
                                      10        20        30        40        50        60        70        80        90       100                   
                             ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 
AT3G06450.1-AtBOR3           -------------------------------------------MDEAESFVPFQGIKKDVKGRLNCYKQDWISGLRAGFRILAPTTYIFFASAIPVITFG 57    
AT3G62270.1-AtBOR2           ---------------------------------------------MEETFVPFEGIKNDLKGRLMCYKQDWTGGIKAGFRILAPTTYIFFASAIPVISFG 55    
AT4G32510.1-AtBOR7           ---------------------------------------------MEGVKFPFGGIINDFNGRRKCYKQDWLAAFNSGVRILAPTLYIFIASALPVIAFG 55    
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AT1G15460.1-AtBOR4           ----------------------------------------MEEERVDSSKRLFRGIVADLRGRALCYKEDWVAGLRSGFGILAPTTYIFFASALPVIAFG 60    
AT1G74810.1-AtBOR5           ----------------------------------------MEEERVEGSKRPFQGIIRDVKGRALCYKQDWIAGLRSGFGILAPTTYVFFASALPVIAFG 60    
Bradi4g04420.1.p-AtBOR2      ---------------------------------------------MEESFVPLRGIKNDLRGRLTCYKQDWTGGFRAGIRILAPTTYIFFASAIPVISFG 55    
Bradi2g34110.1.p-AtBOR4      ---------------------------------------------MEHKKTLFKGVIEDFRGRAACYKQDWHNGFSSGFRILAPTLYIFFASALPVIAFG 55    
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Glyma.03G222300.1.p-AtBOR2   ---------------------------------------------MEETFVPFEGIKNDLRGRLMCYKQDWTGGIKAGLRIWAPTTYIFFASAIPVISFG 55    
Gorai.005G135900.1-AtBOR2    ---------------------------------------------MEETFVPFRGIKNDLKGRLLCYKQDWTGGLSAGIRILAPTTYIFFASAIPVISFG 55    
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Gorai.006G266200.1-AtBOR2    ---------------------------------------------MEESFVPFGGIKNDIKGRLKCYKQDWTSGLSAGFRILAPTTYIFFASAIPVISFG 55    
Gorai.008G137000.1-AtBOR1    ---------------------------------------------MEETFVPLRGIKNDLRGRLLCYKQDWTSGFKAGFRILAPTTYIFFASAIPVISFG 55    
Gorai.004G146300.1-AtBOR2    ---------------------------------------------MEETFVPLRGIKNDLRGRLMCYKQDWTGGFKAGFRILAPTTYIFFASAIPVISFG 55    
Gorai.009G010600.1-AtBOR4    ---------------------------------------------MENIS-PFKGIIKDVKGRSACYKQDWVSGFRSGYRILAPTTYIFFASALPVIAFG 54    
Medtr2g032690.1-AtBOR1       ---------------------------------------------MKDTFIPFRGIKNDVKKRLMCYKHDWIVGLTAGFRILAPTTYIFFASAIPVISFG 55    
Medtr7g110000.1-AtBOR2       ---------------------------------------------MEETFVPFEGIKNDLRGRLMCYKQDWTGGIKAGVRILAPTTYIFFASAIPVISFG 55    
Medtr3g077670.1-AtBOR2       ---------------------------------------------MEETFVPFRGIKNDFKARIVCYRQDWTSGFCAGARILAPTTYIFFASAIPVISFG 55    
Medtr3g107730.1-AtBOR7       ------------------------------------------------MGAPFEGIIQDVKGRVKCYKQDWVCAICSGVSILAPTFYIFSASALPVIAFG 52    
Medtr0459s0020.1-AtBOR4      -------------------------------------MLNCYWFYMKSFKTPFKGIVDDFTGRAVHYKDDWISGLTSGTGILAPTMYIFFASALPVIAFG 63    
LOC_Os01g08020.1-AtBOR4      ---------------------------------------------MDLLRTPFKGVVADIEGRVAWYKHDWVAGFRSGFRILAPTMYIFFASALPVIAFG 55    
LOC_Os05g08430.1-AtBOR5      --------------------------------------------MTGTVKAPFEGVVNDFKGRLSCYKQDWIDGFRTGFRILAPTLYIFFASALPVVAFG 56    
LOC_Os12g37840.1-AtBOR2      ---------------------------------------------MEESFVPLRGIKNDLHGRLQCYKQDWTGGFRAGIRILAPTTYIFFASAIPVISFG 55    
Phpat.001G035800.1.p-AtBOR2  MQDECSERKKLGDTDAERKGEDTSRKLRHTSDVSEQRLVHAGVFEVGLSGVPFNGVREDLRGRLACYKDDWTGGFNSTYRILAATAYIFFASALPVIAFG 100   
ppa002139m-AtBOR2            ---------------------------------------------MEETFVPFRGIRNDLQGRFMCYKQDWTGGLKAGFRILAPTTYIFFASAIPVISFG 55    
ppa002104m-AtBOR2            ---------------------------------------------MEETFVPLQGIKNDLRGRLMCYKQDWTGGFRAGFRILAPTTYIFFASAIPVISFG 55    
ppa002100m-AtBOR2            ---------------------------------------------MEETFVPFRGIKNDLKGRLLCYKQDWTGGLRAGIRILAPTTYIFFASAIPVISFG 55    
Potri.002G191000.1-AtBOR2    ---------------------------------------------MEETFVPFRGIKNDLRGRLMCYKQDWTGGFRAGFRILAPTTYIFFASAIPVISFG 55    
Potri.006G249800.1-AtBOR4    ---------------------------------------------MENMRRPFKGITNDVRERIGCYKDDWISGLCSGFRILAPTFYIFFASALPVIAFG 55    
Potri.008G100300.1-AtBOR2    ---------------------------------------------MEESFVPFRGIKNDLQGRLKCYKQDWTGGFKAGFRILAPTTYIFFASAIPVISFG 55    
Potri.015G077600.1-AtBOR2    ---------------------------------------------MEETFVPLRGIKNDLRGRLLCYKQDWKGGLRAGIRILAPTTYIFFASAIPVISFG 55    
Potri.018G031700.1-AtBOR4    ---------------------------------------------MESMKSPFRGIIKDVRGRTACYKDDWVSGLCSGLRILAPTFYIFFASALPVIAFG 55    
Potri.012G081800.1-AtBOR2    ---------------------------------------------MEETFVPLRGIKNDLRGRLSCYKQDWNGGFRAGIRILAPTTYIFFASAIPVISFG 55    
Potri.001G174500.1-AtBOR4    ---------------------------------------------MENMKTPFRGILNDVKGRIACYKQDWVAGILSGFGILAPTTYIFFASALPVIAFG 55    
Potri.003G059700.1-AtBOR4    ---------------------------------------------MEHIKTPFRGILNDVRGRAACYKQDWVAGILSGFGILAPTTYIFFASALPVIAFG 55    
Potri.006G154700.1-AtBOR4    --------------------------------------------MKNLFNSPFKGIVEDFKSRKACYNQDWSNALCSGPRILAPTTYMFFASALPVIAFG 56    
Phvul.001G053300.1-AtBOR6    -------------------------------------------------MEPFGGIIQDFRGRVACYKHDWTSAFRSGIKILAPTFYIFFASALPVIAFG 51    
Phvul.001G215700.1-AtBOR2    ---------------------------------------------MEETFVPFEGIKNDLRGRLMCYKQDWTGGIKAGLRILAPTTYIFFASAIPVISFG 55    
Phvul.005G174400.1-AtBOR4    ---------------------------------------------MESLKAPFKGVKNDLRGRALHYKDDWTTGLYSGAGILAPTTYIFFASALPVIAFG 55    
Phvul.009G178000.1-AtBOR2    ---------------------------------------------MEETFVPFRGIKNDLKARITCYRQDWSSGFQAGVRILAPTTYIFFASAIPVISFG 55    
Sobic.008G132300.1.p-AtBOR2  ---------------------------------------------MEESFVPLRGIKDDLHGRLACYKQDWTGGFRAGIRILAPTTYIFFASAIPVISFG 55    
Sobic.009G064200.1.p-AtBOR4  --------------------------------------------MSGPNKAPFSGVAEDLKGRAACYKQDWNHGFRSGLRILAPTLYIFFASAVPVIAFG 56    
Sobic.003G047900.1.p-AtBOR4  ---------------------------------------------MDLLRHPFKGVVTDIKGRATWYKHDWVAGVHSGFRILAPTMYIFFASALPVIAFG 55    
Solyc06g071500.2.1-AtBOR2    ---------------------------------------------MEETFVPLRGIKNDLKGRLLCYKQDWTGGLRAGIRILAPTTYIFFASAIPVISFG 55    
Solyc01g079150.2.1-AtBOR1    ---------------------------------------------MEETFVPFRGIKNDLHGRLLCYKQDWTSGIKAGFRILAPTTYIFFASAIPVISFG 55    
GSVIVT01007733001-AtBOR2     ---------------------------------------------MEETFVPFRGIKNDLKGRILCYKQDWTGGLRAGIGILAPTTYIFFASAIPVISFG 55    
GSVIVT01015478001-AtBOR4     ---------------------------------------------MDNIKAPFKGIIKDFKGRKACYKQDWTSALRSGTSILAPTTYIFFASALPVIAFG 55    
GSVIVT01035800001-AtBOR4     ---------------------------------------------MGNIRVPFKGIINDYKGRAPCYKQDWTGAHGSGVRILAPTFYIFFASALPVIAFG 55    
GSVIVT01017647001-AtBOR2     ---------------------------------------------MEETFVPFRGIKNDLQGRLLCYKQDWTGGLRAGFRILAPTTYIFFASAIPVISFG 55    
GSVIVT01028186001-AtBOR2     ---------------------------------------------MEETFVPFRGIKNDLRGRLMCYKQDWAGGFRAGFRILAPTTYIFFASAIPVISFG 55    
GSVIVT01017223001-AtBOR4     ---------------------------------------------MEQIKTPFRGIAEDIRGRALCYRQDWTDGIRSRIRILAPTTYIFFASALPVIAFG 55    
GRMZM2G082203_P01-AtBOR2     ---------------------------------------------MEESFVPLRGIKNDLHGRLACYKQDWAGGFRAGIRILAPTTYIFFASAIPVISFG 55    
GRMZM2G166159_P01-AtBOR2     ---------------------------------------------MEESFVPLRGIKDDLHGRLACYKQDWTGGFRAGIRILAPTTYIFFASAIPVISFG 55    
GRMZM2G051753_P01-AtBOR4     ---------------------------------------------MDLLRHPFKGVVTDIKGRATWYKHDWVAGLHSGFRILAPTMYIFFASALPVIAFG 55    
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AT3G06450.1-AtBOR3           EQLERDTDGKITAVQTLVSTALCGVIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKSRTDLGSNLFLAWTGWVCLWTGLLLFLLAVLGACTFINRFTRLA 157   
AT3G62270.1-AtBOR2           EQLERSTDGVLTAVQTLASTAICGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKGRPELGRNLFLAWSGWVCVWTSLILFVLAICGACSFINRFTRVA 155   
AT4G32510.1-AtBOR7           EQLSRETDRSLGIAESLASTALCGIIHSVFGGQPLLIVGVAEPTIIMYTYLHSFSKSRPELGQKLYLAWAGWVCVWTAVLLMLLAMLNACNIISRFTRIA 155   
AT2G47160.1-AtBOR1           EQLERSTDGVLTAVQTLASTAICGMIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKARPELGRDLFLAWSGWVCVWTALMLFVLAICGACSIINRFTRVA 155   
AT5G25430.1-AtBOR6           EQLSKHTGGALSAVETLASTSICGIIHAIFGGQPLLIVGVAEPTIIMYTYLYSFCISRPDIGRELYLAWVAWVCVWTSVLLILLSIFNAGTIITRFTRIA 157   
AT1G15460.1-AtBOR4           EQLSRDTEGALSTVETLASTALCGVIHSILGGQPLLILGVAEPTVLMYVYLYNFAIGRPELGKQLYLAWAAWVCVWTALLLFVMAILNTADIINRFTRVA 160   
AT1G74810.1-AtBOR5           EQLSHDTERSLSTVETLASTALCGVIHSLLGGQPLLILGVAEPTVLMYKYLYDFAKGRPELGKQLYLAWVAWVCVWTALLLFLMAIFNMAYIINRFTRIA 160   
Bradi4g04420.1.p-AtBOR2      EQLERSTDGVLTAVQTLASTALCGIIHSIVGGQPLLILGVAEPTVIMYTFMFSFAKDRPDLGPNLFLAWAGWVCVWTAILLFLLAVLGACSIINRFTRIA 155   
Bradi2g34110.1.p-AtBOR4      EQLSKDTDGTLTTVETLASTAICGIIHSVMGGQPLLIVGVAEPTIIMYTYIYNFAKNQPSLGERLFLAWAGWVCVWTAVMLFLMAMFNAAVALNRFTRFA 155   
Bradi2g04690.1.p-AtBOR4      EQLSRETNGMLSTVETLASTAICGVIHSILGGQPLLIVGVAEPTIIMYTYLYNFAKEEAGLGEQLYLAWAGWVCIWTAIMLFFLAMFNASNVISRFTRVA 155   
Brara.D00064.1.p-AtBOR2      EQLERSTDGVLTAVQTLASTAICGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKGRPELGRNLFLAWSGWVCVWTSLILFVLAICGACSIINRFTRVA 155   
Brara.A00544.1.p-AtBOR7      EQLSRETDRSLGIAESLASTAICGIIHSIFGGQPLLIVGVAEPTIIMYTYLHSFSKGRPELGQKLYLAWAGWVCVWTAVLLILLATLNAANIISRFTRIA 155   
Brara.C03154.1.p-AtBOR3      EQLERDTDGKITAVQTLVSTALCGVIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKNRQDLGSNLFLAWTGWVCLWTGLLLFLLAILGACSFINRFTRLA 157   
Brara.F01062.1.p-AtBOR4      EQLSRDTDGALSTVETLASTALCGVIHSILGGQPLLILGVAEPTVLMYVYLYNFAKGRPELGKELYLAWVAWVCVWTAMLLFLMATLNAADIINRFTRVA 158   
Brara.F02740.1.p-AtBOR6      EQLSKHTGGSLSAVETLASTSICGIIHAIFGGQPLLILGVAEPTIMMYTYLYSFCISRPDLGRELYLAWVAWVCVWTAIFLILLSIFNACTIISRFTRIA 155   
Brara.B02140.1.p-AtBOR4      EQLSRDTDGVLSPVETLTSTALCGVIHSILGGQPLLILGVAEPTVLMYVYLYHFAKGRPELGKELFLAWAAWVCVWTALLLVVIAIFNVADIINRFTRIA 160   
Cre10.g443900.t1.1-AtBOR1    LQLDSDTEGVLGVVQVLAATAITGVVQAVVGGQPLLIVGVAEPVVLIYGFMYDWAEGQQGLGRGRFLAWAAWVCVWTAVMVLLLAASGACRWVGAFTRFS 160   
Cucsa.192570.1-AtBOR2        EQLERSTDGVLTAVQTLASTALCGIIHSIVGGQPLLILGVAEPTVIMYTFMFNFAKERPELGRNLFLAWSGWVCVWTAALLFSMAILGACSIINRFTRLA 155   
Cucsa.300580.1-AtBOR4        EQLSRDTDGRLSTVETLASTAICGILHSILGGQPLLVVGVAEPTIIMYTYLYNFCKERKDIGGDLFLAWAGWVCVWTALLLFLLAIFNASRLINKFTRIA 155   
Cucsa.098470.1-AtBOR2        EQLERNTYGTLTAVQTLASTALCGIIHSVFGGQPLLILGVAEPTVLMYTFMFDFAKDRKELGQELFLAWTGWVCVWTALLLFLLAVLGACSLINRFTRVA 155   
Eucgr.C02816.1-AtBOR4        EQLSRDTNGSLSTVETLASTAICGIIHSIFGGQPLLILGVAEPTVIMYTYLYNFAKGRSDLGAELYLAWAGWVCVWTAVLLFLLAIFNACTIITKFTRIA 155   
Eucgr.J03035.1-AtBOR4        EQLSRETEGSLSTVETLASTAICGIIHSIFGGQPLLILGVAEPTVIMYTYLYNFAKGREGLGSELYLAWAGWVCVWTALLLFLLAIFNAGNIINRFTRVA 155   
Eucgr.H04094.1-AtBOR2        EQLERNTDGVLTAVQTLASTALCGIIHSVVGGQPLLILGVAEPTVIMYTFLFNFAKDRPELGPKLFLAWTGWVCVWTAILLFLLAVLGACSIINRFTRLA 155   
Eucgr.C04162.1-AtBOR4        EQLSRETDGSLSTVETLASTAICGIIHSILGGQPLLILGVAEPTVIMYTYLYSFAKGQPDLGKELYLAWAGWVCTWTALLLFLLAIFNTCEIITKFTRIA 155   
Eucgr.H00896.1-AtBOR1        EQLERSTEGVLTAVQTLASTAICGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKERSDLGRNLFLAWAAWVCVWTAALLFLMAILGACSIINRFTRVA 155   
Eucgr.B00302.1-AtBOR2        EQLERNTDGTLTAVQTLSSTALCGVIHSLVGGQPLLILGVAEPTVLMYTFMFDFVKDRKDLGQQLFLAWTGWVCVWTALLLFLLAVLGACSIINRFTRIA 155   
Glyma.06G181900.1.p-AtBOR2   EQLERNTDGSLTAVQTLASTALCGVIHSIIGGQPLLILGVAEPTVLMYTFMYNFAKDRKDLGHKLFLPWTGWVCVWTALLLFLLAVLGACSIINRFTRIA 155   
Glyma.15G011200.1.p-AtBOR4   EQLSRDTDGSLSTVETLASTAICGIIHSILGGQPLLIVGVAEPTIIMYTYLYNFAKNRDSLGRELFLAWAGWVCVWTALLLFLLAIFNAGNIINRFTRIA 155   
Glyma.04G184000.1.p-AtBOR2   EQLERNTDGSLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVLMYTFMYNFAKDRQDLGHKLFLPWTGWVCVWTALLLFLLAVLGACSIINRFTRLA 155   
Glyma.17G207700.1.p-AtBOR6   EQLNRDTGGSLSTLETLASTAICGIIHSIFGGQPLLILGVAEPTVIMYTILYEFCTKTPELGAKMFLPWAGWVCVWTSFLLIILAIFNACTIITRFTRIA 159   
Glyma.04G069500.1.p-AtBOR7   EQLNRDTDGTLSTVETLASTAICGVIHSILGGQPLLILGVAEPTVIMYTYLYSFCQKTPELGGKLFLPWAGWVCVWTGVFLILLAIFNACTIITRFTRIA 152   
Glyma.09G031400.1.p-AtBOR2   EQLERDTDGVLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKSRPELGSKLFLAWTGWVCMWTAILLFLLAILGACSIINRFTRLA 155   
Glyma.19G219500.1.p-AtBOR2   EQLERDTDGVLTAVQTLASTSICGIIHSILGGQPLLILGVAEPTVIMYTFMFNFAKERPELGRDLFLAWTGWVCVWTALLLFLFAILGACSIINRFTRIA 155   
Glyma.03G222300.1.p-AtBOR2   EQLERDTDGVLTAVQTLASTSICGIIHSILGGQPLLILGVAEPTVIMYTFMFNFAKERPELGRDLFLAWTGWVCVWTALLLFLFAVLGACSIINRFTRIA 155   
Gorai.005G135900.1-AtBOR2    EQLERNTDGSLTAVQTLASTALCGIIHSLVGGQPLLILGVAEPTVLMYTFMFNFAKDRKDLGHKLFLAWTGWVCVWTALLLFILAILGACSIINRFTRVA 155   
Gorai.011G205300.1-AtBOR4    EQLSRDTDGALSTVETLASTAICGIIHSILGGQPLLIVGVAEPTIIMYTYLYNFCKRRPELGQELFLAWAAWVCVWTAMLLIFLAIFNACTIINRFTRVA 155   
Gorai.005G070200.1-AtBOR1    EQLERETDGILTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKNRLDLGSELFLAWTAWVCVWTAILLFLLAILGACSIINRFTRLA 155   
Gorai.006G266200.1-AtBOR2    EQLERDTDGVLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVIMYRFMFDFAKNRPDLGSQLFLAWTGWVCVWTAILLFLLAILGACSIINRFTRLA 155   
Gorai.008G137000.1-AtBOR1    EQLERNTDGVLTAVQTLASTAICGIIHSIIGGQPLLILGVAEPTVIMYTFMFDFVKDRSDLGRDRFLAWTGWVCVWTAGLLFLLSILGACSIINRFTRVA 155   
Gorai.004G146300.1-AtBOR2    EQLERNTDGVLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFVKDVPDLGRDLFLAWSGWVCVWTAALLFLLSILGACSIINRFTRVA 155   
Gorai.009G010600.1-AtBOR4    EQLSRDTDGALSPVETLASTALCGIIHSIVGGQPLLILGVAEPTIIMYTYLYNFCKARAELGKQLFLAWAAWVCVWTALLLILLAIFNACTIITRFTRIA 154   
Medtr2g032690.1-AtBOR1       EQLQRDTDGILTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVIMYIFMFNFAKNRPDLGSKLFRAWTGWVCMWTSLLLFLLAILGACSIVNRFTRVA 155   
Medtr7g110000.1-AtBOR2       EQLERNTEGVLTAVQTLASTSICGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKERPELGRNLFLGWAGWVCVWTALILFLLAILGACSIINRFTRIA 155   
Medtr3g077670.1-AtBOR2       EQLERNTDGTLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVLMYTFMYNFAKDREDLGHKLFLPWTGWVCVWTALLLFLLAILGACSIINRFTRLT 155   
Medtr3g107730.1-AtBOR7       EQLSRDTDGSLSTVETLASTAICGIIHSIIGGQPLLILGVAEPTVIMYTYLYTFCKNTPQLGTKLFLAWAGWVCVWTALMLILLAIFNACNIITRFTRIA 152   
Medtr0459s0020.1-AtBOR4      AQLSRETYGSLSTVETLASTAICGIIHSIFGGQPLLILGVAEPTILMYTYLYNYAKNKEGLGRELFLAWVGWVCVWTALLLFLLAIFNAAIIINRFTRIA 163   
LOC_Os01g08020.1-AtBOR4      AQLSRETNGILTTVETLASTALCGIIHSILGGQPLLIVGVAEPTIIMYTYLYNFAKNQQALGERLYLAWAGWVCIWTALMLFLLAMFNASNVISRFTRVA 155   
LOC_Os05g08430.1-AtBOR5      EQLSNDTDGALTTVETLASTAICGIIHSILGGQPLLIVGVAEPTIIMYTYIYNFAKNHPNLGERLFLPWAGWVCIWTAFMLFLMAMFNAAVVINRFTRFA 156   
LOC_Os12g37840.1-AtBOR2      EQLERNTDGVLTAVQTLASTALCGIIHSFLGGQPLLILGVAEPTVLMYTFMFNFAKDRPDLGRRLFLAWTGWVCVWTAILLFLLAILGACSIINRFTRIA 155   
Phpat.001G035800.1.p-AtBOR2  EQLGRDTEGVITAVQTLSSTTICGIIQAIVGGQPLLIVGVSEPTSLVYTFMYDFAKNRPEIGARFFLGWAAWVCVWSAFMLAALAILGACNFINRFTRVA 200   
ppa002139m-AtBOR2            EQLERDTDGVLTAVQTLASTALCGIIHSILGGQPLLILGVAEPTVIMYTFMFNFAKNRPDLGSKLFLAWTGWVCVWTAILLFLLAILGACSIINRFTRLA 155   
ppa002104m-AtBOR2            EQLERNTDGVLTAVQTLVSTAVCGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKERADLGPKLFLAWSGWVCVWTAALLFLLAILGACSIINRFTRVA 155   
ppa002100m-AtBOR2            EQLERNTNGALTAVQTLASTSLCGVIHSIFGGQPLLILGVAEPTVLMYTFMFNFAKDRKDLGQELFLAWTGWVCVWTALLLFLLAVLGACSIINRFTRIA 155   
Potri.002G191000.1-AtBOR2    EQLERNTDGVLTAVQTLASTAVCGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKERADLGRNLFLAWTGWVCVWTSLLLFLLAVLGACSIINRFTRVA 155   
Potri.006G249800.1-AtBOR4    EQLSRDTDGSLSTVETLASTAICGIIHSVFGGQPLLILGVAEPTVIMYTYLYTFSKGREELGKKLYLAWAGWVCVWTALLLVLIAIFNAATIISKFTRIA 155   
Potri.008G100300.1-AtBOR2    EQLDRDTDGVLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVIMYTFMFKFAKNIPDLGSKLFLAWSGWVCVWTAILLFLLSILGACSIISRFTRVA 155   
Potri.015G077600.1-AtBOR2    EQLERDTDGTLTAVQTLVSTALCGIIHSIVGGQPLLILGVAEPTVLMYTFMFDFAKDRKDLGPNLFLAWTGWVCVWTALLLFLLAVLGACSIINRFTRVA 155   
Potri.018G031700.1-AtBOR4    EQLSRDTDGSLSTVETLASTAICGIIHSILGGQPLLILGVAEPTVIMYTYLYNFSKGREELGQKLFLAWAGWVCVWTALLLVLLAIFNAATIIFKFTRIA 155   
Potri.012G081800.1-AtBOR2    EQLERDTGGTLTAVQTLASTALCGIIHSIVGGQPLLILGVAEPTVLMYTFMFDFAKDRKDLGPNLFLAWTGWVCVWTALLLFLLAVLGACSIINRFTRVT 155   
Potri.001G174500.1-AtBOR4    EQLSRDTDGSLSTVETLVSTALCGIIHSILGGQPLLILGVAEPTVIMYTYLYNFAKGREHLGQKLFLAWAGWVCVWTAVLLFLLAIFNACAIINRFTRLA 155   
Potri.003G059700.1-AtBOR4    EQLRRDTDGSLSTVETLASTALCGIIHSILGGQPLLILGVAEPTVIMYTYLYNFAKEREELGQKLFLAWAGWVCVWTALLLFLLAIFNACAIINRFTRVA 155   
Potri.006G154700.1-AtBOR4    EQLSKETDGSLSTVHTLASTAICGIIHSLFGGQPLLILGVAEPTVIMYSYLYSFAKGNNAIGKELYLAWVGWVCVWTALLLFLLAIFNACTIINRFTRVA 156   
Phvul.001G053300.1-AtBOR6    EQLNRDTGGSLSTVETLTSTAICGIIHSIFGGQPLLILGVAEPTVIMYTILYQFCTKSPDLGVELFLPWAGWVCVWTSLLLIMLAVFNACTIISRFTRLA 151   
Phvul.001G215700.1-AtBOR2    EQLERDTDGVLTAVQTLASTSICGIIHSILGGQPLLILGVAEPTVIMYTFMFNFAKERPELGRNLFLAWTGWVCVWTAVLLFLLAILGACSIINRFTRIA 155   
Phvul.005G174400.1-AtBOR4    EQLSRDTDGSLSTVETLASTAICGIVHSILGGQPLLIVGVAEPTIIMYTYLYNFAKDKDSLGRELFLAWAGWVCVWTALLLFLLAIFNAGNIINKFTRIA 155   
Phvul.009G178000.1-AtBOR2    EQLERNTDGTLTAVQTLASTALCGIIHSVIGGQPLLILGVAEPTVLMYTFMYDFAKDRQDLGHKLFLPWTGWVCVWTALLLFLLAILGACSIINRFTRVA 155   
Sobic.008G132300.1.p-AtBOR2  EQLERNTDGVLTAVQTLASTAVCGIIHSIVGGQPLLILGVAEPTVLMYTFMFNFAKDRPDLGRNLFLAWTGWVCVWTAILLFLLAILGACSIINRFTRIA 155   
Sobic.009G064200.1.p-AtBOR4  EQLSKDTDGTLTTVETLASTAICGIIQSIIGGQPLLIVGVAEPTIIMYTYIYNFAKNQPNLGEKMFLPWAAWVCIWTAVMLFLMAMFNVAAILNRFTRFS 156   
Sobic.003G047900.1.p-AtBOR4  AQLSTATNGILTTVETLASTAICGIIHSILGGQPLLIVGVAEPTIIMYTYLYNFAKNQQALGEKLYLAWAGWVCIWTAIMLFLLAMFNASNVISRFTRVA 155   
Solyc06g071500.2.1-AtBOR2    EQLERSTDGSITAVQTLASTALCGVIHSILGGQPLLILGVAEPTVLMYTFMFNFAKDRKDLGPNLFLAWTGWVCVWTAFLLFLLAVLGACSIINRFTRLA 155   
Solyc01g079150.2.1-AtBOR1    EQLERNTDGILTAVQTLASTAICGITHSIIGGQPLLILGVAEPTVIMYTFMFDFAKQRPDLGPGLFLPWTGWVCVWTAILLFLLAILGACSIINRFTRLA 155   
GSVIVT01007733001-AtBOR2     EQLERYTNGTLTAVQTLASTALCGIIHSIVGGQPLLILGVAEPTVLMYTFMFNFAKDRKDLGQELFLAWTGWVCVWTALLLFLLAILGACSIINRFTRIA 155   
GSVIVT01015478001-AtBOR4     EQLSRETDGHLSTVETLTSTAICGIIHSIFGGQPLLILGVAEPTVIMYTYLYNFAKGRADLGRELFLAWTGWVCFWTALFLFLLAIFNACTIITKFTRIA 155   
GSVIVT01035800001-AtBOR4     EQLSRETDGHLSSVQTLASTAICGIIHSIFGGQPLLILGVAEPTVIMYTYLYNFAKGKSDLGKDLYLAWAGWVCVWTALMLFLLAIFNACTIISRFTRVA 155   
GSVIVT01017647001-AtBOR2     EQLEKNTDGVLTAVQTLASTALCGIIHSIIGGQPLLILGVAEPTVLMYTFMFNFAKDRPDLGPKLFLAWTGWVCVWTSGLLFLLAILGASSIINRFTRIA 155   
GSVIVT01028186001-AtBOR2     EQLERNTEGVLTAVQTLASTAICGIIHSIIGGQPLLILGVAEPTVIMYTFMFNFAKERPDLGRKLFLAWTGWVCVWTAFLLFLLAILGACSIINRFTRVA 155   
GSVIVT01017223001-AtBOR4     EQLSRDTDGSLSTVETLASTAICGIIHSILGGQPLLILGVAEPTVIMYTYLYNFAKGRAELGQELFLAWAGWVCVWTALMLFLLAIFNACDIINRFTRIA 155   
GRMZM2G082203_P01-AtBOR2     EQLERNTDGVLTAVQTLASTALCGVIHSIVGGQPLLILGVAEPTVLMYTFMFSFAKDRPDLGRSLFLAWTGWVCVWTAILLFLLAILGACSIINRFTRVA 155   
GRMZM2G166159_P01-AtBOR2     EQLERNTDGVLTAVQTLASTALCGIIHSIVGGQPLLILGVAEPTVLMYTFMFNFAKDRPDLGRNLFLAWTGWVCVWTAILLFLLAILGACSIINRFTRIA 155   
GRMZM2G051753_P01-AtBOR4     AQLSTATNGILSTVETLASTAICGIIHSILGGQPLLIVGVAEPTIIMYTYLYNFAKNHQALGEQLYLAWTGWVCIWTAIMLFLLATFNASNVISRFTRIA 155   
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AT3G06450.1-AtBOR3           GELFGILIAMLFMQEAIRGIVDEFGVP--GRTNPR--SAEFQPAWVFANGMFGLVLSSGLLYTGLKSRKARSWRFGAEWLRGFIADYGVPVMVVVWTCIS 253   
AT3G62270.1-AtBOR2           GELFGLLIAMLFMQQAIKGLVDEFRAP--AREDLK--LVEFLPSWRFANGMFALVLSFGLLITALRSRKARSWRYGTGWLRSLVADYGVPLMVLVWTGVS 251   
AT4G32510.1-AtBOR7           GELFGMLITVLFIQEAVKGLIGEFLVPKSD--DPS--LEVYQFQWRYTNGLLAVIFSFGLLYTALKSRRARSWKYGFRWMRGFIGDYGTLLMLVLWSAFS 251   
AT2G47160.1-AtBOR1           GELFGLLIAMLFMQQAIKGLVDEFRIP--ERENQK--LKEFLPSWRFANGMFALVLSFGLLLTGLRSRKARSWRYGTGWLRSLIADYGVPLMVLVWTGVS 251   
AT5G25430.1-AtBOR6           GELFGMLIAVLFLQEAIKGLISEFHAPEIK--NQE--TGKSHFLLIYANGLLAVIFSLGLLITALKSRRAKSWKYGFGWLRSFIGDYGVPLMVLLWTALS 253   
AT1G15460.1-AtBOR4           GELFGMLISVLFIQQAIKGMVSEFGMPKDE--DSK--LEKYKFEWLYTNGLLGLIFTFGLLYTALKSRKARSWRYGTGWYRSFIADYGVPLMVVVWTALS 256   
AT1G74810.1-AtBOR5           GELFGMLIAVLFLQQTIKGMVSEFRIPKGE--DSK--LEKYQFEWLYTNGLLGLIFTVGLVYTALKSRKARSWPYGTGCCRSFVADYGVPLMVVVWTALS 256   
Bradi4g04420.1.p-AtBOR2      GELFGLLIAMLFMQQAIKGLVDEFGIP--ERENIK--ARQFVPSWRFANGMFAIVLSFGLLLTALKSRKARSWRYGAGWLRGFIADYGVPLMVLVWTGIS 251   
Bradi2g34110.1.p-AtBOR4      GELFGMLITILFMQEAVKGMLSEFSAPEGQ---DHN-LPIYQFHWVYINGLLGIIFSMGLLYTALRSRAARSSLYGTGWQRSLIADYGVPIMVILWTALS 251   
Bradi2g04690.1.p-AtBOR4      GELFGMLITVLFLQQAIKGIVSEFSLPKAAEIVDRS-SLIYDFQWIYVNGLLGVIFSIGLLYTALKSRRARSWLYGIGCLRSFIADYGVPLMVIVWTALS 254   
Brara.D00064.1.p-AtBOR2      GELFGLLIAMLFMQEAIKGLVDEFRSP--EREDLK--LLEFLPSWRFANGMFALVLSFGLLITALRSRKARSWRYGTGWLRSLIADYGVPLMVLVWTGVS 251   
Brara.A00544.1.p-AtBOR7      GELFGMLITVLFFQEAVKGLLGEFLVPKSE--DPS--LEAYQSHWRYTNGLLAVIFSFGLLYTALKSRRARSWRYGFRWMRGFIGDYGTLLMLVLWSALS 251   
Brara.C03154.1.p-AtBOR3      GELFGILIAMLFMQEAIRGVVDEFGVP--GRTNPS--SAQFQPAWVFANGMFGLVLSFGLLYTALKSRKARSWRFGAEWLRGFIADYGVPVMVVVWTCVS 253   
Brara.F01062.1.p-AtBOR4      GELFGMLISVLFIQQAIKGMVGEFSMPKEG--DSK--LEKYKFEWLYTNGLLGLIFTFGLLYTALKSRKARSWRYGTGWYRSFIADYGVPLMVVVWTALS 254   
Brara.F02740.1.p-AtBOR6      GELFGMLIAVLFLQEAIKGLVSEFQASKSE--HHDK-SGESDFLWLYTNGLLAVIFSLGLLITALKSRRAKSWKYGFGWLRSFIGDYGVPLMVLFWTALS 252   
Brara.B02140.1.p-AtBOR4      GELFGMLIAVLFIQQTIKGMLSEFKMPDHE--DST--LEKYQFQWLYTNGLLGLIFTFGLLYTALKSRKARSWRYGTGWYRNFIADYGVPLMVVVWTALS 256   
Cre10.g443900.t1.1-AtBOR1    GELFGGLIGVLFLQQAIKGLIAQFRLDPNASHSGEESAAADAYVWRLVNGLWSLLLAAGLLLGALAVVRARSWRFLSKPLRGLLADYGAPACVLVCTGVS 260   
Cucsa.192570.1-AtBOR2        GELFGLLIAMLFMQQAVKGLVDEFQIP--ERENPK--LIEFIPSWRFANGMFALVLSFGLLFTALRSRKARSWRYGSGWLRSLIADYGVPLMVLVWTGIS 251   
Cucsa.300580.1-AtBOR4        GELFGMLISVLFIQEAIKGVVSEFEVPETE--NTS--LENYQFHWIYTNGLLGIIFTFGLLYTALKSRKARSWLYGTGWLRSFIADYGVPLMVVVWTALS 251   
Cucsa.098470.1-AtBOR2        GELFGLLIAMLFMQQAIRGVVEEFGIP--QRENPN--QVSLQAPWRFGNGMFALVLSFGLLLTALKSRKARSWRYGTGCLRGFIADYGVPLMVLIWTALS 251   
Eucgr.C02816.1-AtBOR4        GELFGMLITVLFIQEAIKGLISEFNIPEAD--NPA--LEKYQFQWLYTNGLLASIFATGLLYTALKSRKARSWRYTTGWFRGFIADYGVPLMVLTWTALS 251   
Eucgr.J03035.1-AtBOR4        GELFGMLITILFIQEAIKGAVSEFRIPKAE--DQN--LLKYQFQWLYTNGLLGIIFTFGLLYTALKSRKARSWLYGTGWLRNFTADYGVPLMVLLWTALS 251   
Eucgr.H04094.1-AtBOR2        GELFGLLIAMLFMQQAIKGLVEEFRLP--ERENPS--LAEFQPPWRFANGMFALVLSFGLLLTALRSRKARSWKYGSGSLRGFIADYGVPLMVLVWTAIS 251   
Eucgr.C04162.1-AtBOR4        GELFGMLIAVLFVQEAVKGVISEFHVPHAE--DSS--AERYHFQWRYVNGLLGIIFTFGLVSTALKSRRARSWPYGTGWFRSFIADYGVPLMVLIWSALA 251   
Eucgr.H00896.1-AtBOR1        GELFGLLIAMLFMQQAIKGLVEEFRIP--KQENPK--LDEFLPSWRFANGMFALVLSFGLLLTALKSRKARSWRYGTGWLRSFIADYGVPLMVLVWTAVS 251   
Eucgr.B00302.1-AtBOR2        GELFGLLIAMLFMQQAIRGVIEEFGIP--ERENPN--QAALLPSWRFGNGMFALVLSFGLLLTALRSRKARSWRYGTGWLRGFIADYGVPLMVLVWTAVS 251   
Glyma.06G181900.1.p-AtBOR2   GELFGLLIAMLFMQQAIKGLVEEFGAPKNQREGTN--QVALQSSWLFGNGMFALVLSFGLLFTGLQSRKARSWRYGSGWLRGFIADYGVPLMVLVWTAVS 253   
Glyma.15G011200.1.p-AtBOR4   GEIFGMLITVLFIQEAIKGMVSEFNVPEEG--DPT--MEKYQFHWLYANGLLGIIFTFGLLYTSLKSRRARSWLYGTGWFRSFIADYGVPFMVVVWTALS 251   
Glyma.04G184000.1.p-AtBOR2   GELFGLLIAMLFMQQAIKGLVEEFGAPKNQREGTN--QIALQSSWLFGNGMFALVLSFGLLFTGLQSRKARSWRYGSGWLRGFIADYGVPLMVLIWTAVS 253   
Glyma.17G207700.1.p-AtBOR6   EELFGMLITVLFFQEAIKGIIGEFNTPKDG--NLL--LEENQFHWRYANGLLAIILSFGLLITATMSRKARTWKYGSGWLRGFIADYGVPMMLVIWTGLS 255   
Glyma.04G069500.1.p-AtBOR7   GELFGMLITVLFFQEAIKGLIGEFNMPKNE--NPS--SVEFQFQWLYTNGLLAIIFCFGLLVTALKSRRARTWRYGTGWLRGFIADYGVPMMVVLWTALS 248   
Glyma.09G031400.1.p-AtBOR2   GELFGLLIAMLFMQEAVRGLIHEFHIP--ERANLT--SPEFQSSWRFGNGMFSLVLSFGLLHTALRSRKARSWRYGSGCLRGFIADYGVPLMVLLWTAVS 251   
Glyma.19G219500.1.p-AtBOR2   GELFGMLIAMLFMQQAIKGLVDEFRIP--ERQNSK--SIEFIPSWRFANGMFALVLSFGLLLTALRSRKARSWRYGTGWLRSLIADYGVPLMVLVWTGVS 251   
Glyma.03G222300.1.p-AtBOR2   GELFGMLIAMLFMQQAIKGLVDEFRIP--ERQNPK--SIEFISSWRFANGMFALVLSFGLLLTALRSRKARSWRYGTGWLRSLIADYGVPLMVLVWTGVS 251   
Gorai.005G135900.1-AtBOR2    GELFGLLIAMLFMQQAIRGIVEEFGIP--HRENPE--QTALQASWRFGNGMFALVLSFGLLLTALKSRKARSWRYGTGWLRGFVADYGVPLMVLLWTAVS 251   
Gorai.011G205300.1-AtBOR4    GELFGMLITVLFLQEAVKGVISEFNVPKGE--NPK--LEKYQFPWLYTNGLLAVIFSFGVLFTSLKTRKARLWRYGTGWIRGFLADYGVPLMILCWTALS 251   
Gorai.005G070200.1-AtBOR1    GELFGLLIAMLFMQEAIKGLVDEFRIP--ERENPK--LLEFQPSWRFANGMFALVLSFGLLFTALRSRKARSWRYGSGSLRGFIADYGVPLMILVWTAVS 251   
Gorai.006G266200.1-AtBOR2    GELFGLLIAMLFMQQAIKGLVDEFHIP--ERENPK--SVDFQLSWRFANGMFAMVLSFGLLFTALRSRKARSWRYACGSLRGFVADYGVPLMVLVWTAVS 251   
Gorai.008G137000.1-AtBOR1    GELFGLLIAMLFMQQAIKGLVEEFRIP--HNENPN--LTQFIPSWRFANGMFALVLSFGLLFTALQSRKARSWRYGTGWLRSFIADYGVPLMVLIWTGVS 251   
Gorai.004G146300.1-AtBOR2    GELFGLLIAMLFMQQAIKGIVEEFRIP--QHENPK--LTEFTPSWRFANGMFALVLSFGLLFSALRSRKARSWRYGTGWLRSFIADYGVPFMVLVWTAAS 251   
Gorai.009G010600.1-AtBOR4    GELFGMLITVLFIQEAIKGVVSEFNIPKGE--NPN--LEKYQFHWLYTNGLLAVIFSFGLTITALKTRKARSWRYGTGWFRSFIAEYGVPLMVVCWTALS 250   
Medtr2g032690.1-AtBOR1       GELFGLLIAMLFMQEAIKGLIHEFHIP--ERANPE--STEFQSSWRFGNGMFALVLSFGLLLTALRSRKARSWRYGSGCLRGFIADYGVALMVLLWTVVS 251   
Medtr7g110000.1-AtBOR2       GELFGMLIAMLFMQQAIKGLVDEFRIP--KREDTK--AIEFLPSWRFANGMFALVLSFGLLLTALKSRKARSWRYGSGWLRSLIADYGVPLMVLVWTGVS 251   
Medtr3g077670.1-AtBOR2       GELFGLLIAMLFMQQAIKGLVEEFGVPKTQTEGTN--QIALQSSWLFGNGMFALVLSFGLLFTGLGSRKARSWRYGTGWLRGFIADYGVPLMILVWTAVS 253   
Medtr3g107730.1-AtBOR7       GELFGMLITVLFFQEAIKGLVGEFSTPKVE--NPS--SEELQFQWRYTNGLLAVIFSFGLIVTAVKSRKARTWRYGSRRLRGFIADYGVPVMVVLWTAVS 248   
Medtr0459s0020.1-AtBOR4      GELFGMLITVLFIQEAIKGMVSEFEVPKEG--DPT--LDKYQFHWLYANGLLGIIFTFCLLYTSLKSRKARSWLYGTGWLRSFIADYGVPFLVVVWTALS 259   
LOC_Os01g08020.1-AtBOR4      GELFGMLITVLFLQQAIKGIIEEFKVPRDA---DHS-SPIYQFQWLYVNGLLGVIFSIGLLYTALRSRRARSWVYGQGWLRGFIADYGVPLMVIVWTAFS 251   
LOC_Os05g08430.1-AtBOR5      GELFGMLITILFMQEAVKGMLGEFSVPEGK---DHS-LPIYQFQWAYVNGLLGIIFSMGLLYTAIRSRSARSSLYGTGWQRSFIADYGVPLMVVVWTALS 252   
LOC_Os12g37840.1-AtBOR2      GELFGLLIAMLFMQQAIKGLVDEFRIP--ERENRK--ALEFVSSWRFANGMFAIVLSFGLLLTALRSRKARSWRYGTGWLRGFIADYGVPLMVLVWTGVS 251   
Phpat.001G035800.1.p-AtBOR2  GELFGLLIAVLFVQQAVKGAVNEFRIS--KFVNAT--EEQFQSSWRFGNGMFGLILTFGLLWTAIKSRNARSWNFGPGFFRRFIANYGVPILVIVWSAVS 296   
ppa002139m-AtBOR2            GELFGLLIAMLFMQEAIKGLVHEFRIP--ERENPK--SVQFQPSWRFANGMFALVLSFGLLLTSLKSRKARSWRYGSGSLRGFVADYGVPLMVLIWSAVS 251   
ppa002104m-AtBOR2            GELFGLLIAMLFMQQAIKGLVDEFRLP--QREDTS--LPQFVPSWRFANGMFALVLSFGLLLTALKSRKARSWRYGSGWLRGFVADYGVPLMVLVWTGVS 251   
ppa002100m-AtBOR2            GELFGLLIAMLFMQQAIRGLVEEFSVP--KRENPN--KIALQPAWRFGNGMFALVLSFGLLLTALRSRKARSWRYGAGWLRGFIADYGVPFMVVVWTAVS 251   
Potri.002G191000.1-AtBOR2    GELFGLLIAMLFMQQAIKGLVDEFRIP--KREDPK--SMEFIPSWRFANGMFALVLSFGLLLTALRSRKARSWRYGSGWLRSLVADYGVPLMVVVWTAVS 251   
Potri.006G249800.1-AtBOR4    GELFGMLIAVLFIQEAVRGVISEFNIPKDE--NPK--LEKHQFQWLYANGLLSVIFSFGVLFTSLKSRRARTWRYGTGWLRGFIADYGVPLMVLLWTALS 251   
Potri.008G100300.1-AtBOR2    GELFGLLIAMLFMQEAVKGLVNEFGIP--RRENPK--SVEFQPSWRFANGMFALVLSFGLLLAGLRSRKARSWRYGSGWLRGFIADYGVPLMVLVWTAVS 251   
Potri.015G077600.1-AtBOR2    GELFGLLIAMLFMQQAIKGVVEEFRIP--QRENLK--QTALQPSWRFGNGMFALVLSFGLLLTALRSRKARAWRYGTGWLRGFIADYGVPLMVLVWTAIS 251   
Potri.018G031700.1-AtBOR4    GELFGMLISVLFIQEAVRGVVSEFNIPKDE--SSK--LEKYQFQWRYANGLLSVIFSLGVLFTALKSRRARSWRYGTGWIRGFIADYGVPLMVVLWTALS 251   
Potri.012G081800.1-AtBOR2    GELFGLLIAMLFMQQAIKGLVEEFRIP--QRENIN--QTALQPSWRFGNGMFALVLSFGLLLTALRSRKARSWRYGTGWLRGFIADYGVPLMVLVWTAIS 251   
Potri.001G174500.1-AtBOR4    GELFGMLISVLFIQEAIKGMVSEFEIPKSE--DPK--LDKYQFQWLYTNGLLGIIFTFGLLYTALKSRRARAWWYGTGWFRSFIADYGVPLMVVAWTALS 251   
Potri.003G059700.1-AtBOR4    GELFGMLIAVLFMQEAIKGMVSEFEIPKAE--DPK--LDKYQFQWLYTNGLLGIIFTFGLLYTALKSRRARAWWYGTGWFRSFIADYGVPLMVVVWTALS 251   
Potri.006G154700.1-AtBOR4    GELFGMLIAVLFIQQAVKGILGEFRIPEHE--DPN--LEKYNFQWLYTNGLLGVIFTFGLLYTGLKSRGARSWQYGTGWFRTLIADYGVPLMVLAWAALS 252   
Phvul.001G053300.1-AtBOR6    EELFGMLITVLFFQEAILGIRNEFKTPKSE--NPS--TEEHQFHWRYINGLLSVIFSLGILLTALMSRRARTWKLGTGWQRALVADYGIPLMVVFWTGMS 247   
Phvul.001G215700.1-AtBOR2    GELFGMLIAMLFMQQAIKGLVDEFRIP--ERQNPK--SIEFIPSWRFSNGMFALVLSFGLLLTALRSRKARSWRYGTGWLRSLIADYGVPLMVLVWTGVS 251   
Phvul.005G174400.1-AtBOR4    GELFGMLITVLFLQEAIKGIVSEFKVPKEG--DPI--SEKYHFHWLYANGLLGIIFTFGLLYTSLKSRKARSWLYGTGWFRSFVADYGVPLMVVVWTALS 251   
Phvul.009G178000.1-AtBOR2    GELFGLLIAMLFMQQAIKGLVEEFGVPKNQAEGTN--QIALQSSWLFGNGMFALVLSFGLLFTGLQSRKARSWRYGTGWLRGFIADYGVPLMVLIWTAVS 253   
Sobic.008G132300.1.p-AtBOR2  GELFGLLIAMLFMQQAIKGLVDEFRIP--ERENRK--ALEFVPSWRFANGMFAIVLSFGLLLTALRSRKARSWRYGTGWLRGFIADYGVPLMVLVWTGVS 251   
Sobic.009G064200.1.p-AtBOR4  GELFGMLITVLFMQEAIKGMLGEFSAPEGN---DQS-QPIFQFQWLYINGLLGLIFSMGVLYTSLSSGSARSSLYGTGWQRSLIADYGVPLIVILWTALS 252   
Sobic.003G047900.1.p-AtBOR4  GELFGMLITVLFLQEAIKGMISEFSVPEDA---DSS-SPIYQFQWLYVNGLLGVIFSIGLLYTALRTRRARSWLYGIRRLRSFIADYGVPLMVIVWTALS 251   
Solyc06g071500.2.1-AtBOR2    GELFGMLIAMLFMQEAIKGLVEEFGIP--QRENPR--QAALSPSWRFGNGMFALVLSFGLLLTALRSRKARSWRYGTGWFRGFIADYGVPLMVLVWTAVS 251   
Solyc01g079150.2.1-AtBOR1    GELFGMLIAMLFMQQAIKGLVDEFRVP--KRDNPH--LTEFMPSWRFANGMFALVLSFGLLLTALKSRKARSWRYGTGWLRSLIADYGVPLMVVVWTAVS 251   
GSVIVT01007733001-AtBOR2     GELFGLLIAMLFMQQAIRGVVEEFGIP--QREDRN--QTAFLPSWRFGNGMFALVLSFGLLLTALRSRKARSWRYGTGWLRGLIADYGVPFMVVVWTAVS 251   
GSVIVT01015478001-AtBOR4     GELFGMLIAVLFIQEAVKGVVSEFRIPKDE--DPN--SEKYQFQWLYSNGLLAIIFSFGLLFTALKSRRARSWSYGTGWSRGFIADYGVPLMVLVWTALS 251   
GSVIVT01035800001-AtBOR4     GELFGMLIAVLFVQEAIKGVVSEFNIPKDE--DPK--SVKYEFQWLYTNGLLGIIFSFGVLFTSLKSRRARSWRYSTGWVREFIADYGVPLMVLLWTALS 251   
GSVIVT01017647001-AtBOR2     GELFGLLIAMLFMQEAIKGLIDEFRIP--GRESPT--LTEFQPSWRFANGMFALVLSFGLFLTALRSRKARSWRYGSGCLRGFIADYGVPLMVLVWTAVS 251   
GSVIVT01028186001-AtBOR2     GELFGLLIAMLFMQQAIKGIVDEFRIP--KQENAK--LTEFIPSWRFANGMFALVLSFGLLLTALRSRKARSWRYGTGWLRSLIADYGVPLMVLIWTAVS 251   
GSVIVT01017223001-AtBOR4     GELFGMLIAVLFIQEAIKGVVNEFRVPKGE--DPK--AEKYQFQWLYVNGLLSIIFVFGLLYTALKSRKARSWLYGTGLFRSFIADYGVPLMVVVWTALS 251   
GRMZM2G082203_P01-AtBOR2     GELFGLLIAMLFMQQAIKGLIDEFRIP--EREDRK--ALEFVPSWRFANGMFAIVLSFGLLLTALRSRKARSWRYGAGWLRGFIADYGVPLMVLVWTGVS 251   
GRMZM2G166159_P01-AtBOR2     GELFGLLIAMLFMQQAIKGLVDEFRVP--ERENTK--ALEFVPSWRFANGMFAIVLSFGLLLTALRSRKARSWRYGTGWLRGFIADYGVPLMVLVWTGVS 251   
GRMZM2G051753_P01-AtBOR4     GELFGMLITVLFLQEAIKGMISEFSVPEDA---DSS-SPIYQFQWLYVNGLLGVIFSIGLLYTALRTRRARSWLYGTGWFRSFIADYGVPLMVIVWTGLS 251   
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Glyma.04G069500.1.p-AtBOR7   LGIMTLICGILGLPPSNGVLPQSPMHTKSLAVLRRR--------------------MIRKKVVKSAKECIKQRRTNSELYGKMQEVIVEMDTDPT----- 410   
Glyma.09G031400.1.p-AtBOR2   LGFMVIICGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARSSMKKLESLGQVYGGMQDAYWKMQTPLVHQEPS 418   
Glyma.19G219500.1.p-AtBOR2   LGFLTLMCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVVTARKSMGKNASLGQLYGNMLEAYNQMQTPLVYQDPS 418   
Glyma.03G222300.1.p-AtBOR2   LGFLTLMCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVVAARKSMGKNASLGQLYGNMQEAYNQMQTPLVYQDSS 418   
Gorai.005G135900.1-AtBOR2    LGFLVILCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLHNKLVSTARKSISRNSSLSQLYQSMQEAYNEMQTPLVYQLPS 418   
Gorai.011G205300.1-AtBOR4    LGIMTLICGLLGLPPSNGVLPQSPMHTKSLAVLKRQ--------------------LIRKKMVQSAKEGISQLASNSEIYGRMQAVFIEMDESPA----P 414   
Gorai.005G070200.1-AtBOR1    LGFLTILCGLIGVPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNRIVETARKCMHNNASLGQVYDSMQEAYQQMQSPLVYQEPS 418   
Gorai.006G266200.1-AtBOR2    LGFLTILCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNGLVTTARQFIHKNASLGQVYERMQEAYQQMQTPLVYQEPS 418   
Gorai.008G137000.1-AtBOR1    LGFLTLLCGLIGVPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVTTARKSISKNASLGQLYGNMQEAYQQMQTPLVYQEPS 418   
Gorai.004G146300.1-AtBOR2    LGFLTLLCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARKCIRKNASLGQLYGNMQEAYQQMQTPLVYQEPS 418   
Gorai.009G010600.1-AtBOR4    LGVMTLICGLLGLPPSNGVLPQSPMHTKSLSVLKKQ--------------------LIRKKMVKSAKEGKLQHASNSEIYGRMQAVFIKMDQSPA----- 412   
Medtr2g032690.1-AtBOR1       LGFMVLLCGLLGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLIATARNCMRKQQPLGQVYGSMQNAYRQMQTALTHQEPY 418   
Medtr7g110000.1-AtBOR2       LGFLTLLCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVITARNSISKNASLGQLYGNMQEVYHQMQTPLIYQDPS 418   
Medtr3g077670.1-AtBOR2       LGFLTLLCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRHKLVSTARTSMEKNMNLSQLYESMKEAYDVMQTPLVPQIPP 420   
Medtr3g107730.1-AtBOR7       LGIMTLICGLLGLPPSNGVLPQSPMHTKSLAVLRRQ--------------------LIRKRVVKSAKECMEQQSTSSELYGKMQAVFIEMDTAPT----- 410   
Medtr0459s0020.1-AtBOR4      LGFMTLLCGLIGLPPSNGVLPQSPMHTKSLAVLKKQ--------------------LIRRKMVKSAKESIGKKASNSEIYGMMQAVFIEMDNDPNNH--- 424   
LOC_Os01g08020.1-AtBOR4      LGFMVLLCGLIGIPPSNGVLPQSPMHTRSLAVLKGQ--------------------LLRKKMVQTANEGLMNRASSLEIYGKIQGVFIEMDCEKNT---- 414   
LOC_Os05g08430.1-AtBOR5      LSFMVLICGLIGIPPSNGVLPQSPMHTRSLAVLKGQ--------------------LLRKKMVQTAKEGMMNNASSSEVYGKMQEVFIKMDDKSNA---- 415   
LOC_Os12g37840.1-AtBOR2      LGFLTLLCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARQSMSQNASLSQLYGSMQEAYQQMQTPLIYQQPS 418   
Phpat.001G035800.1.p-AtBOR2  LGFTVLLCGLLGLPPSHGVLPQSPMHTRALASLKKE--------------------LVRSKLIKRAKISLAHNPSGEKLQDDLHDGYRQTETPLSS---- 460   
ppa002139m-AtBOR2            LGFMVIICGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARRCMKNNASLGQVYGSMQQAYQQMQTPLTYQEPS 415   
ppa002104m-AtBOR2            LGFLTLMCGLLGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARKSMRKNASLGQLYGNMQEAYRQMQTPLIYQEAS 418   
ppa002100m-AtBOR2            LGFLVILCGLLGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNKLALTARNSIRKNSSLSQLYQSMQEAYNQMQTPLVYQRPP 418   
Potri.002G191000.1-AtBOR2    LGFLTLMCGLIGIPPSNGVIPQSPMHTKSLATLKYQVIY---------PEISQKIKLLRNRLVATARTSLRKNASLGQLYGNMQEAYHQIQTPLMYQQPS 432   
Potri.006G249800.1-AtBOR4    LGLMTLICGLLGLPPSNGVLPQSPMHTKSLAVLRRQ--------------------LIRKKMVKRAKECIGRKASNLEIYGSMQAVFLEMDASSP----D 414   
Potri.008G100300.1-AtBOR2    LGFMVILCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------ILRNRLVATARKCMGKDASLGQVYDSMQEAYQHMQTPLIYQEPS 415   
Potri.015G077600.1-AtBOR2    LGFLVILCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVSTARKSMGKNSNLGQLYQSMQEAYNEIQTPLVYQLPS 418   
Potri.018G031700.1-AtBOR4    LGFMTLICGLLGLPPSNGVLPQSPMHTKSLAVLKRQ--------------------LIRKKMVKSAKECIGQKASNSEIYGRMHAVFLEMDAPSP----D 414   
Potri.012G081800.1-AtBOR2    LGFLVILCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVSTARKSMGKNSNLCQLYRSMQEAYNEMQTPLAYQQPP 418   
Potri.001G174500.1-AtBOR4    LGFMTLLCGLIGLPPSNGVLPQSPMHTKSLAVLKRQ--------------------LIRRKMVASAKESIKQKVSNSEIYGNMQAVFIEMDSIPIN---- 414   
Potri.003G059700.1-AtBOR4    LSFMTLLCGLIGLPPSNGVLPQSPMHTKSLAVLKRQ--------------------LIRRKMVESAKESIKQKASNSEIYGKMQDVFIEMDSSPIT---- 414   
Potri.006G154700.1-AtBOR4    LGVLTLFCGLIGLPPSNGVLPQSPMHTKSLAVLSKQ--------------------LIRKKMVKGAKECMKQNASNSEIYGKMQAVFIEINRTP-----L 414   
Phvul.001G053300.1-AtBOR6    LGIMTLICGLLGLPPSNGVLPQSPMHTKSLAVLRTQ--------------------LIRKKVVKSAKDCIKQQGNTTELYGKMQAVLIEMDSEPS----- 409   
Phvul.001G215700.1-AtBOR2    LGFLTLMCGLLGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVVTARKSMGKNASLGQLYGNMVEAYHQMQTPLIYQDPS 418   
Phvul.005G174400.1-AtBOR4    LGLTTLLCGLIGLPPSNGVLPQSPMHTKSLAVLKKQ--------------------LIRRKMVKSAKESINQKASNSEIYGKMQAVFIEMDNCPDNH--- 415   
Phvul.009G178000.1-AtBOR2    LGFLTILCGLLGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVSTARKSMRRNVNLSQLYQNMKEAYDEMQTPLVPQMPP 420   
Sobic.008G132300.1.p-AtBOR2  LGFLTLMCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARKSMSQNASLSQLYGSMQDAYQQMQTPLVYQQQS 418   
Sobic.009G064200.1.p-AtBOR4  LSLTTLICGLLGIPPSNGVLPQSPMHTRSLAVLKRQ--------------------LLRKKMVQTAKEGMMNNATSSEVYGKMQDVFIKMDHGGDT---- 415   
Sobic.003G047900.1.p-AtBOR4  LGIMVLLCGLLGIPPSNGVLPQSPMHTKSLAVLKRQ--------------------LLSKKMVDTAKDSIGRSATTLEIYGKMEEIFIEMDSEQNT---- 414   
Solyc06g071500.2.1-AtBOR2    LGFLVIICGLLGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNKLASTAKKNIDKNANLGQLYRSMQEAYNEMQTPLVYQTPS 418   
Solyc01g079150.2.1-AtBOR1    LGFLTLMCGLVGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVDTARKSMQKNSSLGQLYGNMQEAYQQMQTPLIYQESS 418   
GSVIVT01007733001-AtBOR2     LGFLVILCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNKLVSTVRKSMRKNANLGQLYSSMQEAYNEMQTPLVYQTPP 418   
GSVIVT01015478001-AtBOR4     LGVMTLLCGFLGLPPSNGVLPQSPMHTKSLAVLKRR--------------------LIRRKMVQSAKECIKQQASNTEIYRKMQAVFIEMDMAP-----S 413   
GSVIVT01035800001-AtBOR4     LGVMTLLCGLLGFPPSNGVLPQSPMHTKSLAVLKKL--------------------LIRKKMVKSAKECIKEQASNSEMYGRMQAVFIEMDTAPN----D 414   
GSVIVT01017647001-AtBOR2     LGFMVILCGLIGIPPANGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVETARKCIRENSSLGQMYESMQEAYQHMQTPLVYQEPS 418   
GSVIVT01028186001-AtBOR2     LGFLTIMCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARISMRKNSSLSQLYGNMQEAYQQMQTPLIYQEPS 418   
GSVIVT01017223001-AtBOR4     LGFMTLLCGLLGLPPSNGVLPQSPMHTKSLATLKRQ--------------------LIRKKMVKSAKESIKQKAANPEIYSNMQAVFIKMDNTQPTK--- 415   
GRMZM2G082203_P01-AtBOR2     LGFLTLMCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------LLRNRLVATARKSMSQNASLSQLYGSMQDAYQQMQTPLVYQQQS 418   
GRMZM2G166159_P01-AtBOR2     LGFLTLMCGLIGIPPSNGVIPQSPMHTKSLATLKHQ--------------------ILRNRLVATARKGMSQNASLSQLYGSMQDAYQQMQTPLVYQQQS 418   
GRMZM2G051753_P01-AtBOR4     LGFVVLLCGLLGIPPSNGVLPQSPMHTKSLAVLKRQ--------------------LLSKKMVDTAKESIGGSATSLEIYGKMEEVFIKMDSEQNT---- 414   
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AT3G06450.1-AtBOR3           R-----IQGLKQSHIQK----AS----------------------------------------------------------------------------- 434   
AT3G62270.1-AtBOR2           ----QGLKELRESTIQATTFTG------------------------------------------------------------------------------ 435   
AT4G32510.1-AtBOR7           TSVVKELENLKEAVMKADDGGG------------------------------------------------------------------------------ 436   
AT2G47160.1-AtBOR1           ----QGLKELKESTIQATTFTG------------------------------------------------------------------------------ 435   
AT5G25430.1-AtBOR6           NSVATDLKELKEVVMRPDEGGD------------------------------------------------------------------------------ 439   
AT1G15460.1-AtBOR4           PSVIIELQDLKEAVMKSNDEE------------------------------------------------------------------------------- 443   
AT1G74810.1-AtBOR5           TTLINELQDLKEAVMKKSDDD------------------------------------------------------------------------------- 443   
Bradi4g04420.1.p-AtBOR2      VK---GLNELKDSTVQLASSMG------------------------------------------------------------------------------ 437   
Bradi2g34110.1.p-AtBOR4      VSVHKELRDLKDAVIPEGNGAG------------------------------------------------------------------------------ 436   
Bradi2g04690.1.p-AtBOR4      DSVDKELKSLKDAVLREGDEEG------------------------------------------------------------------------------ 439   
Brara.D00064.1.p-AtBOR2      ----QGLKELRESTIQATTFTG------------------------------------------------------------------------------ 435   
Brara.A00544.1.p-AtBOR7      TSVVKELENLKEAVMKADGGGG------------------------------------------------------------------------------ 440   
Brara.C03154.1.p-AtBOR3      R-----IQGLKQSQMQKG-LGSV----------------------------------------------------------------------------- 437   
Brara.F01062.1.p-AtBOR4      RTVILELQDLKEAVMKSNEDE------------------------------------------------------------------------------- 441   
Brara.F02740.1.p-AtBOR6      CSVANDLKDLKEVVMRPDEGGD------------------------------------------------------------------------------ 438   
Brara.B02140.1.p-AtBOR4      STHIMELQDLKDAVMKKTDEE------------------------------------------------------------------------------- 443   
Cre10.g443900.t1.1-AtBOR1    AAASARLRPRRHPPAAAPAAVAASGGGGGGVGSVGGVITDVAAGGVRQPSTRVDGPHLGPPPGAALPAALASRPPSHLAQQPSPPAASAAAALRPQRLGS 557   
Cucsa.192570.1-AtBOR2        VR---GLNELKETTIQAASSMG------------------------------------------------------------------------------ 437   
Cucsa.300580.1-AtBOR4        -TVVKELEDLKEAVMKGES--------------------------------------------------------------------------------- 434   
Cucsa.098470.1-AtBOR2        VAG---LKELKDSTIQLASRTG------------------------------------------------------------------------------ 437   
Eucgr.C02816.1-AtBOR4        TSTVKELQELKDAVLKADDGGD------------------------------------------------------------------------------ 436   
Eucgr.J03035.1-AtBOR4        -SVVKELEDLKEAVIQSSK--------------------------------------------------------------------------------- 433   
Eucgr.H04094.1-AtBOR2        TL---GLKDLKDSTIQMASSMG------------------------------------------------------------------------------ 437   
Eucgr.C04162.1-AtBOR4        LSVAKELKQLKDAVMGSEDEDN------------------------------------------------------------------------------ 435   
Eucgr.H00896.1-AtBOR1        SR---GLNELKETTIQAASSMG------------------------------------------------------------------------------ 437   
Eucgr.B00302.1-AtBOR2        MLG---LKELKDSTIQLASSTG------------------------------------------------------------------------------ 437   
Glyma.06G181900.1.p-AtBOR2   TLQG--LKELKESTIELASSQG------------------------------------------------------------------------------ 440   
Glyma.15G011200.1.p-AtBOR4   -LVVKELEDLKEVVLNGED--------------------------------------------------------------------------------- 433   
Glyma.04G184000.1.p-AtBOR2   TLG---LKELKESTIELASSQG------------------------------------------------------------------------------ 439   
Glyma.17G207700.1.p-AtBOR6   ---TKELENLKEAVMKSNEKNA------------------------------------------------------------------------------ 430   
Glyma.04G069500.1.p-AtBOR7   ---VKELENLKEAVMQSDSKDG------------------------------------------------------------------------------ 429   
Glyma.09G031400.1.p-AtBOR2   SQ---GLKELKESTIQLASSMG------------------------------------------------------------------------------ 437   
Glyma.19G219500.1.p-AtBOR2   ARA-QGLRELKESTIQAATSMG------------------------------------------------------------------------------ 439   
Glyma.03G222300.1.p-AtBOR2   ARA-QGLRDLKESTIQAATSMG------------------------------------------------------------------------------ 439   
Gorai.005G135900.1-AtBOR2    TLG---LKELKESTVQLASSTG------------------------------------------------------------------------------ 437   
Gorai.011G205300.1-AtBOR4    TSVDKELKNLKEAVMKR-DGRE------------------------------------------------------------------------------ 435   
Gorai.005G070200.1-AtBOR1    AR---GLKELKESTIQMASTMG------------------------------------------------------------------------------ 437   
Gorai.006G266200.1-AtBOR2    AR---GLKELKESTIEMASNME------------------------------------------------------------------------------ 437   
Gorai.008G137000.1-AtBOR1    T---RGLNELKESTVQAATCSG------------------------------------------------------------------------------ 437   
Gorai.004G146300.1-AtBOR2    A---RGLHELKESTVQAATCTG------------------------------------------------------------------------------ 437   
Gorai.009G010600.1-AtBOR4    LAVDNELKNLKEAVMRGGDGDD------------------------------------------------------------------------------ 434   
Medtr2g032690.1-AtBOR1       AP---GLKELKESTIQLASSTG------------------------------------------------------------------------------ 437   
Medtr7g110000.1-AtBOR2       ARA-QGLKELKETTIQAATSMG------------------------------------------------------------------------------ 439   
Medtr3g077670.1-AtBOR2       TLG---LKELKESTVALASSHG------------------------------------------------------------------------------ 439   
Medtr3g107730.1-AtBOR7       ---VKELETLKEAVMKSDTKGC------------------------------------------------------------------------------ 429   
Medtr0459s0020.1-AtBOR4      -SVVKELEDLKDFVLNGED--------------------------------------------------------------------------------- 442   
LOC_Os01g08020.1-AtBOR4      DSVDKELKSLKDAMLQEGDKEG------------------------------------------------------------------------------ 436   
LOC_Os05g08430.1-AtBOR5      KSVRKELKELKDAVIPEGNGAG------------------------------------------------------------------------------ 437   
LOC_Os12g37840.1-AtBOR2      VK---GLNELKDSTVQMASSMG------------------------------------------------------------------------------ 437   
Phpat.001G035800.1.p-AtBOR2  -----------PCAPRVN---------------------------------------------------------------------------------- 467   
ppa002139m-AtBOR2            AR---GLKELKDSTFQMASSMG------------------------------------------------------------------------------ 434   
ppa002104m-AtBOR2            AR---GLNELKESTIQAASSMGN----------------------------------------------------------------------------- 438   
ppa002100m-AtBOR2            ALG---LKELKESTVQLASSAG------------------------------------------------------------------------------ 437   
Potri.002G191000.1-AtBOR2    ----QGLKEFKESTIQAATCTG------------------------------------------------------------------------------ 450   
Potri.006G249800.1-AtBOR4    VSVHKELEDFKQAVMKAAEGWD------------------------------------------------------------------------------ 436   
Potri.008G100300.1-AtBOR2    AR---GLKELKESTIQMAASMG------------------------------------------------------------------------------ 434   
Potri.015G077600.1-AtBOR2    ALG---LKELKESTIQLSSSTG------------------------------------------------------------------------------ 437   
Potri.018G031700.1-AtBOR4    VSVHKELENLKQAVMKSDDEED------------------------------------------------------------------------------ 436   
Potri.012G081800.1-AtBOR2    SLG---LKELKESTIQLASSTG------------------------------------------------------------------------------ 437   
Potri.001G174500.1-AtBOR4    -AVIKELEDLKEAVMKGED--------------------------------------------------------------------------------- 432   
Potri.003G059700.1-AtBOR4    -TVVRELEDLKEAVMKGEN--------------------------------------------------------------------------------- 432   
Potri.006G154700.1-AtBOR4    PSAANELKDLKDTAMKDDDGGI------------------------------------------------------------------------------ 436   
Phvul.001G053300.1-AtBOR6    ---TKTMTNLKEAVMKSSENNG------------------------------------------------------------------------------ 428   
Phvul.001G215700.1-AtBOR2    ARA-QGLKELKESTIQAATSMG------------------------------------------------------------------------------ 439   
Phvul.005G174400.1-AtBOR4    -SVVKELEDLKEVVLNGED--------------------------------------------------------------------------------- 433   
Phvul.009G178000.1-AtBOR2    TLG---LKELKESTIELASSQG------------------------------------------------------------------------------ 439   
Sobic.008G132300.1.p-AtBOR2  VRR--GLNELKDSTVQLASSMG------------------------------------------------------------------------------ 438   
Sobic.009G064200.1.p-AtBOR4  VSAHKELKDLKDAIIPEGNGAG------------------------------------------------------------------------------ 437   
Sobic.003G047900.1.p-AtBOR4  GSVDKELKNFKDAVLQEGNEEG------------------------------------------------------------------------------ 436   
Solyc06g071500.2.1-AtBOR2    GLG---LKELKETTVQRASSTG------------------------------------------------------------------------------ 437   
Solyc01g079150.2.1-AtBOR1    AR---GLKELKESTIQLASSMG------------------------------------------------------------------------------ 437   
GSVIVT01007733001-AtBOR2     ALG---LKELKESTIQLASSTG------------------------------------------------------------------------------ 437   
GSVIVT01015478001-AtBOR4     LLVTEELKDLKEAIMKGEDGKN------------------------------------------------------------------------------ 435   
GSVIVT01035800001-AtBOR4     VSVDKELKDLKEAVMNSEDGGD------------------------------------------------------------------------------ 436   
GSVIVT01017647001-AtBOR2     AL---GLKELKDSTIQLASSMG------------------------------------------------------------------------------ 437   
GSVIVT01028186001-AtBOR2     AR---GLKELKESTIQLASSMG------------------------------------------------------------------------------ 437   
GSVIVT01017223001-AtBOR4     -SVVKELEDLKEAVMKGENKQA------------------------------------------------------------------------------ 436   
GRMZM2G082203_P01-AtBOR2     VRR--GLNELKDSTVQLASSMG------------------------------------------------------------------------------ 438   
GRMZM2G166159_P01-AtBOR2     VRR--GLNELKDSTVQLASSMG------------------------------------------------------------------------------ 438   
GRMZM2G051753_P01-AtBOR4     DSVDRELKNFKDAVLQEGDEEG------------------------------------------------------------------------------ 436   
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AT3G06450.1-AtBOR3           ----------------------------------------------------------NADALVDETVFDIETEVE------------------------ 452   
AT3G62270.1-AtBOR2           ----------------------------------------------------------NLDAPVDETLFDIEKEID------------------------ 453   
AT4G32510.1-AtBOR7           --------------------------------------------------------------ETKGKKFDPEVHIE------------------------ 450   
AT2G47160.1-AtBOR1           ----------------------------------------------------------NLNAPVDETLFDIEKEID------------------------ 453   
AT5G25430.1-AtBOR6           ---------------------------------------------------------------TKG-KFDPDVHIE------------------------ 451   
AT1G15460.1-AtBOR4           -----------------------------------------------------------RE-GDEESGFDPEKHLD------------------------ 459   
AT1G74810.1-AtBOR5           -----------------------------------------------------------GD-TGEESGFDPEKHVD------------------------ 459   
Bradi4g04420.1.p-AtBOR2      ----------------------------------------------------------NIDAPVDETIFDIEKEID------------------------ 455   
Bradi2g34110.1.p-AtBOR4      ---------------------------------------------------------------NVPEVFDPEKHLE------------------------ 449   
Bradi2g04690.1.p-AtBOR4      ---------------------------------------------------------------KLAGEFDPRKHIE------------------------ 452   
Brara.D00064.1.p-AtBOR2      ----------------------------------------------------------NLDAPVDETLFDIEKEID------------------------ 453   
Brara.A00544.1.p-AtBOR7      -------------------------------------------------------------GDTKGKKFDPEVLIE------------------------ 455   
Brara.C03154.1.p-AtBOR3      ----------------------------------------------------------NADTLVDEAVFDVETEVE------------------------ 455   
Brara.F01062.1.p-AtBOR4      -----------------------------------------------------------GE-RDEESGFDPEKHLD------------------------ 457   
Brara.F02740.1.p-AtBOR6      ---------------------------------------------------------------TKG-KFDPDVHIE------------------------ 450   
Brara.B02140.1.p-AtBOR4      -----------------------------------------------------------GD-SSEEGGFDPEKHLE------------------------ 459   
Cre10.g443900.t1.1-AtBOR1    SGSGQGGQGAACAGQAGCRLGWQGAAGEGAEGGDGGAGDAGQPAAAAARRRLLNGRTSTEDAAAEQEAYRGEAAVGRGNPAAEMPHGTEGICRGSTSAPP 657   
Cucsa.192570.1-AtBOR2        ----------------------------------------------------------SFDAPVDETMFDIEKEID------------------------ 455   
Cucsa.300580.1-AtBOR4        -----------------------------------------------------------KD-ENANVTFDPEKHID------------------------ 450   
Cucsa.098470.1-AtBOR2        ----------------------------------------------------------YIDAPVDETVFDVDKDID------------------------ 455   
Eucgr.C02816.1-AtBOR4        ---------------------------------------------------------------G-NTKFDPEKYVD------------------------ 448   
Eucgr.J03035.1-AtBOR4        -----------------------------------------------------------GD-EE-KASFDPEKQID------------------------ 448   
Eucgr.H04094.1-AtBOR2        ----------------------------------------------------------RMDAPVDETVFDVEKEID------------------------ 455   
Eucgr.C04162.1-AtBOR4        ---------------------------------------------------------------V-DGQF--AKHID------------------------ 445   
Eucgr.H00896.1-AtBOR1        ----------------------------------------------------------NLNAPVDETVFDVDKEID------------------------ 455   
Eucgr.B00302.1-AtBOR2        ----------------------------------------------------------YIDAPIDETIFDVDKDID------------------------ 455   
Glyma.06G181900.1.p-AtBOR2   ----------------------------------------------------------YLDAPVDELVFDVNKDVD------------------------ 458   
Glyma.15G011200.1.p-AtBOR4   -----------------------------------------------------------KG-LNNKSTFDPEKHID------------------------ 449   
Glyma.04G184000.1.p-AtBOR2   ----------------------------------------------------------YIDAPVDEVVFDVNKDVD------------------------ 457   
Glyma.17G207700.1.p-AtBOR6   ----------------------------------------------------------------AKENFDPDKHID------------------------ 442   
Glyma.04G069500.1.p-AtBOR7   ----------------------------------------------------------------AKEKFDPEKHID------------------------ 441   
Glyma.09G031400.1.p-AtBOR2   ----------------------------------------------------------SINAPVDESVFDIEKEID------------------------ 455   
Glyma.19G219500.1.p-AtBOR2   ----------------------------------------------------------NVDAPVDETIFDVEKEID------------------------ 457   
Glyma.03G222300.1.p-AtBOR2   ----------------------------------------------------------NVDAPVDETIFDVEKEID------------------------ 457   
Gorai.005G135900.1-AtBOR2    ----------------------------------------------------------NIDAPVDETIFDVAKEID------------------------ 455   
Gorai.011G205300.1-AtBOR4    ---------------------------------------------------------------NGKENFDPEKHID------------------------ 448   
Gorai.005G070200.1-AtBOR1    ----------------------------------------------------------IIDAPVDETVFDVEKEID------------------------ 455   
Gorai.006G266200.1-AtBOR2    ----------------------------------------------------------NINAPVDESVFDIEKEIN------------------------ 455   
Gorai.008G137000.1-AtBOR1    ----------------------------------------------------------NIDAPLDETLFDIEKEID------------------------ 455   
Gorai.004G146300.1-AtBOR2    ----------------------------------------------------------NIDAPIDETLFDIEKEID------------------------ 455   
Gorai.009G010600.1-AtBOR4    ---------------------------------------------------------------DAKENFDPEKDID------------------------ 447   
Medtr2g032690.1-AtBOR1       ----------------------------------------------------------SLNNAVDESIFDIEKEID------------------------ 455   
Medtr7g110000.1-AtBOR2       ----------------------------------------------------------NVDAPVDETIFDVEKEID------------------------ 457   
Medtr3g077670.1-AtBOR2       ----------------------------------------------------------YIDAPVDEVVFDVNKDVD------------------------ 457   
Medtr3g107730.1-AtBOR7       ----------------------------------------------------------------AMEPFDPEKYID------------------------ 441   
Medtr0459s0020.1-AtBOR4      -----------------------------------------------------------KG-DNNKSTFDLEKHID------------------------ 458   
LOC_Os01g08020.1-AtBOR4      ---------------------------------------------------------------TLAEEFDPIKHIE------------------------ 449   
LOC_Os05g08430.1-AtBOR5      ---------------------------------------------------------------RVSEVFDPEKHIE------------------------ 450   
LOC_Os12g37840.1-AtBOR2      ----------------------------------------------------------NIDAPVDETVFDIEKEID------------------------ 455   
Phpat.001G035800.1.p-AtBOR2  --------------------------------------------------------------------FDPEKDVD------------------------ 475   
ppa002139m-AtBOR2            ----------------------------------------------------------NINAPVDETVFDVEKEID------------------------ 452   
ppa002104m-AtBOR2            ----------------------------------------------------------YIDAPVDETVFDVEKEID------------------------ 456   
ppa002100m-AtBOR2            ----------------------------------------------------------YIDAPVDETVFDVDKDID------------------------ 455   
Potri.002G191000.1-AtBOR2    ----------------------------------------------------------HIDAPVDETVFDIEKEID------------------------ 468   
Potri.006G249800.1-AtBOR4    ---------------------------------------------------------------D-KNKFDPEKHID------------------------ 448   
Potri.008G100300.1-AtBOR2    ----------------------------------------------------------NIDAPVDETVFDIEKEID------------------------ 452   
Potri.015G077600.1-AtBOR2    ----------------------------------------------------------YIDAPVDETVFDVDKDID------------------------ 455   
Potri.018G031700.1-AtBOR4    ---------------------------------------------------------------A-KKKFDPEKHID------------------------ 448   
Potri.012G081800.1-AtBOR2    ----------------------------------------------------------YIDAPVDETTFDVHKDID------------------------ 455   
Potri.001G174500.1-AtBOR4    -----------------------------------------------------------PK-D----TFDPEKHID------------------------ 444   
Potri.003G059700.1-AtBOR4    -----------------------------------------------------------PK-D----TFDPEKHID------------------------ 444   
Potri.006G154700.1-AtBOR4    ---------------------------------------------------------------A-YGNFDPEKHID------------------------ 448   
Phvul.001G053300.1-AtBOR6    ----------------------------------------------------------------ENPKFDPEKHID------------------------ 440   
Phvul.001G215700.1-AtBOR2    ----------------------------------------------------------NMDAPIDETLFDVEKEID------------------------ 457   
Phvul.005G174400.1-AtBOR4    -----------------------------------------------------------KG-VDNKSNFDPEKHID------------------------ 449   
Phvul.009G178000.1-AtBOR2    ----------------------------------------------------------YIDAPVDEVVFDVNKDVD------------------------ 457   
Sobic.008G132300.1.p-AtBOR2  ----------------------------------------------------------NIDAPVDETVFDIEKEID------------------------ 456   
Sobic.009G064200.1.p-AtBOR4  ---------------------------------------------------------------TVPEVFDPEKHVD------------------------ 450   
Sobic.003G047900.1.p-AtBOR4  ---------------------------------------------------------------KLAREFDPRKHIE------------------------ 449   
Solyc06g071500.2.1-AtBOR2    ----------------------------------------------------------YIDAPVDETVFDVDKDID------------------------ 455   
Solyc01g079150.2.1-AtBOR1    ----------------------------------------------------------HINAPVDETIFDVEKEID------------------------ 455   
GSVIVT01007733001-AtBOR2     ----------------------------------------------------------FIDAPVDETVFDVDKDVD------------------------ 455   
GSVIVT01015478001-AtBOR4     ---------------------------------------------------------------A-DDKFDPEKHID------------------------ 447   
GSVIVT01035800001-AtBOR4     ---------------------------------------------------------------T-KGKFDPEKHID------------------------ 448   
GSVIVT01017647001-AtBOR2     ----------------------------------------------------------NMEAPIDETLFDIENEID------------------------ 455   
GSVIVT01028186001-AtBOR2     ----------------------------------------------------------AIDAPVDETVFDVEKEID------------------------ 455   
GSVIVT01017223001-AtBOR4     ----------------------------------------------------------NKE-ENATGTFDPEQHID------------------------ 453   
GRMZM2G082203_P01-AtBOR2     ----------------------------------------------------------NIDAPVDETVFDIEKEID------------------------ 456   
GRMZM2G166159_P01-AtBOR2     ----------------------------------------------------------NIDAPVDETVFDIEKEID------------------------ 456   
GRMZM2G051753_P01-AtBOR4     ---------------------------------------------------------------RLAREFDPRKHIE------------------------ 449   
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AT3G06450.1-AtBOR3           ------------------------NILPVEVKEQRVSNFLQAMMVAGCVAAMPLIKRIPSSVLWGYFAYMAIESLPGNQFWERIVLLFTAPSRR-FKVLE 527   
AT3G62270.1-AtBOR2           ------------------------DLLPIEVKEQRVSNLLQAVMVGGCVAAMPLLKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-FKVLE 528   
AT4G32510.1-AtBOR7           ------------------------DHLPVRVNEQRVSNLLQSVLVGLLILAVPVLRMIPTSVLWGYFTYMAVDSLPGNQFWERLQLLFITPGRR-FKVLE 525   
AT2G47160.1-AtBOR1           ------------------------DLLPVEVKEQRVSNLLQSTMVGGCVAAMPILKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-FKVLE 528   
AT5G25430.1-AtBOR6           ------------------------ANLPVRVNEQRVSNLLQSVLVGLTLLAVTVIKMIPSSVLWGYFAYMAIDSLPGNQFWERLLLLFIPPSRL-FKVLE 526   
AT1G15460.1-AtBOR4           ------------------------AYLPVRVNEQRVSNLLQSLLVAGAVLAMPAIKLIPTSILWGYFAYMAIDSLPGNQFFERLTLLFVPTSRR-FKVLE 534   
AT1G74810.1-AtBOR5           ------------------------AYLPVRVNEQRVSNLLQSLLVIGAVFALPVIKLIPTSLLWGYFAYMAIDSLPDNQFFERTVLLFVPPTRR-FKVLE 534   
Bradi4g04420.1.p-AtBOR2      ------------------------DLLPMEVKEQRLSNLLQAAMVGGCVAAMPLLKKIPTAVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Bradi2g34110.1.p-AtBOR4      ------------------------AYLPVRVNEQRVSNLLQSLLVAGCVGVMPIIQKIPTSVLWGYFAYMSIDSLPGNQFWERFQLLFVAPQRR-YKVLE 524   
Bradi2g04690.1.p-AtBOR4      ------------------------AHLPVRVNEQRLSNLLQSLLVGGCVGAMPVIKMIPTSVLWGYFAYMAIDSLPGNQFWERIKLLFIGSTRR-YKVLE 527   
Brara.D00064.1.p-AtBOR2      ------------------------DLLPIEVKEQRVSNLLQALMVGGCVAAMPILKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-FKVLE 528   
Brara.A00544.1.p-AtBOR7      ------------------------DHLPVRVNEQRVSNLLQSILVGLLIFVVPLLRMIPTSVLWGYFTYMAVDSLPGNQFWERLLLLFITPGRR-FKVLE 530   
Brara.C03154.1.p-AtBOR3      ------------------------NVLPVEVKEQRLSNFLQAMLVAGCVAAMPLIKRIPSSVLWGYFAYMAIESLPGNQFWERIVLLFTAPSRR-FKVLE 530   
Brara.F01062.1.p-AtBOR4      ------------------------AYLPVRVNEQRVSNLLQSLLVAGAVLAMPAIKLMPTSVLWGYFAYMAIDSLPGNQFFERMMLLFVLPSRR-FKVLE 532   
Brara.F02740.1.p-AtBOR6      ------------------------ANLPVRVNEQRVSNLLQSVLVGLTLLAVPVIKMIPSSVLWGYFAYMAIDSLPGNQFWERLLLLFIPQSRL-FKVLE 525   
Brara.B02140.1.p-AtBOR4      ------------------------AFLPVRVNEQRVSNLLQSLLVAGAVLAIPAIKLIPTSLLWGYFAYMAIDSLPGNQFFERTVLLFVPPSRR-FKVLE 534   
Cre10.g443900.t1.1-AtBOR1    SLLPRLQQQQQQQQQPPGVPPARGTALPLCVLEQRLSGLLQSLGVAACLFATPAIRQIPQAALWGYFAFMAVESFQGSQLVDRVLLLLTDPARRPALAAA 757   
Cucsa.192570.1-AtBOR2        ------------------------DLLPVEVKEQRVSNLLQAAMVGGCVAAMPVLKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Cucsa.300580.1-AtBOR4        ------------------------AYLPVRVNEQRLSNLLQSLLVAASVFALPAIKKIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVMPSRR-YKVLE 525   
Cucsa.098470.1-AtBOR2        ------------------------DLLPVEVKEQRLSNLLQAVMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPNRR-YKVLE 530   
Eucgr.C02816.1-AtBOR4        ------------------------AHLPVRVNEQRMSNLLQSCLVGISVCAIPVIKLIPTSVLWGYFAYMAIDSLPGNQFWERILILFITPGRR-YKVLE 523   
Eucgr.J03035.1-AtBOR4        ------------------------AYLPVRVNEQRLSNLLQSVLVAASVCAMPIIKLIPTSVLWGYFAYMAIDSLPGNQFWERMLFLFITPSRR-YRVLE 523   
Eucgr.H04094.1-AtBOR2        ------------------------DLLPVEVKEQRISNLLQATMVGGCVAAMPLLKKIPTSVLWGYFAFMAIENLPGNQFWERILLLFTAPSRR-YKVLE 530   
Eucgr.C04162.1-AtBOR4        ------------------------AHLPVRVNEQRVSNLLQSLLLGAAILAMPVIKQIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVTPRRR-YKILE 520   
Eucgr.H00896.1-AtBOR1        ------------------------DLLPVEVKEQRVSNLLQSMMVGGCVAAMPILKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Eucgr.B00302.1-AtBOR2        ------------------------DLLPVEVKEQRLSNLLQALMVGGCVAAMPLLKKIPSSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Glyma.06G181900.1.p-AtBOR2   ------------------------DLLPVEVKEQRLSNLLQALMVAACVAAMPVLKKIPTSVLWGYFAFMAIESLPGNQFWERILYLFTAPSRR-YKLLE 533   
Glyma.15G011200.1.p-AtBOR4   ------------------------AYLPVRVKEQRVSNLLQSLLVGASVFAMPAIKKIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVTPSRW-YKLLE 524   
Glyma.04G184000.1.p-AtBOR2   ------------------------DLLPVEVKEQRLSNLLQALMVAACVAAMPVLKKIPTSVLWGYFAFMAIESLPGNQFWERILYLFTAPSRR-YILLE 532   
Glyma.17G207700.1.p-AtBOR6   ------------------------AYLPVRVNEQRMSNLLQSLLIGLSIFSVNIIKMIPTSVLWGYFAYMAIDSLPGNQFWERISLLFIPPSRR-YKILE 517   
Glyma.04G069500.1.p-AtBOR7   ------------------------EYLPVRVNEQRMTNLLQSLLVAVSILAMSVIKRIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVTSSRR-YKILE 516   
Glyma.09G031400.1.p-AtBOR2   ------------------------DLLPVEVKEQRVSNLLQSLMVGGCVAAMPFLKKIPTSVLWGYFAFMAIENLPGNQFWERILLIFTAPSRR-YKVLE 530   
Glyma.19G219500.1.p-AtBOR2   ------------------------DLLPVEVKEQRLSNLLQSTMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 532   
Glyma.03G222300.1.p-AtBOR2   ------------------------DLLPVEVKEQRLSNFLQSIMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 532   
Gorai.005G135900.1-AtBOR2    ------------------------ELLPVEVKEQRFSNLLQALMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPGRR-YKVLE 530   
Gorai.011G205300.1-AtBOR4    ------------------------AHLPVRVNEQRMSNLLQSFLVGLSLCALPVVKMIPTSVLWGYFAYMAIDSLPGNQFWERMLLLFITPSRR-YKVLE 523   
Gorai.005G070200.1-AtBOR1    ------------------------DLLPIEVKEQRLSNLLQATMVGGCLAAMPFIKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Gorai.006G266200.1-AtBOR2    ------------------------DLLPIEVKEQRLSNLLQATMVGGCVAAMPLIKKIPTSVLWGYFAFMAIESLPGNQFWERMLLLFTAPSRR-YKVLE 530   
Gorai.008G137000.1-AtBOR1    ------------------------DLLPVEVKEQRLSNLLQATMVGGCVAAMPILKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLK 530   
Gorai.004G146300.1-AtBOR2    ------------------------DLLPVEVKEQRLSNLLQATMVGGCVAAMPILKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Gorai.009G010600.1-AtBOR4    ------------------------AYLPVRVNEQRVSNLLQSLLVGLSLCALPVIKMIPTSVLWGYFAYMAIDSLPGNQFWERLLLLFITPSRR-YKVFE 522   
Medtr2g032690.1-AtBOR1       ------------------------DLLPVEVEEQRVSNLLQSLMVGGCVAAMSVLKMIPTSVLWGYFAFMAIENLPGNQFWERILFIFTATSKR-YKVLE 530   
Medtr7g110000.1-AtBOR2       ------------------------DLLPVEVKEQRVSNLLQSVLVGGCVAAMPILKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 532   
Medtr3g077670.1-AtBOR2       ------------------------DLLPVEVKEQRLSNLLQALMVAVCVAAMPVLKKIPTSVLWGYFAFMAIESLPGNQFWERILYLFTAPSRR-YKLLE 532   
Medtr3g107730.1-AtBOR7       ------------------------TYLPVRVNEQRMTNLLQSLLIGLSIIGISVIKRIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVTPSRR-FKILQ 516   
Medtr0459s0020.1-AtBOR4      ------------------------TYLPVRVKEQRVSNLLQSLFVGVAVFAMPAIKMIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVRPSRW-YKLLE 533   
LOC_Os01g08020.1-AtBOR4      ------------------------AHLPVRVNEQRLSNLLQSLLVGACVGAMPVIKMIPTSVLWGYFAYMAIDSLPGNQFWERIRLIFIPSSRR-YKVLE 524   
LOC_Os05g08430.1-AtBOR5      ------------------------AYLPVRVNEQRVSNLLQSLLIAGCVGVMPIIQKIPTSVLWGYFAYMSIDSVPGNQFWERTQLLFISPQRR-YKLLE 525   
LOC_Os12g37840.1-AtBOR2      ------------------------DLLPIEVKEQRLSNLLQATMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Phpat.001G035800.1.p-AtBOR2  ------------------------PLLPVEVKEQRLSNLLQSLLVAACIGAMPALKKIPSSVLWGYFAYMAIESLPGNQFWGRICLLFSSSAKR-YKALE 550   
ppa002139m-AtBOR2            ------------------------DLLPVEVKEQRLSNLLQATFVGGCVAAMPFLKMIPTSVLWGYFAFMAVESLPGNQCWERILLLFTAPSRR-YKVLE 527   
ppa002104m-AtBOR2            ------------------------DLLPVEVKEQRLSNLLQAILVGGCVAAMPILKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 531   
ppa002100m-AtBOR2            ------------------------DLLPIEVKEQRLSNLLQALMVGGCVAAMPVLKKIPTSVLWGYFAFMAIESLPGNQFWERILFLFTAPSRR-YKVLE 530   
Potri.002G191000.1-AtBOR2    ------------------------DLLPVEVKEQRVSNLLQATMVGGCVAAMPFLKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 543   
Potri.006G249800.1-AtBOR4    ------------------------AYLPVRVNEQRISNLLQSTLVGASMCALPLIKRIPTSVLWGYFAYMAIDSLPGNQFWERMLLLFVTPSRR-YKVLE 523   
Potri.008G100300.1-AtBOR2    ------------------------DLLPVEVKEQRLSNLLQAIMVGGCVAAMPFIKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKLLE 527   
Potri.015G077600.1-AtBOR2    ------------------------DLLPVEVKEQRLSNLLQALMVGGCVAAMPVLKKIPSSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Potri.018G031700.1-AtBOR4    ------------------------AYLPVRVNEQRMSNLIQSILVGVSMCALPLIKRIPTSVLWGYFAYMAIDSLPGNQFWERMLLLFITPSRR-YKVLE 523   
Potri.012G081800.1-AtBOR2    ------------------------DLLPVEVKEQRLSNLLQSLMVGGCVAAMPILKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Potri.001G174500.1-AtBOR4    ------------------------AYLPVRVNEQRVSNFLQSLLVAASVCAMPAIKLIPTSVLWGYFAYMAIDSLPGNQFWERMLLLFIAPGRR-YKVLE 519   
Potri.003G059700.1-AtBOR4    ------------------------AYLPVRVNEQRVSNFLQSLLVAASVSAVPAIKLIPTSVLWGYFAYMAIDSLPGNQFWERMLLLFVTPGRR-YKVLE 519   
Potri.006G154700.1-AtBOR4    ------------------------AHLPVQVNEQRFSNLLQSLLVGVSLLAMPIIKKIPTSVLWGYFAYMAIDSLPGNQFWERILLLFVTPSRC-HKILE 523   
Phvul.001G053300.1-AtBOR6    ------------------------AYIPVRVNEQRVSNLLQSLLIGLSIFSISVIKTIPTSVLWGYFAYMAIDSLPGNQFYERILLLFVSQSRR-KKILE 515   
Phvul.001G215700.1-AtBOR2    ------------------------DLLPVEVKEQRLSNFLQAIMVGGCVAAMPVLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 532   
Phvul.005G174400.1-AtBOR4    ------------------------AYLPVRVKEQRVSNLLQSILIGASIFGMPVIKQIPTSVLWGYFAYMAIDSLPGNQFWERLLLLFVRPSRW-YKLLE 524   
Phvul.009G178000.1-AtBOR2    ------------------------DLLPVEVKEQRLSNLLQALMVAACVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILYLFTAPSRR-YKMLE 532   
Sobic.008G132300.1.p-AtBOR2  ------------------------DLLPIEVKEQRLSNLLQASMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 531   
Sobic.009G064200.1.p-AtBOR4  ------------------------AYLPVRVNEQRVSNLLQSLLIAGCIGITPLIQRIPTSVLWGYFAYMSIDSLPGNQFWERIKLLFITPQRR-YKVLE 525   
Sobic.003G047900.1.p-AtBOR4  ------------------------AHLPVRVNEQRLSNLLQSILVGGCVGAMPVIRMIPTSVLWGYFAYMAIDSLPGNQFWERIQLLFVAESRL-YKVLE 524   
Solyc06g071500.2.1-AtBOR2    ------------------------ELLPVEVKEQRLSNLLQALMVGACVAAMPILKRIPSSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
Solyc01g079150.2.1-AtBOR1    ------------------------DLLPVEVKEQRVSNLLQATMVGGCVAAMPVLRMIPTSVLWGYFAYMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
GSVIVT01007733001-AtBOR2     ------------------------DLLPVEVKEQRLSNLLQAMMVGACVAAMPVLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
GSVIVT01015478001-AtBOR4     ------------------------DYLPVRVNEQRVSNLLQSILVGASVFSMPIIRRIPTSVLWGYFAYMAIDSLPGNQFWERMLLLFITPARR-YKVLE 522   
GSVIVT01035800001-AtBOR4     ------------------------PYLPVRVNEQRVTNLLQSLLVGISVCAIPVIKAIPTSVLWGYFAYMAVDSLPGNQFWERILLLFITPGRR-YKVLE 523   
GSVIVT01017647001-AtBOR2     ------------------------DLLPVEVKEQRLSNLLQAIMVGGCVAAMPFLKKIPTSVLWGYFAFMAVESLPGNQFWERILLLFTAPSRR-YKVLE 530   
GSVIVT01028186001-AtBOR2     ------------------------DLLPVEVKEQRLSNLLQAAAVGGCVAAMPILKMIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 530   
GSVIVT01017223001-AtBOR4     ------------------------PYLPVRVNEQRVSNLLQSLLVAAAVFAMPLIKKIPTSVLAGYFAYMAIDSLPGNQFWERFLLVFITPQRL-YKVKE 528   
GRMZM2G082203_P01-AtBOR2     ------------------------DLLPIEVKEQRLSNLLQASMVGGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 531   
GRMZM2G166159_P01-AtBOR2     ------------------------DLLPIEVKEQRLSNLLQASMVVGCVAAMPLLKKIPTSVLWGYFAFMAIESLPGNQFWERILLLFTAPSRR-YKVLE 531   
GRMZM2G051753_P01-AtBOR4     ------------------------AHLPVRVNEQRLSNLLQSILVGGCVGAMPVIRMIPTSVLWGYFAYMAIDSLPGNQFWERIQLLFITESRR-YKVLE 524   
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AT3G06450.1-AtBOR3           DNHAVFIETVPFKTMAMFTLFQTAYLLVCFG-ITWVPVAGVLFPLMIMFLVPVRQYVLPNFFKGAHLQDLDAAEYEEAPAI------------------- 607   
AT3G62270.1-AtBOR2           DNHATFVETVPFKTIAMFTIFQTTYLLTCFG-LTWIPIAGVMFPLLIMFLIPVRQYILPRFFKSAHLQDLDAAEYEEAPA-------------------- 607   
AT4G32510.1-AtBOR7           GLHASFVEIVPYKSIVMFTLFQLLYFLICYG-VTWIPVGGILFPLPFFILIALRQYILQRLFDPSHLQVLDSSEYEEMVGAPQ----------------- 607   
AT2G47160.1-AtBOR1           DYHATFVETVPFKTIAMFTLFQTTYLLICFG-LTWIPIAGVMFPLMIMFLIPVRQYLLPRFFKGAHLQDLDAAEYEEAPA-------------------- 607   
AT5G25430.1-AtBOR6           GVHASFVELVPYRVIVTFTLFQLVYFLLCYG-MTWIPMAGIFFPALFFLLISIREHLLPKLFDMQHLQVLDASDYEEIVAAPI----------------- 608   
AT1G15460.1-AtBOR4           GAHASFVEKVPYKSMAAFTLLQIFYFGLCYG-VTWIPVAGIMFPVPFFLLIAIRQYILPKLFNPAHLRELDAAEYEEIPGTPR----------------- 616   
AT1G74810.1-AtBOR5           GAHASFVEKVPHKSIAAFTLFQILYFGLCYG-VTWIPVAGIMFPVLFFLLVAIRQYLLPKLFKPAYLRELDAAEYEEIPGTPR----------------- 616   
Bradi4g04420.1.p-AtBOR2      EYHTTFVETVPFKTIAMFTLFQTTYLLVCFG-ITWIPIAGVLFPLMIMLLVPVRQYILPKLFKGAHLNDLDAAEYEESPA-------------------- 609   
Bradi2g34110.1.p-AtBOR4      GAHASFLESVPFNKIFAFTLFQLFYLLIVWG-MTWIPVAGILFPLLFFFLVLIRQHFLPKFFDSRHLWELDASEYEECEGVRRD---------------- 607   
Bradi2g04690.1.p-AtBOR4      GPHASFVESVPSKTISVFTIFQLVYLLICFG-TTWIPIAGILFPVPFFLMILIRQHLLPKFFDPNHLRELDAAEYEELEGVQNE---------------- 610   
Brara.D00064.1.p-AtBOR2      DNHATFVETVPFKTIAMFTIFQTTYLLICFG-LTWIPIAGVMFPLMIMFLIPVRQYILPRFFKGAHLQDLDAAEYEEAPA-------------------- 607   
Brara.A00544.1.p-AtBOR7      GLHASFMEIVPYKSIVMFTLFQLLYFLICYG-VTWIPVGGILFPLPFFFLIALRQYILPKIFDPSHLQVLDSSEYEEMVGAT------------------ 611   
Brara.C03154.1.p-AtBOR3      DNHAVFVETVPFKTMAMFTLFQTGYLLVCFG-ITWVPVAGVLFPLMIMFLVPVRQYVLPNFFKGAHLQDLDAAEYEEAPAL------------------- 610   
Brara.F01062.1.p-AtBOR4      GAHASFVEKVPYKSMAAFTILQIVYFGICYG-VTWIPVAGIMFPVPFFLLIAIRQYILPKLFNPSHLRELDAAEYEEIPGTPR----------------- 614   
Brara.F02740.1.p-AtBOR6      GVHASFVELVPYKVIVMFTLFQLVYFLLCYG-MTWVPVAGIFFPALFFLLISIREHLLPKLFDPQHLQVLDAADYEEIVAAPI----------------- 607   
Brara.B02140.1.p-AtBOR4      GAHASFVEKVPYKSMAAFTMLQIFYFGLCYG-VTWIPVAGIMFPVPFFLLIAIRQYLLPKLFKPAHLRELDASEYEEIPGTPR----------------- 616   
Cre10.g443900.t1.1-AtBOR1    GPHAPYLETVPFAVTAAFTGLQVLLLAGVWALVTWAGVAGVAFPLPIMALVPLRAFVLPRLFRPEHLRELDAAEYEQVPPAPPPPALPPPALLGSLSPPL 857   
Cucsa.192570.1-AtBOR2        DYHATFVETVPFTSIVLFTIFQTVYLFICFG-LTWVPIAGVMFPLMIMLLVPVRQYLLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
Cucsa.300580.1-AtBOR4        GFHASFVESVPFKYIAAFTLFQFVYLLLCFG-VTWIPIAGVLFPLPFFLLIGIRHRVLPKLLQPHYLQELDAVEYEEVTGTSV----------------- 607   
Cucsa.098470.1-AtBOR2        EYHATFLETVPFKTIATFTLFQTVYLLMCFG-LTWIPIAGVLFPLLIMLLVPVRQYLLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
Eucgr.C02816.1-AtBOR4        GVHASFVESVPFKSIAMFTLFQFVYLLICFG-VTWVPIAGILFPLPFFLLISIRQHILPKLFKHDHLQELDAAEYEEIAATPY----------------- 605   
Eucgr.J03035.1-AtBOR4        GVHTSYVESVPSKYIAAFTIFQFVYLLLCFG-VTKIPIAGVLFPLPFFLLISIRQHVLPKFINPHHLRELDAAEYEEVTRTPR----------------- 605   
Eucgr.H04094.1-AtBOR2        EYHATFVETVPFKTIVVFTLFQTSYLLVCFG-ITWVPLAGVLFPLMIMALVPVRQYILPKFFKVAHLQDLDAAEYVEAPA-------------------- 609   
Eucgr.C04162.1-AtBOR4        GAHASFVESVPFKWMAAFTLFQVVYLLVCFG-VTWIPVAGILFPLPFFLLISIREHILPKFFHPHYLHELDAAGYEEIPGNPH----------------- 602   
Eucgr.H00896.1-AtBOR1        EYHATFVETVPFKAIVTFTLFQTIYLLICFG-LTWVPIAGVMFPLMIMLLVPVRQYALPKFFKGVHLQDLDAAEFEEAPA-------------------- 609   
Eucgr.B00302.1-AtBOR2        KYHATFIETVPFKTIAFFTLFQTTYLLLCFG-ITWIPIAGVLFPLLIMLLVPVRQYFLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
Glyma.06G181900.1.p-AtBOR2   EYHATFVETVPFKTIAMFTVFQTLYLLLCFG-ITWIPIAGVLFPLLIMLLVPVRQYFLPKFFKGAHLQELDAAAYEEAPA-------------------- 612   
Glyma.15G011200.1.p-AtBOR4   GDHASFVESVPYKYIVFFTLFQCVYFLVCFG-VTWIPIAGILFPLPFFLLITLRQHILPKLFKPHHLRELDAAEYEEIVGAPA----------------- 606   
Glyma.04G184000.1.p-AtBOR2   EYHATFVETVPFKTIAMFTVFQTVYLLLCFG-ITWIPIAGVLFPLLIMLLVPVRQYFLPKFFKGAHLQELDAAAYEEAPA-------------------- 611   
Glyma.17G207700.1.p-AtBOR6   GYHASFVESVPFKTIAVFTILQFVYFLICFG-VTWIPVGGILFPLPFFLLITIREHLLPKIFKPNHLQELDASGYEEIVGAPH----------------- 599   
Glyma.04G069500.1.p-AtBOR7   GSHASFVETVPFKTIAAFTALQLVYFALCFG-VTWIPIGGILFPVPFFLLIIIREHLLPKMFKPNHLQELDASGYEEIIGAPH----------------- 598   
Glyma.09G031400.1.p-AtBOR2   ECHATYVETVPFKTIAVFTAFQTAYLLVCFG-ITWVPTAGVLFPLMIMLLVPVRQYILPKFFKGAHLQDLDAAEYEEVPA-------------------- 609   
Glyma.19G219500.1.p-AtBOR2   DYHATFVETVPFKTIATFTIFQTIYLLICFG-LTWVPIAGVMFPMMIMLLVPVRQYFLPKFFKGVHLQDLDAAAYEEQTA-------------------- 611   
Glyma.03G222300.1.p-AtBOR2   DYHATFVETVPFKTIVTFTIFQTIYLLICFG-LTWVPIAGVMFPMMIMLLVPVRQYFLPKFFKGIHLQDLDAAAYEEQTA-------------------- 611   
Gorai.005G135900.1-AtBOR2    DSHATFVEIVPFKTIATFTLFQTVYLLVCFG-ITWIPIAGVLFPLLIMLLVPVRQYLLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
Gorai.011G205300.1-AtBOR4    GVHASFVESVPFKSILMFTLFQLVYFLVCFG-VTWIPIAGILFPLPFFLLISIRQHILPKFFAPEHLRELDAAEYEEILGTPR----------------- 605   
Gorai.005G070200.1-AtBOR1    EYHATFVETVPFKTIAVFTIFQTAYLLVCFG-MTWIPLAGVLFPLMIMLLVPVRQYILPKFFKGVHLQDLDAAEYEESPA-------------------- 609   
Gorai.006G266200.1-AtBOR2    EYHATFVETVPFKTIAMFTIFQTIYLFVCFG-ITWVPVAGVLFPLMIMLLVPVRQYVLPKFFKGAHLQDLDAAEYEESPD-------------------- 609   
Gorai.008G137000.1-AtBOR1    QKHATFVETVPFKTIAIFTVFQTIYLLICFG-LTWVPIAGVMFPLMIMLLVPVRQYLLPKFFKGAHLYDLDAAEYEEAPA-------------------- 609   
Gorai.004G146300.1-AtBOR2    QQHATFVETVPFKTIAMFTIFQTAYLLVCFG-LTWIPIAGVMFPLMIMLLVPVRQYVLPKFFKGAHLYDLDAAEYEEAPA-------------------- 609   
Gorai.009G010600.1-AtBOR4    GAHASFVESVPFKPILMFTLFQFVYLVICFG-VTWIPIAGILFPLPFFLLITIREHIFPKFFHYEHLRELDAAEYEEKSGTPR----------------- 604   
Medtr2g032690.1-AtBOR1       ECHASYMETIPFKIVAVFTLFQTVYLLVCFG-ITWVPIAGVLFPLMIMLLVPVRQYILPKFFKEAHLQQLDAAEYEEVLT-------------------- 609   
Medtr7g110000.1-AtBOR2       DYHATFVETVPFKTIALFTIFQTIYLFICFG-LTWVPIAGVMFPLMIMLLVPLRQYFLPKFFKGAHLQDLDAAEYEEQTA-------------------- 611   
Medtr3g077670.1-AtBOR2       EHHATFVETVPLKAIALFTLFQTAYLLLCFG-ITWIPIAGVLFPLLIMLLVPVRQYFLPHFFKGAHLQELDAAAYEEAPA-------------------- 611   
Medtr3g107730.1-AtBOR7       DTHASFVETVPFKTIAGFTALQLAYFLFCFG-VTWIPIGGILFPLPFFLLIILRERLLPKIFKPNHLQELDASEYEEIIGAPC----------------- 598   
Medtr0459s0020.1-AtBOR4      GDHASFVESVPFKHIVLFTLFQCVYFLVCFG-VTWIPIAGMLFPLPFFLLITLRQYILPKLFSPNHLMELDAAEYEEIPGAPR----------------- 615   
LOC_Os01g08020.1-AtBOR4      GPHASFMESVPSKTITVFTIFQLVYLLICFG-ITWIPIAGILFPLPFFLMILIRQHVLPKFFEPNDLRELDAAEYEELEGVHHD---------------- 607   
LOC_Os05g08430.1-AtBOR5      GAHASFMESVPIKKISAFTIFQLVYLLIVWG-MTWIPVAGILFPLLFFFLIVIRQYILPKFFDPRHLWELDAAEYEELEGVRRD---------------- 608   
LOC_Os12g37840.1-AtBOR2      EYHTTFVETVPFKTIAMFTLFQTMYLLVCFG-ITWIPIAGVLFPLMIMLLVPVRQYILPKLFKGAHLTDLDAAEYEESPA-------------------- 609   
Phpat.001G035800.1.p-AtBOR2  TTHPMFMHTVPFKVTATFTIFQLVYMICCYG-ITWIPIGGVLFPVLIMLLIPVRQFVLPRFFKREYLQQLDSAEYEEVAP-------------------- 629   
ppa002139m-AtBOR2            EYHATFVETVPFKTIAAFTIFQTAYLFVCFG-ITWIPIAGVLFPLMIMFLVPVRQYVLPKFFKGAHLQDLDAAEYEEAPA-------------------- 606   
ppa002104m-AtBOR2            EYHATFVETVPFKSIGLFTVFQTLYLLVCFG-LTWVPIAGVMFPLMIMLLVPVRQYVLPKFFKGAHLQDLDAAEYEEAPA-------------------- 610   
ppa002100m-AtBOR2            KYHGTFLETVPFKTIATFTLFQTAYLLMCFG-LTWIPIAGVLFPLLIMLLVPVRQYLLPKFFKRAHLQDLDAAEYEEAPT-------------------- 609   
Potri.002G191000.1-AtBOR2    DFHATFVETVPFKSIAMFTIFQTAYLLICFG-LTWIPIAGLMFPLMIMLLVPVRQYCLPKFFKGAHLQDLDAAEYEEAPA-------------------- 622   
Potri.006G249800.1-AtBOR4    GLHASFVELVPFKQIAIFTIFQLVYFLICFG-VTWIPIAGILFPLPFFILIGIRQRILPKLFDPDHLQELDADEYEEMTG--A----------------- 603   
Potri.008G100300.1-AtBOR2    EYHTSFVESVPFKTIAIFTIFQTAYLLVCFG-ITWIPIAGVLFPLMIMLLVPVRQYILPKFFKAAHLQDLDAAEYEEIPA-------------------- 606   
Potri.015G077600.1-AtBOR2    DYHATFIETVPFKTIATFTLFQTSYLLLCFG-LTWIPIAGVLFPLLIMLLVPVRQYVLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
Potri.018G031700.1-AtBOR4    GVHASFVEVVPFKQIAIFTIFQFVYFFICFG-VTWIPIAGILFPLPFFLLIGIRQRILPKLFQPNHLQELDADEYEEIAGAPA----------------- 605   
Potri.012G081800.1-AtBOR2    EYHATFIETVPFKTIATFTLFQTAYLLLCFG-LTWIPIAGVLFPLLIMLLVPVRQYVLPKFFKGAHRQDLDAAEYEEAPA-------------------- 609   
Potri.001G174500.1-AtBOR4    GIHASFVESIPFKYIAIFTIFQFVYFLVCFG-VTWIPIAGILFPLPFFILISIRQHVLPKLFRPNHLRELDAAEYEEITGAPR----------------- 601   
Potri.003G059700.1-AtBOR4    GVHASFVESVPFKYIAIFTIFQFVYFLFCYG-VTWIPIAGILFPLLFFVLISIRQHILPKLFCPNHLRELDAAEYEEITGTPR----------------- 601   
Potri.006G154700.1-AtBOR4    APHASFVENVPFRHISMFTLFQLAYLLICFG-VTWIPVAGILFPLPFFLLISIRQHVLPKLFHPFYLHELDAAEYEEIEGAPR----------------- 605   
Phvul.001G053300.1-AtBOR6    GPHASFVESVPFKTIAIFTILQCAYFLVCYG-VQLIPIGGILFPLPFFLLIFIREHVLPLIFNHADLHELDAAEYEEILGVPN----------------- 597   
Phvul.001G215700.1-AtBOR2    DYHATFVETVPFKTIATFTIFQTIYLLVCFG-LTWVPIAGVMFPMMIMLLVPVRQYFLPKFFKGAHLQDLDAAAYEEQTA-------------------- 611   
Phvul.005G174400.1-AtBOR4    GDHASFVESVPHKYIVAFTIFQFVYFLVCFG-VTWIPIAGILFPLPFFFLITLRQHILPKLFKPHHLRELDAAEYEEIVAAPG----------------- 606   
Phvul.009G178000.1-AtBOR2    EYHATFVETVPFKTVAMFTVFQTVYLLLCFG-LTWIPIAGVLFPLLIMLLVPVRQYCLPKFFKGVHLQELDAAAYEEAPA-------------------- 611   
Sobic.008G132300.1.p-AtBOR2  EYHTTFVETVPFKTIAMFTLFQTMYLLVCFG-ITWIPIAGVLFPLMIMLLVPVRQYILPKLFKGAHLTDLDAAEYEESPA-------------------- 610   
Sobic.009G064200.1.p-AtBOR4  GAHASFMESVPFNTICAFTAFQLIYLLIVFG-MTWIPVAGILFPLLFFFLIVIRQHLIPKYFDPSHLRELDAAEYEELEGFTPD---------------- 608   
Sobic.003G047900.1.p-AtBOR4  GPHASFVESVVPKTITIFTIFQLVYLLICFG-ITWIPIAGILFPVPFFLMILIRQYLLPKFFDPIVLRELDAAEYEELDGIALE---------------- 607   
Solyc06g071500.2.1-AtBOR2    DNHATFVETVPFKTIAWFTLFQTFYLLLCFG-ITWIPIAGVLFPLLIMLLVPVRQYLLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
Solyc01g079150.2.1-AtBOR1    DYHATFVETVPFKSIVAFTIFQTLYLLACFG-ITWVPIAGLLFPLLIMLLVPVRQYILPRFFKGAHLQDLDAADYEESPA-------------------- 609   
GSVIVT01007733001-AtBOR2     ECHATFVETVPFKAIATFTLFQTVYLLVCFG-ITWIPIAGVLFPMMIMLLVPVRQYLLPKFFKGVHLQELDAAEYEEAPA-------------------- 609   
GSVIVT01015478001-AtBOR4     GVHASFVESVPFKYIFMFTLFQFVYLLVCFG-VTWIPIAGILFPLPFFLLIIIRQHVLPKLFHPHDLQELDAAEYEEIAGVWS----------------- 604   
GSVIVT01035800001-AtBOR4     GVHASFVETVPFKYIATFTLFQLVYLMICFG-ITWIPIAGILFPVPFFLLISIRQYILPKLFQTQHLRELDAAEYEEIAGAPQ----------------- 605   
GSVIVT01017647001-AtBOR2     DYHATFVETVPFKTIAMFTIFQTAYLLVCFG-ITWVPIAGVLFPLMIMLLVPVRQYILPKFFKGAHLQDLDAAEYEEVPA-------------------- 609   
GSVIVT01028186001-AtBOR2     EYHATFVETVPFKSIATFTIFQTAYLLICFG-ITWVPIAGLLFPLMIMLLVPVRQYFLPKFFKGAHLQDLDAAEYEEAPA-------------------- 609   
GSVIVT01017223001-AtBOR4     GVHASFVDMVPFKSITMFTLFQLAYFMLCFG-VTWIPIAGILFPLPFFILIGIRQYILPKFFDSHHLRELDAAEYEEVAVALTG---------------- 611   
GRMZM2G082203_P01-AtBOR2     EYHTTFVETVPFKTIAMFTMFQTAYLLVCFG-ITWIPIAGVLFPLMIMLLVPVRQYILPKLFKGAHLTDLDAAEYEESPA-------------------- 610   
GRMZM2G166159_P01-AtBOR2     EYHTTFVETVPFKTIAMFTVFQTAYLLVCFG-ITWIPIAGVLFPLMIMLLVPVRQYILPKLFKGAHLTDLDAAEYEESPA-------------------- 610   
GRMZM2G051753_P01-AtBOR4     GPHASFVESVVPKTVTIFTIFQLVYLLICFG-ITWIPIAGILFPVPFFLMIVIRQYLLPKFFDPVVLRELDAAEYEELDGVPLE---------------- 607   
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AT3G06450.1-AtBOR3           ---------------------------------------------LSFNLKP-EGEV----------SRATSFADSGEVMDGMFTRSRGEIRKVS-SLKL 650   
AT3G62270.1-AtBOR2           ---------------------------------------------LPFHLAVPEAEM----------GSTASYPCDSEILDEFITRSRGEFRHTC-SPKV 651   
AT4G32510.1-AtBOR7           ---------------------------------------------RNSSFGFNGELREAHNIPLSVVENSEDEFYDAEILDEITT-SRGELKHRTLSVK- 660   
AT2G47160.1-AtBOR1           ---------------------------------------------LPFNLAA-ETEI----------GSTTSYPGDLEILDEVMTRSRGEFRHTS-SPKV 650   
AT5G25430.1-AtBOR6           ---------------------------------------------QHSSFAYRKLG---SSHHLSEGE---DEFYDAEILDEMTT-SRGEIRIRTISFK- 655   
AT1G15460.1-AtBOR4           ---------------------------------------------NPLELSFRSNDSK-----------RGVQEGDAEILDELTT-SRGELKVRTLNLN- 658   
AT1G74810.1-AtBOR5           ---------------------------------------------NPLELSFRSNNSA-----------RGVQECDAEILDELTT-SRGELKVRTLGHN- 658   
Bradi4g04420.1.p-AtBOR2      ---------------------------------------------IPFNLATQDIDV----------ALGRTQ--SAEILDDMVTRSRGEIKRLN-SPKI 651   
Bradi2g34110.1.p-AtBOR4      ---------------------------------------------PSISEADNESI---------AHGGEAPPEYAHDILEEFTT-HRGELKHRAPSFR- 651   
Bradi2g04690.1.p-AtBOR4      ---------------------------------------------H--TLEEDGSI---------SGSCDSRND--AEILDELTT-NRGELKHRSVSHR- 650   
Brara.D00064.1.p-AtBOR2      ---------------------------------------------LPFNLAVAEDEM----------GSTASYPCDSEILDEVMTRSRGEFRHTC-SPKV 651   
Brara.A00544.1.p-AtBOR7      ----------------------------------------------HSSFGINGEP---HNLPMSSVEISEDDFYDAEILDEITT-SRGELKHRTLSAR- 660   
Brara.C03154.1.p-AtBOR3      ---------------------------------------------LSFNLKP-EGEV----------SRATSFADSGEVMDGMFTRSRGEIRRVN-SIKL 653   
Brara.F01062.1.p-AtBOR4      ---------------------------------------------DPLELSFRATDTT-----------KGVPENDAEIFDELTT-RRGELKVRTLSLN- 656   
Brara.F02740.1.p-AtBOR6      ---------------------------------------------QHSSFAYRKLG---SSRHLSEGEE-EDEFHDAEILDEMTT-SRGEIRIRTISLK- 656   
Brara.B02140.1.p-AtBOR4      ---------------------------------------------NPLELSFRSTGSM-----------KDVLECDAEILDELTT-SRGELRVRPASLS- 658   
Cre10.g443900.t1.1-AtBOR1    SPLGSTASAPGRPGAAAELGQPTDEVPGLGGLLAGGGGAPLSPTGGAAAMVAAGTQPAVEVEAGEGAGAGAGAGGGLEPLVAVVVSGSGSGRGRQLQPHT 957   
Cucsa.192570.1-AtBOR2        ---------------------------------------------LPFNLAT-EAEL----------GAGASFGGDGEILDEVITRSRGEFRRIS-SPKI 652   
Cucsa.300580.1-AtBOR4        ---------------------------------------------LSLSLSLKEKNS-----THIVDSEDEVKICDAEILDELTT-HRGELKVRTKSFN- 655   
Cucsa.098470.1-AtBOR2        ---------------------------------------------IAFNPSFEDR------------MGRTPNIDDGEILDEMITRSRGEIRRTP-SSKV 651   
Eucgr.C02816.1-AtBOR4        ---------------------------------------------RSRSLSFKDIR----PSDSGDEE-SEEDFNDAEILDEMTT-SRGELKLRTVSFK- 653   
Eucgr.J03035.1-AtBOR4        ---------------------------------------------LSHSLSLQEREIP-----HFVSVEDEDERTDAEIFDELTT-NRGELKVRTVSFT- 653   
Eucgr.H04094.1-AtBOR2        ---------------------------------------------VSFHLSP-ERRL----------SRATSFADDGEVLDSMITRSRGEIRRTG-SSKA 652   
Eucgr.C04162.1-AtBOR4        ---------------------------------------------GRHGVSLTQGV----DREYSVEENEEMDISDSEVLDEITT-SRGELKLRSVSF-- 650   
Eucgr.H00896.1-AtBOR1        ---------------------------------------------LPFNLAT-ETEI----------GAGASYGGGGEILDEVITRSRGEVRHLS-SPKI 652   
Eucgr.B00302.1-AtBOR2        ---------------------------------------------IPFNMPLEDQEI----------PTRSTDINSGEILDEMITRSRGEVRRTH-SPKI 653   
Glyma.06G181900.1.p-AtBOR2   ---------------------------------------------IAFNMSFEGPSN----------QAPTVNISGGEILDEVITRSRGEFRHTQ-SPKT 656   
Glyma.15G011200.1.p-AtBOR4   ---------------------------------------------LSFNKSFREVESP---------LVGSKEIGNAEILDELTT-NRGELKVRTVSFG- 650   
Glyma.04G184000.1.p-AtBOR2   ---------------------------------------------IAFNMSFEGPSS----------QAPTINISGGEILDEVITRSRGEFRRTQ-SPKT 655   
Glyma.17G207700.1.p-AtBOR6   ---------------------------------------------ITHNIPPREKE----SNDPDSDDMSSEDYYDAEILDKMTT-NRGELKLRTVS--- 646   
Glyma.04G069500.1.p-AtBOR7   ---------------------------------------------G----SLRDKE----P-DTDTDG-SSEDFYDAEILDEMTT-NRGELKLRTVS--- 639   
Glyma.09G031400.1.p-AtBOR2   ---------------------------------------------LPFNLVT-EGDL----------SRTASFADDGEVLDGIITRSRGEVRRVC-SPKV 652   
Glyma.19G219500.1.p-AtBOR2   ---------------------------------------------LPFNLAT-HSEF----------GAGASQVGEGEILDEVITRSRGEFRHTS-SPKI 654   
Glyma.03G222300.1.p-AtBOR2   ---------------------------------------------LPFNLAT-HSEF----------GAGASQVGEGEILDEVITRSRGEFRHTS-SPKI 654   
Gorai.005G135900.1-AtBOR2    ---------------------------------------------IAYNMTFEDQER----------QATATNSDGLEILDEIMTRSRGEIRRTQ-SPKV 653   
Gorai.011G205300.1-AtBOR4    ---------------------------------------------RNLSLSFKGRE----SFVSHNEG-SEDNFSDAEILDEMTT-HRGELKLRTVSFK- 653   
Gorai.005G070200.1-AtBOR1    ---------------------------------------------VPFSLVT-EGEL----------IRTASFADDGEILDGMFTRSKGEIRRIS-SLKV 652   
Gorai.006G266200.1-AtBOR2    ---------------------------------------------VPFNLIT-EGEL----------VRTASFADDGEILDGMITRSRGEIRHMC-SPKV 652   
Gorai.008G137000.1-AtBOR1    ---------------------------------------------LPFNLAT-ETEL----------GHGASYEGEGEIFDEVITRSRGEFRHSS-SPKI 652   
Gorai.004G146300.1-AtBOR2    ---------------------------------------------LPYNLAT-ETEL----------GQGAAYAGDSEILDEVITRSRGEFRHTC-SPKI 652   
Gorai.009G010600.1-AtBOR4    ---------------------------------------------RNFDL-IREEQ----STDSRSEG-SEDDFYDAEILDEITT-NRGELKLRSRSTK- 651   
Medtr2g032690.1-AtBOR1       ---------------------------------------------LQLNLSA-EGEL----------SRTTSFVDDGEILNGIITRSQGEVRQTC-IPKS 652   
Medtr7g110000.1-AtBOR2       ---------------------------------------------LPFNLAS-QSEF----------GAGASHIGEGEIFDEVITRSRGEFRHTTNSPKI 655   
Medtr3g077670.1-AtBOR2       ---------------------------------------------IAFNISFDDLSN----------HGTTMNINGGEILDEIITRSRGEIRHTH-SPKA 655   
Medtr3g107730.1-AtBOR7       ---------------------------------------------AVRSMSLRDRE----PRDSDNDG-SSEDYYDAEILDEMTT-NRGELKLRTVSFND 647   
Medtr0459s0020.1-AtBOR4      ---------------------------------------------LSFNISYKEVESP---------KVGSKEIGNAEILDELTT-NRGELKVRTIYEL- 659   
LOC_Os01g08020.1-AtBOR4      ---------------------------------------------H--TLEDGASD---------SESCGSRDD--AEILDELTT-NRGELKHRTFNHR- 647   
LOC_Os05g08430.1-AtBOR5      ---------------------------------------------P--STDEDASV---------SRCSDASPEYASEILDEFTT-NRGELKHRTKSFR- 650   
LOC_Os12g37840.1-AtBOR2      ---------------------------------------------IPF-IAAQDIDV----------ALARTQ--SAEILDDIVTRSRGEIKRLN-SPKI 650   
Phpat.001G035800.1.p-AtBOR2  ---------------------------------------------LPQSLALKEAEAQG--------LSVGSDTSDDASLDHFATAARGEIKHPLPLPLH 676   
ppa002139m-AtBOR2            ---------------------------------------------LPFNLAT-EREM----------SRQASFADDVEILDGIVTRSRGEIRHIC-SPRM 649   
ppa002104m-AtBOR2            ---------------------------------------------LPFNLAT-EAEL----------GAGASYAGDAEILDEVMTRSRGEFRHVS-SPRI 653   
ppa002100m-AtBOR2            ---------------------------------------------IAFNMSFEDQDL----------QSRITNIDGGEILDEIITRSRGEIRHTQ-SPKA 653   
Potri.002G191000.1-AtBOR2    ---------------------------------------------LPFNLAT-EAEL----------GGGAAYGGDGEILDEVITRSRGEFRHTS-SPKI 665   
Potri.006G249800.1-AtBOR4    ---------------------------------------------KPRSLSLRERE----PPDVGSDG-GADDFYDAEILDEMTT-NRGELKLRTSSLK- 651   
Potri.008G100300.1-AtBOR2    ---------------------------------------------LSFSLAT-EAEM----------SRAASFADDGEILDGIITRSRGEIKRMC-SPRV 649   
Potri.015G077600.1-AtBOR2    ---------------------------------------------VSYNMTFEDQDP----------QARTTNIDDGEILDEIITRSRGEIRRTQ-SPKV 653   
Potri.018G031700.1-AtBOR4    ---------------------------------------------RSRSLSLMERE----PPDVDSEK-SEDDFYDAEILDEMTT-NRGELKLRTLSFK- 653   
Potri.012G081800.1-AtBOR2    ---------------------------------------------VSYNMTFEDQDP----------QARNTNIDGVEILDEMITRSRGEIRHTQ-SPKI 653   
Potri.001G174500.1-AtBOR4    ---------------------------------------------LSLSFSFKAYYSPD--LSCYLLILCKVEMCDAEILDELTT-SRGELKVRTVSFR- 652   
Potri.003G059700.1-AtBOR4    ---------------------------------------------LSLSLSFKAYYSPD--LSRYLLILWEVEMCDAEIFDELTT-SRGELKVRTVSFS- 652   
Potri.006G154700.1-AtBOR4    ---------------------------------------------RGGAVSFKE-------RNGSVDG-IDLSLCDSEILDELST-RRGELKLISKSFG- 650   
Phvul.001G053300.1-AtBOR6    ---------------------------------------------THK--------------NPEDDD---DDDYNAELLDEMTT-HRGELKLRTVT--- 631   
Phvul.001G215700.1-AtBOR2    ---------------------------------------------LPFNLAT-QSEF----------GGGASHVGEGEILDEVITRSRGEFRHTS-SPKI 654   
Phvul.005G174400.1-AtBOR4    ---------------------------------------------LTFNRSFREMESP---------GVGSVEIVNAEILDELTT-NRGELKVRTVSFT- 650   
Phvul.009G178000.1-AtBOR2    ---------------------------------------------IAFNMSFEGPGS----------QAPAVNMSGGEILDEVITRSRGEIRRTQ-SPKT 655   
Sobic.008G132300.1.p-AtBOR2  ---------------------------------------------IPFSLAAQDIDV----------ALGRTQ--SAEILDDMVTRSRGEIKRLN-SPKI 652   
Sobic.009G064200.1.p-AtBOR4  ---------------------------------------------P--SVCEDESV---------RSR-DAQPGYASEILEEFTT-HRGELKRRNSSFR- 649   
Sobic.003G047900.1.p-AtBOR4  ---------------------------------------------H--NLEDEVSE---------VASCPSRPD--AEILDELTT-NRGEVKHRTSSLR- 647   
Solyc06g071500.2.1-AtBOR2    ---------------------------------------------IAYNMSYGDQDP----------QGRPACIDSGEVLDDMITRSRGEIRRSC-SPRV 653   
Solyc01g079150.2.1-AtBOR1    ---------------------------------------------VPFNLPM-EGEF----------GSRPSHAENGEILDEMITRSRGEVKRIN-SPKI 652   
GSVIVT01007733001-AtBOR2     ---------------------------------------------MTFNMSCEDQDP----------QARTTHIDSGEILDEMITRSRGEIRNTQ-SPKV 653   
GSVIVT01015478001-AtBOR4     ---------------------------------------------HSRTFKFKDLE----PTHSGHKE-GEVEICDAEILDELTT-SRGELKLRSLSCP- 652   
GSVIVT01035800001-AtBOR4     ---------------------------------------------RSRSISIRERE----EAVPGSQG-TDEDFFDAEILDEMTT-NRGELKLRTVSFN- 653   
GSVIVT01017647001-AtBOR2     ---------------------------------------------LSFNLTS-EREL----------SRRSSFADHGEVLDGIITRGRGEIRRTC-SLKM 652   
GSVIVT01028186001-AtBOR2     ---------------------------------------------LPFNLAM-EGEM----------GAGASLAEGGEILDEIITRSRGEIRHMC-SPKI 652   
GSVIVT01017223001-AtBOR4     ---------------------------------------------HPLGLSSKEVEST-----HSGKAEDGMDLSDGEILDELTT-SRGEVKRRTLSFG- 659   
GRMZM2G082203_P01-AtBOR2     ---------------------------------------------IPFSLAAQDIDV----------AFGNTQ--SAEILDNMVTRSRGEIKRIN-SPKI 652   
GRMZM2G166159_P01-AtBOR2     ---------------------------------------------IPFSLAAQDIDV----------ALGRSQ--SAEILDDMVTRSRGEIKRLN-SPKI 652   
GRMZM2G051753_P01-AtBOR4     ---------------------------------------------H--KLEDEASE---------VGSCPSRPD--AEILDELTT-NRGELKHRSSSLR- 647   
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AT3G06450.1-AtBOR3           GG-GGSGSTVGSPAGGGVELMRRVVSFQNPRVSEKVYIRSLSDFRGGGEISPRSS-AGRAPFSPRSATGGG--GGEQRLSNLGKSV--- 732   
AT3G62270.1-AtBOR2           TSST-------------STPVYNRN-------LSQVFSPRVIDLRG--EMSPRLS--GKGQNSPKPS-----PLNPSSSSK-------- 703   
AT4G32510.1-AtBOR7           --------------------------------EDRSQ-----MVKIYN--HS------------------------------------- 673   
AT2G47160.1-AtBOR1           TSSS-------------STPVNNRS-------LSQVFSPRVSGIRLG-QMSPRVV--G---NSPKPASCGRSPLNQSSSN--------- 704   
AT5G25430.1-AtBOR6           --------------------------------EVHPE-----PEEKHVTFEPH------------------------------------ 671   
AT1G15460.1-AtBOR4           --------------------------------EDK-----GNQIYPKEKVKAGDGDMSTTRE--------------------------- 683   
AT1G74810.1-AtBOR5           --------------------------------EDK-----GHQIYPKEIVEVGDGDMSSSRE--------------------------- 683   
Bradi4g04420.1.p-AtBOR2      TSSG-------------GTPVAELKGIRSPCISEKAYSPRVTELRH-----ERSP--LGERDSPRTGETRASKLGEGSAPK-------- 712   
Bradi2g34110.1.p-AtBOR4      --------------------------------DERLIRLNSVQMTRQFSRIAS-----LAPERP------------------------- 678   
Bradi2g04690.1.p-AtBOR4      --------------------------------EERHLQV-------HSNAVQPSV---------------------------------- 666   
Brara.D00064.1.p-AtBOR2      TSST-------------STPVYHRN-------LSQVFSPRVNELRGGGMMSPSLA--GKGHNSPKPS-----PLNPSSSSPSK------ 707   
Brara.A00544.1.p-AtBOR7      --------------------------------EGTSH-----MVYPENSGHS------------------------------------- 675   
Brara.C03154.1.p-AtBOR3      AGSVGGGSTGGSPAGG-VELMRRVVSFQNPRVSEKVYIRSLSDYRGGGESSPRSP-AGRAPLSPRFAAAGGGAGGEQRLSNLGKSV--- 737   
Brara.F01062.1.p-AtBOR4      --------------------------------EDK-----GNQIYPKEKVQAED-ETRVLRDSQ------------------------- 682   
Brara.F02740.1.p-AtBOR6      --------------------------------EPRLE-----SEERRVTFEPH------------------------------------ 672   
Brara.B02140.1.p-AtBOR4      --------------------------------PDK-----GHQIYPNEIVEAGDGDISTPRE--------------------------- 683   
Cre10.g443900.t1.1-AtBOR1    DVLATAG----------SGDAAGGGATAAAGALDWEAERGLIESEHVGVQPVHHLTRSQLRQRMAAGAPAGVEAGVGATGQHAGG---- 1032  
Cucsa.192570.1-AtBOR2        TSST-------------ATPISDRKSID---SPHRSFSPRLSELKG--EHSPRAG--GRGTPGQRSAEAKPSSLGKSPLNNTASK---- 717   
Cucsa.300580.1-AtBOR4        --------------------------------EDR----------HNQ----------------------------------------- 661   
Cucsa.098470.1-AtBOR2        TSSS-------------PTTLEGIKSIYSPQIPQKLYSPRINELRR--ERSSLSP--GKGLDFKLNGSPSPSEEPGPGPSFRN------ 717   
Eucgr.C02816.1-AtBOR4        --------------------------------EEMLI-----RVRSEDASRK------------------------------------- 668   
Eucgr.J03035.1-AtBOR4        --------------------------------EDR-----HGHVHPEDTISLE------------------------------------ 669   
Eucgr.H04094.1-AtBOR2        TSSC-AT----------PSRELK--GIQ----SPRIYSPRISELR--GDQSPQLS--GRSPSSPRT---RPSNLGKTG----------- 706   
Eucgr.C04162.1-AtBOR4        --------------------------------DEKFV-----QVFPEDEEQPRDS---------------------------------- 668   
Eucgr.H00896.1-AtBOR1        TSST-------------TTPAHDSKSTLQ--SPRPSFSPRVSELRG--ERSP-YG--GRGPYSPRTGEKQPSHLGKSPSNPASG----- 716   
Eucgr.B00302.1-AtBOR2        TSST-------------PSSTDDIKPALSPRMSQRAFSP-------------NFT--GKAVVEKQTHSPGPSSLGKNTYGSSSN----- 709   
Glyma.06G181900.1.p-AtBOR2   TSST-------------PTSMGDIRPANSPQLTRRISSPPVTELRG--ESSLRPT--RKEIKLMQTPSPRSPGLGKVTKDSPST----- 723   
Glyma.15G011200.1.p-AtBOR4   --------------------------------EER-----NCQVYPDENGSPLTDF--------------------------------- 669   
Glyma.04G184000.1.p-AtBOR2   TSST-------------PTSTGDIRPANSPQLARRIPSPRVTELRG--ESSLRPT--GKEIKLMQTPSPRSPGLGKVTKDLP------- 720   
Glyma.17G207700.1.p-AtBOR6   --------------------------------RNNSK-----SFSYSSSEDMQH----------------------------------- 663   
Glyma.04G069500.1.p-AtBOR7   ----------------------------SFNDRNHS-------FSEDRHTQVYPGNAV------------------------------- 662   
Glyma.09G031400.1.p-AtBOR2   MKST--------------PNLSQELTS--PRLTDKVYSPRISHLR--GNQSPRG----VGRGSFSPAEVRPSNLRKGG----------- 708   
Glyma.19G219500.1.p-AtBOR2   TSST-------------PTPRTDPKSHL---SPRLSFSARVGEFKT--EQSPRSG--ARGPLSPKAGEVRLSNLGRSPLNPDSKQQDQN 723   
Glyma.03G222300.1.p-AtBOR2   TSST-------------PTPRTDTNSHL---SPRLSFSSRMGEFKT--EQSPRSG--ARGPLSPKAGEVRLSHLGRSPLNPDSKQHDHN 723   
Gorai.005G135900.1-AtBOR2    SSTT-------------PSSVGDIKPSYSPGVLQNAYSPRISQLR-------GKT--EKVLELKQTPSPGPSTLGQSSRASSSI----- 715   
Gorai.011G205300.1-AtBOR4    --------------------------------EERLH-----QVHP------------------------------------------- 662   
Gorai.005G070200.1-AtBOR1    TSAT-AT----------PSKEFKGTEIESPCFSEQGYSPRVNELRA-GRRSPRN--VGRGPFSPRTSEVRPSNLGKSG----------- 716   
Gorai.006G266200.1-AtBOR2    TSSTGTT----------PSKEFK--SIQSPRFSEKVYSPRISQLR--GELSPGN--AGRGPFSPRANEK-PSNLGKG------------ 712   
Gorai.008G137000.1-AtBOR1    TSST-------------STPANYPRSHLSP-CLSS--SPHLGELRG--ERSPRAR--GNEPHSPMT------AIGRSPLNPSPS----- 710   
Gorai.004G146300.1-AtBOR2    TSST-------------ATPANGPRSHQSP-RLSCN-SPRLNELKG--ERSPRAS--GNGSHSPRTGELKPSNLGKSPLNRGSN----- 717   
Gorai.009G010600.1-AtBOR4    --------------------------------EERLY-----QVHPEEKAELNSSSNRF------------------------------ 673   
Medtr2g032690.1-AtBOR1       SKIQ--------------GYQIKYTTFRIPRLPDQVQNPHVNQLR--GNPNIVT----LEVEVLGEDPLGREDKVH------------- 708   
Medtr7g110000.1-AtBOR2       SSST-------------PTPRNDPKSRL---SPHLSFNSRVGEFAT--EQSPRSG--VRGTNSPMTKEMRLSGRGISPLNPDSKHQDKK 724   
Medtr3g077670.1-AtBOR2       SSST-------------ATPISGIRSANS--LQGTIPSPRVAALRG--ENSLGSN--GKELKSKQTP---------------------- 703   
Medtr3g107730.1-AtBOR7       RNRS-----------------------NSFNDRNHSN-----SFNDRNHSNSFNEDRHN------------------------------ 678   
Medtr0459s0020.1-AtBOR4      ----------------------------------------------------------------------------------------- 659   
LOC_Os01g08020.1-AtBOR4      --------------------------------EERHPQA-------HTKAVQPRCGDTENWSEC------------------------- 672   
LOC_Os05g08430.1-AtBOR5      --------------------------------DERLIQLNSVKMTRELSRIPT-----FTPPRS------------------------- 677   
LOC_Os12g37840.1-AtBOR2      TSSG-------------GTPVAELKGIRSPCISERAYSPCITELRH-----DRSP--LGGRGSPRTGETRSSKLGEGSTPK-------- 711   
Phpat.001G035800.1.p-AtBOR2  --------------------------------NHFGIPTSSTEFNSHSTNTHEDQL--------------------------------- 700   
ppa002139m-AtBOR2            ASSA-TT----------PSKEFK--SIQSPLFSDKIYSPRLSELR--GEPSPQNGGNGQ--FSPRTGEARSSNLAKSG----------- 710   
ppa002104m-AtBOR2            TSST-------------STPGNAPKILG---SPHSSFSPRVNELRG--ERSPRSG--GRGPNSPRTPGS-SSILGKSPSDNTTS----- 716   
ppa002100m-AtBOR2            SSLT-------------PTSLEGIKPAHSPRTSQRVYSPHLSELRG--ERSPR-----QGLERTQTPSPGSSILGQTTPGSSS------ 716   
Potri.002G191000.1-AtBOR2    SSST-------------TTPANNPKSLQSP-RLSYTYSPRISELRG--QKSPKSS--GRGLNSPRTGDQKLSKLGKSPSSSEQN----- 731   
Potri.006G249800.1-AtBOR4    --------------------------------EERLH-----QARNTHLLCP------------------------------------- 666   
Potri.008G100300.1-AtBOR2    PSSD-AT----------ASKEFR--SIQSPRFSDKVYSPRVSEVR--GDYSPRLGGTGRGPFSPRIGESRLSNLGKSG----------- 712   
Potri.015G077600.1-AtBOR2    TSST-------------PGSVENMKSSYSPRLSQRAYSPRVSEPRV--DRNPRFT--GKGAELKQTPSPGFSNLGQSNPGSSSC----- 720   
Potri.018G031700.1-AtBOR4    --------------------------------EDRLH-----QVYPHEQG--------------------------------------- 666   
Potri.012G081800.1-AtBOR2    TSST-------------PGSVEDIKSSYNPCLSQRAYSPRVGELRV--DQSPRFS--GKGVELKQNPSPVPSNLGQSSHASSSC----- 720   
Potri.001G174500.1-AtBOR4    --------------------------------EEN-----ATQVCSNGAVQPE------------------------------------ 668   
Potri.003G059700.1-AtBOR4    --------------------------------EEKNTLRFIPRVLSNQNETINHLGQD------------------------------- 678   
Potri.006G154700.1-AtBOR4    --------------------------------DDKIF-----QVHPGEDSEGGL----------------------------------- 667   
Phvul.001G053300.1-AtBOR6    --------------------------------LKKRT-----PVEDPMQQINIYE---------------------------------- 649   
Phvul.001G215700.1-AtBOR2    TSST-------------TTPRTDPKSHL---SPRVSFSSRVGELKT--EQSPRSG--ARGSLSPNAGEVRLSNLGRSPLNPDSKQQDHN 723   
Phvul.005G174400.1-AtBOR4    --------------------------------EER-----NHQIHPDENGSQAQIVSDGR----------------------------- 673   
Phvul.009G178000.1-AtBOR2    TSST-------------PTSTGDIRPANSPRIGKSIPSPRVSELRG--ESSLRPT--GKEIKLIQTPSPHSPALGKVTKGSPSS----- 722   
Sobic.008G132300.1.p-AtBOR2  TSSG-------------GTPVAELKGIRSPSISEKAYSPRLTELRH-----ERSP--LGGRNSPRTPS----KLGEGSTPK-------- 709   
Sobic.009G064200.1.p-AtBOR4  --------------------------------DGRLLQLNSVRMTRELSRAPSRIELSRAPSRVPRVMEQ------------------- 687   
Sobic.003G047900.1.p-AtBOR4  --------------------------------EERPIQV-------ATNAVQPSL---------------------------------- 663   
Solyc06g071500.2.1-AtBOR2    TSST-------------PTSLDEIKSTHSPQLSQRAYSPRINVLRG--ERSPRFN--GKGLEIKQTPSPQPSKLGQNDRGPSSI----- 720   
Solyc01g079150.2.1-AtBOR1    TSST-------------ATPIRDTKLLQSPRISEKAYSPQINKLRG--QQSPLSG--GRGTFSPRTGEPKPSNLGTSPRTSTPND---- 720   
GSVIVT01007733001-AtBOR2     TSSS-------------PASLGDMKPAYSPRLSQRAYSPRLSELRA--EQSPRFT--GKGVELKETPSPRPSILGKSPHGSSSS----- 720   
GSVIVT01015478001-AtBOR4     --------------------------------ADWIS-----QVHPKKDEEHNDRDTNEA----------------------------- 675   
GSVIVT01035800001-AtBOR4     --------------------------------EDRFF-----QVHP----EDTSRTQ-------------------------------- 669   
GSVIVT01017647001-AtBOR2     TSST-AM----------PSKDFK--STKS--FSDRVCSPRITELR--GIRSPRFG--GRGPFSPRTGEARQSNLGKSGQNSDIN----- 717   
GSVIVT01028186001-AtBOR2     TSST-------------ATPTKDPRNFQSPRLSEKAYSPRVSELRG--EHSPQSS--GRGKYSPKTGEVKPSNLGKSPHSSN------- 717   
GSVIVT01017223001-AtBOR4     --------------------------------EEK---------HAQERY--------------------------------------- 668   
GRMZM2G082203_P01-AtBOR2     TSSG-------------GTPVAELKGIRSPSISEKAYSPRVIELWH-----ERS---------PRTPS----MLGEGSTPK-------- 702   
GRMZM2G166159_P01-AtBOR2     TSSG-------------GTPVAELKGIRSPSISEKAYSPRLTELQH-----ERSP--LGGRSRPRTPS----KLGEGSAPK-------- 709   
GRMZM2G051753_P01-AtBOR4     --------------------------------EERPIQVTVSTHMVASSAVQPSL---------------------------------- 670   
 
 

Figure S1 Sequence alignment of BOR1 homologs in 18 plant species. Tyrosine-based motifs were specified with red frame. Acidic 

di-leucine motif was specified with green frame. Lysine residue was specified with blue frame. 


