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Figure S 5. Figure S5. Alignment of amino acid sequences of TaPDIL3A and soybean GmPDIL-3a.
The active center CXXC/S motifs (shaded in black), conserved glutamic acid (boxes with dotted lines) is
indicated. Asterisk indicates positions which have a single, fully conserved residue. Colon indicates
conservation between groups of strongly similar properties. Period indicates conservation between groups
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