               PISXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXDKTGT
               ***               *   *                      **       ******      *
Consensus      PISLYVSIELVKVLQAY-FINQDIHMYDEESDTPAQARTSNLNEELGQVDTILSDKTGTLTCNKMEF   500
AtALA1         PISLYISMELVRIGQAY-FMTNDDQMYDESSDSSFQCRALNINEDLGQIKYLFSDKTGTLTDNKMEF   465
AtALA2         PISIKVSLDLVKGLYAK-FIEWDVEMIDQETGTASYAANTAISEDLGQVEYILTDKTGTLTDNKMIF   389
AtALA3         PISLYVSIEMIKFIQSTQFINRDLNMYHAETNTPASARTSNLNEELGQVEYIFSDKTGTLTRNLMEF   425
AtALA4         PISLYVSIEVVKVLQAS-FINKDLHMYDSESGVPAHARTSNLNEELGQVDTILSDKTGTLTCNQMDF   437
AtALA5         PISLYVSIEVVKVWQAS-FINQDLHMYDDESGVPANARTSNLNEELGQVHTILSDKTGTLTCNQMDF   437
AtALA6         PISLYVSIEVVKVLQAH-FINQDLQLYDSESGTPAQARTSNLNEELGQVDTILSDKTGTLTCNQMDF   438
AtALA7         PISLYVSIELVKVLQAT-FINQDLQMYDSESGTPAQARTSNLNEELGQVDTILSDKTGTLTCNQMDF   437
AtALA8         PISLYVSIEVVKVLQSI-FINQDQEMYHEETDRPARARTSNLNEELGQVDTILSDKTGTLTCNSMEF   436
AtALA9         PISLYVSIEIVKVLQSI-FINQDIHMYYEEADKPARARTSNLNEELGQVDTILSDKTGTLTCNSMEF   442
AtALA10        PISLYVSIEIVKVLQSI-FINRDIHMYYEETDKPAQARTSNLNEELGMVDTILSDKTGTLTCNSMEF   442
AtALA11        PISLYVSIEIVKVLQSL-FINNDILMYYEENDKPAHARTSNLNEELGMVDTILSDKTGTLTCNSMEF   441
AtALA12        PISLYVSIEIVKVLQSI-FINQDIHMYYEEADKPAHARTSNLNEELGQVGTILSDKTGTLTCNSMEF   442
OsALA1         PISLYITMELVRVGQSY-FMIGDTRMYDSSSGSRFQCRSLNINEDLGQIRYIFSDKTGTLTQNKMEF   442
OsALA2         PISLYISMELVRLGQAY-FMGADRDLYDESSRSKFQCRALNINEDLGQIKYVFSDKTGTLTENKMEF   475
OsALA3         PISLYISMELVRLGQAY-FMIRDTTLYDASSNSRFQCRALNINEDLGQVKCVFSDKTGTLTQNKMEF   433
OsALA4         PISLYISIEIVKLLQAL-FINQDIHMYHEETDTPAHARTSNLNEELGQVDTILTDKTGTLTCNSMEF   446
OsALA5         PISLYISIEVVKILQAL-FINQDIEMYHEESDKPTHARTSNLNEELGQVDTVLSDKTGTLTCNMMEF   445
OsALA6         PISLYISIEIVKVLQST-FINQDQNMYCEESDKPARARTSNLNEELGQVHTILSDKTGTLTCNSMEF   448
OsALA7         PISLYVSIELVKVLQAH-FINQDLHMFDEDTGNTAQARTSNLNEELGQVHTILSDKTGTLTCNQMDF   420
OsALA8         PISLYVSIEVIKFIQCTQFINNDLHMYHAESNTPALARTSNLNEELGQVEYIFSDKTGTLTRNLMEF   446
OsALA9         PISIKVSLDFVKSLYAK-FIDWDEEMYDHETDTPAHAANTAISEDLGQVEYILTDKTGTLTENKMIF   387
OsALA10        PISVKVTLDLSKGVYAK-FIDWDEQMFDRETSYISVSFSTAISEDLGQVEYVLSDKTGTLTENRMIF   388
HvALA1         PISLYITMELVRVGQSY-FMIGDTRMYDSSSGSRFQCRSLNINEDLGQIRYIFSDKTGTLTQNKMEF   556
HvALA2         PISLYISMELVRLGQAY-FMGADNDLYDGSSRSRFQCRALNINEDLGQIKYVFSDKTGTLTENKMEF   466
HvALA3         PISLYISMELVRLGQAY-FMIRDAKLYDASTDSRFQCRALNINEDLGQVKCVFSDKTGTLTQNKMEF   434
HvALA4         PISLYVSIELVKLLQAL-FINSDIHMYHEESDTPAHARTSNLNEELGQVYTILTDKTGTLTCNSMEF   461
HvALA5         PISLYISIEMVKILQAV-FINQDIEMYDEESDKPTHARTSNLNEELGQVDTILSDKTGTLTCNMMEF   442
HvALA7         PISLYVSIEVVKVAQAH-FINQDIHMFDEETGNTAQARTSNLNEELGQVHTILSDKTGTLTCNQMDF   443
HvALA8         PISLYVSIEMIKFIQCAQFINNDVNMYHAESNTPALARTSNLNEELGQVEYIFSDKTGTLTRNLMEF   444
HvALA9         PISIKVSLDFVKSMYAK-FIDWDEEMYDQETDTPAHAANTAISEDLGQVEYILTDKTGTLTENKMIF   388
HvALA10        PISIKVTLDLAKGVYAK-FIDCDDQMFDPETNTPAHSANTAISEDLGQVEYILSDKTGTLTENRMIF   388


Supplementary Figure 5. Alignment of P4 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. 

