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Figure S5 Amino acid sequence comparison of Chllla (Glyma13g30560) to Chlllb (Glymal5g08680) showing the high degree of
similarity between the two Mg-chelatase subunits. The two boxed residues indicate the positions of the y11-2 (R273Q)
mutation and y11 and CD-5 (Q275R) mutations.
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