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Figure S1: Figure depicts the number of IncRNAs present on the telomeric region of each
chromosome in rice genotype (a) IR64 and (b) Pokkali.
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Figure S2: A hierarchical clustering tree summarizes the correlation among significant pathways in
(a) IR64 and (b) Pokkali. Pathways with many shared genes are clustered together. Bigger dots
indicate more significant p-values.
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Figure S3 (a,b): The heatmap has been generated based on the log2 fold-change values showing
differential expression of IncRNAs in rice genotypes (a) IR64 and (b) Pokkali exposed to ABA at 0, 3,
6,12, and 24 h.
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Figure S4 a,b): The heatmap has been generated based on the log2 fold-change values showing

differential expression of IncRNAs in rice genotypes (a) IR64 and (b) Pokkali exposed to SA at 0, 3, 6,
12, and 24 h.
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Figure S5 (a,b): The heatmap has been generated based on the log2 fold-change values showing
differential expression of IncRNAs in rice genotypes (a) IR64 and (b) Pokkali exposed to JA at 0, 3, 6,
12, and 24 h.
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Figure S6 (a,b): The heatmap has been generated based on the log2 fold-change values showing
differential expression of IncRNAs in rice genotypes (a) IR64 and (b) Pokkali exposed to ET at 0, 3, 6,
12, and 24 h.
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*LncRNA coding potential: Coding Potential Calculator
(CPC) (cpc.cbi.pku.edu.cn)

*ORF Predictor: (proteomics.ysu.edu/tools/OrfPredictor.html)

*Subcellular localization: Locate R (locate-
r.azurewebsites.net/)

« Physical mapping: TBtools v. 1.098761

*RiceLncPedia database: to predict IncRNA as miRNA
precursor, IncRNA from transposons, its collocation with QTLs
(3dgenome.hzau.edu.cn/RiceLncPedia#/)

*LncRNA association with transcription factor: Plant l

transcription factor database v4.0 (PlantTFDB)
(plantregmap.gao-lab.org/binding site prediction.php)
*IncRNA-miRNA-mRNA interaction: psRNATarget [ Expression analysis of IncRNAs J

(www.zhaolab.org/psRNATarget) using qRT-PCR
*Gene Ontology enrichment: ShinyGO tool
(bioinformatics.sdstate.edu/go/)

Figure S7: Schematic representation of the workflow and steps involved in the experiment.



