Supplementary Figures
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Supplementary Figure S1. (a) Flow chart showing method followed for processing of bisulfite converted sequenced reads and (b) identification of differentially methylated positions (DMPs) and differentially methylated regions (DMRs).
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Supplementary Figure S2.  (a)  Global distribution of mC patterns in CG-, CHG- and CHH- sequence contexts vis-a-vis-genomic features contexts of genic, promoter and intergenic in the three populations form the native field condition, (b) Distribution pattern of genic mCs in protein coding and transposable element region.



[image: ]
Supplementary Figure S3. Dendrograms showing correlation based clustering based on common mCs of the three populations under native field condition. Hep, Mep and Lep clustered separately on CG and CHG context while showing mixed clustering on CHH context.
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Supplementary Figure S4. Methylation status of trichome development related genes in Lep, Mep and Hep and trichome density under native field condition.
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Supplementary Figure S5. (a) Bar chart showing number of differentially methylated positions (DMPs) (hyper- and hypomethylated), (b) differentially methylated regions (DMRs) (hyper- and hypomethylated), (c) whole genome distribution of DMRs, and (d) number of differentially methylated genes at different genomic contexts (protein coding genes, TEs, pseudogenes and non-coding RNA).
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Supplementary Figure S6. Venn diagram showing common differentially methylated and differentially expressed genes between the populations under native field condition.
[image: ]Supplementary Figure S7. Bar diagram shows the gene ontology enrichment term of commonly differentially methylated as well as differentially expressed genes between the populations ((a) Mep/Lep, (b) Hep/Mep, and (c) Hep/Lep) under native field condition.
[image: ]

[image: ]Supplementary Figure S8. Venn diagram showing common differentially methylated and differentially expressed genes between the populations grown under common controlled condition (F1 generation).


Supplementary Figure S9. Correlation based clustering of the accessions of the three populations on the basis of methylation status of common cytosine positions among field, F1 and F6 samples 
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Supplementary Figure S10. Methylation status of differentially methylated genes BIM3 (a), SUV2 (b), and NEK6 (c). The region represents 100bp differentially methylated region between the Hep and the Lep under controlled grown plants.
Supplementary Tables
Supplementary Table S1. Details of the sample collection sites: The geographical co-ordinates (degree°-min'-sec''), altitude (Meters Above Mean Sea Level) and growing season of the populations.
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