
Esi_0082_0071                               1 -----------------------------MSM-----------------------STGPS	 8PLLE-AAEAVRSGRVSSEELVTQALK-----------RLEEVEGDVGA
tr|D8TMG3|D8TMG3_VOLCA                      1 ------------------------------------------------------------	 0------------------------------------------------
g11560|g11560.t1                            1 -----------------------------MHGKLPSGLRTLGARSRPALRTATQPSASPA	 31V-------ALR-GV----VFESGRMHVRSAATAGNPVGASSDDDPNN
GRMZM2G159542|GRMZM2G159542_T01             1 -----------------------------MASSSQSGGA---------GGGG-TVASNPR	 21VWIV-ASIAVA-GV----LVLAEVARRRRRW----LRGMSGTAPDAG
LOC_Os02g51810|LOC_Os02g51810.1             1 -----------------------------MDSSARSGGG---------GTGG---YTSTR	 19VWMV-AGVAIA-GA----IVFVEAARRRRRW----LRDRSEVPPDFG
Bra009383|Bra009383                         1 -----------------------------MSKSL---TF---------IQ---TNASNPK	 16TWVV-IGVTVA-GI----VILAETRK-RRIK--------ALREEHFG
Carubv10000509m.g|Carubv10000509m           1 -----------------------------MSSTL---TL---------IQ---SNASNPK	 16VWVV-IGVTVA-GI----VILAETRK-RRIK--------ALREEDFA
AT5G09420                                   1 -----------------------------MSNTL---SL---------IQ---SNASNPK	 16VWVV-IGVTVA-GI----VILAETRK-RRIR--------ALREEDFG
Glyma05g24400|Glyma05g24400.1               1 -----------------------------MSQSL---KL---------IK---EHASNPK	 16LWLV-IGIGVA-GI----VVLVETRR-RTRR----G---KTHKQDFG
Glyma08g19070|Glyma08g19070.1               1 -------------------------------MSK---ML---------KK---VNASNPK	 14LWLL-IGIGLA-GA----VVVVAETR-RRRH----R---NLPKEDFG
Glyma15g05920|Glyma15g05920.1               1 -------------------------------MSK---ML---------KK---VNPSNPK	 14LWLL-IGIGLV-GA----VVVVAETR-RRRR----R---KLPKPDFG
Cucsa.217970|Cucsa.217970.1                 1 -----------------------------MSNPL---KL---------LK---TNASNPK	 16LWIL-IGVGVA-GV----VILAETRR-RGRN------GKVLQGEDFG
29806.t000047|29806.m000976                 1 -----------------------------MNKPL---TL---------IK---QHASNPK	 16VWLV-IGVTVA-GI----IVVAETRR-RSRK----AALMMIKREDFG
Potri.001G205300|Potri.001G205300.1         1 ---------------------------------M---NT---------VK---ANIKNPK	 12VWVLVIGVTVAVGM----VAAAETRR-RKA----------KFKEDFG
Eucgr.I02661|Eucgr.I02661.1                 1 ----------------------------MTTRPL---QV---------LK---AHVSSPK	 17AWIV-IGVTLA-GV----VILAEAHR-RRRR----RTGSEAAKEDFG
GSVIVG01038788001|GSVIVT01038788001         1 -----------------------------MSKAL---HQ---------LKKH-IDVSNPK	 18AWIV-IAAGVA-GI----VILVETRR-RKRR------AALLTREGLG
Phpat.019G042800|Phpat.019G042800.1         1 -------------------------------------MP---------ND---NKIIARS	 11FGIL-IGLGLA-GF----FVLRRA-L------------RLAVKRDNG
Phpat.021G056500|Phpat.021G056500.1         1 -------------------------------------MP----------N---DKILARS	 10LGVL-FGLGLA-GI----FILRRNLF------------RLTGRKDNG
LOC_Os03g50010|LOC_Os03g50010.1             1 ----------------------------------------------------MASSTAAN	 8LWVL-LGLGIA-GV----LLAAKRLR------------R-PARPDNGA
Bra018737|Bra018737                         1 ----------------------------------M--QP---------KRRHVLASRASN	 15LWVL-LGLGIA-GA----LLITKKLK------------K-RVREDFG
Bra001692|Bra001692                         1 ----------------------------------------------------MASSHASN	 8LWVL-LGLGIA-GI----LLAAKKLK------------K-TIRQDLGA
Carubv10013209m.g|Carubv10013209m           1 MCDYAFLCSQPSFFQQKTQFHILGSLSLIFKSSKA--VG---------RKTSSMASQAAN	 49LWVL-LGLGLA-GI----LMITKKLQ------------K-TVREDFG
Medtr8g107280|Medtr8g107280.1               1 ------------------------------------------------MKSMASSQSSNN	 12LWVL-LGLGLA-GI----YVLTRKLK------------Q-TVKEDLG
Glyma05g33810|Glyma05g33810.1               1 --------------------------------------------------------MAKN	 4LLVL-LGLGLA-GI----VLITRKLN------------K-SVREDFGA
Glyma08g05870|Glyma08g05870.3               1 ----------------------------------------------------MTSQSAKN	 8LLVL-LGLGLA-GI----VLITRKLK------------K-SVRKDLGA
PGSC0003DMG400005752|PGSC0003DMT40001475    1 -----------------------------------------------------MASQSAN	 7LWVL-LGLGLA-GI----LIMTRKLK------------K-AVKADFGA
29651.t000012|29651.m000292                 1 -----------------------------------------------------MGSNPAN	 7LWVL-LGLGIA-GI----LLVTKKLK------------K-VIREDFGA
Potri.012G046900|Potri.012G046900.1         1 -----------------------------------------------------MASNSAN	 7LWVL-LGLGLA-GI----LLMTKKFK------------KSIIRQDFGA
Potri.015G038600|Potri.015G038600.1         1 -----------------------------------------------------MASNPAN	 7LWVL-LGLGLA-GI----FLFTKKFK------------K-VLREDFGA
Eucgr.K02274|Eucgr.K02274.1                 1 -----------------------------------------------------MASQSAN	 7LWVL-LGLGIA-GI----VLMTRKLK------------R-AVREDLGA
GSVIVG01008433001|GSVIVT01008433001         1 -----------------------------------------------------MASSSAN	 7LWVL-LGLGLA-GV----LLMTRKLK------------K-TIREDFGA

Esi_0082_0071                              45 FLSVQGRAAVDT	 56ARSIDRKVAEGCKETLALPLLGVPMGVKDNLCTAGVPTTAASRILEG--YRPSYDASAVS	 114KLKLAGGIALGKTNMDEYGMGSTTETSAFQV
tr|D8TMG3|D8TMG3_VOLCA                      1 ------------	 0------------------------------------------------------------	 0------------------------------MPKF
g11560|g11560.t1                           67 AFIDKSLT-----	 74-----------VQGAAEGPLKGLTFAVKDLFDVAGHRTGFGNPVWLDTHPPATRTAPAVQ	 123ALLDAGATLRGKTHMDELAYSLNGENVHYG
GRMZM2G159542|GRMZM2G159542_T01            59 SFCDRFELHPP--	 69--------AQPPPPAARHILSGLTFAASDNFEIEGYVAGFGNPDWKKTHETARHTAVAVT	 121MLRKQGATCVGRTIMDELGFGVTGENLHHG
LOC_Os02g51810|LOC_Os02g51810.1            57 AFCYRFEIAPA--	 67--------PQPPPPAARQLLSGLTFAASDNFEIEGYVAGFGNPDWKRTHKAATRTAVPVT	 119MLQKQGGTYVGSTVMDELGFGVSGGNLHNG
Bra009383|Bra009383                        49 AFLDRFELLPF--	 59--------PPPPPPAAKQTLSGLTFSISDAFDIKDYITGFGSPHWKKTHEAAEKTAVVVT	 111TLLRNGATCVAKTVMDEMGFGITGENMHYG
Carubv10000509m.g|Carubv10000509m          49 AFLDRFELLPF--	 59--------PPPPPPAAKQSLSGLTFSISDAFDVKDYITGFGSPQWKKTHEAAEKTAVVVT	 111TLLQNGATCVGKTIMDELGFGIIGENKHYG
AT5G09420                                  49 AFLDRFELLPF--	 59--------PPPPPPAAKQSLSGLTFSISDAFDVKDYITGFGCPQWKKTHEAAEKTAVVVT	 111TLLKNGATCVGKTIMDELGFGIIGENKHYG
Glyma05g24400|Glyma05g24400.1              50 AFVERFELLPF--	 60--------PQPPPPAAKQSLSALTFAINDTFDVKDYVTGFGNSTWKSTHKAAEKTAVVVT	 112ALLMSGATCVGKTVVDEFSFGISGENKYYG
Glyma08g19070|Glyma08g19070.1              48 AFVERIELLPI--	 58--------PQPN---QTQTLSALTFAIKDIFDVKGYVTGFGNPQWKKTHGEAGKTAIVIT	 107ALLSDGATCVGKTVMDEFSFGISGENKFYG
Glyma15g05920|Glyma15g05920.1              48 AFVERFELLPI--	 58--------PQPN---QTQTLSALTFAIKDIFDVKGYVTGFGNPQWKKMHNEAGKTAIVIT	 107ALLSNGATCVGKTVMDEFSFGISGENKFYG
Cucsa.217970|Cucsa.217970.1                51 AFIQRFELRPF--	 61--------PQPSPPAARQSLAGLTFAVKDVFDVKDYVTGFGNPDWKRTHDVAEKTDEMVT	 113LLLKNGAACVGKTVMDELGFGITGENKQYG
29806.t000047|29806.m000976                53 AFIEKFEILPF--	 63--------PQAPPPAAKQPLSGLSFAIKDIFDVKDYVTGFGNPDWRRTHEVAEKMAVAVT	 115ALLKNGATCVGKTIMDELGLGISGENLHYG
Potri.001G205300|Potri.001G205300.1        45 AFVQRFQILPF--	 55--------PQPPPPAAKQTLAGLTFAINDIFELEDYVTGFGNPDWARTHEAAEKTAVTVT	 107ALLKNGAVCVGKTVMGELGFGVSGENIHYG
Eucgr.I02661|Eucgr.I02661.1                54 AFLERFELLPF--	 64--------PQPPPPALKQPLAGLTFAIKDIFEVKGYVTGFGNPDWERTHEAAEKTAVVIN	 116ALLKNGAKCVGKTVLDELAFGMTGENIHHG
GSVIVG01038788001|GSVIVT01038788001        53 AFVERFELLPF--	 63--------PQPPPPASRLLLSGFKFAVTDIFDVKGYVTGFGSTSWKRTHEEATKTAVAVT	 115ALLKNGATCVGKTVLDELSFGITGENMDFG
Phpat.019G042800|Phpat.019G042800.1        40 AFIEYFELPP---	 49---------ATSPSSAPQPLSGLTFAVKDIFDVEGFVTGFGNPDWAATHEPATRTALAVK	 100YLVDSGATCVGKLHMDELAYSIIGDNKHYG
Phpat.021G056500|Phpat.021G056500.1        40 AFIEYFELLPP--	 50--------PPPPPPSAPHPLSGLTFAIKDIFDIEGFVTGFGNPDWASTHEPATRTAAAVK	 102VLVEAGATCIGKLIMDELAYSIIGDNKHYG
LOC_Os03g50010|LOC_Os03g50010.1            38 FIARLELLPP--	 47--------PQPPPPQARHPLTGLCFAIADAFHVTGYITSFGSLEWAKTHDAATQTSLVVS	 99SLVDGGAMCVGKTVIDEMAFSIHGENKHFGTP
Bra018737|Bra018737                        44 AFIEKLLLLPP--	 54--------PQPSPPKAPHPLTALSFAVSDLFDVKGYVSGFGHPEWIRTHEAAASTSPVVS	 106VLVEGGATCVGKTVVGEFAFSISGETKHYD
Bra001692|Bra001692                        38 FIDKLLLLPP--	 47--------PPPPPPKAPHPLTALSFAISDLFDVSGYVTGFGHPDWVRTHEPAASTCPVVS	 99TLVEGGATCVGKTVVDELAFSISGETKHYESP
Carubv10013209m.g|Carubv10013209m          78 AFIDKLLLLPP--	 88--------PQPAPPKAPHPLTGLTFALSDLFDITGYVTGFGHPDWVRTHEAASSTCPVVS	 140TLVEGGATCVGKTVVDELAFSISGENKHYD
Medtr8g107280|Medtr8g107280.1              41 AFIQKLQLLPP--	 51--------PPPAPPKAPHPLTSLTFAISDLFDIEGHVSTFGHPEWARTHEPASSTSPAVS	 103TLVQSGATCIATTVLDNLSYGISGENKHFG
Glyma05g33810|Glyma05g33810.1              34 FIHKLQLLPP--	 43--------PQPSPPKAPHPLTSLTFALSDLFHIHGHVPSFGHPDWARTHEPSSSTAPAVS	 95ALVEGGATCVATTVLDDLALGIGGENKHFGTP
Glyma08g05870|Glyma08g05870.3              38 FIEKLQLLPP--	 47--------PQPAPPKAPHPLTALTFALSDLFDIEGHVSTFGHPEWARTHEPASSTAPAVS	 99ALVEGGATCVATTVLDDLALGIGGENKHYGTP
PGSC0003DMG400005752|PGSC0003DMT40001475   37 FVERLKLLPP--	 46--------PQPPPPKAPHPLTGLSFAISDVFDVNGSVTGFGNPDWSRTHEPASQTSTVVT	 98TLVEGGATCTGRTVVDDMAFGISGEQIHFDTP
29651.t000012|29651.m000292                37 FVQKLQLLPP--	 46--------PPPAPPKAPHPLTGLTFAVSDVFDIEGYVTGFGHPDWARTHEAASQTSLVVS	 98ALVEGGATCIGKTVVDELAYSINGENEHYGTP
Potri.012G046900|Potri.012G046900.1        38 FIEKLLLVPP--	 47--------PQPPPPKAPHPLTALTFAVSDLFEIEGYVSGFGHPEWAKTHQAASRTSLVVS	 99TLVDGGATCVGKTVIDELAYSIHGENKHYGTP
Potri.015G038600|Potri.015G038600.1        37 FIHKLQLLPP--	 46--------PQPAPPKAPHPLTGLTFAVSDLFDIEGYVTGFGHPDWAKTHEAASRTSVVVS	 98TLVEGGATCVGKTVIDELAYSITGENKHYGTP
Eucgr.K02274|Eucgr.K02274.1                37 FVRKLQLLPP--	 46--------PQPAPPKAPHPLTGLSFAASDVFDIEGYVTGFGHPDWEKTHEAAARTSTVVS	 98TLVEGGATCVGITVVDELAFSINGQNKHYGTP
GSVIVG01008433001|GSVIVT01008433001        37 FVQRLQLLPP--	 46--------PQPAPPKAPHPLTNLSFAVSDVFDIEGYVTGFGNPDWARTHDTASRTSPVVS	 98ALVEGGATCTGKTVVDEMAYSINGENKHYGTP

Esi_0082_0071                             146 TRNPRNIDHAPGGSSGGSAAAVAAGVVTG	 174ALGTDTGGSVRQPASWCGVVGLKPTYGRLSRKGLIAYASSTDCIGPIASSVADCAA----	 230LLGAVAGEDRAGD
tr|D8TMG3|D8TMG3_VOLCA                      5 L---APSSKKPSPMSHVAVACGDVDI	 27GLGTDTGGSIRVPASFCGLLGIRPTWGRVARCGTTALAPSFTTPGWFARDPAVLRAVGAV	 87LLDPSSR--GSS---RLG
g11560|g11560.t1                          154 TPRNPAAPGRIPGGSSSGSAVAVAAGDVDI	 183GLGTDTGGSIRVPASFCGLLALRPTWGRVSSEATTALAPSFTTPAWFARDAATLRAAGSV	 243LLDPASRAPGSP
GRMZM2G159542|GRMZM2G159542_T01           152 TPANPVSSSLVPGGSCSGSAVAVAAQLIDF	 181AIGTDTIGDVRIPASFCGLLCFRPSYGVISTLGTIANSQSLDTIGWFARDPCILHRVGEV	 241LLPAAVGGLKQT
LOC_Os02g51810|LOC_Os02g51810.1           150 TPINPASPSLFPGGSCSGSAVAVSAQLVDF	 179ALGTDTTGDVRIPACFCGVLCFKSSHGVVSTLGTIANSQSLDTIGWFARDPSVLHRVGDV	 239LLPAATGGLTQT
Bra009383|Bra009383                       142 TPINPLMPSNVPGGCSSGSAVSVAAELVDF	 171ALGIDTTGGVRIPASFCGILAFRPSQGTVSSVGVLPNSQSLETAGWFARDPSVLCQVGHA	 231LLNLSAVTHKRQ
Carubv10000509m.g|Carubv10000509m         142 TPINPLMPSNVPGGCSSGSAVSVGAELVDF	 171SLGVDTTGGVRIPASFCGILGFRPSQGTVSSVGVLPNSQSLETVGWFARDPSVLCQVGHA	 231LLTLSAVAHRRQ
AT5G09420                                 142 TPINPLMPDNVPGGCSSGSAVSVGAELVDF	 171SLGIDTTGGVRVPAAFCGILGFRPSQGTVSSVGVLPNSQSLETVGWFASDPSVLCQVGHA	 231LLNLSAVTHRRQ
Glyma05g24400|Glyma05g24400.1             143 TPTHPQMPSCKLGGSSCGSAVAVAAGLVDF	 172AVGTDTTGCVRIPASFCGIFGFRPSHGAVSTIGVLPNAQSLDTIGWFARDPSILHRVGHV	 232LLQLNSVETKRS
Glyma08g19070|Glyma08g19070.1             138 TPTNPQMPSSIPGGSSSGSAVAVAARLVDF	 167AIGTDTTGCVRIPAAFCGILGFRPSHGVISTIGVLPNAQSLDTVGWFARDPSVLHRVGLV	 227LLPLTSVELKRT
Glyma15g05920|Glyma15g05920.1             138 TPTNPQMPSSIPGGSSSGSAVAVAARLVDF	 167AMGTDTTGCVRIPAAFCGILGFRPSHGVISTIGVLPNAQSLDTVGWFARDPSVLHRVGLV	 227LLPLNSVELKRT
Cucsa.217970|Cucsa.217970.1               144 TPTNPKLSSFVPGGSSSGSAVAVAGELVDF	 173ALGTDTVGCIRIPASFCGIFAFRPSHGVIPMNRVLSNSPSLDTVGWFARDPSTLHRVGHV	 233LLKLNSVEPRRM
29806.t000047|29806.m000976               146 TPMNPIMPSFVPGGSSSGSAVTVAAELVDF	 175ALGTDTIGCIRIPAAFCGIFGYRPSHGTVSMIGAIPNAQSLDTVGWLARDPSILRCVGHA	 235LLKLNAVEARKA
Potri.001G205300|Potri.001G205300.1       138 TPINPEMPAHVPGGSSSGSAVAVAAGLVDF	 167ALGTDTIGCIRIPAAFCGLLSYRPSHGAVSTIGILPNSQSLDTVGWLARDPSILLRVGHT	 227LLKLNTVEPRRA
Eucgr.I02661|Eucgr.I02661.1               147 TPVNPQMPSHIPGGSSSGSAVAVAAELVDF	 176ALGTDTVGCVRIPASFCGIIGYRPSHGVVSTIGVLPNSQSLDTVGWFARDPSILHRVGHI	 236LLQLNTVEPRRP
GSVIVG01038788001|GSVIVT01038788001       146 SPANPVLPSHIPGGSSSGSAVAVASQLVDF	 175AIGTDTIGGVRVPASFCGILGYRPSHGAVSTIGVLPSSQSLDTVGWFARDPSILHRVGHI	 235LLQINPVEPRRV
Phpat.019G042800|Phpat.019G042800.1       131 TPVNPAAPTRVPGGSSSGSGVAVAADLVDF	 160SLGTDTAGSVRVPAAFCGILGFRPSHGAVPVIGVIPMAQSFDTVGCFAKDPTILRQVGHI	 220LLQLSYTDVRKP
Phpat.021G056500|Phpat.021G056500.1       133 TPVNPAAPNRIPGGSSSGSGVAVAADLVDF	 162SLGTDTAGSVRVPAAFCGILGFRPSHGAVSTVGVTPMAQSLDTVGCFARDPAILRQVGHI	 222LLQLPYMDVRQP
LOC_Os03g50010|LOC_Os03g50010.1           132 TNPAAPDRVPGGCSSGSAVAVAAGIVDF	 159SLGIDTIGGVRVPGSYCGVLAFRPSHAVVPNNGVIPVAPSLDAIGWFARDPSVLRRVGHL	 219LLRLPYADIRQP--
Bra018737|Bra018737                       137 TPTNPAAPARIPGGSCSGAAVAVAANLVDF	 166ALGIDTVGGVRVPAGYCGVLGFRSSQGIVSNAGIIPVSSSLDAVGWFARDPNTLRRVGHV	 226ILQLPFAAQRNP
Bra001692|Bra001692                       132 TNPAAHDRIPGGACSGAAISVATSAVDF	 159ALGIDTVGGVRVPAGYCGVLGFKSSHGAISNAGIIPVSSSLDSVGWFARDPNTLRRVGHV	 219LLHLPFATPRNP--
Carubv10013209m.g|Carubv10013209m         171 SPTNPAAPARIPGGACSGAAVAVATKAVDF	 200ALGIDTVGGVRVPAGYCGVLGFKSSHGAISNTGIIPVSSSLDSVGWFAHDPSTLRRVGHV	 260LLQLPFATQRNP
Medtr8g107280|Medtr8g107280.1             134 TPSNPAIPARVPGGSSSGAAVAVAANFVDF	 163SLGVDTSGGVRVPAGFCGILGFRPSHGAVSHGGIIPVSTSLDTVGWFAKDPDILRRVGHI	 223LLQAPFVMQRSP
Glyma05g33810|Glyma05g33810.1             128 TNPAVPARVPGGSSSGAAVAVAANFVDF	 155ALGIDTTGGVRVPAGFCGILGFRPSHGAVSHMGIIPISTSLDTVGWFAKDPNILRRVGHI	 215LLQAPFVMQRSP--
Glyma08g05870|Glyma08g05870.3             132 TNPAVPARVPGGSSSGAAVAVAADFVDF	 159ALGIDTVGGVRVPAGFCGILGFRPSHGAVSHLGIIPISTSLDTVGWFAKDPNILRRVGHI	 219LLQAPFAMQRSP--
PGSC0003DMG400005752|PGSC0003DMT40001475  131 TNPAAPARMPGGSSSGAAVAVAANFVDF	 158SLGTDAVGGVRVPAAYCGVLGFRPSHGTVSHTGIIPVSASLDTVGWFARDPSILRRVGHV	 218LLQVPFVAQRNP--
29651.t000012|29651.m000292               131 TNPAVPARVPGGSSSGAAVAVAANLVDF	 158SLGVDTVGGVRVPAGFCGIIGFRPSYGAIPNTGILPISASLDTVGWFARDPNVIRRVGHL	 218LLQLPFGVQRNP--
Potri.012G046900|Potri.012G046900.1       132 INPVVPARVPGGSCSGAAVAVAANLVDF	 159SLGVDTVGGVRVPAGFCGVIGFRPSYGAISKTGVLPVSASLDTVGWFAKDPNILRRVGHV	 219LLQPAFGGQRSP--
Potri.015G038600|Potri.015G038600.1       131 TNPVEPARVPGGSSSGAAVAVAANLVDF	 158SLGVDTVGGVRVPAGFCGIIGFRPSYGAISKIGVLPVSVSLDTVGWFAKDPNILRRVGHV	 218LLQSAFGGQRSP--
Eucgr.K02274|Eucgr.K02274.1               131 TNPAVTARVPGGSCSGAAVSVAANLVDF	 158SLGIDTIGGVRVPAAYCDIIGFRSSHGTISNMGVLPVSTSLDTVGWFAKDPSILRRVGHV	 218LLQVPFAVQRNP--
GSVIVG01008433001|GSVIVT01008433001       131 TNPAAPSRIPGGSSSGAAVAVAANFVDF	 158SLGLDTVGGVRVPAAFCGVIGFRPSHGAVSHMGIIHVSSSLDTVGWFAKDPSILRRVGHV	 218LLQLTYAVQRSP--

Esi_0082_0071                             244 STALQQP--VPDYTALLKESAASGGSRPLEGIKMGVIRE---ALVER	 285VQPDVAAAVKEAIDTMASLGAEVTEVSLPSLPEQCAAYYVTA-----------------
tr|D8TMG3|D8TMG3_VOLCA                    101 RWLVAKDAFALADP--------PTGKAI-YDTLSA-------	 126QFPK-----------VVQLLGQPLEVEVAA---------PLSGEGLGTFVDWMGVFR---	 163
g11560|g11560.t1                          256 ---RLTRWLVARDAFGLADP--------PTEKAI-YDAMSA-------	 284DFSK-----------VVALLGEPTEVDVAA---------PLAGQGLGQYVDWMGVFRV
GRMZM2G159542|GRMZM2G159542_T01           254 -----RQFVFADDCFQLLKV--------SNQKTV-HAIKNAVQALRGY	 287QPPK-----------HIN-IGQYIYSNVPSLKEFCEPATKLE-EGTSALKAISTVMLL
LOC_Os02g51810|LOC_Os02g51810.1           252 -----RQLFFADDCFQLLKV--------PNEKTV-NVIENAIQTLPGY	 285QPPK-----------HIN-IGEYISSHVPSLKDFCEPTVEML-EGMSALKALSTVMLL
Bra009383|Bra009383                       244 -----RSLIFADDLFELTDV--------PKQKSV-HVVRKAIENLPGY	 277QAPK-----------HMN-VGQYVASNVPSLAEFCEKPGKSE-DSASTLKALASVMLS
Carubv10000509m.g|Carubv10000509m         244 -----RSFIFADDLFELSDI--------PKQRSV-HVVRKAIENLSDY	 277QTPK-----------HVN-IGQYITSNAPSLAAFCEQFGKSQ-NSASTLRALSYVMLA
AT5G09420                                 244 -----RSLIFADDLFELSDI--------PKQKSV-QVVRKAIENLSGY	 277KTPK-----------HVN-VGQYVASNVPSLAEFCEQSGKSQ-NSASTLRALSSVMLA
Glyma05g24400|Glyma05g24400.1             245 -----RHFIFADDLFQLSKI--------PTQNTI-YVIGKAIENMSGY	 278QAPK-----------HLN-LCQYIDSRVPSLR-LHQQSTHQQ-NETSILKTLSSVMLS
Glyma08g19070|Glyma08g19070.1             240 -----RRIIFADDLFQLSKA--------PSQKTA-YIIGKAIENLSGY	 273QSLQ-----------HMN-LCQYIASNVPSLKGFHEKLTQQQ-NGLSILKALTSVMFS
Glyma15g05920|Glyma15g05920.1             240 -----RRIIFADDLFQLCKA--------PSQKTV-YIIGKAIENLSGY	 273QFPQ-----------HMN-LCQYIASNVPSLKEFREKFTHQQ-NGVSILKALTSVMFY
Cucsa.217970|Cucsa.217970.1               246 -----RRLVIADDLFQLSKV--------PLQKTV-HVVEKAIENLSGY	 279QSPK-----------HMN-FGEYLASNVPSLKGFHNQSPTLQ-KGITILKALSSVMIL
29806.t000047|29806.m000976               248 -----RRIIFADDLFQLCKV--------PKQKTE-YVISKAIENLSGY	 281QSPK-----------HLN-FGQYIASNVPSLKGFLEQSGNLQ-SGTSALKALSSVMVS
Potri.001G205300|Potri.001G205300.1       240 -----RRLIFADDLFQLSKV--------PKQKAE-VVINKAIENLSGY	 273QPQQ-----------HIN-FGQHISLNVPSLKGFLDQSTNMQ-NGISNLKALSSAMVS
Eucgr.I02661|Eucgr.I02661.1               249 -----RRLVFADDLFELSKV--------PKHKSL-YVVSKAAEKLSGY	 282QPPK-----------HIN-FGQHIASNVPSLKIFCEQSTNLQ-NGISTLKALSSAMLS
GSVIVG01038788001|GSVIVT01038788001       248 -----RNLMIADDLFQLSKV--------PKQKTV-HVVNKVAENLSGY	 281QPPK-----------HVN-FGQYIASNVPSLKGFHEQSINVK-NGISALKALSSVMIS
Phpat.019G042800|Phpat.019G042800.1       233 -----QRFLIADDCFELSLI--------PNEASV-GAVIRSIQKLFGR	 266KALQ-----------HIN-LGDYVASAVPSLKVLQKEIG----SDMGAISLLRTAMQM
Phpat.021G056500|Phpat.021G056500.1       235 -----RRFFIADDCFKISLI--------PTELSL-GTVVKSIQKLLGR	 268QVLQ-----------HIN-LGDYVARTVPSLKELQKEISD---SNLGSLALLRTAMQI
LOC_Os03g50010|LOC_Os03g50010.1           232 ---RHFYIADDCFEMSKV--------HARRLT-QVVTKSVEKLFGR	 265QVLG-----------HVN-LENYLASRIPSLRNNSNGH--G-DSKFSSLLALSRAMQF--
Bra018737|Bra018737                       239 -----RQIILADDYLHLSKV--------PVDRIS-QVVIKSAEKLFGR	 272QALK-----------HEN-LEKYFEAKVPSLKEFCRGKANGDDAKLTTSMLLANVMQL
Bra001692|Bra001692                       232 ---RQIILADDYFQLLKI--------PVDRIT-QVVIKSAEKLFGK	 265QLLK-----------HLN-LENYFESKVPSLKEFARTKAITS-TKVPTSRLLANVMQL--
Carubv10013209m.g|Carubv10013209m         273 -----RQIILADDCFQLLKI--------PVDRIT-QVVIKSAEKLFGR	 306QLLK-----------HQN-LENHFETKVPSLKEFARTKADAN-TKVPTLRLLANVMQL
Medtr8g107280|Medtr8g107280.1             236 -----RQIIIADDCFQHLNV--------PLDRSS-QVVIKATEKLFGK	 269QVLK-----------HIN-LEGYIRSKVPSLKACSGQKANGE-LKSSSLILLANIMQF
Glyma05g33810|Glyma05g33810.1             228 ---RQIVIADDCFQHINV--------PLDRSS-QVVVKATEKLFGR	 261QVLK-----------HIN-LGDYLSSRVPSLKGCSGQKPNGE-VKASSLKLLAHIMQF--
Glyma08g05870|Glyma08g05870.3             232 ---RQIVIADDCFQHINV--------PLDRSS-QVVVKTTEKLFGR	 265QVLK-----------HIN-LGDYLSSRVPSLKGCSGQKTNGE-VKASALKLLANIMQS--
PGSC0003DMG400005752|PGSC0003DMT40001475  231 ---RNVVIADDCFQLLKS--------PGDCVS-QAVTKAVEKLFGR	 264QILR-----------HEN-LEAYLNSKVPSLKLFADKKFNGE-RKSSSTNLLAYAMHM--
29651.t000012|29651.m000292               231 ---KQIIIADDCFQLLKI--------PVDRIA-QVVIKSTEKIFGR	 264QVLR-----------HEI-LEDVLFSRVRSLKLLHDQKTNGE-LRTSSIRLLANIMRL--
Potri.012G046900|Potri.012G046900.1       232 ---RQIIMAEDCFQLLKI--------PVDRVA-QVVVNSTEKHFGR	 265QVLK-----------HEI-LDVYLNSKVPSLKEFHNKKKNGD-VKTSSIRLLAHVMQL--
Potri.015G038600|Potri.015G038600.1       231 ---RQIIMADDCFQLLKI--------PVDRIA-QVVVKSTEKHFGR	 264QLLK-----------HEI-LDVYLNSKVPSLKEFHNKKTNGE-VKTSSIRLLANVMQL--
Eucgr.K02274|Eucgr.K02274.1               231 ---RQMIIADDCFQLLKI--------SVDRVV-QVVVKATEKLYGR	 264QILK-----------HEN-LESYFNSKVPSLKASPAKKTNGD-LKRSSIRDLADVAMF--
GSVIVG01008433001|GSVIVT01008433001       231 ---RQIIFADDCFQSLRI--------PVDRVY-QVVLKSTEKLFGR	 264QVLK-----------REN-LENYLDSKVPSLKAFHSQKTNGE-TRNSLIRSLVKIMHC--



Esi_0082_0071                             328 -	 327----------------------------------------LSEASANLARFDG----IRY	 343GLHDQYEGDVYIQQ---------------------------
tr|D8TMG3|D8TMG3_VOLCA                    164 ----------GFEVWQEHAAWVSAHNPEFGPGIKERFAMAAAVTKEQHEVGSAKRRRIRS	 213HLLELLGSDGLLVVPTTPGPAPPVNTPP-ADLDAWRTRLISLTSIA
g11560|g11560.t1                          323 --	 322--------CQGFEVWREHGAWVTEHNPAFGPGIKDRFIMASRITQEQVDAANVKRALIRS	 374HLLTLLGSDGVLALPTTPGPAPLVNTPP-AELDAWRTRLI
GRMZM2G159542|GRMZM2G159542_T01           333 --	 332--------LQRYEFKANHEEWVNTVKPKLGLDISTRVLQAVNFARENIKSLYAIRNELRV	 384ALKNLLKDTGILVLPTTAGYPLKRNSKE-RLSSGFEDRMY
LOC_Os02g51810|LOC_Os02g51810.1           331 --	 330--------LQRYEFKTNHEDWVNTVKPKLGLDTSTRVLQAVNSKSDNIKSLYIVRNELRA	 382ALKNLLKDTGILVLPTTAGYPLKRNARQ-RLSPGFEDRMS
Bra009383|Bra009383                       323 --	 322--------IQRHEFKTNHEEWSQTCKSFLGPRFSNDVVAALKSRNENIKSLYRVKTEMRA	 374TIQSLLKEDGILVIPTVADPPPKLNTKNKNAMNEFLDRNY
Carubv10000509m.g|Carubv10000509m         323 --	 322--------IQRHEFKTNHEEWSQTCKSFLGPRFSNDVVTALKSKTDSIKSLYRVKTEMRA	 374CIQSLLKEDGILVIPTVADPPPKLNTKNKNFLKEFLERTY
AT5G09420                                 323 --	 322--------IQRHEFKTNHEEWWQTCKSFLGPRFSNDVVTALKSKNESIKSLYRVKNEMRA	 374TIQSLLKEDGILVIPTVADPPPRLNTKRNKSLNEFLDRTY
Glyma05g24400|Glyma05g24400.1             323 --	 322--------LQGYEFKTNHEEWVKSLKYKLGCGVSDHVIAAINTTYDNIKALYKVRTEMRG	 374AFQSLLKDDGILVIPTVAGSQLKLNTKK-GFSSEFHDRTF
Glyma08g19070|Glyma08g19070.1             319 --	 318--------LQGYEFKTNHEEWVKSVKPRLGRGVSERVNAAMNATHDNIKTLYKVRTEMRG	 370AFQHLLKDDGILVIPTVADYPLKLNTEK-GFSSEFHDRAF
Glyma15g05920|Glyma15g05920.1             319 --	 318--------LQGYEFKTNHEEWVKSVKPRLGRGMSERVNAAMNATHDNIKTLYKVRTEMWG	 370AFQHLLKDDGILVIPTVADYPLKLNTEK-GFSSEFGDRAF
Cucsa.217970|Cucsa.217970.1               325 --	 324--------LQRSEFKINHEEWIKSVKPKLGSNASEDVLAAIKTAYDDIKTLYKVRMETRI	 376ALKSLLKDDGILVIPTVADPPPKFSTKK-GIASEFRDRTF
29806.t000047|29806.m000976               327 --	 326--------LQRYEFKTNHEEWVKSVKPKLAPDVSNRVLAAINATYENVKVLYKIRSEMRA	 378ATQSLLKDDGILVIPTVADPPLKLNTKK-GYSPESHDRVI
Potri.001G205300|Potri.001G205300.1       319 --	 318--------LQRHEFKTNHEDWVKSVEPKLALDVSDNLLTAINTTHENIKALYDIRKELRA	 370CMQILLKDDGILVIPTVADPPSKLNSKK-RDTVESHNRAL
Eucgr.I02661|Eucgr.I02661.1               328 --	 327--------LQRCEFKTNHEEWVTSVKPRLGPRTANCVLTAVNTSLENIKTLYKVRSEMRA	 379ALQSLLKDDGILIIPTVADPPLPTNLKK-HSSAEFFDRAL
GSVIVG01038788001|GSVIVT01038788001       327 --	 326--------LQRCEFKTNHEEWVKSVKPRLGPEVSDRVLAAINTTHENIKIFYKVRTEMRA	 378ALHSLLKDDGILVIPTVADPPLKLNSKK-AVFSEFHDRAF
Phpat.019G042800|Phpat.019G042800.1       309 IQ	 310SRITLSSSIHRWEFKVNHEGWLTTANPNLGPATAARTKAALETTSHLLPLLQRIKDEARY	 370AINDLLKDDMLLVLPTVPDIPPKLNTKP-ESLEEFRNRAM
Phpat.021G056500|Phpat.021G056500.1       312 --	 311--------LQRWEFKLNHEEWLTTVKPDLAPALAARTKLALETSSNLVPLLQKIKDETRY	 363AISELLKNDSLLVMPTVPDIPPKLNTKA-EALEVFRNKTL
LOC_Os03g50010|LOC_Os03g50010.1           309 	 308--------LHKHEFKDQHMEWINSVKPAVDACIVGNLSDD---GESTINNSQDARKEVRA	 357ALGALLKDDGILVIPTVLGCPPKLNARE-LSSQDYNVQTSCL
Bra018737|Bra018737                       319 --	 318--------LQRHEFLQNHGDWINTVNPSIDPAVYSQLCKTPELTDEEIENLNAVRNQMRV	 370AIGSLLKDDGILVIPTMPSVPPKLGSKE-TMSEDYKNRSS
Bra001692|Bra001692                       311 	 310--------LQRHEFLQNHGDWINTVKPAIDPVISSQLSETPEITNEEIENLNAIRNQTRA	 362AINTLLKDDGILVIPTMPTLPPKLGSKE-IISEDYQNRAYSL
Carubv10013209m.g|Carubv10013209m         352 --	 351--------LQRHEFLHNHGDWINTV--TIDPVISSQVRENPELTSEEIENLNLIRNETRV	 401AIGLLLKDDGILVVPTMPSVPPKLGSKE-ITSEDYQNRAS
Medtr8g107280|Medtr8g107280.1             315 --	 314--------LQRHEFGHMHDEWMSIVKPDLHPAVSAQLHEKFDVSEVEMENSKSVRSEMRV	 366AVNSLLKDEGILVIPTVADPPPKLGGKE-ILSQDYQSRAF
Glyma05g33810|Glyma05g33810.1             307 	 306--------LQRHEFRLKHDDWMNTVKPDLHPGVSAQLHEKFEVSDAEIENSKSVRSEMRA	 358AVNSLLKDEGILVIPTVADPPPKLGGKE-ILSEDYQSRAFSL
Glyma08g05870|Glyma08g05870.3             311 	 310--------LQRHEFRLKHDEWMNTVKPELHPGVSAQLHEKFEVSDAEIENSKSVRSEMCA	 362AVNSLLKDEGILVIPTVADPPPKLGGKE-ILSEDYQSRAFSL
PGSC0003DMG400005752|PGSC0003DMT40001475  310 	 309--------LRRHEFKQNHLEWIDDGKPNLDPVISSQMQCALEITDTIIDSCHAIRNEMRS	 361ALNDLLKDDGILVIPTVAEPPPKTGAKE-IQSEDYQIRSCSF
29651.t000012|29651.m000292               310 	 309--------LHRYEFRHNHEEWINIEKPNVDHNISAQIHEIVDIPDTEIEIFKSIRQEMRA	 361AINSLLKDDGILVIPTTAHLPPKLGGKD-MLSEDYQILLFSL
Potri.012G046900|Potri.012G046900.1       311 	 310--------LHRYEFRSNHEEWINTEKPILEPDFSAQMNEIMKISEAEIELCKSIREEMRL	 362AINSLLKDDGILVVPTMAYLPPKLDGKE-ILSEEYKSSSFSL
Potri.015G038600|Potri.015G038600.1       310 	 309--------LHRYEFRSNHEEWINTVKPILEPNLSAQMNEIMELSDAEIELCKSIREEMRS	 361AINSLLKDDGILVVPTTAYLPPKLGGKE-ILSEEYQSSSFGL
Eucgr.K02274|Eucgr.K02274.1               310 	 309--------VQRHEFITNHEEWIHSANPVLDAVISKQLHNMPQTAEVDIENCRLIRNEMRS	 361AINSLLKDDGILVIPTVADPPPKLGGKE-LQSEDYQSRAFSL
GSVIVG01008433001|GSVIVT01008433001       310 	 309--------LQRHEFKHNHEEWINSVKPILDASISSQLHDVLEVADTEIENCQSSRMEIRS	 361ALNSLLKDDGILVIPTVADPPPKLGGKE-SLSEEYQNRTLGL

Esi_0082_0071                             358 -------------------	 357------------------------------------------------------------	 357-----------------------
tr|D8TMG3|D8TMG3_VOLCA                    259 GLAGLPQVSLPIAR	 272VDGLPVGLGLIGPPGSDEALLEITEHLMGVIAQPLQ------------------------	 308----------------------------
g11560|g11560.t1                          414 SLTSIAGLAGLPQVNLPIAS	 433VDGLPVGLGLIGPPGSDEALLELAEQLMGVLPHWQARDPWQP----------------RQ	 477EKK*------------------
GRMZM2G159542|GRMZM2G159542_T01           424 KFVGVAALSGCCEVTIPMEN	 443-LDHHVSLSFVAAHGSDKFLLRNILDTYSLIQDQVVLASKLETAPVTNVDVDVNASELLK	 502EKGNSAFKRRQWIKAIEFYSEA
LOC_Os02g51810|LOC_Os02g51810.1           422 AFVGIATLSGCCQAVIPLGS	 441HNDHPISLSLLAAHGSDKFLLRNVLYMFSSIKEQVVLASKLVTAPVINRDADFGAAELLK	 501EKGNSAFKGRKWSKAVEFYSDA
Bra009383|Bra009383                       415 ALASIASMSGCCQVTVPLGK	 434HGDSPISVSFLAYYGGDKFLLDTILDVYASLQDQADIAAS--LAPVTDSNG-IEPSEVMK	 491EKGNAAYKGRQWNKAVSCYTEA
Carubv10000509m.g|Carubv10000509m         415 ALSSIASMSGCCQVTIPLGN	 434HGDRPISVSFLTYYGGDKFLLDTILDVYASLQDHAEIASH--LAPVSDTNGNMEASELMK	 492EKGNAAYKGRQWNKAVNFYTEA
AT5G09420                                 415 ALSCIASMSGCCQVTIPLGE	 434HGDRPISVSLLTYYGGDKFLLDTTLDVYASLQDQAKLASN--LAPVSDTNGNMEASEVMK	 492EKGNAAYKGKQWNKAVNFYTEA
Glyma05g24400|Glyma05g24400.1             414 ALSSIASVSGCCQVTIPLGY	 433HDDCSLSVSFISFHGADKFLLDTILDIYSTLQEQVSVGSY--SLPLPNINGNRETSELLK	 491EKGNAAFKERQWSKALSYYSEA
Glyma08g19070|Glyma08g19070.1             410 ALSSIASISGCCQVAIPLGC	 429HNDCCASISLISAHGVDKFLLNTVLDMYSTLQEQVSV-AY--ALPLLDTNGSMETSELLK	 486EKGNTAFKGRLWNKAVDYYTEA
Glyma15g05920|Glyma15g05920.1             410 ALSSIASISGCCQVAIPLGC	 429HNDCCASVSLISAHGADKFLLNTVLDMYSTLQEQVSV-AY--ALPLPDTNGSMGTSELLK	 486EKGNAAFKGRLWNKAVDYYTEA
Cucsa.217970|Cucsa.217970.1               416 ALSSISSMSGCCEVAVPLGK	 435QDDCPISISLITFHGADKFLLDTVLDIFSALQEQVGVASN-NLLPFADTNGDMDASELLK	 494EKGNAAFKGRQWNKAVNYYTDA
29806.t000047|29806.m000976               418 ILSSIASMSGCCQVAVPLGK	 437HDDCPISVSFISFHGADKFLLDTIVDMYLSLQAQISIVSN--SPLLPDTNGNMDASELLK	 495EKGNAAFKGGKWNKAVDYYTEA
Potri.001G205300|Potri.001G205300.1       410 ILSSIASMSGCCQVTIPLGK	 429NDGCPISVSFITFHGGDKFLLDTVLDMYSSLKEQINFLSN--PAPLKDANENFDASELLK	 487EKGNAAYKGKQWNKAVNYYSEA
Eucgr.I02661|Eucgr.I02661.1               419 ALISISSMSGCCQVSIPLGK	 438HEGCPISVSFISYHGGDKFLLDSVLDMYSSLQEQATVASS--SLPFADTNGNLDTSELLK	 496EKGNAAYKGRQWNKAVTYYSEA
GSVIVG01038788001|GSVIVT01038788001       418 TLLSIASMSGCCQVTVPLGK	 437HEDFPISVSFIAFHGADKFLLDTVLDMYPSLQEQASITSN--SLPLPDTNGDMDASELLK	 495EKGNAAFKGRQWNKAVNYYTEA
Phpat.019G042800|Phpat.019G042800.1       410 DLICIAGMSGCCQVTMPAGE	 429HDDVPMAVSLLARQGSDRFLLDTLLALYATVQVEDKADANQR-AS--LSNGHFDAAELAK	 486EKGNAAFKRNDFKNAISHYTDA
Phpat.021G056500|Phpat.021G056500.1       403 DLICVAGMSSCCQVTMPAGN	 422HDGVPMAVSLLARQGSDRFLLDTVLAIYSTVQEEDKVAADQP-SI--VSDGNSAAAELAK	 479EKGNAAFKEKDYKKAVGFYTDA
LOC_Os03g50010|LOC_Os03g50010.1           399 TSLASMSGCCQVTVPLGT	 416HDKCPVSVSLIARHGGDRFLLDTIQTIYATIQEQVDALAKSN-VSSKQ-AMSEEAAEAAK	 474EKGNIAFKEKQWQKAINFYTEAIK
Bra018737|Bra018737                       410 SLLCVASISGCCQVTVPLGK	 429HDKCPVSVSLIARHGGDRFLLDTVQKMYASLQENSSLIINPK-SSSINTISQEESAEIAK	 488EKGNQAFKEKQWQKAIGMYSEA
Bra001692|Bra001692                       404 LSIASISGCCQVTVPLGY	 421HEKCPVSVSFIARHGGDRFLLDTVQTMYASLQENSSIIADPK-SS-KKTISQEESAEIAK	 479EKGNQAFKEKQWQKAIGLYSEAIK
Carubv10013209m.g|Carubv10013209m         441 SLLSIASISGCCQVTVPLGH	 460HEKCPVSVSFIARHGGDRFLLDTVQTMYASLQENSSIVADPK-SS-KKTITQEESAEIAK	 518EKGNQAFKEKQWQKAIGLYSEA
Medtr8g107280|Medtr8g107280.1             406 SLLSIASISGCCQVTVPLGF	 425YDKYPVSVSLIARYGGDRFLLDTLKTMYTSLQEQADIAATSK-AS-RNVVSKEQSAEIAK	 483EKGNQAYKDKQWQKAIGFYTEA
Glyma05g33810|Glyma05g33810.1             400 LSIASISGCCQVSIPLGF	 417YDKYPVSVSLIARHGGDRFLLDTLQTVYTTLQEQADIASKSK-SS-GNVVSKEQSAEIAK	 475EKGNQAYKDKQWQKAIGFYTEAIK
Glyma08g05870|Glyma08g05870.3             404 LSIASISGCCQVSIPLGF	 421YDKYPVSVSLIARHGGDRFLLDTLQTVYTTLQEQADIASKSK-SS-GNAVSKEQSAEIAK	 479EKGNQAYKDKQWQKAIGFYTEAIK
PGSC0003DMG400005752|PGSC0003DMT40001475  403 SSIASMSGGCQVCVPVGF	 420HDKCPISVSFVARQGGDRFLLDTIQTMYADLQEQAELATKSS-AS-GNALSKETSAEMAK	 478EKGNQAFKEKQWPKAIGFYTEAIK
29651.t000012|29651.m000292               403 LSIASLSGCCQVTIPLGL	 420YEKCPVSVSFIARHGGDRFLMDTVQNMYSSLQEQVDMLAKPK-S--HTSDNQERSAEMAK	 477EKGNQAYKEKQWQKAISYYTEAIK
Potri.012G046900|Potri.012G046900.1       404 LSIASLSGCCQVTVPLGY	 421YDKCPVSVSLIARHGNDRFLLDTLQTMYASLQEQAETHVKSK-S--RNTDSGENSAEMAK	 478EKGNQAFKEKQWKKAISYYNEAIK
Potri.015G038600|Potri.015G038600.1       403 LSIASLSGCCQVTVPLGY	 420YNKCPVSVSLIARHGSDRFLLDTVQTMYKTLQEQAETYVNSK-S--SNKDSRENSAEMAK	 477EKGNQAFKEQQWQKAISYYNEAIK
Eucgr.K02274|Eucgr.K02274.1               403 LSIASVSGCCQVSVPVGF	 420HDKCPVSVSLIARNGGDRFLLDTVNAMYATLQEQADIASKSK-LT-KNAVTREDSAEIAK	 478EKGNQAFKEKQWQKAISFYTEAIK
GSVIVG01008433001|GSVIVT01008433001       403 LSIASMSGCCQVTVPLGL	 420YDKYPVSVSFMARHGGDRFLLDTVQTMYASLQEQADIAAKSK-LS-SNAVDRETSAEIAK	 478EKGNQAFKDKQWQKAVGFYTEAIK

Esi_0082_0071                             358 -------------------------------------	 357------------------------------------------------------------	 357-----
tr|D8TMG3|D8TMG3_VOLCA                    309 --------------------------------	 308------------------------------------------------------------	 308----------
g11560|g11560.t1                          481 --------------------------------------	 480------------------------------------------------------------	 480----
GRMZM2G159542|GRMZM2G159542_T01           525 ISLSDTNATYYCNRAAAYLELGRFKQAEADCDRALLLD	 562RKNVKAYLRRGFAREVTLNYKEALQDFRHALALEPQNKTALAAERRLQKLLK*-------	 614----
LOC_Os02g51810|LOC_Os02g51810.1           524 IKLNGTNATYYSNRAAAYLELGRYKQAEADCEQALLLD	 561KKNVKAYLRRGIAREAVLNHQEALQDIRHALALEPQNKAGLLAERRLQKKLR*-------	 613----
Bra009383|Bra009383                       514 IKLNGANATYFCNRAAAYLELGRFQQAEEDCTEAILID	 551KKNVKAYLRRGTARESLIRYKESAADFKHALVLEPQNKTAKIAEKRLRKLMKKIRTIQNK	 611MVDY
Carubv10000509m.g|Carubv10000509m         515 IKLNGANATYFCNRAAAFLELGSFQQAEEDCTEAVSID	 552KKNVKAYLRRGTARESLVRYKEAAADFRHALVLEPQNKTAKLAEKRLRKLMS*-------	 604----
AT5G09420                                 515 IKLNGANATYYCNRAAAFLELCCFQQAEQDCTKAMLID	 552KKNVKAYLRRGTARESLVRYKEAAADFRHALVLEPQNKTAKVAEKRLRKHI---------	 603----
Glyma05g24400|Glyma05g24400.1             514 IKLNGTNTTYYCNRAAAHLKLGCFQQAAEDCGKAILLD	 551KKNVKAYLRRGTARESLLCYEEALEDFKHALVLEPQNKDASLAEKRLRKLMS*-------	 603----
Glyma08g19070|Glyma08g19070.1             509 INLNGTNATYYSNRAAAYLELGCFQEAEEDCNMAILHD	 546KKNVKAYLRRGTAREVLLCYKEALKDFQHALVLEPQNKTASLAEKRLRKSTS*-------	 598----
Glyma15g05920|Glyma15g05920.1             509 INLNGTNATYYSNRAAAYLELGCFQEAEEDCNMAILHD	 546KKNVKAYLRRGTARELLLRYKEALKDFQHALVLEPQNKTASLAEKRLRKSTS*-------	 598----
Cucsa.217970|Cucsa.217970.1               517 IKLNGTNATYYCNRAAAYLELGCFQQAEDDCSKAILLD	 554KKTVKAYLRRGTARESLLLYKEAIKDFKHALVLEPQNKVANLAEKRLQKLIS*-------	 606----
29806.t000047|29806.m000976               518 IKLNGSNATFYCNRAAAYLELGCFQQAEEDCSMAISLD	 555KKNVKAYLRRGTAKESLLYYKEAAQDFKHALVLEPHNKAAREAEERLRKLMS--------	 607----
Potri.001G205300|Potri.001G205300.1       510 IKLNGKNATYYSNRAAAYLQLGCFQKAEEDCNMAISLD	 547KKNVKAYLRRGTARESLLFYKDAAQDFKHALVLEPQNKVARHAEKRLRKLMS*-------	 599----
Eucgr.I02661|Eucgr.I02661.1               519 IKLNGANATYYCNRAAAYLQLGCFQQAEEDCTMAISLD	 556KKNVKAYLRRGTARESLIRYKESLQDFKHALVLEPQNKDASLAEKRLRKLLN*-------	 608----
GSVIVG01038788001|GSVIVT01038788001       518 IKLNETNATYYCNRAAAYLELGCFQQAVEDCSKAILLD	 555KKNVKAYLRRGTARESLLCYKEAAQDFKHALVLEPQNKVANLAEKRLRKLMS*-------	 607----
Phpat.019G042800|Phpat.019G042800.1       509 IRIRGNNPTYYNNRAMAYLQLRSYSEAEADCTKALILD	 546KNSVKAYLRRGTARESMGYYNEADEDFRQALVYEPSNKTASEALSRLKKLLYN*------	 599----
Phpat.021G056500|Phpat.021G056500.1       502 IRLNGNNATYYNNRAMAYLQLCSFSEAESDCTKALNLD	 539KRSVKAYLRRGTAREFLGYYKEADEDFRQALIFEPTNKTASEALSRLKKLLYG*------	 592----
LOC_Os03g50010|LOC_Os03g50010.1           499 LNNKVATYYSNRAAAFLELASYRQAEADCTSAIDID	 534PKIVKAYLRRGTAREMLGYYKEAVDDFSHALVLEPMNKTAGVAINRLKKLFP*-------	 586------
Bra018737|Bra018737                       511 IKLNDKNGTYYSNRAAAYLELGSYRQAEADCTKALTLD	 548KKNIKAYLRRGTAREMLGNFKEAIDDFSYSLVLEPNNKRAALSADRLRKVFLQ*------	 601----
Bra001692|Bra001692                       504 LSDSNGTYYNNRAAAYLEIGSFLQAEEDCTKAITLD	 539KKNVKAYLRRGTAREMLGVYKEAMDDFRHALVLEPNNKRASQSAERLRKLFQ*-------	 591------
Carubv10013209m.g|Carubv10013209m         541 IKLSDKNATYYNNRAAAYLEVGGFLQAEEDCTKAITLD	 578KKNVKAYLRRGTAREIKGDYKGAIEDFRYALVLEPNNKRAALSAERLKL-FQ*-------	 629----
Medtr8g107280|Medtr8g107280.1             506 IKLCGNNATYYSNRAQAYLELGSYLQAEADCTKAISLD	 543KKSVKAYFRRGTAREMLGYYKEAIDDFKYALVLEPTNKRAASAAERLRKLF*--------	 594----
Glyma05g33810|Glyma05g33810.1             500 LCGDNATYYSNRAQAYLELESYLQAVEDCTKAISLD	 535KKNVKAYFRRGTARQMLGYYKEAIDDFKHALVLEPTNKRAASAAERLRKLFQ*-------	 587------
Glyma08g05870|Glyma08g05870.3             504 LCGDNATYYSNRAQAYLGLGSYLQAVEDCTKAISLD	 539KKNVKAYFRRGTAREMLGYYKEAIDDFKHALVLEPTNKRAASAAERLRKLFQ*-------	 591------
PGSC0003DMG400005752|PGSC0003DMT40001475  503 LNGNSATYFSNRAAAHLEMRNFLQAEADSSKAIDLD	 538KKNVKAYLRRGTAREMLGYYKEAIEDFRYALVLEPTNKRASLSADRLKTTFP*-------	 590------
29651.t000012|29651.m000292               502 LNGKNATYYSNRAAAYLELGSFLQAEADCTKAINLD	 537KKNVKAYLRRGTAREMIGYYKEAIEDFQYALVLEPTNKRAALSAERLRKMFQ--------	 589------
Potri.012G046900|Potri.012G046900.1       503 LNDKNATYYSNRAAAYLELGSFHQAEADCSKAINLD	 538KKNVKAYLRRGTAREMLGYYKDAIEDFKYALVLEPTNKRASLSAERLRKVFPVGY*----	 593------
Potri.015G038600|Potri.015G038600.1       502 LNDKNATYYSNRAAAYLELGSFQHAEADCSNAINLD	 537KKNVKAYLRRGTAREMLGYYKDAIEDFKYALVLEPTNKRASLSAERLQKVFAAGY*----	 592------
Eucgr.K02274|Eucgr.K02274.1               503 LSGNNATYYSNRAAAYLELGSFLQAEADSTKAISLD	 538KKNIKAYLRRGTAREMLGYYKEAIEDFDHALVLEPTNKRASLSAERLRKLFL*-------	 590------
GSVIVG01008433001|GSVIVT01008433001       503 LSGNNATYYSNRAAAYLEMGSFLQAEADCTEAINLD	 538KKNVKAYLRRGTAREMLGYYKDAIEDFRYALVLEPTNKRASLSADRLKKLFQ*-------	 590------

Esi_0082_0071                             358 -------------------------------------------------------	 357---------------------------------------------------
tr|D8TMG3|D8TMG3_VOLCA                    309 --------------------------------------------------	 308--------------------------------------------------------
g11560|g11560.t1                          481 --------------------------------------------------------	 480--------------------------------------------------
GRMZM2G159542|GRMZM2G159542_T01           615 --------------------------------------------------------	 614--------------------------------------------------
LOC_Os02g51810|LOC_Os02g51810.1           614 --------------------------------------------------------	 613--------------------------------------------------
Bra009383|Bra009383                       616 LRLLRCFSFTASRDWLFRQSFANAGLRSVTTNLSHTNSIASTTSMHCWIPKSPNRS	 671KPNLLLVHGFGANAMWQYGEHLRSFTGRFNVYVPDLLFFGLSSTSEPNRT
Carubv10000509m.g|Carubv10000509m         605 --------------------------------------------------------	 604--------------------------------------------------
AT5G09420                                 604 --------------------------------------------------------	 603--------------------------------------------------
Glyma05g24400|Glyma05g24400.1             604 --------------------------------------------------------	 603--------------------------------------------------
Glyma08g19070|Glyma08g19070.1             599 --------------------------------------------------------	 598--------------------------------------------------
Glyma15g05920|Glyma15g05920.1             599 --------------------------------------------------------	 598--------------------------------------------------
Cucsa.217970|Cucsa.217970.1               607 --------------------------------------------------------	 606--------------------------------------------------
29806.t000047|29806.m000976               608 --------------------------------------------------------	 607--------------------------------------------------
Potri.001G205300|Potri.001G205300.1       600 --------------------------------------------------------	 599--------------------------------------------------
Eucgr.I02661|Eucgr.I02661.1               609 --------------------------------------------------------	 608--------------------------------------------------
GSVIVG01038788001|GSVIVT01038788001       608 --------------------------------------------------------	 607--------------------------------------------------
Phpat.019G042800|Phpat.019G042800.1       600 --------------------------------------------------------	 599--------------------------------------------------
Phpat.021G056500|Phpat.021G056500.1       593 --------------------------------------------------------	 592--------------------------------------------------
LOC_Os03g50010|LOC_Os03g50010.1           587 ------------------------------------------------------	 586----------------------------------------------------
Bra018737|Bra018737                       602 --------------------------------------------------------	 601--------------------------------------------------
Bra001692|Bra001692                       592 ------------------------------------------------------	 591----------------------------------------------------
Carubv10013209m.g|Carubv10013209m         630 --------------------------------------------------------	 629--------------------------------------------------
Medtr8g107280|Medtr8g107280.1             595 --------------------------------------------------------	 594--------------------------------------------------
Glyma05g33810|Glyma05g33810.1             588 ------------------------------------------------------	 587----------------------------------------------------
Glyma08g05870|Glyma08g05870.3             592 ------------------------------------------------------	 591----------------------------------------------------
PGSC0003DMG400005752|PGSC0003DMT40001475  591 ------------------------------------------------------	 590----------------------------------------------------
29651.t000012|29651.m000292               590 ------------------------------------------------------	 589----------------------------------------------------
Potri.012G046900|Potri.012G046900.1       594 ------------------------------------------------------	 593----------------------------------------------------
Potri.015G038600|Potri.015G038600.1       593 ------------------------------------------------------	 592----------------------------------------------------
Eucgr.K02274|Eucgr.K02274.1               591 ------------------------------------------------------	 590----------------------------------------------------
GSVIVG01008433001|GSVIVT01008433001       591 ------------------------------------------------------	 590----------------------------------------------------



Esi_0082_0071                             358 ---------	 357------------------------------------------------------------	 357---------------------------------
tr|D8TMG3|D8TMG3_VOLCA                    309 ----	 308------------------------------------------------------------	 308--------------------------------------
g11560|g11560.t1                          481 ----------	 480------------------------------------------------------------	 480--------------------------------
GRMZM2G159542|GRMZM2G159542_T01           615 ----------	 614------------------------------------------------------------	 614--------------------------------
LOC_Os02g51810|LOC_Os02g51810.1           614 ----------	 613------------------------------------------------------------	 613--------------------------------
Bra009383|Bra009383                       722 ESFQARCLMR	 731LMEAHGVHTMNIVGISYGGFVGYSLAAQFPEKVEKLVLCCAGVCLEEKDMEDGLFKVPNL	 791EEATEILIPQTPEKLKELIRFSFVKPIRGVPS
Carubv10000509m.g|Carubv10000509m         605 ----------	 604------------------------------------------------------------	 604--------------------------------
AT5G09420                                 604 ----------	 603------------------------------------------------------------	 603--------------------------------
Glyma05g24400|Glyma05g24400.1             604 ----------	 603------------------------------------------------------------	 603--------------------------------
Glyma08g19070|Glyma08g19070.1             599 ----------	 598------------------------------------------------------------	 598--------------------------------
Glyma15g05920|Glyma15g05920.1             599 ----------	 598------------------------------------------------------------	 598--------------------------------
Cucsa.217970|Cucsa.217970.1               607 ----------	 606------------------------------------------------------------	 606--------------------------------
29806.t000047|29806.m000976               608 ----------	 607------------------------------------------------------------	 607--------------------------------
Potri.001G205300|Potri.001G205300.1       600 ----------	 599------------------------------------------------------------	 599--------------------------------
Eucgr.I02661|Eucgr.I02661.1               609 ----------	 608------------------------------------------------------------	 608--------------------------------
GSVIVG01038788001|GSVIVT01038788001       608 ----------	 607------------------------------------------------------------	 607--------------------------------
Phpat.019G042800|Phpat.019G042800.1       600 ----------	 599------------------------------------------------------------	 599--------------------------------
Phpat.021G056500|Phpat.021G056500.1       593 ----------	 592------------------------------------------------------------	 592--------------------------------
LOC_Os03g50010|LOC_Os03g50010.1           587 --------	 586------------------------------------------------------------	 586----------------------------------
Bra018737|Bra018737                       602 ----------	 601------------------------------------------------------------	 601--------------------------------
Bra001692|Bra001692                       592 --------	 591------------------------------------------------------------	 591----------------------------------
Carubv10013209m.g|Carubv10013209m         630 ----------	 629------------------------------------------------------------	 629--------------------------------
Medtr8g107280|Medtr8g107280.1             595 ----------	 594------------------------------------------------------------	 594--------------------------------
Glyma05g33810|Glyma05g33810.1             588 --------	 587------------------------------------------------------------	 587----------------------------------
Glyma08g05870|Glyma08g05870.3             592 --------	 591------------------------------------------------------------	 591----------------------------------
PGSC0003DMG400005752|PGSC0003DMT40001475  591 --------	 590------------------------------------------------------------	 590----------------------------------
29651.t000012|29651.m000292               590 --------	 589------------------------------------------------------------	 589----------------------------------
Potri.012G046900|Potri.012G046900.1       594 --------	 593------------------------------------------------------------	 593----------------------------------
Potri.015G038600|Potri.015G038600.1       593 --------	 592------------------------------------------------------------	 592----------------------------------
Eucgr.K02274|Eucgr.K02274.1               591 --------	 590------------------------------------------------------------	 590----------------------------------
GSVIVG01008433001|GSVIVT01008433001       591 --------	 590------------------------------------------------------------	 590----------------------------------

Esi_0082_0071                             358 ---------------------------	 357------------------------------------------------------------	 357-------------	 3
tr|D8TMG3|D8TMG3_VOLCA                    309 ----------------------	 308------------------------------------------------------------	 308-------------	 308   
g11560|g11560.t1                          481 ----------------------------	 480------------------------------------------------------------	 480-------------	
GRMZM2G159542|GRMZM2G159542_T01           615 ----------------------------	 614------------------------------------------------------------	 614-------------	
LOC_Os02g51810|LOC_Os02g51810.1           614 ----------------------------	 613------------------------------------------------------------	 613-------------	
Bra009383|Bra009383                       824 FFLWDFIDVMCTEFVEEKRDLIKSILKD	 851RRLSDLPRIRQKTLIIWGEEDQIFPLELGYRLKRYIGENAEMVVIKKAGHAVNLEKSKEF	 911LKHLKSFLIDSL*	
Carubv10000509m.g|Carubv10000509m         605 ----------------------------	 604------------------------------------------------------------	 604-------------	
AT5G09420                                 604 ----------------------------	 603------------------------------------------------------------	 603-------------	
Glyma05g24400|Glyma05g24400.1             604 ----------------------------	 603------------------------------------------------------------	 603-------------	
Glyma08g19070|Glyma08g19070.1             599 ----------------------------	 598------------------------------------------------------------	 598-------------	
Glyma15g05920|Glyma15g05920.1             599 ----------------------------	 598------------------------------------------------------------	 598-------------	
Cucsa.217970|Cucsa.217970.1               607 ----------------------------	 606------------------------------------------------------------	 606-------------	
29806.t000047|29806.m000976               608 ----------------------------	 607------------------------------------------------------------	 607-------------	
Potri.001G205300|Potri.001G205300.1       600 ----------------------------	 599------------------------------------------------------------	 599-------------	
Eucgr.I02661|Eucgr.I02661.1               609 ----------------------------	 608------------------------------------------------------------	 608-------------	
GSVIVG01038788001|GSVIVT01038788001       608 ----------------------------	 607------------------------------------------------------------	 607-------------	
Phpat.019G042800|Phpat.019G042800.1       600 ----------------------------	 599------------------------------------------------------------	 599-------------	
Phpat.021G056500|Phpat.021G056500.1       593 ----------------------------	 592------------------------------------------------------------	 592-------------	
LOC_Os03g50010|LOC_Os03g50010.1           587 --------------------------	 586------------------------------------------------------------	 586-------------	 58
Bra018737|Bra018737                       602 ----------------------------	 601------------------------------------------------------------	 601-------------	
Bra001692|Bra001692                       592 --------------------------	 591------------------------------------------------------------	 591-------------	 59
Carubv10013209m.g|Carubv10013209m         630 ----------------------------	 629------------------------------------------------------------	 629-------------	
Medtr8g107280|Medtr8g107280.1             595 ----------------------------	 594------------------------------------------------------------	 594-------------	
Glyma05g33810|Glyma05g33810.1             588 --------------------------	 587------------------------------------------------------------	 587-------------	 58
Glyma08g05870|Glyma08g05870.3             592 --------------------------	 591------------------------------------------------------------	 591-------------	 59
PGSC0003DMG400005752|PGSC0003DMT40001475  591 --------------------------	 590------------------------------------------------------------	 590-------------	 59
29651.t000012|29651.m000292               590 --------------------------	 589------------------------------------------------------------	 589-------------	 58
Potri.012G046900|Potri.012G046900.1       594 --------------------------	 593------------------------------------------------------------	 593-------------	 59
Potri.015G038600|Potri.015G038600.1       593 --------------------------	 592------------------------------------------------------------	 592-------------	 59
Eucgr.K02274|Eucgr.K02274.1               591 --------------------------	 590------------------------------------------------------------	 590-------------	 59
GSVIVG01008433001|GSVIVT01008433001       591 --------------------------	 590------------------------------------------------------------	 590-------------	 59

Esi_0082_0071                             358 57 
tr|D8TMG3|D8TMG3_VOLCA                           
g11560|g11560.t1                          481 480
GRMZM2G159542|GRMZM2G159542_T01           615 614
LOC_Os02g51810|LOC_Os02g51810.1           614 613
Bra009383|Bra009383                       924 923
Carubv10000509m.g|Carubv10000509m         605 604
AT5G09420                                 604 603
Glyma05g24400|Glyma05g24400.1             604 603
Glyma08g19070|Glyma08g19070.1             599 598
Glyma15g05920|Glyma15g05920.1             599 598
Cucsa.217970|Cucsa.217970.1               607 606
29806.t000047|29806.m000976               608 607
Potri.001G205300|Potri.001G205300.1       600 599
Eucgr.I02661|Eucgr.I02661.1               609 608
GSVIVG01038788001|GSVIVT01038788001       608 607
Phpat.019G042800|Phpat.019G042800.1       600 599
Phpat.021G056500|Phpat.021G056500.1       593 592
LOC_Os03g50010|LOC_Os03g50010.1           587 6  
Bra018737|Bra018737                       602 601
Bra001692|Bra001692                       592 1  
Carubv10013209m.g|Carubv10013209m         630 629
Medtr8g107280|Medtr8g107280.1             595 594
Glyma05g33810|Glyma05g33810.1             588 7  
Glyma08g05870|Glyma08g05870.3             592 1  
PGSC0003DMG400005752|PGSC0003DMT40001475  591 0  
29651.t000012|29651.m000292               590 9  
Potri.012G046900|Potri.012G046900.1       594 3  
Potri.015G038600|Potri.015G038600.1       593 2  
Eucgr.K02274|Eucgr.K02274.1               591 0  
GSVIVG01008433001|GSVIVT01008433001       591 0  


