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Supplementary Figure 1: The distribution of superfamilies/domains among 32 chickpea methyltransferase protein sequences reveals ten unique protein domain types, with methyltransferase domains being the most prevalent.
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Supplementary Figure 2: Motif logo analysis using MEME Suite reveals a recurrent and consistent motif present in methyltransferase sequences across various chickpea genotypes.
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Supplementary Figure 3: Motif Analysis of 32 Chickpea Methyltransferases. This analysis, performed using MEME software, showcases the identified motifs within the deduced amino acid sequences. Each motif is depicted as a colored box, with different colors representing distinct motifs, while introns are indicated by black lines. A total of 10 unique motifs were discovered, underscoring the diversity among the methyltransferase sequences.
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Supplementary Figure 4: Among the 10 identified motifs, motifs 1, 2, and 3 are predominantly conserved within the methyltransferase sequences. The FIMO tool was employed to identify conserved catalytic motifs, specifically “GXGXG,” “LVXXGGXI,” and “GVXTGYS,” present in these sequences, highlighting their functional significance.
