[bookmark: _Hlk112855066]                           PPXPXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXDKTGT
             ** * **** ******************** ** ******************* **************** 
Consensus    KLFLSCSLILTSVIPPELPMELSIAVNTSLIALVRRGIFCTEPFRIPFAGKVDICCFDKTGTLTSDDMEF   500
AtP5         KLLLGCSLIITSVIPPELPMELSIAVNTSLLALVRRGIFCTEPFRIPFAGKVDLCCFDKTGTLTSDDMEF   503
OsP5         KLFLSCSLILTSVIPPELPMELSIAVNTSLIALARRGIFCTEPFRIPFAGKVDICCFDKTGTLTSDDMEF   495
HvP5         KLFLSCSLILTSVIPPELPMELSIAVNTSLIALVRRGIFCTEPFRIPFAGKVDICCFDKTGTLTSDDMEF   500

Supplementary figure 6. Alignment of P5  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. 

