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At, Arabidopsis thaliana; Zm, Zea mays; Sb, Sorghum bicolor; Os, Oryza sativa; Bd, Brachypodium
distachyon; Gm, Glycine max; Rec, Ricinus communis; Vv, Vitis vinifera; Hs, Homo sapiens

FIGURE S1. Multiple alignment of amino acid sequences of the NudC
domain proteins from Arabidopsis thaliana and their homologs generated
by Clustal Omega. The presented species are A. thaliana (At), Zea mays
(Zm), Sorghum bicolor (Sb), Orvza sativa (0Os), Brachypodium
distachyon (Bd), Glvcine max (Gm), Ricinus communis (Rc), Vitis
vinifera (Vv), and Homo sapiens (Hs). The two conserved domains are
underlined with black (NudC domain) and red (CS domain) lines. Black
background represents 90—100% sequence identity and grey background
represents 80—90% identity.



