[image: image1.emf]Aminotran_1 2

XP_004485405.1 — Methyltransferase
XP_004492936.1 PrmA
XP_004515598.1 LCM
XP_004510052.1 PUA
XP_004491518.1 Pox_MCEL
XP_004491318.1 Sterol_MT_C

XP_004515076.1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PCMT)

XP_004504352.1 PGK

XP_004502631.1 PHD

XP_004499918.1

XP_004498868.1

XP_004493600.1

XP_004489801.1

XP_012570542.1

XP_004513963.1

XP_004512683.1

XP_004509259.1

XP_004506744.1

XP_004506058.1

XP_004489174.1

XP_004510029.1

NP_001351681.1

XP_004504753.1

XP_004488701.1

XP_004510156.1

XP_012573264.1

XP_004504712.1

NP_001266141.1

XP_004516664.1

XP_004516997.1

NP_001265927.1

* | 1}
'i!l'l“"'l milll:ﬂi|!||

Ul

O

200 400 600 800 1000 1200









XP_004485405.1

XP_004492936.1

XP_004515598.1

XP_004510052.1

XP_004491518.1

XP_004491318.1

XP_004515076.1

XP_004504352.1

XP_004502631.1

XP_004499918.1

XP_004498868.1

XP_004493600.1

XP_004489801.1

XP_012570542.1

XP_004513963.1

XP_004512683.1

XP_004509259.1

XP_004506744.1

XP_004506058.1

XP_004489174.1

XP_004510029.1

NP_001351681.1

XP_004504753.1

XP_004488701.1

XP_004510156.1

XP_012573264.1

XP_004504712.1

NP_001266141.1

XP_004516664.1

XP_004516997.1

NP_001265927.1

0 200 400 600 800 1000 1200

5' 3'

Aminotran_1_2

Methyltransferase

PrmA

LCM

PUA

Pox_MCEL

Sterol_MT_C

Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PCMT)

PGK

PHD


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.
