
                    CPCXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXDKTGT
                     **      * *           *                    ***** *             
Consensus      VLVIACPCALGLATPTAVMVATGVGAXRGLLIKGGDVLERLAKXKAIAFDKTGTLTRG   481
AtHMA1         LMVAASPCALAVA-PLAYATAISSCARKGILLKGAQVLDALASCHTIAFDKTGTLTTG   460
AtHMA2         VLVSACPCGLILSTPVATFCALTKAATSGLLIKGADYLETLAKIKIVAFDKTGTITRG   384
AtHMA3         VLVSGCPCGLILSTPVATFCALTKAATSGFLIKTGDCLETLAKIKIVAFDKTGTITKA   390
AtHMA4         VLVSGCPCGLILSTPVATFCALTKAATSGLLIKSADYLDTLSKIKIVAFDKTGTITRG   394
AtHMA5         VMVIACPCALGLATPTAVMVGTGVGASQGVLIKGGQALERAHKVNCIVFDKTGTLTMG   653
AtHMA6         VLVVACPCALGLATPTAMLVGTSLGARRGLLLRGGDILEKFSLVDTVVFDKTGTLTKG   598
AtHMA7         VVVIACPCALGLATPTAVMVATGVGATNGVLIKGGDALEKAHKVKYVIFDKTGTLTQG   650
AtHMA8         VLVVSCPCALGLATPTAILIGTSLGAKRGYLIRGGDVLERLASIDCVALDKTGTLTEG   539
OsHMA1         LMVAASPCALAVA-PLAYATAISSLASKGILLKGGHVLDALSACQSIAFDKTGTLTTG   428
OsHMA2         LLVSACPCALVLSTPIATFCALLRAARTGLLIKGGDVLESLASIKVAAFDKTGTITRG   388
OsHMA3         MLVSACPCALVLSTPVASFCAMLRAARMGIFIKGGDVLESLGEIRAVAFDKTGTITRG   420
OsHMA4         VLVVACPCALGLATPTAVMVATGKGASQGVLIKGGNALEKAHKVKAIIFDKTGTLTVG   633
OsHMA5         VMVIACPCALGLATPTAVMVATGVGASQGVLIKGGQALESAQKVDCIVFDKTGTLTIG   673
OsHMA6         VVVIACPCALGLATPTAVMVATGVGANHGVLVKGGDALERAQNVKYVIFDKTGTLTQG   649
OsHMA7         VLVIACPCALGLATPTAVLVGTSLGATRGLLLRGGDILEKFSEVDAIVFDKTGTLTIG   561
OsHMA8         VLVVSCPCALGLATPTAILIGTSLGAKRGLLIRGGDVLERLAGIDAIVLDKTGTLTKG   562
OsHMA9         VVVIACPCALGLATPTAVMVATGVGANHGVLVKGGDALERAQNVNYVIFDKTGTLTQG   650
HvHMA1         LMVAASPCALAVA-PLAYATAISSLASKGILLKGGHVLDALSSCQSIAFDKTGTLTTG   464
HvHMA2         LLVSACPCALVLSTPVATFCALLRAARTGLLIKGGDVLESLASIKVAAFDKTGTITRG   393
HvHMA2-like    LLVSACPCALVLSTPVATFCALLMAARTGLLIKGGDVLESLAGIKVAAFDKTGTITSG   385
HvHMA3         LLVSACPCALVLSTPVATFCALLTAARMGLLVKGGDVLESLGEIKAVAFDKTGTITRG   406
HvHMA4         VLVVACPCALGLATPTAVMVATGKGASLGVLIKGGNALEKAHKIKTIIFDKTGTLTKG   632
HvHMA5         VMVIACPCALGLATPTAVMVATGVGASQGILIKGGQALESAQKVDCIIFDKTGTLTIG   662
HvHMA6         VVVIACPCALGLATPTAVMVATGVGANHGVLVKGGDALERAQNVKYIIFDKTGTLTQG   648
HvHMA7         VLVIACPCALGLATPTAVLVGTSLGATRGLLLRGGDVLEKFAEVDAIVFDKTGTLTIG   536
HvHMA8         VLVVSCPCALGLATPTAILIGTSMGAKRGLLIRGGDVLERLAGIDAIVLDKTGTLTKG   454
HvHMA9         VVVIACPCALGLATPTAVMVATGIGANHGVLVKGGDALERAQNVNYVIFDKTGTLTQG   649


Supplementary Figure 1. Alignment of Heavy metal ATPases (P1B) 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 black.
