Figure S1. Sequence of A. lyrata SCR37.  The missing portion of A. lyrata SCR37 was amplified (see Methods) and cloned into the pGemT-easy plasmid. The gene sequence, including intron and 3’ sequences, is shown along with the predicted amino-acid sequence.  The amino-acid sequence shown in bold corresponds to the sequence that was determined in this study. The underlined sequence corresponds to the “TSP3” primer listed in Table S1.
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