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GRMZM2G132301|GRMZM2G132301_T01             1 -----------MGQVESQATRPSEE-	 14---------P---SPPVVEPSPP---SSAPPPSSLEALAA----EAMSFDED----DTEE	 51SIEMKVQKALDCPCVADL
Bra009679|Bra009679                         1 -----------MGQAQSNDNSASSTT	 15PT-----SNT---PPPSTNSPRDSNGDDT----SMGSLLA----EAAAFGEG---DNENE	 56SLEAKAQKALDCPCIADL
AT5G23395                                   1 -----------MGQAQSDENSIPTTT	 15TT-----NTP----PPSANSPRDSE---DTSSPSMDSLLA----EAAAYGED---DNENE	 56SLEAKAQRALDCPCIADL
Carubv10002124m.g|Carubv10002124m           1 -----------MGQAQSDENSIPTTT	 15TN-----TPP---PPPSTNSPRDSHGGDTNSSPSMDSLLA----EAAAYGED---ENENE	 60SLEAKAQRALDCPCIADL
Glyma16g01010|Glyma16g01010.1               1 -----------MGQTESAEAVAETQT	 15T------------------------THHSSNPTSVESVLV----EAAEYGNQ-----NTE	 42SVEEMTQKALECPCVADL
Medtr8g020800|Medtr8g020800.1               1 -----------MGQAESAEAQPQTTT	 15TT-------------TTAVVS----NSSSSDSTSLESVIA----EAAAYGSQ-----NTE	 49NVEEMAQKALECPCIADL
PGSC0003DMG400025308|PGSC0003DMT40006510    1 -----------MGQVQSEAIDNQSK-	 14------------------STS----AADDSQPRSLDSLIA----EAAAYGED----GENE	 44SIDEKARKALECPCIAHL
GSVIVG01034352001|GSVIVT01034352001         1 -----------MGQVESNQSSAPNN-	 14--------------------------SQSRPSDSLDALIA----EAAAFGDD-----ENE	 39SLDAKAQKALECPCIAHL
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LOC_Os04g44550|LOC_Os04g44550.1            72 KNGPCGSQFVDAFSCFLKSTE-EEKGSDCVKPFIALQDCIKI	 112NPEAFSKEILEEEENDE---------EAEKSNLKVR-----------APAWSRESKPKL*	 151
GRMZM2G113990|GRMZM2G113990_T01            70 KNGPCGGQFVDAFSCFLRSRE-EEKGSDCVKPFITLQDCIKA	 110NPEAFSKEILEEEENDE---------EADKSNLKVR-----------APSWSRESKPKV*	 149
GRMZM2G132301|GRMZM2G132301_T01            70 KNGPCGGQFVDAFSCFLRSTE-EEKGSDCVKPFITLQDCIKA	 110NPEAFSKEILEEEENEK---------EADKSNLKVR-----------APSWSRESNPKV*	 149
Bra009679|Bra009679                        75 RNGSCGSQFTEAFRCFLISTA-EEKGSDCVHPFVALQKCVKA	 115NPNAFSKEVLEDEKETE----EQ--QPVVQQDHRII-----------PPLWAKDPPRSAK	 158
AT5G23395                                  75 RNGSCGSQFSEAFLCFLKSTA-EEKGSDCVNPFVALQSCINA	 115NPDAFSKSVTGDEK-ET----EKKEEQPPVQDHRII-----------PPLWAKDPPRSGN	 159
Carubv10002124m.g|Carubv10002124m          79 RNGSCGSQFSEAFLCFLKSTA-DEKGSDCVHPFVALQSCIKA	 119NPDAFSKSVTEDEEEKT----EKKEEQPPVQDHRII-----------PPLWAKDPPRSNK	 164
Glyma16g01010|Glyma16g01010.1              61 RTGSSGSQFSEAFLCFVKSTS-EEKGSDCVHPFVALQSCIKA	 101NPDAFSKDILGKAEDES-------KELEPVQEYKIL-----------PPKWSW*------	 136
Medtr8g020800|Medtr8g020800.1              68 RSGPCGFQFSEAFLCFLKSTS-EEKGSDCVNPFIALQSCIKA	 108NPNAFSKDILGE--DES-------KESEQVQEYKIL-----------PPDWSKESQKSKS	 148
PGSC0003DMG400025308|PGSC0003DMT40006510   63 RAGPCGNQFSDAFLCFLKSTA-EEKGSDCVSPFVALQSCIKA	 103NPNAFSKDVLDEDDDVRKQD-EVKTEETPKQGYRII-----------PPIWSVESKKTKR	 151
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Eucgr.G02613|Eucgr.G02613.1                73 RSGSCGNQFSEAFVCFLKSTA-EEKGSDCVHPFVALQACIKA	 113NPGAFSKDVLEGDNDDVK------IEEEPKQEYRII-----------PPTWSKESHNANS	 156
Potri.010G254600|Potri.010G254600.1        62 RNGPCGVQFSESFLCFLKSTS-EEKGSDCVHPFVALQNCIKA	 102NPNAFSKDILEEAE--EK------KEEEPAQEYKII-----------PPIWSRESQSPKS	 143
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