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Consensus        FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRHLSACETMGSATTICSDKTGTLTTNH   490
AtACA1           FAVAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRNLAACETMGSATTICSDKTGTLTTNH   465
AtACA2           FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRHLAACETMGSATTICSDKTGTLTTNH   463
AtACA4           FAISVTIIVVAVPEGLPLAVTLSLAFAMKKLMSDRALVRHLAACETMGSSTCICTDKTGTLTTNH   460
AtACA7           FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRHLAACETMGSATTICSDKTGTLTTNH   464
AtACA8           LTVAVTIVVVAVPEGLPLAVTLTLAYSMRKMMADKALVRRLSACETMGSATTICSDKTGTLTLNQ   491
AtACA9           FTIAVTIVVVAVPEGLPLAVTLTLAYSMRKMMADKALVRRLSACETMGSATTICSDKTGTLTLNQ   504
AtACA10          FTVAVTIVVVAVPEGLPLAVTLTLAYSMRKMMADKALVRRLSACETMGSATTICSDKTGTLTLNE   491
AtACA11          FAIAVTIIVVAVPEGLPLAVTLSLAFAMKQLMSDRALVRHLAACETMGSSTCICTDKTGTLTTNH   460
AtACA12          VAAAVTIVVVAIPEGLPLAVTLTLAYSMKRMMSDQAMVRKLSACETMGSATVICTDKTGTLTLNE   462
AtACA13          VAAAVTIIVVAIPEGLPLAVTLTLAYSMKRMMKDNAMVRKLSACETMGSATVICTDKTGTLTLNQ   458
OsACA1           FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRHLAACETMGSATTICSDKTGTLTTNH   465
OsACA2           FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRHLAACETMGSATTICSDKTGTLTTNH   465
OsACA3           FAVAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRQLAACETMGSATVICSDKTGTLTTNR   470
OsACA4           FATAVTIIVVAVPEGLPLAVTLSLAFAMKKLMNDKALVRHLSACETMGSAGTICTDKTGTLTTNY   464
OsACA5           FATAVTIIVVAVPEGLPLAVTLSLAFAMKKLMNDKALVRHLSACETMGSAGTICTDKTGTLTTNH   460
OsACA6           FAVAVTIIVVAVPEGLPLAVTLSLAFAMKKLMQERALVRHLSACETMGSASCICTDKTGTLTTNH   461
OsACA7           FAIAVTIIVVAVPEGLPLAVTLSLAFAMKKLMHDKALVRHLAACETMGSASCICTDKTGTLTTNH   467
OsACA8           FQQAVTIIVVAIPEGLPLAVTLTLAFSMKRMVRENALVRRLSACETMGSVTAICTDKTGTLTLNQ   469
OsACA9           LTIAVTIVVVAVPEGLPLAVTLTLAYSMQKMMADKALVRRLSACETMGSATTICSDKTGTLTLNQ   481
OsACA10          LTIAVTIVVVAVPEGLPLAVTLTLAYSMRKMMRDKALVRRLSSCETMGSATTICSDKTGTLTLNK   494
OsACA11          FTVAVTIVVVAVPEGLPLAVTLTLAFSMRKMMRDKALVRRLSACETMGSATTICSDKTGTLTLNQ   495
HvACA1           FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRHLAACETMGSATSICSDKTGTLTTNH   465
HvACA2           FAIAVTIVVVAVPEGLPLAVTLSLAFAMKKMMNDKALVRNLAACETMGSATTICSDKTGTLTTNH   465
HvACA3           FAVAVTIVVVAVPEGLPLAVTLSLAYAMEKMMNDKALVRQLAACETMGSATVICSDKTGTLTSNR   468
HvACA4_5         FATAVTIIVVAVPEGLPLAVTLSLAFAMKKLMNDKALVRHLAACETMGSAGTICTDKTGTLTTNH   463
HvACA6           FAVAVTIIVVAVPEGLPLAVTLSLAFAMKKLMQERALVRHLSACETMGSASCICTDKTGTLTTNH   461
HvACA7           FAIAVTIIVVAVPEGLPLAVTLSLAFAMKKLMNDKALVRHLAACETMGSVSCICTDKTGTLTTNH   471
HvACA8           FQQAVTIIVVAIPEGLPLAVTLTLAFSMKRMVKENALVRRLSACETMGSVTAICTDKTGTLTLNQ   465
HvACA9           LTVAVTIVVVAVPEGLPLAVTLTLAYSMRKMMADKALVRRLSACETMGSATTICSDKTGTLTLNQ   506
HvACA10          FTIAVTIVVVAVPEGLPLAVTLTLAYSMRKMMRDKALVRRLSSCETMGSATTICSDKTGTLTLNK   490
HvACA10-like     FTVAVTIVVVAVPEGLPLAVTLTLAYSMRKMMRDKALVRRLSSCETMGSATTICSDKTGTLTLNK   498
HvACA11          LTIAVTIVVVAVPEGLPLAVTLTLAFSMRKMMRDKALVRRLSACETMGSATTICSDKTGTLTLNQ   490


Supplementary Figure 3. Alignment of P2B 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.
