                           PEXLXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXDKTGT
              ** ***************** ********  ****** ** ************************
Consensus     YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAQKNALVRKLPSVETLGCTTVICSDKTGTLTTN   371
AtECA1        YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAQKNALVRKLPSVETLGCTTVICSDKTGTLTTN   389
AtECA2        YFKIAVALAVAAIPEGLPAVITTCLALGTRKMAQKNAIVRKLPSVETLGCTTVICSDKTGTLTTN   374
AtECA3        YFKIAVALAVAAIPEGLPAVVTTCLALGTKKMARLNAIVRSLPSVETLGCTTVICSDKTGTLTTN   355
AtECA4        YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAQKNALVRKLPSVETLGCTTVICSDKTGTLTTN   389
OsECA1        YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAQKNALVRKLPSVETLGCTTVICSDKTGTLTTN   393
OsECA2        YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAAKNALVRKLPSVETLGCTTVICSDKTGTLTTN   385
OsECA3        YFKVAVALAVAAIPEGLPAVVTTCLALGTKRMARLNAIVRSLPSVETLGCTTVICSDKTGTLTTN   356
HvECA1        YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAQKNALVRKLPSVETLGCTTVICSDKTGTLTTN   393
HvECA2        YFEIAVALAVAAIPEGLPAVITTCLALGTRKMAAKNALVRKLPSVETLGCTTVICSDKTGTLTTN   380
HvECA3        YFKVAVALAVAAIPEGLPAVVTTCLALGTKRMARLNAIVRSLPSVETLGCTTVICSDKTGTLTTN   355

Supplementary Figure 2. Alignment of P2A ATPases from A. thaliana, O. sativa, and H. vulgare. The alignment depicts the area used for searching the genomes. The number on the right side is the last amino acid for each sequence in the alignment. The top shows the query string where only the subgroup and P-Type ATPase is used with a specific distance between the two. To create a bait that could identify family members in which an intron was between the two motifs, the consensus sequence (marked in blue) surrounding the two was used. The subgroup and ATPase motif are marked in orange. All mismatches to the consensus sequence are marked in black.
