
RPP8     1 MAEAFVSFGLEKLWDLLSRESERLQGVDEQIDGLKRQLRSLQSLLKDADAKKHGSDRVRN
RCY      1 MAEGFVSFGLQKLWDLLSRESERLQGIDEQLDGLKRQLRSLQSLLKDADAKKHGSDRVRN
HRT      1 MAEAFVSFGLEKLWDLLSRESERLQGIDEQLDGLKRQLRSLQSLLKDADAKKHGSDRVRN
LOV1     1 MAEGVVLFGVHKLWELLNRESARLNGIGEQVDGLKRQLGRLQSLLKDADAKKHESERVRN
Col-0    1 MAEGVVLFGVHKLWELLNRESARLNGIGEQVDGLKRQLGRLQSLLKDADAKKHESERVRN

RPP8    61 FLEDVKDLVFDAEDIIESYVLNKLRGEGKGVKKHVRRLARFLTDRHKVASDIEGITKRIS
RCY     61 FLEDVKDLVFDAEDIIESYVLNKLRGEGKGVKKHVRRLARFLTDRHKVASDIEGITKRIS
HRT     61 FLEDVKDLVFDAEDIIESYVLNKLRGEEKGIKKHVRRLACFLTDRHKVASDIEGITKRIS
LOV1    61 FLEDVRDIVYDAEDIIESFLLNEFRTKEKGIKKHARRLACFLVDRRKFASDIKGITKKIS
Col-0   61 FLEDVRDIVYDAEDIIESFLLNEFRTKEKGIKKHARRLACFLVDRRKFASDIKGIT----

RPP8   121 DVIGEMQSFGIQQ-IIDGVRSLSLQERQRVQREIRQTYPDSSESDLVGVEQSVKELVGHL
RCY    121 EVIGEMQSFGIQQ-IIDGGRSLSLQERQ---REIRQTYPDSSESDLVGVEQSVKELVGHL
HRT    121 EVIGEMQSLGIQQQIIDGGRSLSLQERQRVQREIRQTYPDSSESDLVGVEQSVTELVCHL
LOV1   121 EVIGGMKSLGIQE-IIDGASSMSLQERQREQKEIRQTFANSSESDLVGVEQSVEALAGHL
Col-0      ------------------------------------------------------------

RPP8   180 VENDVHQVVSIAGMGGIGKTTLARQVFHHDLVRRHFDGFAWVCVSQQFTQKHVWQRILQE
RCY    177 VENDVHQVVSIAGMGGIGKTTLARQVFHHDLVRRHFDGFAWVCVSQQFTQKHVWQRILQE
HRT    181 VENDVHQVVSIAGMGGIGKTTLARQVFHHDLVRRHFDGFAWVCVSQQFTQKHVWQRILQE
LOV1   180 VENDNIQVVSISGMGGIGKTTLARQVFHHDMVQRHFDGFAWVFVSQQFTQKHVWQRIWQE
Col-0      ------------------------------------------------------------

RPP8   240 LQPHDGDILQMDEYALQRKLFQLLEAGKYLVVLDDVWKKEDWDVIKAVFPRKRGWKMLLT
RCY    237 LQPHDGDILQMDEYALQRKLFQLLEAGRYLVVLDDVWKKEDWDRIKAVFPRKRGWKMLLT
HRT    241 LQPHDGDILQMDESALQPKLFQLLETGRYLLVLDDVWKKEDWDRIKAVFPRKRGWKMLLT
LOV1   240 LQPQNGDISHMDEHILQGKLFKLLETGRYLVVLDDVWKEEDWDRIKAVFPRKRGWKMLLT
Col-0      ------------------------------------------------------------

RPP8   300 SRNEGVGIHADPTCLTFRASILNPEESWKLCERIVFPRRDET----EVRLDEEMEAMGKE
RCY    297 SRNEGVGIHADPTCLTFRASILNPEESWKLCERIVFPRRDET----EVRLDEEMEAMGKE
HRT    301 SRNEGVGIHADPTCLTFRASILNPEESWKLCERIVFPRRDET----EVRLDEEMEAMGKE
LOV1   300 SRNEGVGIHADPKSFGFKTRILTPEESWKLCEKIVFHRRDETGTLSEVRVDEDMEAMGKE
Col-0      ------------------------------------------------------------

RPP8   356 MVTHCGGLPLAVKVLGGLLANKHTVPEWKRVSDNIGSQIVGGSCLDDNSLNSVYRILSLS
RCY    353 MVTHCGGLPLAVKALGGLLANKHTVPEWKRVFDNIGSQIVGGSGLDDNSLNSVYRILSLS
HRT    357 MVTHCGGLPLAVKVLGGLLANKHTVPEWKRVSDNIGSQIVGGSCLDDNSLNSVYRILSLS
LOV1   360 MVTCCGGLPLAVKVLGGLLATKHTVPEWKRVYDNIGPHLAGRSSLDDN-LNSIYRVLSLS
Col-0      ------------------------------------------------------------

RPP8   416 YEDLPTHLKHRFLFLAHFPEYSKISAYDLFNYWAVEGIY----DGSTIQDSGEYYLEELV
RCY    413 YEDLPTHLKHCFLYLAHFPEDSKIYRHGLFNYWAVEGIY----DGSTIEDSGEYYLEELV
HRT    417 YEDLPTHLKHRFLFLAHFPEDSKITTQELFYYWAAEGIY----DGSTIEDSGEYYLEELV
LOV1   419 YEDLPMCLKHCFLYLAHFPEYYEIHVKRLFNYLAAEGIITSSDDGTTIQDKGEDYLEELA
Col-0      ------------------------------------------------------------



RPP8   472 RRNLVIADNRYLSSHSKNCQMHDMMREVCLSKAKEENFLQIIKDPTSTSTINAQSPSRSR
RCY    469 RRNLVIADNKNLDWHSKYCQMHDMMREVCLPKAKEENFLQIIKDPTCTSTINAQSPSRSR
HRT    473 RRNLVIADNKYLRVHSKYCQMHDMMREVCLSKAKEENFLQIIKDPTSISTINAQSPRRSR
LOV1   479 RRNMITIDKNYMFLRKKHCQMHDMMREVCLSKAKEENFLEIFKVSTATSAINARSLSKSR
Col-0      ------------------------------------------------------------

RPP8   532 RLSIHSGKAFHLLGHKNNTKVRSLIVW---DEDFGIRSAS-VFHNLTLLRVLDLYWVKFE
RCY    529 RLSIHSGKAFHILGHRNNAKVRSLIVLRLKEEDYWIRSAS-VFHNLTLLRVLDLSWVKFE
HRT    533 RLSIHRGKAFQILGHRNNAKVRSLIVSRFKEEDFWIRSAS-VFHNLTLLRVLDLSWVKFE
LOV1   539 RLSVHGGNALQSLGQTINKKVRSLLYFAFEDEFCILESTTPCFRSLPLLRVLDLSRVKFE
Col-0      ------------------------------------------------------------

RPP8   588 GGKLPSSIGGLIHLRYLSLFLAGVSHLPSTMRNLKLLLYLNLSVNNKEPIHVPNVLKEMI
RCY    588 GGKLPCSIGGLIHLRYLSLCGAGVSHLPSTMRNLKLLLYLNLNVDNEELIHVPNVLKEMI
HRT    592 GGKLPSSIGGLIHLRYLSLYEAKVSHLPSTMRNLKLLLYLDLSVHEEEPIHVPNVLKEMI
LOV1   599 GGKLPSSIGDLIHLRFLSLHRAWISHLPSSLRNLKLLLYLNLGFNG--MVHVPNVLKEMQ
Col-0      ------------------------------------------------------------

RPP8   648 QLRYLSLPLKKDDKTKLELGDLVNLEFLFGFSTQHSSVTDLLHMTKLRYLAVSLSERCNF
RCY    648 ELRYLSLPIKMDDKTKLELGDLVNLEFLFGFSTQHSSVTDLLHMTKLRYLAVSLSERCNF
HRT    652 ELRHISLPL-MDDKTKLELGDLVNLEYLFRFSTQHSSVTDLLRMTKLQYLGVSLSERCNF
LOV1   657 ELRYLQLPMSMHDKTKLELSDLVNLESLMNFSTKYASVMDLLHMTKLRELSLFITDGS-S
Col-0      ------------------------------------------------------------

RPP8   708 ETLSSSLRELRNLETLYVLFSPEIFMVDYMGEFVLDHFIHLKELGLAVRMSKIPDQHQLP
RCY    708 ETLSSSLRELRNLETLNFLFTPQTYMVDHMGVFVLDHFIHLKELGLAVSMSKIPDQHQFP
HRT    711 ETLSSSLRELRNLESLNFLFTPETYMVDYMGEFVLDHFIHLKELGLAVRMSKIPDQHQFP
LOV1   716 DTLSSSLGQLRSLEVLHLYDRQEPRVAYHGGEIVLN-CIHLKELELAIHMPRFPDQYLFH
Col-0      ------------------------------------------------------------

RPP8   768 PHLAQIYICNCRMEEDPMPILEKLLHLKSVKLTFKAFAGRRMVCSKGGFTQLCALEISEQ
RCY    768 PHLVHIFLFYCGMEEDPMPILEKLLHLKSVELSNKAFAGRRMVCSKGGFTQLCALEISEQ
HRT    771 PHLTHIHLLFCRMEEDPMPILEKLLHLKSVQLTDEAFVGSRMVCSKGGFPQLCALDISKE
LOV1   775 PHLSHIYLWCCSMEEDPIPILERLLHLKSVILTFGAFVGRRMVCSKGGFPQLCFLKLEEL
Col-0      ------------------------------------------------------------

RPP8   828 SELEEWIVEEGSMPCLRTLTIHDCEKLKELPDGLKYITSLKELKIEGMKREWKEKLVPGG
RCY    828 LELEEWIVEEGSMPCLRTLTIHDCKKLKELPDGLKYITSLKELKIEGMKREWKEKLVPGG
HRT    831 SELEEWIVEEGSMPCLRTLTIHDCEKLKELPDGLKYITSLKELKIEGMKREWKEKLVPGG
LOV1   835 EELEEWIVEEGSMPLLRALTICNCRKLK-LPGGINYITSLKELTIVGMK--WKEKLVPGG
Col-0      ------------------------------------------------------------

RPP8   888 EDYYKVQHIPDVQFINCDQ
RCY    888 EDYYKVQHIPDVQFINCDQ
HRT    891 EDYYKVQHIPDVQFINCDQ
LOV1   892 EDYYKVQNIPNVQFINCDE
Col-0      -------------------


