
Supplementary Information 

Figure S1 (A) Visualization of the transcripts involved in ‘aminoacyl-tRNA biosynthesis’ 

pathway in the rice gall midge maggots isolated from SH. Genes identified in the present 

study are highlighted; (B) Visualization of the transcripts involved in ‘aminoacyl-tRNA 

biosynthesis’ pathway in the rice gall midge maggots isolated from RH. Genes identified in 

the present study are highlighted. 
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Figure S1. Cont. 
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Figure S2. (A) Visualization of the transcripts involved in ‘oxidative phosphorylation’ 

pathway in the rice gall midge maggots isolated from SH. Genes identified in the present 

study are highlighted; (B) Visualization of the transcripts involved in ‘oxidative 

phosphorylation’ pathway in the rice gall midge maggots isolated from RH. Genes 

identified in the present study are highlighted. 
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Figure S3. Venn diagram representing common and specifically present genes in the Asian 

rice gall midge maggots isolated from SH and RH. Numbers represent genes identified to 

be specifically or commonly present in the maggots from SH and RH. 
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