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Figure S1: Distribution of fusion transcripts with respect to the tissue types in A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica.
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Figure S2: Distribution of fusion transcripts for each stress condition or treatment in A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica
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Figure S3: Distribution of fusion transcripts for their expression in RNA-Seq samples in A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica
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Figure S4: Venn diagram showing the number of overlapping fusion transcripts between different tissues and stress conditions A. A Venn diagram displaying common fusion transcripts between aerial, seedling, leaf, shoot, rosette, and seed tissues in Arabidopsis thaliana. B. A Venn diagram displaying common fusion transcripts between Aphid, cold, heat, Trichoderma, light, and mite stress conditions in Arabidopsis thaliana. C. Venn diagram displaying common fusion transcripts between leaf, shoot, seed, and root tissues in Cicer arietinum D. A Venn diagram displaying common fusion transcripts between Fusarium oxysporum f.sp. ciceri race 1 (Foc1), Helicoverpa armigera, CO2, and drought stress conditions in Cicer arietinum. E. A Venn diagram displaying common fusion transcripts between leaf, seedling, panicle, and root tissues in Oryza sativa indica. F. A Venn diagram displaying common fusion transcripts between Fusarium oxysporum, Pyricularia oryzae, salt, heat, and drought stress conditions in Oryza sativa indica. G. Venn diagram displaying common fusion transcripts between leaf, seedling, panicle, shoot, and root tissues in Oryza sativa japonica. H. A Venn diagram displaying common fusion transcripts between drought, salt, heat, Magnaporthe oryzae, Rhizotonia saloni, and Meloidogyne graminicola in Oryza sativa japonica.
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Figure S5: Scatterplot depicting the correlation of the distance between the parental genes of intrachromosomal fusion transcripts and the fusion transcript having that distance in A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica.
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Figure S6: The distribution of identified fusion transcripts in different categories based on the location of their junction sites with respect to the parental genes’ chromosomal location in A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica, where E refers to the junction site present at the end of the exon, M denotes the junction site at the middle of the exon, and U refers to the untranslated region. Additionally, the proportion of fusion transcripts belonging to the proximal, distal, or intertype based on the location of the two parental genes is also examined for each subcategory.
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Figure S7: Regression plot depicting the correlation between the number of bases present in a sample and the number of fusion transcripts identified in each for A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica.
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Figure S8: Correlation between the total number of annotated genes on each chromosome and the number of genes forming fusion transcripts for A. Arabidopsis thaliana, B. Cicer arietinum, C. Oryza sativa indica, and D. Oryza sativa japonica.
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Figure S9: Top10 Gene Ontology terms parental genes identified for fusion transcripts expressing uniquely in a sample and fusion transcripts identified in more than one sample in A. Arabidopsis thaliana, B. Oryza sativa indica, C. Oryza sativa japonica, and D. Cicer arietinum.
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Figure S10: Correlation between the expression pattern of fusion transcripts and their parental genes.
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Figure S11: ChIP-Seq peak calling results as visualized by IGV, showing the DNA binding proteins found near the breakpoint region of parental genes of the Arabidopsis thaliana fusion transcript AT1G29920_AT1G29930.
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Figure S12: ChIP-Seq peak calling results as visualized by IGV, showing the DNA binding proteins found near the breakpoint region of parental genes of the Oryza sativa japonica fusion transcript Os11g0106700_Os12g0106000.
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Figure S13: Validation of the fusion junction sequences of 14 recurrent fusion transcripts identified in Arabidopsis thaliana and Oryza sativa by Sanger sequencing Red dotted lines indicate the fusion junction. 
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Figure S14: The agarose gel electrophoresis of the qRT-PCR product of the fusion transcripts showing the relative expression at different stress conditions. The different lanes represent the samples as; Lane 1- Control, Lane 2- Drought, Lane 3- Salt, and Lane 4- cold. All the respective sizes of the product have been indicated with the red arrow in each image. The GAPDH was used as the internal control gene for both Arabidopsis and Oryza.
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