
426311                                      1 MEEKI-------NSGDGEEK---RRAAFKHKTGGQGWAKRVLVGSSAATGIGATIGLIGGAAKGHPVRAFALPVTINFAIAGSFLSGMTEVTRAMLRTEPGSYTNTIGGG
Phpat.022G050400                            1 MTVDGPGGRRWRREFDGR--PMSPGGRPLDYRGSDGWGYRILSKSLAAGGFGAGAGLLVGAVRGQPALRLGLSVGTNFLIAASCFGAAQEISRELRAAEPENLIDAAVGG
Bra032686                                   1 MES-----E-DPKLSEEAIQ-----LPTSTIEQPPSLSERLLIPTLLAGAIGGGVGLLSKRRKAH--PNIPATYATNSAIVAACYCGVRELVKVTRKSQDDDLMNSAIGG
Bra015100                                   1 MAS-----G-DQKFAERKIQP--VSPPTPIVQP-TTPTKRVLITTLLAGVIGGGAGLVSKHRKAY--PNIPTIYAANFAIVAGCYCGAREFVRITRRSEHDDVLNSTIGG
AT3G25120                                   1 MAL-----G-DRKSPEQTNQA--LSPPTPIVQENGTPTKRVLITSLLAGVIGGGAGLVSKHRIAH--PNIPTVYAANFAIVAGCYCGARESVRITRRSEHDDLMNSAIGG
Carubv10014714                              1 MAS-----G-DRKSPEKTTQP--LSPPTPIEQKNGTPTKRVLVTSLLAGVIGGGVGLVSKHRKAH--PNIPTVYATNCAIVAGCYCGAREFVRITRRTEHDDLMNSAIGG
GRMZM2G076351                               1 -------------------------------------------------------------------------------------------------------MNSVVGG
LOC_Os04g30740                              1 MA-----------TPASEPAG--AGTPEPAAPFSADWKERILLPAAVAGVVGAGFGLLSRHRARLGAARATATYAANLAIVAGCYGGARELARDARASTPDDPMNSVVGG
Medtr8g012725.1                             1 MGS-----SENRENPDEV--VNNTFHHSSSSSSRHDWKNRIFIPTLLAGVAGAGTGLLSKHRKSLGLANVAASYAANFAIVTGCYCGAREFVTATRKTGPEDLWSSAIAG
Glyma17g16170                               1 MG------SENKEAPGGE--LNN---SSPSPSSSHAWKSRIVIPTLLAGVAGAGAGLISKHRRTLGLATVCSNYAVNFTIVTGCYCGAREFVAATRKTGPDDILNSAVAG
Cucsa.077990                                1 MD----------SPDPKTPNSDTPPFSSSTSSDYGGWKERIFYPTLLAGIVGGGAGLLSKYRKVHGLANISATYATNLSIVAACYCGAREFVRVSRRSEPDDLMNSAIAG
PGSC0003DMG400022033|PGSC0003DMT40005665    1 MD--------------SMRKSNSEEQISSSSSPSSDWKERFLLPTFLAGVVGGGAGMVSKHRKVHGLANICATYATNFAIVTACYCGAREFVRASRTGKPDDLLNSAIGG
Eucgr.K02137                                1 MAS-----NRDPKPSQAEPPPPSPSPSPSPSSSSDDWKGRVFLPALLAGIAGGGYGLVSKHRKVHGLANISAAYAANFAIVMGCYCGTREFVRVTRKSEPDDLLNSAIGG
GSVIVG01003251001                           1 -------------MASNEKNLE-SSSSSDSSSSSEFWKERFFIPTLLAGIVGGGTGLVSKYRKVHGLANISATYAANFAIVTGCYCGAREFVRRNRGTGPDDLISSAVGG
30217.t000006|30217.m000255                 1 ---------MASKPLQGEATHP-PPPPSSSSSFSENWKERILIPTILAGIGGGGVGLVSKHRQTHGLASISTAYATNFAIVTGCYCGAREFVRVSRKSEPDDLVNSAFAG
Potri.002G246000                            1 MG------SSGMKPLEENAKAP-PPPP--PSSFSENWKERILIPTLLAGITGGGVGLVSKHRKVHGLANISTTYATNFSIVTGCYCGAREFVRVVRKSEPDDLVNSAVAG

426311                                    101 MISGIVLARLQGIAASPFSMGLLFAAVGTGCQFAANQWDEYRLKKFVDTLPDDAFPEEFRETRKEMVEEANKERSW---PSWLPFRKLSEEEFQHKAELARRMKQERG--
Phpat.022G050400                          109 FASGALLGHFHGGRARTLPMGILFAVVGTGLQLGAAEYKEYRIRHFLNTLPSEPLIADANVEVPVVKEEETTEESSWKLPDWFPIQMLSAEQAAKRAAEQEKKRQKTVEN
Bra032686                                  98 LFSGALLGRLQGGPRGAFRYSIAFATFGTAFDYASLRSKP-----FL---------ERV------------RNMDSITLPVWFPIQILDEEALAKKKAEEQKLFPR----
Bra015100                                 100 LFSGALLGRLQGGPYGALRYSVIFAAMGTASAYAGHKAKA-----ML---------ENY------------RNKDSIKLPEWFPIQILDDEALAKKTAQEQKIFADR---
AT3G25120                                 101 LFSGALLGRLQGGPKGAIRYSLVFAAVGTAFDYATLKGKP-----ML---------ESY------------RNMESFKLPEWSPIKVLDEEALAKKKAHEEKIFPER---
Carubv10014714                            101 LFSGALLGRLQGGPQGAIRYSLVFAAVGTAFDYATLKAKP-----ML---------ESY------------RNMESFKLPEWSPIKILDEEALAKKKAQEEKIFPER---
GRMZM2G076351                               8 LASGAVLGRIQGGHFGAVKYAVTFAAAGTALDYAALKLAP------------------EWHSLKE---QLSEKKDWFTLPEWSPIQVLDEEALAKKKAREEKLFAQR---
LOC_Os04g30740                             98 LASGAVLGRLQGGHFGAVKYAVTFAAAGTALDYAALKLSP-----QI---------NGKWHALKE---HFSGDKDWFTLPEWSPIQVLDEEALAKKRAREEKLFAQR---
Medtr8g012725.1                           104 FGSGALLGRLYGGQFGAIRYSVIFAVVGTTADFTILKLKD-----GW---------RDYSKTIYQDIENLKKNENWLRLPEWFPIKVLDEEELAAKRAQEEQFLAQRA--
Glyma17g16170                             100 FGTGALLGRLQGGQLGAIRYSVMFAVVGTTADFAILKLKD-----AL---------RDHTKTIYQHIENSKKSGTWLKLPEWFPIQVLDEEALAAKRAQEEQFLQQRA--
Cucsa.077990                              101 FGTGALLGRLQGGRLGSVRYSLMFTIVGTTVDYATLKLKP-----TL---------RSYKESIIE------GSSSWMKLPEWSPIQVLDEEALAAKQAREQQLYAQR---
PGSC0003DMG400022033|PGSC0003DMT40005665   97 FGSGAILGRLQGGQLGAVRYSVMFAVVGTTVDYATIRVKP-----AL---------RSYYDSLVN------KKDDWLKLPEWSPIQVLDEEALAAKHAREEELYRSVH--
Eucgr.K02137                              106 FASGAILGRLQGGQAGAIKYSFMFAVAGTAMDFAILKLRP-----IL---------E---------------SSDSLKLPEWSPIQILDEEQLAAKKAREQKLYSQT---
GSVIVG01003251001                          97 FGSGAILGCLQGGRAGAVRYSVMFAVAGTSVDFAILKLKP-----VW---------KNFSESISQ------KSEDWLKLPEWSPIQVLDEEALAAKKAREQKLYGQR---
30217.t000006|30217.m000255               101 FGTGALLGRLQGGQFGAFRYSIIFAVVGTTVDFATIKLKP-----KL---------RSFKQSLYGDK---EKKGGWLKLPVWFPIQVLDEEALAAKEVREKQLYEQRM-Q
Potri.002G246000                          102 FGSGALLGRLQGGQFGAFRYSVIFAVVGTTVDFATIKLRP-----AL---------SNFKESIFKEK---EKKPGWLKLPEWSPIQVLDEEALAAKEAREKELYAR----

426311                                    206 ----SVDE------
Phpat.022G050400                          219 LQIGELPLKQQKS*
Bra032686                                 178 -----LNKEES*--
Bra015100                                 181 -SFGRLNKEET*--
AT3G25120                                 182 -VLGKLNKE-----
Carubv10014714                            182 -VLGKLNKEQS*--
GRMZM2G076351                              94 -ALGKLDKEDP*--
LOC_Os04g30740                            188 -ALSKLSKEEP*--
Medtr8g012725.1                           198 -RIRSLRDKEDS--
Glyma17g16170                             194 -RIRSLREEES*--
Cucsa.077990                              188 -ALGQLNKKDP*--
PGSC0003DMG400022033|PGSC0003DMT40005665  185 ----NLKKES*---
Eucgr.K02137                              184 -TLGKLNKEDS*--
GSVIVG01003251001                         184 -SLGSLNKEES*--
30217.t000006|30217.m000255               193 RALGKLSKEES---
Potri.002G246000                          191 SALGKLSKEES*--


