementary Figure 1: Table of Bioanalyzer results indicating the quality of RNA 

extracted from respective tissue. 
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Supplementary Figure 2: M. javanica unigene length distribution in comparison 

with ENSEMBL dog and human genes, and RefSeq human genes. 



 
Supplementary Figure 3: M. javanica transcript validation and quality assessment. 

Figure 3a) describes the relationship between FPKM values and unigene length. The 

minimum supported FPKM is 1.00. Figure 3b) shows the mapping coverage distribution 

of M.javanica unigenes. The red dotted line indicates the mean mapping coverage, 

denoting the quality of mapping. 

 

 



 

 
Supplementary Figure 4: Top 20 BLAST hits distribution to known species. 

 

 

 

 



 

Supplementary Figure 5: Functional classification of assembled M. javanica 

unigenes.  

 

 

 
Supplementary Figure 6: Mapping of unigenes to metabolic pathways. 

A=Glycerolipid metabolism; B=Fatty acid degradation; and C=Linoleic and alpha-

linolenic metabolism. 

 


