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Supplementary Figure 1: Comparison of expression profiles of A) lncRNAs and B) mature mRNA transcripts in 3 tissues and at 

10 developmental stages. 



 

 

 

Supplementary Figure 2: Enzyme code distribution for the annotated sequences.  



 

Supplementary Figure 3: CDS co-expressing with lncRNAs and coding for enzymes 

(indicated by shaded boxes) involved in (A) photosynthesis and (B) oxidative phosphorylation. 



The images have been obtained using KEGG1 map module in BLAST2GO2 software 

(https://www.blast2go.com/). 

https://www.blast2go.com/


 

 

Supplementary Figure 4: The complete secondary structures of lncRNAs (A) TR167148, (B) TR29907, and (C) TR123921. 



 

Supplementary Figure 5: The interactome comprising lncRNAs, miRNAs, and mRNAs based on their interactions as putative 

targets, target mimics, and precursors 

 



 

 

 

 

Supplementary Figure 6:  Top gene ontology (GO) terms representing the main biological processes involving lncRNAs co-

expressing with (A) chloroplast and (B) mitochondrion coding sequences. Enzyme code distribution for the annotated sequences 

that is (C) chloroplast CDS and (D) mitochondrion CDS co-expressing with lncRNAs 



 

Supplementary Figure 7: Expression patterns of grapevine lncRNAs co-expressing with 

(A) 9-cis-epoxy-carotenoid dioxygenase (NCED) and (B) zeaxanthin epoxidase (ZEP) 



 

Supplementary Figure 8: CDS co-expressing with lncRNAs and coding for enzymes (indicated by shaded boxes) involved in (A) 

carotenoid, (B) phenylpropanoid (C) flavonoid, and (D) stilbenoid biosynthesis pathways. The images have been obtained using 

KEGG1 map module in BLAST2GO2 software 
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