
gi|17534013|ref|NP_496509.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|17507981|ref|NP_492485.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|66800327|ref|XP_629089.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|66826525|ref|XP_646617.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|66822147|ref|XP_644428.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|85110248|ref|XP_963366.1|                1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.004G083500|Phpat.004G083500.1         1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G366532|GRMZM2G366532_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g16920|LOC_Os03g16920.1             1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400027750|PGSC0003DMT40007133    1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10000420m.g|Carubv10000420m           1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os05g38530|LOC_Os05g38530.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G802801|GRMZM5G802801_T01             1 ------------------------------------------------------------	 0------------------------------------------------
AC209784.3_FG007|AC209784.3_FGT007          1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G310431|GRMZM2G310431_T01             1 ------------------------------------------------------------	 0------------------------------------------------
gi|34419635|ref|NP_002146.2|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|167466173|ref|NP_005337.2|               1 ------------------------------------------------------------	 0------------------------------------------------
gi|124256496|ref|NP_005518.3|               1 ------------------------------------------------------------	 0------------------------------------------------
gi|530381921|ref|XP_005249127.1|            1 ------------------------------------------------------MGQFGK	 6RLLSWSRLKFAGRD----GVGG-GGTP-VVQFDIEGA-PTYSLGLRNL
gi|530428004|ref|XP_005272871.1|            1 ------------------------------------------------------------	 0------------------------------------------------
gi|530428002|ref|XP_005272870.1|            1 ------------------------------------------------------MGQFGK	 6RLLSWSRLKFAGRD----GVGG-GGTP-VVQFDIEGA-PTYSLGLRNL
gi|530427781|ref|XP_005274915.1|            1 ------------------------------------------------------------	 0------------------------------------------------
gi|530427783|ref|XP_005274916.1|            1 ------------------------------------------------------MGQFGK	 6RLLSWSRLKFAGRD----GVGG-GGTP-VVQFDIEGA-PTYSLGLRNL
gi|13676857|ref|NP_068814.2|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|5729877|ref|NP_006588.1|                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|530398061|ref|XP_005271593.1|            1 ------------------------------------------------------------	 0------------------------------------------------
gi|85080590|ref|XP_956567.1|                1 ---------------------------------------------------------MEH	 3RTRSWALGLS-------------------------------ILGFF--
gi|66818991|ref|XP_643155.1|                1 ------------------------------------------------------------	 0----------MNK-------------------------SI------YA
gi|16507237|ref|NP_005338.1|                1 ------------------------------------------------------------	 0--------------------------------------------MKLS
Cre02.g080600|Cre02.g080600.t1.2            1 -------------------------------MANSLK--TR------------------K	 9FHTSTGHHGVTRR-------------------L-----CMVGLGLIAT
PGSC0003DMG400024707|PGSC0003DMT40006354    1 ----------------------------------------------------------MR	 2MRRS---KDFKNL-----------------AFL-----ILLLFASEF-
Bra031657|Bra031657                         1 -----------------------------------MCL-----------DG--LIGSNTQ	 12LFFNW----LIFD-----------------EYM-----CLWRLMFMN
Carubv10008520m.g|Carubv10008520m           1 -----------------------------------------------------------M	 1IFIKEKTTNMTNR-----------------ALV-----CLVF----L-
Potri.013G018000|Potri.013G018000.1         1 ------------------------------------------------------------	 0MRVK--HKAA----------------------------FAFLFLFVS-
Phpat.003G101600|Phpat.003G101600.1         1 ------------------------------------------------------------	 0----------MGR-------------------H-----LLLVLGLVL-
Phpat.010G067200|Phpat.010G067200.1         1 ------------------------------------------------------------	 0----------MGR-------------------H-----TLLVLGLLF-
440900|440900                               1 ------------------------------------------------------------	 0----------MER-------------------S-----VILLFAL-L-
Bra028521|Bra028521                         1 ------------------------------------------------------------	 0MARSFGA-----V-------------------L-----AIIFFGFLF-
Bra015047|Bra015047                         1 ------------------------------------------------------------	 0MARSFGANGTV-V-------------------L-----AIIFFGCLF-
Bra022819|Bra022819                         1 ------------------------------------------------------------	 0MARSFGANGTV-V-------------------L-----AIIFFGCLF-
Potri.012G017600|Potri.012G017600.1         1 -----------------------------------------------------------M	 1GFSLKHRAGSFMV-------------------V-----AIFLLGSLL-
GRMZM2G114793|GRMZM2G114793_T01             1 ------------------------------------------------------------	 0---MDRARGSAFL-------------------L-----GVLLAGSLF-
GRMZM2G415007|GRMZM2G415007_T01             1 ------------------------------------------------------------	 0---MDRVRGSAFL-------------------L-----GVLLAGSLF-
LOC_Os02g02410|LOC_Os02g02410.1             1 ------------------------------------------------------------	 0---MDRVRGCAFL-------------------L-----GVLLAGSLF-
PGSC0003DMG400018544|PGSC0003DMT40004771    1 ------------------------------------------------------------	 0MATALKRRASSIV-------------------F-----AIVLLGSLF-
Glyma08g02960|Glyma08g02960.1               1 ----------MTCSYLRVSTIN-GEVPAVNSIEPTIH---RPS------RKEEKKQGDII	 40MACSFSRGSLLPL-------------------A-----IIVSLGCLF
Glyma05g36600|Glyma05g36600.1               1 --------------MLVLSSEHYKWRSPRRKLNKTAI---RPS------RK--ERKGDMI	 35MARSFSRGSLLPL-------------------A-----I-VSLVCLF
Glyma05g36620|Glyma05g36620.1               1 ------------------------------------------------------------	 0MAGSWARRSLIVL-------------------A-----I-ISFGCLF-
Glyma08g02940|Glyma08g02940.1               1 ------------------------------------------------------------	 0MAGSWARRSLIVL-------------------A-----I-ISFGCLF-
PGSC0003DMG400012254|PGSC0003DMT40003193    1 ------------------------------------------------------------	 0MAGCLRRGNSLVV-------------------L-----TIVLLGCLS-
GSVIVG01019607001|GSVIVT01019607001         1 ------------------------------------------------------------	 0MESSWRRRGSLIV-------------------A-----AIVCFGFLA-
Eucgr.E01024|Eucgr.E01024.1                 1 -MEQIFGAERATLALLPIP-------PAGTSIVAGIKLRRREERERERRRGRQRERFSGA	 52MARSWRASGSFVV-------------------L-----SILLFGCLF
Cucsa.303940|Cucsa.303940.1                 1 ------------------------------------------------------------	 0MASSWRARGSLIV-------------------L-----AIVFFGGLF-
30068.t000021|30068.m002531                 1 ------------------------------------------------------------	 0MAGSWRARGAV-V-------------------S-----AIVLFGCLF-
Potri.001G087500|Potri.001G087500.1         1 ------------------------------------------------------------	 0MAGTWTARGVV-V-------------------S-----AIILFGCLF-
Potri.003G143600|Potri.003G143600.1         1 ------------------------------------------------------------	 0MAGTWRARGAV-V-------------------S-----AILLFGCLF-
CMV163C                                     1 ------------------------------------------------------------	 0------------------------------------------------
Cre06.g250100|Cre06.g250100.t1.2            1 ------------------------------------------------------------	 0----------------------------MPVQQMTSMRSQSLAGAPV-
Vocar20003521m.g|Vocar20003521m             1 ------------------------------------------------------------	 0----------------------------MSTFQVTGLSRRGSGAAGI-
230659|230659                               1 ------------------------------------------------------------	 0--------------------------------MGASRRA---------
Phpat.004G105700|Phpat.004G105700.1         1 ----------MASAVGSV--------------AFL-------------------PCSVAG	 17QGSV----VYKVRFSKHRKCTLRGQKPSDRAFFGGDFSISRS-----
Phpat.007G061700|Phpat.007G061700.1         1 -MASVMNAQAMAAAVGSV--------------GAV-------------------AG----	 22-ADA----RRGA----RRNDG--AFSTRRNAFFGGDVKSRAGFG---
Phpat.007G061800|Phpat.007G061800.1         1 -MASVMNAQAMAAAVGSV--------------GAV-------------------AG----	 22-ADA----RRGA----RRNDG--AFSTRRNAFFGGDVKSRAGFG---
Phpat.007G061900|Phpat.007G061900.1         1 -MASVMNAQAMAAAVGSV--------------GAV-------------------AG----	 22-ADA----RRGA----RRNDG--AFSTRRNAFFGGDVKSRAGFG---
Phpat.026G035400|Phpat.026G035400.1         1 -MATVMNAHAVSAAVGAV--------------GAT-------------------AD----	 22-AK--------C----ARRNG--KYSMRRNAFFGGDVKSRAGFGEG-
Carubv10028629m.g|Carubv10028629m           1 -MASS------AAQIHIL--------------GGI-------------------GFP---	 17SSSS----SSSS----KNLDGKT-NSTPRSVFFGNRTSPFTT--PSS
Carubv10004245m.g|Carubv10004245m           1 -MASS------AAQIHVL--------------GGV-------------------GFA---	 17NSSS----K-------RNLNGKGGTFMPRSAFFGTRTGPFST--PTS
Bra013786|Bra013786                         1 -MASS------AAQIHVL--------------CGI-------------------GFT---	 17TSSS----K-------RNLNGKS-SFMPRSAFFGARNGPFST--FTS
Bra019231|Bra019231                         1 -MASS------TAQIHVL--------------GGI-------------------GFA---	 17A-SS----K-------RNLNGKA-NLKPRSAFFGTRAGPFSA--QTS
Bra002461|Bra002461                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra010498|Bra010498                         1 -MASS------AAQIHVL--------------GGI-------------------GFA---	 17TTSS----K-------RNLNSKT-TLIPRSAFFGTRTGPFST--PTS
267815|267815                               1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os05g23740|LOC_Os05g23740.1             1 ------------------------------------------------------------	 0-----------M----AT-----TTFPTSTPFFAH-HGRRRPS-PSVS
GRMZM2G079668|GRMZM2G079668_T01             1 ------------------------------------------------------------	 0-----------M----AT-----TTFPTSTPFFAAHHGPRRSR-PSIS
GRMZM2G111475|GRMZM2G111475_T01             1 ------------------------------------------------------------	 0-----------M----AT-----TTFPTSTPFFAAHHGPRRSR-PSIS
Cucsa.079370|Cucsa.079370.1                 1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os12g14070|LOC_Os12g14070.1             1 -MASF------TSQLGAM--------------ACG-------------------A-----	 15APST----S-------PL-----AARRSGQLFVGRKPAAAS------
GSVIVG01026014001|GSVIVT01026014001         1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.G00235|Eucgr.G00235.1                 1 -MASC------TAQIHSL--------------GLT-------------------RT----	 16-GSS----SRTP----KR-----ADRRSSWLFFGESLDSRKLSFLK-
PGSC0003DMG400024887|PGSC0003DMT40006403    1 -MASS------TAQIHAL--------------GAT-------------------YFA---	 17NSSS----S--------------TRKPSKSVFLGQKLNNRTLAFGLK
Glyma16g00410|Glyma16g00410.1               1 -MACS------SAQIHGL--------------GTP-------------------S-----	 15--------------------------FSRTLFLGQRLNTKA------
Cucsa.266110|Cucsa.266110.1                 1 -MGAS------TAQIHGL--------------GAP-------------------SFA---	 17AASM-------R----KS-----NNVSSRSVFFGQKLGN-SSAFPAA
Medtr2g005690|Medtr2g005690.1               1 MASSS------AAQIHGL--------------GFS-------------------PLR---	 18KPSS----ST------SN-----SSSYSKTLFFGHRLNSNHATFPRA
Eucgr.I02771|Eucgr.I02771.1                 1 -MASC------AAQVHSL--------------GVT-------------------GRA---	 17SSAA----SRTP----KS-----GGPPSQSLFFGQPLRSRTSAS---
Potri.003G006300|Potri.003G006300.1         1 -MASS------TAQIHVL--------------GGG-------------------GGI---	 17GGTS----SIKP----RF-----SFAPRSSVFFGQNLRGTTATS---
Potri.004G224400|Potri.004G224400.1         1 -MASS------AAQIHGL--------------GVG-------------------GGI---	 17GSTS----SRKP----TF-----SFAPRS-VFFGQNLRKTTATF---
29765.t000021|29765.m000739                 1 -MASS------TAQIHVL--------------GGI-------------------G-F---	 16PSSK----SRKP----SF-----SF-PKKTVFLGSNLKSHQTAA---
GSVIVG01008331001|GSVIVT01008331001         1 ------------------------------------------------------------	 0------------------------------------------------
gi|66800557|ref|XP_629204.1|                1 ------------------------------------------------------------	 0----------MLRSLKAL---------------------------KL-
YJR045C                                     1 ------------------------------------------------------------	 0------------------------------------------MLAAKN
gi|164426355|ref|XP_961753.2|               1 ---------------------------------------------------------MMS	 3TR--------LTRA-----L---PKAS--------------IATRAAG
gi|24234688|ref|NP_004125.3|                1 ------------------------------------------------------------	 0----------MISASRAAAARLVGAA------A--SR--GPTAARHQD
gi|299469993|emb|CBN79170.1|                1 ----------------ML--------------GA--------------------------	 4---------RLGRSVAKRQLAHIR---------------------GGP
CML205C                                     1 ------------------------------------------------------------	 0----------MLRFLLRAGARALHRAP-ALAT----L---KVPEPVVE
Cre09.g393200|Cre09.g393200.t1.2            1 -MLQRS------------------------------------------------------	 5-----------------------------------GG--RVVAG-LLQ
Vocar20005243m.g|Vocar20005243m             1 -MLQNAGA-------RAL--------------GAG-------------------ILQLHK	 19PTSTWGRRRLTLHF---------GS-----ALS--DS--PYNFD-LM
168287|168287                               1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.001G091000|Phpat.001G091000.1         1 ----------------------------------------------------------MA	 2SRVPWRRSLSLLQQ---------RSA-------------QALAAPCPP
Phpat.001G091100|Phpat.001G091100.1         1 ----------------------------------------------------------MA	 2SRVPWRRSLSLLQQ---------RSA-------------QALAAPCPP
Phpat.002G052800|Phpat.002G052800.1         1 ----------------------------------------------------------MA	 2SRVPWRRTLTLLQQQQR--L---RSS-------------QPLAAPCYP
Phpat.002G053100|Phpat.002G053100.1         1 ----------------------------------------------------------MA	 2SRVPWRRTLSLLQQRSA--Q---A---------------VAAPSPVAP
GRMZM2G365374|GRMZM2G365374_T01             1 ----------------------------------------------------------MA	 2FG-------ALVTSRLVRS----GHTL-ASAV---------AQGPVAQ
LOC_Os09g31486|LOC_Os09g31486.1             1 ----------------------------------------------------------MA	 2IG-------SLIASRLARST---GHAL-ASAA---------SQAPMAR
LOC_Os09g31486|LOC_Os09g31486.2             1 ------------------------------------------------------------	 0------------------------------------------------
Bra010620|Bra010620                         1 ----------------------------------------------------------MA	 2SV-------ALLRALRRREL---HTAS----VS--AF--KSVSTK---
Bra011794|Bra011794                         1 ----------------------------------------------------------MA	 2SV-------AILRAFRRREV---QTAS----AS--AF--RSIATNGKT
AT4G37910                                   1 ----------------------------------------------------------MA	 2SV-------ALLRSFRRREV---QMAS----VS--AF--KSVSANGKN
Carubv10006443m.g|Carubv10006443m           1 ----------------------------------------------------------MA	 2SV-------ALLRSLRRREL---QTAS----VS--AF--KSISANGKT
Eucgr.G01045|Eucgr.G01045.1                 1 ----------------------------------------------------------MA	 2AV-------ALLRAAQRRGA---ASAA-ATAAA--AC--KSLTGNGKL
PGSC0003DMG400003122|PGSC0003DMT40000809    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400010677|PGSC0003DMT40002770    1 ------------------------------------------------------------	 0------------------------------------------------
AT5G09590                                   1 ----------------------------------------------------------MA	 2TA-------ALLRSIRRREV---VSSP----FS--AY--RCLSSSGKA
Carubv10013121m.g|Carubv10013121m           1 ----------------------------------------------------------MA	 2TA-------ALLRSIRRREV---ASAP----FS--AY--KFLSSSGKT
Bra006027|Bra006027                         1 ----------------------------------------------------------MA	 2TA-------ALLRSIRRREL---ASGP----LS--AY--KCIQSSGK-
Bra028628|Bra028628                         1 ----------------------------------------------------------MA	 2TA-------ALLRSIRRRDV---ASTP----FS--AF--KCLSRSAKT
GRMZM2G153815|GRMZM2G153815_T01             1 ----------------------------------------------------------MA	 2AS-------LLLRAVRRREL---ASPL----G--------SLGASIQS
LOC_Os02g53420|LOC_Os02g53420.1             1 ----------------------------------------------------------MA	 2AS-------LLLRAARRRDL---ASPL----G--------TLTANAQS
LOC_Os03g02260|LOC_Os03g02260.1             1 ----------------------------------------------------------MA	 2AS-------LLLRAVRRRDL---ASPL----G--------TLTANVQS
GSVIVG01006769001|GSVIVT01006769001         1 ----------------------------------------------------------MA	 2TS-------VLLRCLKRRDL---QSSS----LA--AY--RSLTGNAKT
29804.t000060|29804.m001529                 1 ----------------------------------------------------------MA	 2TA-------ALIRTLRRRDV---ASAP----FS--AY--KCLTGNVKP
Potri.001G285500|Potri.001G285500.1         1 ----------------------------------------------------------MA	 2TA-------ALIRSLRRRDV---ASAP----LS--AY--RCLTNNVKP
Potri.009G079700|Potri.009G079700.1         1 ----------------------------------------------------------MA	 2TA-------ALLRSLRRRDV---ASAP----LA--AY--RSLSNNVKP
Eucgr.I02583|Eucgr.I02583.1                 1 ----------------------------------------------------------MA	 2TA-------ALLRSVRRRDV---ASAP----FS--AY--RSLVGHAKS
Medtr2g010020|Medtr2g010020.1               1 ---------------------------------------------------------MAA	 3AT-------ALLRSLRRRDA---ASST----VT--AF--RSLTGNTKP
GSVIVG01038517001|GSVIVT01038517001         1 ----------------------------------------------------------MA	 2AS-------VLLRSLRRREL---ASPS----LS--AY--RALTGNTKS
Cucsa.331940|Cucsa.331940.1                 1 ----------------------------------------------------------MA	 2TG-------VLLRSLRRRDL---ASSS----LS--AY--RSLSSNAKP
Medtr4g092920|Medtr4g092920.1               1 ------------------------------------------------------------	 0MA-------AVLRRALRRDL---ASSS----AS--AF--RSLTGSTKP
Glyma07g30290|Glyma07g30290.1               1 ---------------------------------------------------------MAA	 3AT-------ALLRSLRRRDL---PSSS----LS--AF--RSLTSGTKT
Glyma08g06950|Glyma08g06950.1               1 ---------------------------------------------------------MAA	 3AT-------ALLRSLRRRDL---PSSS----LS--AF--RSLTSGTKT
Glyma13g32790|Glyma13g32790.1               1 ------------------------------------------------------------	 0MA-------SLLRSLRRRDV---ASAS----LS--AY--RSLTGSTKP
Glyma15g06530|Glyma15g06530.1               1 ------------------------------------------------------------	 0MA-------SLLRSLRRRDV---ASAS----LS--AY--RSLTGSTKP



gi|17534013|ref|NP_496509.1|                1 ------------	 0---------MSSCKAIGIDLGTTYSCVGIYQN-GKVEILANSEGNKTTPSYVAFTD-TER	 49LVGDAAKDQ------------------------
gi|17507981|ref|NP_492485.1|                1 ------------	 0---------MSTCKAIGIDLGTTYSCVGIYQN-GKVEILANSEGNKTTPSYVAFTD-TER	 49LVGDAAKDQ------------------------
gi|66800327|ref|XP_629089.1|                1 ------------	 0------------MTSIGIDLGTTYSCVGVWLN-DRVEIIANDQGNRTTPSYVAFND-TER	 46LIGDAAKNQ------------------------
gi|66826525|ref|XP_646617.1|                1 ------------	 0------------MSSIGIDLGTTYSCVGVWQN-DRVEIIANDQGNRTTPSYVAFTD-TER	 46LIGDAAKNQ------------------------
gi|66822147|ref|XP_644428.1|                1 ------------	 0-----------MSSSIGIDLGTTYSCVGVWQN-DRVEIIANDQGNRTTPSYVAFNE-TER	 47LIGDAAKNQ------------------------
gi|85110248|ref|XP_963366.1|                1 ------------	 0-----------MAPAVGIDLGTTYSCVGVFRE-DRCEIIANDQGNRTTPSFVAFTD-TER	 47LVGDAAKNQ------------------------
Phpat.004G083500|Phpat.004G083500.1         1 ------------	 0------MAGKSEGISIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 52LIGDAAKNQ------------------------
GRMZM2G366532|GRMZM2G366532_T01             1 ------------	 0-----MAGNKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 53LIGDAAKNQ------------------------
LOC_Os03g16920|LOC_Os03g16920.1             1 ------------	 0-----MAGNKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 53LIGDAAKNQ------------------------
PGSC0003DMG400027750|PGSC0003DMT40007133    1 ------------	 0------MAGKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 52LIGDAAKNQ------------------------
Carubv10000420m.g|Carubv10000420m           1 ------------	 0------MSGKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-SER	 52LIGDAAKNQ------------------------
LOC_Os05g38530|LOC_Os05g38530.1             1 ------------	 0-------MSKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 51LIGDAAKNQ------------------------
GRMZM5G802801|GRMZM5G802801_T01             1 ------------	 0-------MAKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 51LIGDAAKNQ------------------------
AC209784.3_FG007|AC209784.3_FGT007          1 ------------	 0-------MAKGEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVAFTD-TER	 51LIGDAAKNQ------------------------
GRMZM2G310431|GRMZM2G310431_T01             1 ------------	 0-------MAKSEGPAIGIDLGTTYSCVGVWQH-DRVEIIANDQGNRTTPSYVGFTD-TER	 51LIGDAAKNQ------------------------
gi|34419635|ref|NP_002146.2|                1 ------------	 0-------MQAPRELAVGIDLGTTYSCVGVFQQ-GRVEILANDQGNRTTPSYVAFTD-TER	 51LVGDAAKSQ------------------------
gi|167466173|ref|NP_005337.2|               1 ------------	 0---------MAKAAAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 49LIGDAAKNQ------------------------
gi|124256496|ref|NP_005518.3|               1 ------------	 0-------MATAKGIAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 51LIGDAAKNQ------------------------
gi|530381921|ref|XP_005249127.1|           48 --DVSKLKRRRR	 57ETRPQRTMATAKGIAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 115LIGDAAKNQ----------------------
gi|530428004|ref|XP_005272871.1|            1 ------------	 0-------MATAKGIAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 51LIGDAAKNQ------------------------
gi|530428002|ref|XP_005272870.1|           48 --DVSKLKRRRR	 57ETRPQRTMATAKGIAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 115LIGDAAKNQ----------------------
gi|530427781|ref|XP_005274915.1|            1 ------------	 0-------MATAKGIAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 51LIGDAAKNQ------------------------
gi|530427783|ref|XP_005274916.1|           48 --DVSKLKRRRR	 57ETRPQRTMATAKGIAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 115LIGDAAKNQ----------------------
gi|13676857|ref|NP_068814.2|                1 ------------	 0--------MSARGPAIGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 50LIGDAAKNQ------------------------
gi|5729877|ref|NP_006588.1|                 1 ------------	 0---------MSKGPAVGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 49LIGDAAKNQ------------------------
gi|530398061|ref|XP_005271593.1|            1 ------------	 0---------MSKGPAVGIDLGTTYSCVGVFQH-GKVEIIANDQGNRTTPSYVAFTD-TER	 49LIGDAAKNQ------------------------
gi|85080590|ref|XP_956567.1|               19 --ALLFSAGFV-	 27-QQAHANDTEAMGTVIGIDLGTTYSCVGVMQK-GKVEILVNDQGNRITPSYVAFTD-EER	 84LVGDAAKNQ-----------------------
gi|66818991|ref|XP_643155.1|                8 LLCLLLLISFAA	 19AAEKKEEEKKDYGSVIGIDLGTTYSCVGVFKK-GKVEIIPNDQGNRITPSYVAFTE-TER	 77LIGEAAKNQ-----------------------
gi|16507237|ref|NP_005338.1|                5 LVAAMLLLLSAA	 16-RAEEEDKKEDVGTVVGIDLGTTYSCVGVFKN-GRVEIIANDQGNRITPSYVAFTPEGER	 74LIGDAAKNQ-----------------------
Cre02.g080600|Cre02.g080600.t1.2           34 LVAASALASIPQ	 45-AKAASPTTDKLGTVIGIDLGTTYSCVGVYKN-GRVEIIANDQGNRITPSYVAFTD-EER	 102LIGDAAKNQ----------------------
PGSC0003DMG400024707|PGSC0003DMT40006354   25 --C----LGV-T	 29-VAAEKKQKQNLGTVIGIDLGTTYSCVGVYKGENNVEIIANDQGNRITPSWVAFTD-TER	 87LIGEAAKNQ-----------------------
Bra031657|Bra031657                        34 ---R----AVFMS	 39-SVAIEGEEEKLGTVIGIDLGTTYSCVGVYHN-NHVEIIANDQGNRITPSWVAFTD-TER	 96LIGEAAKNQ----------------------
Carubv10008520m.g|Carubv10008520m          23 --M----TALMS	 28-SVAIEGEDQKLGTVIGIDLGTTYSCVGVYHN-KHVEIIANDQGNRITPSWVAFTD-TER	 85LIGEAAKNQ-----------------------
Potri.013G018000|Potri.013G018000.1        18 --E----YYFLG	 23-LVVAADDGPKLGTVIGIDLGTTYSCVAVSRD-GHVEIIANDQGNRVTPSWVAFTD-TER	 80LIGEAAKNQ-----------------------
Phpat.003G101600|Phpat.003G101600.1        14 --A----AGVVG	 19-SFGAAEEAAKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 76LIGEAAKNQ-----------------------
Phpat.010G067200|Phpat.010G067200.1        14 --A----AGVAG	 19-SFGAAEEAAKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-NER	 76LIGEAAKNQ-----------------------
440900|440900                              13 --I----AG--A	 16-AVVAKEEAAKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTE-TER	 73LIGEAAKNQ-----------------------
Bra028521|Bra028521                        19 --A----SF--S	 22-TAKEEEATTKLGTVIGIDLGTTYSCVGAYKN-GHVEIIANDQGNRITPSWVDFTD-SAR	 79LIGEAAKNQ-----------------------
Bra015047|Bra015047                        23 --T----F---S	 25-TA--KEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 80LIGEAAKNQ-----------------------
Bra022819|Bra022819                        23 --A----F---S	 25-TA--KEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVGFTD-NER	 80LIGEAAKNQ-----------------------
Potri.012G017600|Potri.012G017600.1        25 --T----VS---	 27---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 82LIGEAAKNQ-----------------------
GRMZM2G114793|GRMZM2G114793_T01            21 --A----FS---	 23---VAKEETKKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 78LIGEAAKNQ-----------------------
GRMZM2G415007|GRMZM2G415007_T01            21 --A----FS---	 23---VAKEETKKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 78LIGEAAKNQ-----------------------
LOC_Os02g02410|LOC_Os02g02410.1            21 --A----FS---	 23---VAKEETKKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 78LIGEAAKNQ-----------------------
PGSC0003DMG400018544|PGSC0003DMT40004771   24 --A----FS---	 26---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-GER	 81LIGEAAKNQ-----------------------
Glyma08g02960|Glyma08g02960.1              64 ---A----IS---	 66---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 121LIGEAAKNL---------------------
Glyma05g36600|Glyma05g36600.1              58 ---V----IS---	 60---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 115LIGEAAKNL---------------------
Glyma05g36620|Glyma05g36620.1              23 --A----IS---	 25---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 80LIGEAAKNL-----------------------
Glyma08g02940|Glyma08g02940.1              23 --A----IS---	 25---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 80LIGEAAKNQ-----------------------
PGSC0003DMG400012254|PGSC0003DMT40003193   24 --A----LS---	 26---TAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-NER	 81LIGEAAKNL-----------------------
GSVIVG01019607001|GSVIVT01019607001        24 --A----IS---	 26---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 81LIGEAAKNQ-----------------------
Eucgr.E01024|Eucgr.E01024.1                76 ---A----IS---	 78---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-GER	 133LIGEAAKNQ---------------------
Cucsa.303940|Cucsa.303940.1                24 --A----IS---	 26---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 81LIGEAAKNQ-----------------------
30068.t000021|30068.m002531                23 --A----IS---	 25---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 80LIGEAAKNQ-----------------------
Potri.001G087500|Potri.001G087500.1        23 --A----IS---	 25---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 80LIGEAAKNQ-----------------------
Potri.003G143600|Potri.003G143600.1        23 --A----IS---	 25---IAKEEATKLGTVIGIDLGTTYSCVGVYKN-GHVEIIANDQGNRITPSWVAFTD-SER	 80LIGEAAKNL-----------------------
CMV163C                                     1 ------------	 0-----------MAKVVGIDLGTTNSVIAVMEG-GQPTVVPNSEGFRTTPSVVAYTKNGDL	 48LVGQIAKRQ------------------------
Cre06.g250100|Cre06.g250100.t1.2           20 ---APVKAGRAG	 28VSRRGLAVSVRAEKVVGIDLGTTNSAVAAMEG-GKPTIITNAEGGRTTPSVVAFTKTGDR	 87LVGQIAKRQ-----------------------
Vocar20003521m.g|Vocar20003521m            20 ----LPKTCRLI	 27PRRRTLTVCVRADKVVGIDLGTTNSAVAAMEG-GKPTIITNAEGGRTTPSVVAFTKTGDR	 86LVGQIAKRQ-----------------------
230659|230659                               8 ----LSGVFDAT	 15DEEQVSVSIRRFKKVVGIDLGTTNSAVAAMEG-GKPTIITNSEGQRTTPSVVAFTKNGEK	 74LVGQIAKRQ-----------------------
Phpat.004G105700|Phpat.004G105700.1        56 ------TQECNSK	 62HERSSRPLRVTAEKVVGIDLGTTNSAMAAMEG-GQPTIITNSEGQRTTPSVVAYTKKGDR	 121LVGQIAKRQ---------------------
Phpat.007G061700|Phpat.007G061700.1        56 --VEKLRAKSGGQ	 66ARRAAGPMRVVAEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 125LVGQIAKRQ---------------------
Phpat.007G061800|Phpat.007G061800.1        56 --VEKLRAKSGGQ	 66ARRAAGPMRVVAEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 125LVGQIAKRQ---------------------
Phpat.007G061900|Phpat.007G061900.1        56 --VEKLRAKSGGQ	 66ARRAAGPMRVVAEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 125LVGQIAKRQ---------------------
Phpat.026G035400|Phpat.026G035400.1        54 --LARLRARSQGQ	 64SRRAAAPLRVVAEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGARTTPSVVAYGKNGDR	 123LVGQIAKRQ---------------------
Carubv10028629m.g|Carubv10028629m          54 AFLRMGRRNN-NA	 65SRYTVGPVRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKSKDR	 124LVGQIAKRQ---------------------
Carubv10004245m.g|Carubv10004245m          52 AFLRMGTRNGGGT	 64SRYAVGPVRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKSGDR	 123LVGQIAKRQ---------------------
Bra013786|Bra013786                        51 SFLRMRSRNG-GS	 62SRYAVGPVRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKSGDR	 121LVGQIAKRQ---------------------
Bra019231|Bra019231                        50 AFLKMNTR---KG	 59SRYAVGPVRVANEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKSGDR	 118LVGQIAKRQ---------------------
Bra002461|Bra002461                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra010498|Bra010498                        51 AFLRINTRNSPGG	 63SRYSVGPVRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKSGDR	 122LVGQIAKRQ---------------------
267815|267815                               1 -----MRRQAHR	 7GGRVGGPLRVVSEKVVGIDLGTTNSAVAAMEG-GKPTIITNAEGQRTTPSVVAYTKNGDR	 66LVGQIAKRQ------------------------
LOC_Os05g23740|LOC_Os05g23740.1            27 VR-TAAAVYGRG	 37GGRRWRPLRVACEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGARTTPSVVAYTKSGDR	 96LVGQIAKRQ-----------------------
GRMZM2G079668|GRMZM2G079668_T01            28 A-----AVYA--	 32RGRRWRPLRVACEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGARTTPSVVAYTKSGDR	 91LVGQIAKRQ-----------------------
GRMZM2G111475|GRMZM2G111475_T01            28 A-----AVYS--	 32RSRRWRPLRVACEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGARTTPSVVAYTKSGDR	 91LVGQIAKRQ-----------------------
Cucsa.079370|Cucsa.079370.1                 1 ------------	 0-----------------------------MEG-GQPTIVTNAEGQRTTPSVVAYTKSGDR	 30LVGQLAKRQ------------------------
LOC_Os12g14070|LOC_Os12g14070.1            41 -----VQMRVPRA	 48GRARGVAMRVACEKVVGIDLGTTNSAVAAMEG-GKPTVITNAEGQRTTPSVVAYTKGGER	 107LVGQIAKRQ---------------------
GSVIVG01026014001|GSVIVT01026014001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.G00235|Eucgr.G00235.1                49 ----LTAKSPNRR	 57RTSSVGPVRVVSEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTRSGDR	 116LVGQIAKRQ---------------------
PGSC0003DMG400024887|PGSC0003DMT40006403   47 QKK-S---SSSRG	 55NNGGYAPMRVVAEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKSGDR	 114LVGQIAKRQ---------------------
Glyma16g00410|Glyma16g00410.1              31 AFI-KVKSAPT--	 40-PRRLRPLRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIITNAEGQRTTPSVVAYTKNGDR	 98LVGQIAKRQ----------------------
Cucsa.266110|Cucsa.266110.1                48 AFL-NLRS-NTSR	 58RNSSVRPLRIVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 117LVGQIAKRQ---------------------
Medtr2g005690|Medtr2g005690.1              51 AFP-KLSTN----	 58--RKPFTFRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIITNAEGQRTTPSVVAYTKNGDR	 115LVGQIAKRQ---------------------
Eucgr.I02771|Eucgr.I02771.1                49 -FL-KLSSRGASR	 59RRHHVGPVRVVSEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 118LVGQIAKRQ---------------------
Potri.003G006300|Potri.003G006300.1        49 -LK-H--TNNTSR	 57RRYSTGPVRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 116LVGQIAKRQ---------------------
Potri.004G224400|Potri.004G224400.1        48 -LK-H--TNNTSR	 56RRYSTGPVRIVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 115LVGQIAKRQ---------------------
29765.t000021|29765.m000739                47 -FL-R--QSNTN-	 54ARRKYGPLRVVNEKVVGIDLGTTNSAVAAMEG-GKPTIVTNAEGQRTTPSVVAYTKNGDR	 113LVGQIAKRQ---------------------
GSVIVG01008331001|GSVIVT01008331001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66800557|ref|XP_629204.1|               11 -----NSLNAQK	 17GIRQFCSDSKISGQVIGIDLGTTNSCVAVMQG-AEARVLENAEGGRTTPSVVAFTEDNQK	 76IVGLPAKRQ-----------------------
YJR045C                                     7 ILNR-SSLSSSF	 17RIATRLQSTKVQGSVIGIDLGTTNSAVAIMEG-KVPKIIENAEGSRTTPSVVAFTKEGER	 76LVGIPAKRQ-----------------------
gi|164426355|ref|XP_961753.2|              22 MLRK-PMTPAFA	 32RFESTESNGKVTGSVIGIDLGTTNSAVAIMEG-KVPRIIENAEGARTTPSVVAFTEDGER	 91LVGVAAKRQ-----------------------
gi|24234688|ref|NP_004125.3|               29 SWNGLSHEAFRL	 40VSRRDYASEAIKGAVVGIDLGTTNSCVAVMEG-KQAKVLENAEGARTTPSVVAFTADGER	 99LVGMPAKRQ-----------------------
gi|299469993|emb|CBN79170.1|               23 SSAPSPLPLCAA	 34ASRRALSSKGPAGDIIGIDLGTTNSCVAIMEG-RSARVIENTEGARTTPSVVAFQPDGTR	 93LVGLVAKRQ-----------------------
CML205C                                    31 LRQPS-----LL	 37PQRRLRSTGAVQGDVVGIDLGTTNSCVAIMEG-KAPRVIENAEGQRTTPSVVAFTSSGER	 96LVGIAAKRQ-----------------------
Cre09.g393200|Cre09.g393200.t1.2           16 IARGSTASDVGA	 27LRGISASAGALSDAVIGIDLGTTNSCVAVMEG-KSPRVIENAEGARTTPSVIAFTDKGER	 86LVGLPAKRQ-----------------------
Vocar20005243m.g|Vocar20005243m            48 QVVQGSLGLQATA	 60LRCLSVSASRLSDAVIGIDLGTTNSCVAVMEG-KTPRVIENAEGARTTPSVVAFTDKGER	 119LVGLPAKRQTCRTYLVKHACPMIWGGGGGR
168287|168287                               1 ------------	 0MAAWCCCSKAAGGDVIGIDLGTTNSCVSVMEG-KTPRVIENSEGARTTPSVVAFTPKGER	 59LVGTPAKRQ------------------------
Phpat.001G091000|Phpat.001G091000.1        29 AHGSSLL-HRL-	 38TGRALYSSKGAGSDVIGIDLGTTNSCVAVMEG-KMPRVIENSEGARTTPSVVAFTPKGER	 97LVGTPAKRQ-----------------------
Phpat.001G091100|Phpat.001G091100.1        29 AHGSSLL-HRL-	 38TGRALYSSKGAGSDVIGIDLGTTNSCVAVMEG-KMPRVIENSEGARTTPSVVAFTPKGER	 97LVGTPAKRQ-----------------------
Phpat.002G052800|Phpat.002G052800.1        33 SYGSSLL-HRL-	 42TGRALYSSKGAGSDVIGIDLGTTNSCVAVMEG-KMPRVIENSEGARTTPSVVAFTSKGER	 101LVGTPAKRQ----------------------
Phpat.002G053100|Phpat.002G053100.1        31 SYGSSML-HRL-	 40TGRALYSSKGAGSDVIGIDLGTTNSCVAVMEG-KMPRVIENSEGARTTPSVVAFTPKGER	 99LVGTPAKRQ-----------------------
GRMZM2G365374|GRMZM2G365374_T01            30 R-IAPPLLSRLG	 40AVARLLSTKPAATDVIGIDLGTTNSCVSVMEG-KTPRVIENAEGARTTPSIVAKNQNGDL	 99LIGITASRQ-----------------------
LOC_Os09g31486|LOC_Os09g31486.1            31 HAAASPLLSRLG	 42SVARAFSSKPAAADVIGIDLGTTNSCVSVMEG-KTPRVIENAEGARTTPSIVAKNQNGDL	 101LVGITASRQ----------------------
LOC_Os09g31486|LOC_Os09g31486.2             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra010620|Bra010620                        30 --T-----SLVG	 34HFARPFCSRPVGNDVIGIDLGTTNSCVAVMEG-KTPRVIENAEGTRTTPSVVAINQKGEL	 93LVGTPAKRQ-----------------------
Bra011794|Bra011794                        33 NLI-----GKLG	 39HLARPFCSRPIGNDVIGIDLGTTNSCVAVMEG-KTPRVIENAEGTRTTPSVFAINQKGEF	 98LVGTPAKRQ-----------------------
AT4G37910                                  33 SMF-----GKLG	 39YLARPFCSRPVGNDVIGIDLGTTNSCVSVMEG-KTARVIENAEGSRTTPSVVAMNQKGEL	 98LVGTPAKRQ-----------------------
Carubv10006443m.g|Carubv10006443m          33 SLF-----GKLG	 39YLARPFCSRPVGNDVIGIDLGTTNSCVAVMEG-KTPRVIENAEGTRTTPSVVAINQKGEL	 98IVGTPAKRQ-----------------------
Eucgr.G01045|Eucgr.G01045.1                36 SWPGSYLGQSWA	 47SLCRPFSSKPAGNDVVGIDLGTTNSCVAVMEG-KNPKVIENAEGSRTTPSVVAFNPKGEL	 106LVGTPAKRQ----------------------
PGSC0003DMG400003122|PGSC0003DMT40000809    1 ------------	 0-----------------------------MEG-KNPKVIENAEGARTTPSVVAFNQKGER	 30LVGTPAKRQ------------------------
PGSC0003DMG400010677|PGSC0003DMT40002770    1 ------------	 0-----------------------------MEG-KNPKVIENSEGARTTPSVVAFNQKGEL	 30LVGTPAKRQ------------------------
AT5G09590                                  33 SLNSSYLGQNFR	 44SFSRAFSSKPAGNDVIGIDLGTTNSCVAVMEG-KNPKVIENAEGARTTPSVVAFNTKGEL	 103LVGTPAKRQ----------------------
Carubv10013121m.g|Carubv10013121m          33 SLNSSYLGQNLR	 44SFSRAFSSKPAGNDVIGIDLGTTNSCVAVMEG-KNPKVIENAEGARTTPSVVAFNSKGEL	 103LVGTPAKRQ----------------------
Bra006027|Bra006027                        32 ---ASLNGQNWR	 40SFSRAFSSKPAGNDVIGIDLGTTNSCVAVMEG-KNPKVIENAEGARTTPSVVAFNPKGEL	 99LVGTPAKRQ-----------------------
Bra028628|Bra028628                        33 SSNSSYHAQNWR	 44SFSRAFSSKPAGNDVIGIDLGTTNSCVAVMEG-KNPKVIENAEGARTTPSVVAFNPKGEL	 103LVGTPAKRQ----------------------
GRMZM2G153815|GRMZM2G153815_T01            29 T-CVANVCSKWG	 39SFARPFSAKAAGNEVIGIDLGTTNSCVSVMEG-KNPKVIENAEGARTTPSVVAFTQKGER	 98LVGTPAKRQ-----------------------
LOC_Os02g53420|LOC_Os02g53420.1            29 A-YSANICSQWG	 39SFARAFSVKPTGNEVIGIDLGTTNSCVSVMEG-KNPKVIENSEGTRTTPSVVAFNQKGER	 98LVGTPAKRQ-----------------------
LOC_Os03g02260|LOC_Os03g02260.1            29 K-CAANVCSRWA	 39GFARTFSAKATGNEVIGIDLGTTNSCVSVMEG-KNPKVIENSEGTRTTPSVVAFNQKGEL	 98LVGTPAKRQ-----------------------
GSVIVG01006769001|GSVIVT01006769001        33 SVSTSPAVQKWA	 44SYIRPFSSKPAGNDVIGIDLGTTNSCVSVMEG-KNAKVIENSEGARTTPSVVAINQKGEL	 103IVGTPAKRQ----------------------
29804.t000060|29804.m001529                33 SWTPSNLGHNWG	 44SLSRAFSSKPAGNDVIGIDLGTTNSCVAVMEG-KNPKVIENSEGSRTTPSVVAFNQKGEL	 103LVGTPAKRQ----------------------
Potri.001G285500|Potri.001G285500.1        33 SWAPSNFSQNWA	 44GLSRAFSAKPAGGDVIGVDLGTTNSCVAVMEG-KNPKVIENAEGSRTTPSVVAFTPKGEL	 103LVGTPAKRQ----------------------
Potri.009G079700|Potri.009G079700.1        33 SWAPSNFSQNLS	 44GLSRAFSAKPAGSDVIGIDLGTTNSCVAVMEG-KSPKVIENAEGSRTTPSVVAFTPKGEL	 103LMGTPAKRQ----------------------
Eucgr.I02583|Eucgr.I02583.1                33 SWTGCHTGQNWA	 44SLCRAFSSKPAGSDVIGIDLGTTNSCVAVMEG-KNPKVIENAEGARTTPSVVAFNQKAEL	 103LVGTPAKRQ----------------------
Medtr2g010020|Medtr2g010020.1              34 AYV----GHNWS	 41SLSRPFSSRAAGNDVIGIDLGTTNSCVSVMEG-KNPKVVENSEGARTTPSVVAFTQKGEL	 100LVGTPAKRQ----------------------
GSVIVG01038517001|GSVIVT01038517001        33 SWNTS--PTGWA	 42SLARAFSSKPAGNDVIGIDLGTTNSCVAVMEG-KNPKVIENSEGSRTTPSVVAFNQKGEL	 101LVGTPAKRQ----------------------
Cucsa.331940|Cucsa.331940.1                33 SWGNSHLSQSWA	 44SLSRPFSSKPAGNDVIGVDLGTTNSCVAVMEG-KNPKVIENSEGARTTPSVVAFNQKGEL	 103LVGTPAKRQ----------------------
Medtr4g092920|Medtr4g092920.1              31 SYA----AQKWA	 38SLARPFSSRPAGSDVIGIDLGTTNSCVSLMEG-KNPKVIENSEGARTTPSVVAFNQKGEL	 97LVGTPAKRQ-----------------------
Glyma07g30290|Glyma07g30290.1              34 SYV----GNKWA	 41SLSRPFSSKPAGNDVIGIDLGTTNSCVSVMEG-KNPKVIENSEGARTTPSVVAFNQKAEL	 100LVGTPAKRQ----------------------
Glyma08g06950|Glyma08g06950.1              34 SYV----GNKWA	 41SLSRPFSSKPAGNDVIGIDLGTTNSCVSVMEG-KNPKVIENSEGARTTPSVVAFNQKAEL	 100LVGTPAKRQ----------------------
Glyma13g32790|Glyma13g32790.1              31 AYV----AHNWS	 38SLSRPFSSRPAGNDVIGIDLGTTNSCVSVMEG-KNPKVIENSEGARTTPSVVAFNQKGEL	 97LVGTPAKRQ-----------------------
Glyma15g06530|Glyma15g06530.1              31 AYV----AHNWS	 38SLSRPFSSRPAGNDVIGIDLGTTNSCVSVMEG-KNPKVIENSEGARTTPSVVAFNQKGEL	 97LVGTPAKRQ-----------------------



gi|17534013|ref|NP_496509.1|               59 ---------------------------	 58-AARNPENTVFDAKRLIGRRFDESTVQSDCKHWPFGVKG--KQGKPVIEVEVK-GEKRQF	 114NPEEISAMVLQKMKET
gi|17507981|ref|NP_492485.1|               59 ---------------------------	 58-AARNPENTVFDAKRLIGRRFDEETVQSDIKHWPFTVKG--KQGKPVVEVEVK-GEKREF	 114NAEEISAMVLQKMKET
gi|66800327|ref|XP_629089.1|               56 ---------------------------	 55-VAMNPINTVFDAKRLIGRKFSDSVVQSDMKHWPFKVITNKNDDKPLIQVDFK-GETKTF	 113SPEEISSMVLSKMKET
gi|66826525|ref|XP_646617.1|               56 ---------------------------	 55-VAMNPTNTVFDAKRLIGRKFSDKEVQSDMKHWPFKVIPK-DGDKPHIQVEFK-GETKVF	 112SPEEISSMVLLKMKET
gi|66822147|ref|XP_644428.1|               57 ---------------------------	 56-VAMNPTNTIFDAKRLIGRKFSDPVIQSDMKHWPFKVIAK-EGDKPHLQVEFK-GEVKTF	 113SPEEVSSMVLLKMKET
gi|85110248|ref|XP_963366.1|               57 ---------------------------	 56-VAMNPANTVFDAKRLIGRKFSDPEVQADMKHFPFKVID--RGGKPVIQVEFK-GETKVF	 112TPEEISAMILQKMKET
Phpat.004G083500|Phpat.004G083500.1        62 ---------------------------	 61-VAMNPTNTVFDAKRLIGRRFDDVSVQSDMKLWPFKVIAG-PGNKPFIVVTYK-GETKQF	 118AAEEISSMVLIKMKEV
GRMZM2G366532|GRMZM2G366532_T01            63 ---------------------------	 62-VAMNPTNTVFDAKRLIGRRFSDPSVQADMKMWPFKVVPG-PADKPMIVVTYK-GEEKKF	 119SAEEISSMVLTKMKEI
LOC_Os03g16920|LOC_Os03g16920.1            63 ---------------------------	 62-VAMNPTNTVFDAKRLIGRRFSDPSVQADMKMWPFKVVPG-PADKPMIVVTYK-GEEKKF	 119SAEEISSMVLTKMKEI
PGSC0003DMG400027750|PGSC0003DMT40007133   62 ---------------------------	 61-VAMNPTNTVFDAKRLIGRRFSDPSVQSDMKLWPFKVIPG-PADKPMIVVNYK-GEEKEF	 118SAEEISSMVLIKMKEI
Carubv10000420m.g|Carubv10000420m          62 ---------------------------	 61-VAMNPVNTVFDAKRLIGRRFSDSSVQSDMKLWPFKILPG-PADKPMIYVNYK-GEEKQF	 118AAEEISSMVLIKMREI
LOC_Os05g38530|LOC_Os05g38530.1            61 ---------------------------	 60-VAMNPTNTVFDAKRLIGRRFSDPSVQSDMKLWPFKVVPG-PGDKPMIVVQYK-GEEKQF	 117AAEEISSMVLIKMREI
GRMZM5G802801|GRMZM5G802801_T01            61 ---------------------------	 60-VAMNPTNTVFDAKRLIGRRFSDPSVQSDMKLWPFKVVAG-PGDKPMIVVSYK-GEDKQF	 117SAEEISSMVLTKMKEI
AC209784.3_FG007|AC209784.3_FGT007         61 ---------------------------	 60-VAMNPTNTVFDAKRLIGRRFSDPSVQSDMKLWPFKVIPG-PGDKPMIVVSYK-GEEKQF	 117AAEEISSMVLIKMKEI
GRMZM2G310431|GRMZM2G310431_T01            61 ---------------------------	 60-VAMNPTNTVFDAKRLIGRRFSDPSVQSDMKLWPFKVIPG-PGDKPMIVVNYK-GEEKQF	 117AAEEISSMVLIKMKEI
gi|34419635|ref|NP_002146.2|               61 ---------------------------	 60-AALNPHNTVFDAKRLIGRKFADTTVQSDMKHWPFRVVS--EGGKPKVRVCYR-GEDKTF	 116YPEEISSMVLSKMKET
gi|167466173|ref|NP_005337.2|              59 ---------------------------	 58-VALNPQNTVFDAKRLIGRKFGDPVVQSDMKHWPFQVIN--DGDKPKVQVSYK-GETKAF	 114YPEEISSMVLTKMKEI
gi|124256496|ref|NP_005518.3|              61 ---------------------------	 60-VAMNPQNTVFDAKRLIGRKFNDPVVQADMKLWPFQVIN--EGGKPKVLVSYK-GENKAF	 116YPEEISSMVLTKLKET
gi|530381921|ref|XP_005249127.1|          125 -----------------------------	 124-VAMNPQNTVFDAKRLIGRKFNDPVVQADMKLWPFQVIN--EGGKPKVLVSYK-GENKAF	 180YPEEISSMVLTKL
gi|530428004|ref|XP_005272871.1|           61 ---------------------------	 60-VAMNPQNTVFDAKRLIGRKFNDPVVQADMKLWPFQVIN--EGGKPKVLVSYK-GENKAF	 116YPEEISSMVLTKLKET
gi|530428002|ref|XP_005272870.1|          125 -----------------------------	 124-VAMNPQNTVFDAKRLIGRKFNDPVVQADMKLWPFQVIN--EGGKPKVLVSYK-GENKAF	 180YPEEISSMVLTKL
gi|530427781|ref|XP_005274915.1|           61 ---------------------------	 60-VAMNPQNTVFDAKRLIGRKFNDPVVQADMKLWPFQVIN--EGGKPKVLVSYK-GENKAF	 116YPEEISSMVLTKLKET
gi|530427783|ref|XP_005274916.1|          125 -----------------------------	 124-VAMNPQNTVFDAKRLIGRKFNDPVVQADMKLWPFQVIN--EGGKPKVLVSYK-GENKAF	 180YPEEISSMVLTKL
gi|13676857|ref|NP_068814.2|               60 ---------------------------	 59-VAMNPTNTIFDAKRLIGRKFEDATVQSDMKHWPFRVVS--EGGKPKVQVEYK-GETKTF	 115FPEEISSMVLTKMKEI
gi|5729877|ref|NP_006588.1|                59 ---------------------------	 58-VAMNPTNTVFDAKRLIGRRFDDAVVQSDMKHWPFMVVN--DAGRPKVQVEYK-GETKSF	 114YPEEVSSMVLTKMKEI
gi|530398061|ref|XP_005271593.1|           59 ---------------------------	 58-VAMNPTNTV-------------------------MVVN--DAGRPKVQVEYK-GETKSF	 89YPEEVSSMVLTKMKEIA
gi|85080590|ref|XP_956567.1|               94 ----------------------------	 93-AAANPHRTIFDIKRLIGRKFSDKDVQNDIKHFPYKVVS--KDDKPVVKVEVK-GEEKTF	 149TPEEISAMILGKMKE
gi|66818991|ref|XP_643155.1|               87 ----------------------------	 86-ATLNPENTIFDIKRLIGRRFDDEEVQRDMKLLPYKIVS--KNNKPYVVVKVK-GEEKTY	 142SPEEISAMILGRMKE
gi|16507237|ref|NP_005338.1|               84 ----------------------------	 83-LTSNPENTVFDAKRLIGRTWNDPSVQQDIKFLPFKVVE--KKTKPYIQVDIGGGQTKTF	 140APEEISAMVLTKMKE
Cre02.g080600|Cre02.g080600.t1.2          112 -----------------------------	 111-ATVNPKRTIYDVKRLIGRKFSDADVQRDRKLVSYDIVD--RQGKPYVAVDVK-GEQKVF	 167SPEEISAMILQKM
PGSC0003DMG400024707|PGSC0003DMT40006354   97 ----------------------------	 96-AALNPERTIYDVKRLIGRKFDDPEVQKIIKMLPFNIVN--KDGKPYVEVKIKEGDVKVF	 153SPEEISAMILQKMKE
Bra031657|Bra031657                       106 -----------------------------	 105-AAKNPEGTIFDPKRLMGRKFDDPDVQRDIKFLPYKVVN--KDGKPYIQVKVK-GEVKVF	 161SPEEISAMILSKM
Carubv10008520m.g|Carubv10008520m          95 ----------------------------	 94-AAKNPERTIFDPKRLIGRKFDDPDVQRDIKFLPYKVVN--KDGKPYIQVKVK-GEVKVF	 150SPEEISAMILTKMKE
Potri.013G018000|Potri.013G018000.1        90 ----------------------------	 89-APMNPERTIFGVKRLIGRKFDDPEVQRDIKFLPYKVVN--KDGKSYIQVKVK-GETKVF	 145SPEEISAMILGKMKE
Phpat.003G101600|Phpat.003G101600.1        86 ----------------------------	 85-AAVNPERTVFDVKRLIGRKFEDKEVQKDIKLFPYKIIN--KDGKPHIQVQVKDDEAKVF	 142TPEEISAMVLLKMKE
Phpat.010G067200|Phpat.010G067200.1        86 ----------------------------	 85-AAVNPERTVFDVKRLIGRKFEDKEVQKDIKLFPYKIVN--KDGKPHIQVKVKDGEVKVF	 142TPEEISAMVLVKMKE
440900|440900                              83 ----------------------------	 82-AAVNPERTIFDVKRLIGRKFEDKEVQRDMKLFPFKIVN--KDGKPYIQVKVKDGETKVF	 139SPEEISAMILTRMKE
Bra028521|Bra028521                        89 ----------------------------	 88-AAVNPERTIFDVKRLIGRKFEDKEVQKDRKLVPYQIVN--KDGKPYIQVKIKDGETKVF	 145SPEEISAMILTKMKE
Bra015047|Bra015047                        90 ----------------------------	 89-APLNPERTVFDVKRLIGRKFEDKEVQKDRKLVPYQIVN--KDGKPYIQVKIKDGETKVF	 146SPEEVSAMILTKMKE
Bra022819|Bra022819                        90 ----------------------------	 89-AAVNPERTVFDVKRLIGRKFADKEVQKDRKLVPYQIVD--KDGKPYIQVKIKDGETKVF	 146SPEEVSAMILTKMKE
Potri.012G017600|Potri.012G017600.1        92 ----------------------------	 91-AAANPERTIFDVKRLIGRVYGDKEVQKDMKLFPYKIVN--KDGKPYIEVKIKDGETKVF	 148SPEEISAMVITKMKE
GRMZM2G114793|GRMZM2G114793_T01            88 ----------------------------	 87-AAVNPERTIFDVKRLIGRKFADKEVQRDMKLVPYKIIN--KDGKPYIQVKIKDGENKVF	 144SPEEISAMILGKMKD
GRMZM2G415007|GRMZM2G415007_T01            88 ----------------------------	 87-AAVNPERTIFDVKRLIGRKFQDKEVQRDMKLVPYKIIN--KDGKPYIQVKIKDGENKVF	 144SPEEISAMILGKMKD
LOC_Os02g02410|LOC_Os02g02410.1            88 ----------------------------	 87-AAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVN--KDGKPYIQVKIKDGENKVF	 144SPEEVSAMILGKMKE
PGSC0003DMG400018544|PGSC0003DMT40004771   91 ----------------------------	 90-AAVNPERTVFDVKRLIGRKFEDKEVQRDMKLVPYKIVN--RDGKPYIQVKIKDGETKVF	 147SPEEVSAMILIKMKE
Glyma08g02960|Glyma08g02960.1             131 ------------------------------	 130-AAVNPERVIFDVKRLIGRKFEDKEVQRDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 187SPEEISAMILTK
Glyma05g36600|Glyma05g36600.1             125 ------------------------------	 124-AAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 181SPEEISAMILTK
Glyma05g36620|Glyma05g36620.1              90 ----------------------------	 89-AAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 146SPEEISAMILTKMKE
Glyma08g02940|Glyma08g02940.1              90 ----------------------------	 89-AAVNPERTIFDVKRLIGRKFEDKEVQKDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 146SPEEISAMVLIKMKE
PGSC0003DMG400012254|PGSC0003DMT40003193   91 ----------------------------	 90-AAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIIS--KDGKPYIQVKIKDGEVKVF	 147SPEEISAMILTKMKE
GSVIVG01019607001|GSVIVT01019607001        91 ----------------------------	 90-AAVNAERTIFDVKRLIGRKFEDKEVQKDMKLVPYNIVN--KDGKPYIQVKIKDGETKVF	 147SPEEISAMILTKMKE
Eucgr.E01024|Eucgr.E01024.1               143 ------------------------------	 142-AAVNAERTVFDVKRLIGRKFEDKEVQKDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 199SPEEISAMILTK
Cucsa.303940|Cucsa.303940.1                91 ----------------------------	 90-AAVNPERTVFDVKRLIGRKFDDKEVQKDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 147SPEEISAMILTKMKE
30068.t000021|30068.m002531                90 ----------------------------	 89-AAVNPERTIFDVKRLIGRKFEDKEVQRDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 146SPEEISAMILTKMKE
Potri.001G087500|Potri.001G087500.1        90 ----------------------------	 89-AAVNAERTIFDVKRLIGRKFEDKEVQKDMKLFPYKIVN--KDGKPYIQVKIKDGETKVF	 146SPEEISAMILTKMKE
Potri.003G143600|Potri.003G143600.1        90 ----------------------------	 89-AAVNPERTIFDVKRLIGRKFEDKEVQKDMKLVPYKIVN--KDGKPYIQVKIKDGETKVF	 146SPEEISAMILTKMKE
CMV163C                                    58 ---------------------------	 57-AVINPGNTFYSVKRFIGRKFSE--IEQEAKQVPYPVQAD-GKGNVRIFCS---AKDKFF	 110APEEISAQVLRKLVDS
Cre06.g250100|Cre06.g250100.t1.2           97 ----------------------------	 96-AVVNPENTFFSVKRFIGRRMSE--VGSESTQVPYRVIED--GGNVKIKCP---NAGKDF	 148APEEISAQVLRKLTE
Vocar20003521m.g|Vocar20003521m            96 ----------------------------	 95-AVVNPENTFFSVKRFIGRRMSE--VGQESRQVPYQVIED--GGNVKIKCP---NAHKDF	 147APEEISAQVLRKLTA
230659|230659                              84 ----------------------------	 83-AVFNPSNTISSVKRFIGRKMAE--VDEESKQVSYAVVSD-ENGNVKLHCP---AAGKTF	 136AAEEISAQVLRKLVD
Phpat.004G105700|Phpat.004G105700.1       131 ------------------------------	 130-AVVNPANTFYSVKRFIGRKMNE--VEDESKQVSYQVIRD-SNGNVKLDCP---AINKQF	 183AAEEISAQVLRK
Phpat.007G061700|Phpat.007G061700.1       135 ------------------------------	 134-AVVNPTNTFFSVKRFIGRKMAE--VGDEAKQVSYQVIRD-SNGNVKLDCP---AIGKTF	 187AAEEISAQVLRK
Phpat.007G061800|Phpat.007G061800.1       135 ------------------------------	 134-AVVNPTNTFFSVKRFIGRKMAE--VGDEAKQVSYQVIRD-SNGNVKLDCP---AIGKTF	 187AAEEISAQVLRK
Phpat.007G061900|Phpat.007G061900.1       135 ------------------------------	 134-AVVNPTNTFFSVKRFIGRKMAE--VGDEAKQVSYQVIRD-SNGNVKLDCP---AIGKTF	 187AAEEISAQVLRK
Phpat.026G035400|Phpat.026G035400.1       133 ------------------------------	 132-AVVNPSNTFFSVKRFIGRKMAE--VDDEAKQVSYQVIRD-SNGNVKLDCP---AIGKSF	 185AAEEISAQVLRK
Carubv10028629m.g|Carubv10028629m         134 ------------------------------	 133-AVVNPENTFFSVKRFIGRRMNE--VAEESKQVSYRVIKD-ENGNVKLDCP---AIGKQF	 186AAEEISAQVLRK
Carubv10004245m.g|Carubv10004245m         133 ------------------------------	 132-AVVNPENTFFSVKRFIGRKMNE--VDEESKQVSYRVVRD-ENGNVKLECP---AINKQF	 185AAEEISAQVLRK
Bra013786|Bra013786                       131 ------------------------------	 130-AVVNPENTFFSVKRFIGRRMNE--VAEESKQVSYRVVED-ENGNVKLECP---AIGKQF	 183AAEEISAQVLRK
Bra019231|Bra019231                       128 ------------------------------	 127-AVVNPENTFFSVKRFIGRRMNE--VDEEAKQVSYRVVKD-DNGNVKLECP---AIGKQF	 180AAEEISAQVLRK
Bra002461|Bra002461                         1 --------------------------	 0------------------------------------------------------------	 0--MGFCFCVLRKLVDDASRF
Bra010498|Bra010498                       132 ------------------------------	 131-AVVNPENTFFSVKRFIGRRMNE--VDEEAKQVSYRVVKD-ENGNVKLECP---AIGKQF	 184AAEEISAQVLRK
267815|267815                              76 ---------------------------	 75-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVAYTVIRD-ENGNVKLNCP---AIGKQF	 128AAEEISAQVLRKLVDD
LOC_Os05g23740|LOC_Os05g23740.1           106 ----------------------------	 105-AVVNPENTFFSVKRFIGRKMNE--VDEESKQVSYRVIRD-DNGNVKLDCP---AIGKQF	 158AAEEISAQVLRKLV
GRMZM2G079668|GRMZM2G079668_T01           101 ----------------------------	 100-AVVNPENTFFSVKRFIGRKMNE--VDEESKQVSYLVIRD-DNGNVKLDCP---AIGKQF	 153AAEEISAQVLRKLV
GRMZM2G111475|GRMZM2G111475_T01           101 ----------------------------	 100-AVVNPENTFFSVKRFIGRKMNE--VDEESKQVSYRVIRD-DNGNVKLDCP---AIGKQF	 153AAEEISAQVLRKLV
Cucsa.079370|Cucsa.079370.1                40 ---------------------------	 39-AVVNPENTFFSVKRFIGRKMVE--VDEEAKQVSYKVIAD-ENGNVKLDCP---AVGKQF	 92AAEEISAQVLRKLVDDA
LOC_Os12g14070|LOC_Os12g14070.1           117 ------------------------------	 116-AVVNPENTFFSVKRFIGRKMAE--VDDEAKQVSYHVVRD-DNGNVKLDCP---AIGKQF	 169AAEEISAQVLRK
GSVIVG01026014001|GSVIVT01026014001         1 --------------------------	 0--------------------MDE--VGEEAKQVSYKVVRD-ENGNVKLECP---VLAKLF	 34AAEEISAQVLRKLADDASK
Eucgr.G00235|Eucgr.G00235.1               126 ------------------------------	 125-AVVNPENTFFSVKRFIGRKMSE--VDEEAKQVSYKVVRD-ENGNVKFECP---AIGKQF	 178AAEEISAQVLRK
PGSC0003DMG400024887|PGSC0003DMT40006403  124 ------------------------------	 123-AVVNPENTFFSVKRFIGRKMNE--VDEESKQVSYNVIRD-ENGNVKLDCP---AIGKSF	 176AAEEISAQVLRK
Glyma16g00410|Glyma16g00410.1             108 -----------------------------	 107-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYRVIRD-DNGNVKLDCP---AIGKQF	 160AAEEISAQVLRKL
Cucsa.266110|Cucsa.266110.1               127 ------------------------------	 126-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYRVVRD-ENGNVKLECP---AIGKQF	 179AAEEISAQVLRK
Medtr2g005690|Medtr2g005690.1             125 ------------------------------	 124-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYRVIRD-DNGNVKLDCP---AIGKSF	 177AAEEISAQVLRK
Eucgr.I02771|Eucgr.I02771.1               128 ------------------------------	 127-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYRVVRD-ENGNVKLECP---AIGKQF	 180AAEEISAQVLRK
Potri.003G006300|Potri.003G006300.1       126 ------------------------------	 125-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYRVVRD-ENGNVKLECP---AIGKQF	 178AAEEISAQVLRK
Potri.004G224400|Potri.004G224400.1       125 ------------------------------	 124-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYKVVRD-ENGNVKLECP---AIGKQF	 177AAEEISAQVLRK
29765.t000021|29765.m000739               123 ------------------------------	 122-AVVNPENTFFSVKRFIGRKMSE--VDEESKQVSYRVVRD-ENGNVKLDCP---AIGKQF	 175AAEEISAQVLRK
GSVIVG01008331001|GSVIVT01008331001         1 --------------------------	 0----------------------------------------------MSECP---AIGKQF	 11AAEEISAQVLRKLVDDASK
gi|66800557|ref|XP_629204.1|               86 ----------------------------	 85-MVTNAENTLFATKRLIGRRFDDPMTKKDMTMVPYKIVKG-PNGDAWFEV-----KGKMI	 138SPSEAGAMVLQKMKE
YJR045C                                    86 ----------------------------	 85-AVVNPENTLFATKRLIGRRFEDAEVQRDIKQVPYKIVKH-SNGDAWVEA-----RGQTY	 138SPAQIGGFVLNKMKE
gi|164426355|ref|XP_961753.2|             101 ----------------------------	 100-AVVNPENTLFATKRLIGRKFTDPEVQRDIKEVPYKIVQH-TNGDAWVEA-----RGQRY	 153SPSQIGGFILQKMK
gi|24234688|ref|NP_004125.3|              109 ----------------------------	 108-AVTNPNNTFYATKRLIGRRYDDPEVQKDIKNVPFKIVRA-SNGDAWVEA-----HGKLY	 161SPSQIGAFVLMKMK
gi|299469993|emb|CBN79170.1|              103 ----------------------------	 102-SVTNPESTLYATKRLIGRRFKDKEVQGVQKLVPYKIVES-QDGAAWVEV-----QGNKM	 155SPSQVGSMVLTKMK
CML205C                                   106 ----------------------------	 105-AVTNPENTIFAAKRLIGRRYEDPEVQRDVKIMPYKIVRA-DNGDAWVEA-----QGNRY	 158SPAQIGAFVLQKMK
Cre09.g393200|Cre09.g393200.t1.2           96 ----------------------------	 95-AVTNPTNTVYATKRLIGRGYDDPQTQKEAKMVPYKIVKA-KNGDAWVEA-----AGQQY	 148SPSQMGAFVLTKMKE
Vocar20005243m.g|Vocar20005243m           150 GRDGRRDVMLRFGIRCLHRHETGPYVPYRI	 179KAVTNPTNTVYATKRLIGRGFDDPQTQKEAKMVPYKIIKA-KNGDAWVEA-----GGQQY	 233SPSQMGAFVLTK
168287|168287                              69 ---------------------------	 68-AVTNPTNTIFGSKRLIGRQFDDPQTQKEMKMVPYKIVKA-PNGDAWVEA-----GGQKY	 121SPSQIGAFVLMKMKET
Phpat.001G091000|Phpat.001G091000.1       107 ----------------------------	 106-AVTNPTNTLFGTKRLIGRPFDDPQTQKEAKMVPYKIVRA-PNGDAWVEA-----GGQKY	 159SPSQVGAFVLGKMR
Phpat.001G091100|Phpat.001G091100.1       107 ----------------------------	 106-AVTNPTNTLFGTKRLIGRPFDDPQTQKEAKMVPYKIVRA-PNGDAWVEA-----GGQKY	 159SPSQVGAFVLGKMR
Phpat.002G052800|Phpat.002G052800.1       111 -----------------------------	 110-AVTNPTNTLFGTKRLIGRPFDDPQTQKEAKMVPYKIIRA-PNGDAWVEA-----GGQKY	 163SPSQVGAFVLGKM
Phpat.002G053100|Phpat.002G053100.1       109 ----------------------------	 108-AVTNPTNTLFGTKRLIGRPFDDPQTQKEAKMVPYKIVRG-PNGDAWVEA-----GGQKY	 161SPSQVGAFVLGKMK
GRMZM2G365374|GRMZM2G365374_T01           109 ----------------------------	 108-AVTNAQNTIRGSKRLIGRTFDDPQTQKEMKMVPYKIVKA-PNGDAWVEM-----GGQQY	 161SPSQIGAFVLTKMK
LOC_Os09g31486|LOC_Os09g31486.1           111 -----------------------------	 110-AVTNAQNTVRGSKRLIGRTFDDPQTQKEMKMVPYKIVRG-PNGDAWVEM-----GGQQY	 163SPSQIGAFVLTKM
LOC_Os09g31486|LOC_Os09g31486.2             1 --------------------------	 0-----------------------------MKMVPYKIVRG-PNGDAWVEM-----GGQQY	 25SPSQIGAFVLTKMKETAEA
Bra010620|Bra010620                       103 ----------------------------	 102-AVTNPTNTIFGSKRLIGRRFEDSQTQKEMKMVPYKIVKA-PNGDAWVEA-----NGQKF	 155SPSQIGANVLTKMK
Bra011794|Bra011794                       108 ----------------------------	 107-GVTNPTGTISGSKRLIGRGFDDPQTQKEMKMVPYKIVKA-PNGDAWVEA-----NGQKF	 160SPSQIGANILTKMK
AT4G37910                                 108 ----------------------------	 107-AVTNPTNTIFGSKRLIGRRFDDPQTQKEMKMVPYKIVKA-PNGDAWVEA-----NGQKF	 160SPSQIGANVLTKMK
Carubv10006443m.g|Carubv10006443m         108 ----------------------------	 107-AVTNPTNTFFSTKRLIGVRYDDPQTQKEMKMVPFKIVKA-PNGDAWVEA-----NGQKF	 160SPSQIGANVLTKMK
Eucgr.G01045|Eucgr.G01045.1               116 -----------------------------	 115-AVTNPTNTIFGTKRLIGRRFDDPQTQKEMKMVPYRIVRG-PNGDAWVEA-----NGQQY	 168SPSQIGAFILQKM
PGSC0003DMG400003122|PGSC0003DMT40000809   40 ---------------------------	 39-AVTNPANTLSGTKRLIGRRFDDTQTQKEMKMVPYKIVRG-SNGDAWLEA-----NGQQY	 92SPSQIGAFVLTKMKETA
PGSC0003DMG400010677|PGSC0003DMT40002770   40 ---------------------------	 39-AVTNPTNTLSGTKRLIGRRFDDPQTQKEMKMVPYKIVRG-SNGDAWVEA-----NGQQY	 92SPSQIGAFILTKMKETA
AT5G09590                                 113 -----------------------------	 112-AVTNPTNTVSGTKRLIGRKFDDPQTQKEMKMVPYKIVRA-PNGDAWVEA-----NGQQY	 165SPSQIGAFILTKM
Carubv10013121m.g|Carubv10013121m         113 -----------------------------	 112-AVTNPTNTISGTKRMIGRPFDDPQTQKEMKMVPYKIVRA-PNGDAWVEA-----NGQQY	 165SPSQIGAFVLTKM
Bra006027|Bra006027                       109 ----------------------------	 108-AVTNPTNTLFGTKRLIGRKFDDPQTQKEMKMVPYKIVRA-PNGDAWVEA-----NGQQY	 161SPSQVGAFVLTKMK
Bra028628|Bra028628                       113 -----------------------------	 112-AVTNPTNTLFGTKRLIGRKFDDPQTQKEMKMVPYKIVRA-PNGDAWVEA-----NGQQY	 165SPSQVGAFVLTKM
GRMZM2G153815|GRMZM2G153815_T01           108 ----------------------------	 107-AVTNPQNTFFGTKRLIGRRFDDPQTQKEMKMVPYTIVKA-PNGDAWVQT----TDGKQY	 161SPSQVGAFVLTKMK
LOC_Os02g53420|LOC_Os02g53420.1           108 ----------------------------	 107-AVTNPQNTFFGTKRLIGRRFEDPQTQKEMKMVPYKIVKA-PNGDAWVET----TDGKQY	 161SPSQIGAFVLTKMK
LOC_Os03g02260|LOC_Os03g02260.1           108 ----------------------------	 107-AVTNPQNTFFGTKRLIGRRFDDPQTQKEMKMVPYKIVKA-LNGDAWLET----TDGKQY	 161SPSQIGAFVLTKMK
GSVIVG01006769001|GSVIVT01006769001       113 -----------------------------	 112-AVTNPTNTVFGTK-----------------------LRA-PNGDAWVEA-----NGQQY	 142SPSQIGAFVLTKM
29804.t000060|29804.m001529               113 -----------------------------	 112-AVTNPTNTVFGTKRLIGRKFDDPQTQKEMKMVPYKIVRA-SNGDAWVEA-----NGQQY	 165SPSQIGAFVLTKM
Potri.001G285500|Potri.001G285500.1       113 -----------------------------	 112-AVTNPSNTVFGTKRLIGRKFDDPQTQKEMKMVPYKIVRA-PNGDAWVEA-----NGQQY	 165SPSQIGAFILTKM
Potri.009G079700|Potri.009G079700.1       113 -----------------------------	 112-AVTNPSNTVFGTKRLIGRKFDDPQTQKEMKMVPYKIVRA-PNGDAWVES-----NGQQY	 165SPSQIGAFILTKM
Eucgr.I02583|Eucgr.I02583.1               113 -----------------------------	 112-AVTNPANTVFGTKRLIGRRFDDAQTQKEMKMVPFKIVKA-PNGDAWVEA-----NGQQY	 165SPSQIGAFVLTKM
Medtr2g010020|Medtr2g010020.1             110 -----------------------------	 109-AVTNPENTISGAKRLIGRRFDDPQTQKEMKMVPYKIVKA-PNGDAWVEA-----KGQQY	 162SPSQIGAFVLTKM
GSVIVG01038517001|GSVIVT01038517001       111 -----------------------------	 110-AVTNPTNTVFGTKRLIGRRFDDPQTQKEMKMVPYKIVRA-PNGDAWVEA-----NGQQY	 163SPSQIGAFILTKM
Cucsa.331940|Cucsa.331940.1               113 -----------------------------	 112-AVTNPTNTVFGTKRLIGRRFDDPQTQKEMKMVPYKIVKA-PNGDAWVEA-----NGQQY	 165SPSQIGAFVLTKM
Medtr4g092920|Medtr4g092920.1             107 ----------------------------	 106-AVTNPTNTLFGTKRLIGRRFDDPQTQKEMKMVPYKIVKA-PNGDAWVEI-----NKQQY	 159SPSQIGAFVLTKMK
Glyma07g30290|Glyma07g30290.1             110 -----------------------------	 109-AVTNPTNTLFGTKRLIGRRFDDSQTQKEMKMVPYKIVKA-SNGDAWVEA-----NGQQY	 162SPSQVGAFVLTKM
Glyma08g06950|Glyma08g06950.1             110 -----------------------------	 109-AVTNPTNTLFGTKRLIGRRFDDSQTQKEMKMVPYKIVKA-PNGDAWVEA-----NGQQY	 162SPSQVGAFVLTKM
Glyma13g32790|Glyma13g32790.1             107 ----------------------------	 106-AVTNPTNTLFGTKRLIGRRFDDAQTQKEMKMVPFKIVKA-PNGDAWVEA-----NGQQY	 159SPSQIGAFVLTKMK
Glyma15g06530|Glyma15g06530.1             107 ----------------------------	 106-AVTNPTNTLFGTKRLIGRRFDDAQTQKEMKMVPFKIVKA-PNGDAWVEA-----NGQQY	 159SPSQIGAFVLTKMK



gi|17534013|ref|NP_496509.1|              131 AETYLGHTVKDAVITVPAYFNDSQRQATKDAATIAGLNAIRIIN	 174EPTAAALAYGLDKGI--QDEKNVLIFDLGGGTFDVSILSIAEGSIFEVKSTAGDTHLGGE	 2
gi|17507981|ref|NP_492485.1|              131 AEAVLGHSVRDAVITVPAYFNDSQRQATKDAATIAGLNAIRIIN	 174EPTAAALAYGLDKGI--TDEKNILIFDLGGGTFDVSILSIAEGSIFEVKSTAGDTHLGGE	 2
gi|66800327|ref|XP_629089.1|              130 AESYLGKPVNNAVITVPAYFNDGQRQATKDAGTISKLNVQRIIN	 173EPSAAAIAYGLDKKGSKSGEIKVLIFDLGGGTFDVSLLSIDDG-VFEVLATAGDTHLGGE	 2
gi|66826525|ref|XP_646617.1|              129 AEAYLGKTINNAVITVPAYFNDSQRQATKDAGTISKLNVQRIIN	 172EPTAAAIAYGLEKKGS--GEKNILIFDLGGGTFDVSLLTIEDG-VFEVKATAGDTHLGGE	 2
gi|66822147|ref|XP_644428.1|              130 AEAYLGKTINNAVITVPAYFNDSQRQATKDAGAIAKLNVQRIIN	 173EPTAAAIAYGLEKKSQ--GERNILIFDLGGGTFDVSLLTIEDG-VFEVKATAGDTHLGGE	 2
gi|85110248|ref|XP_963366.1|              129 AEAYLGGTVNNAVVTVPAYFNDSQRQATKDAGLIAGLNVLRIIN	 172EPTAAAIAYGLDKKV--EGERNVLIFDLGGGTFDVSLLTIEEG-IFEVKSTAGDTHLGGE	 2
Phpat.004G083500|Phpat.004G083500.1       135 AEVFLGKTVKNAVITVPAYFNDSQRQATKDAGAIAGLNVQRIIN	 178EPTAAAIAYGLDKKSSSTGEKNILIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
GRMZM2G366532|GRMZM2G366532_T01           136 AEAYLSTTIKNAVITVPAYFNDSQRQATKDAGVIAGLNVTRIIN	 179EPTAAAIAYGLDKKATSTGEKNVLIFDLGGGTFDVSILTIEEG-IFEVKATAGDTHLGGE	 2
LOC_Os03g16920|LOC_Os03g16920.1           136 AEAFLSTTIKNAVITVPAYFNDSQRQATKDAGVISGLNVMRIIN	 179EPTAAAIAYGLDKKAASTGEKNVLIFDLGGGTFDVSILTIEEG-IFEVKATAGDTHLGGE	 2
PGSC0003DMG400027750|PGSC0003DMT40007133  135 AEAFLGITIKNAVVTVPAYFNDSQRQATKDAGTISGLNVMRIIN	 178EPTAAAIAYGLDKKSSSTGEKTVLIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
Carubv10000420m.g|Carubv10000420m         135 AEAYLGVSIKNAVVTVPAYFNDSQRQATKDAGVIAGLNVMRIIN	 178EPTAAAIAYGLDKKATSVGEKNVLIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
LOC_Os05g38530|LOC_Os05g38530.1           134 AEAYLGSSIKNAVVTVPAYFNDSQRQATKDAGVIAGLNVMRIIN	 177EPTAAAIAYGLDKKATSSGEKNVLIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
GRMZM5G802801|GRMZM5G802801_T01           134 AEAYLGSTIKNAVVTVPAYFNDSQRQATKDAGVISGLNVMRIIN	 177EPTAAAIAYGLDKKATSSGEKNVLIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
AC209784.3_FG007|AC209784.3_FGT007        134 AEAYLGSTIKNAVVTVPAYFNDSQRQATKDAGVIAGLNVMRIIN	 177EPTAAAIAYGLDKKASSSGEKNVLIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
GRMZM2G310431|GRMZM2G310431_T01           134 AEAYLGSTIKNAVVTVPAYFNDSQRQATKDAGVIAGLNVMRIIN	 177EPTAAAIAYGLDKKATSSGEKNVLIFDLGGGTFDVSLLTIEEG-IFEVKATAGDTHLGGE	 2
gi|34419635|ref|NP_002146.2|              133 AEAYLGQPVKHAVITVPAYFNDSQRQATKDAGAIAGLNVLRIIN	 176EPTAAAIAYGLDRRG--AGERNVLIFDLGGGTFDVSVLSIDAG-VFEVKATAGDTHLGGE	 2
gi|167466173|ref|NP_005337.2|             131 AEAYLGYPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 174EPTAAAIAYGLDRTG--KGERNVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGGE	 2
gi|124256496|ref|NP_005518.3|             133 AEAFLGHPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 176EPTAAAIAYGLDKGG--QGERHVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGGE	 2
gi|530381921|ref|XP_005249127.1|          194 KETAEAFLGHPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 240EPTAAAIAYGLDKGG--QGERHVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGG
gi|530428004|ref|XP_005272871.1|          133 AEAFLGHPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 176EPTAAAIAYGLDKGG--QGERHVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGGE	 2
gi|530428002|ref|XP_005272870.1|          194 KETAEAFLGHPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 240EPTAAAIAYGLDKGG--QGERHVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGG
gi|530427781|ref|XP_005274915.1|          133 AEAFLGHPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 176EPTAAAIAYGLDKGG--QGERHVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGGE	 2
gi|530427783|ref|XP_005274916.1|          194 KETAEAFLGHPVTNAVITVPAYFNDSQRQATKDAGVIAGLNVLRIIN	 240EPTAAAIAYGLDKGG--QGERHVLIFDLGGGTFDVSILTIDDG-IFEVKATAGDTHLGG
gi|13676857|ref|NP_068814.2|              132 AEAYLGGKVHSAVITVPAYFNDSQRQATKDAGTITGLNVLRIIN	 175EPTAAAIAYGLDKKGCAGGEKNVLIFDLGGGTFDVSILTIEDG-IFEVKSTAGDTHLGGE	 2
gi|5729877|ref|NP_006588.1|               131 AEAYLGKTVTNAVVTVPAYFNDSQRQATKDAGTIAGLNVLRIIN	 174EPTAAAIAYGLDKK--VGAERNVLIFDLGGGTFDVSILTIEDG-IFEVKSTAGDTHLGGE	 2
gi|530398061|ref|XP_005271593.1|          107 EAYLGKTVTNAVVTVPAYFNDSQRQATKDAGTIAGLNVLRIIN	 149EPTAAAIAYGLDKK--VGAERNVLIFDLGGGTFDVSILTIEDG-IFEVKSTAGDTHLGGE	 20
gi|85080590|ref|XP_956567.1|              165 TAEGYLGKKVTHAVVTVPAYFNDNQRQATKDAGMIAGLNVLRIVN	 209EPTAAAIAYGLDKTG--E-ERQIIVYDLGGGTFDVSLLSIEQG-VFEVLSTAGDTHLGGE	
gi|66818991|ref|XP_643155.1|              158 IAEASLGKTVTHAVVTCPAYFNDAQRAATKDAGVIAGLEVLRVIN	 202EPTAAALAYGFDATG--DKEKNILVYDLGGGTFDVSVLSIEDG-VFEVRSTNGDTHLGGE	
gi|16507237|ref|NP_005338.1|              156 TAEAYLGKKVTHAVVTVPAYFNDAQRQATKDAGTIAGLNVMRIIN	 200EPTAAAIAYGLDKRE--G-EKNILVFDLGGGTFDVSLLTIDNG-VFEVVATNGDTHLGGE	
Cre02.g080600|Cre02.g080600.t1.2          181 KDTAEAYLGKTVKHAVVTVPAYFNDAQRQATKDAGTISGLNVVRIIN	 227EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVISTNGDTHLGG
PGSC0003DMG400024707|PGSC0003DMT40006354  169 TAEAYLGKSIKHAVITVPAYFNDAQRQATKDAGTIAGLNVVRIIN	 213EPTAAAIAYGLDKKG--K-EQNILVYDLGGGTFDVSILSIDNG-VFEVLATNGNTHLGGE	
Bra031657|Bra031657                       175 KETAEAFLGKKIKDAVITVPAYFNDAQRQATKDAGAIAGLNVVRIIN	 221EPTGAAIAYGLDKKG--G-ETNILVYDLGGGTFDVSILTIDNG-VFEVLSTSGDTHLGG
Carubv10008520m.g|Carubv10008520m         166 TAEAFLGKNIKDAVITVPAYFNDAQRQATKDAGAIAGLNVVRIIN	 210EPTGAAIAYGLDKKG--G-ESNILVYDLGGGTFDVSILTIDNG-VFEVLSTSGDTHLGGE	
Potri.013G018000|Potri.013G018000.1       161 TAESYLGKKIKNAVVTVPAYFNDAQRQATKDAGIIAGLNVPRIIN	 205EPTAAAIAYGLDKKG--G-DMNILVYDLGGGTFDVSILTIDNG-VFEVLSTSGDTHLGGE	
Phpat.003G101600|Phpat.003G101600.1       158 TAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 202EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSVLTIDNG-VFEVLSTNSDTHLGGE	
Phpat.010G067200|Phpat.010G067200.1       158 TAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 202EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSVLTIDNG-VFEVLSTNGDTHLGGE	
440900|440900                             155 TAESYLGKKIKDAVVTVPAYFNDAQRQATKDAGAIAGLNVARIIN	 199EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLSTNGDTHLGGE	
Bra028521|Bra028521                       161 TAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 205EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSVLTIDNG-VFEVLSTNGDTHLGGE	
Bra015047|Bra015047                       162 TAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 206EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSVLTIDNG-VFEVLSTNGDTHLGGE	
Bra022819|Bra022819                       162 TAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 206EPTAAAIAYGLDKKG--G-EKNIRVFDLGGGTFDVSVLTIDNG-VFEVLSTNGDTHLGGE	
Potri.012G017600|Potri.012G017600.1       164 TAEAFLGKKIKDAVITVPAYFNDAQRQATKDAGVIAGVRVARIIN	 208EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
GRMZM2G114793|GRMZM2G114793_T01           160 TAEAYLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 204EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
GRMZM2G415007|GRMZM2G415007_T01           160 TAEAYLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 204EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
LOC_Os02g02410|LOC_Os02g02410.1           160 TAEAYLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 204EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
PGSC0003DMG400018544|PGSC0003DMT40004771  163 TAEAFLGKTIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 207EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
Glyma08g02960|Glyma08g02960.1             200 MKETAEAFLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 247EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLG
Glyma05g36600|Glyma05g36600.1             194 MKETAEAFLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 241EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLG
Glyma05g36620|Glyma05g36620.1             162 TAEAFLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 206EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
Glyma08g02940|Glyma08g02940.1             162 TAEAFLGKKINDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 206EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
PGSC0003DMG400012254|PGSC0003DMT40003193  163 TAEAFLGKTIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 207EPTAAAIAYGLDKKD--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
GSVIVG01019607001|GSVIVT01019607001       163 TAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 207EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
Eucgr.E01024|Eucgr.E01024.1               212 MKETAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 259EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLG
Cucsa.303940|Cucsa.303940.1               163 TAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGIIAGLNVARIIN	 207EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLATNGDTHLGGE	
30068.t000021|30068.m002531               162 TAEAYLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 206EPTAAAIAYGLDKRG--G-EKNILVFDLGGGTFDVSILTIDNG-VFEVLSTNGDTHLGGE	
Potri.001G087500|Potri.001G087500.1       162 TAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGIIAGLNVARIIN	 206EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSVLTIDNG-VFEVLSTNGDTHLGGE	
Potri.003G143600|Potri.003G143600.1       162 TAEAFLGKKIKDAVVTVPAYFNDAQRQATKDAGVIAGLNVARIIN	 206EPTAAAIAYGLDKKG--G-EKNILVFDLGGGTFDVSVLTIDNG-VFEVLSTNGDTHLGGE	
CMV163C                                   127 ASQYLGEKVTQAVITVPAYFNDSQRQATKDAGKIAGLDVLRIIN	 170EPTAASLAYGLDKKS----NEKILVFDLGGGTFDVSILEIGDG-VFEVLATSGDTHLGGD	 2
Cre06.g250100|Cre06.g250100.t1.2          164 DAAKFLNDKVEKAVITVPAYFNDSQRQATKDAGKIAGLEVLRIIN	 208EPTAASLAYGFDKKA----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	
Vocar20003521m.g|Vocar20003521m           163 DASKFLNDKVEKAVITVPAYFNDSQRQATKDAGKIAGLEVLRIIN	 207EPTAASLAYGFDKKA----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	
230659|230659                             152 DACNFFNDKVSKAVITVPAYFNDAQRTATVDAGRIAGLEVLRIIN	 196EPTAASLAYGFDKKT----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	
Phpat.004G105700|Phpat.004G105700.1       196 LVDDASKFLSDKVDKAVITVPAYFNDSQRQATKDAGRIAGIDVLRIIN	 243EPTAASLAYGFDKKK----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTAGDTHLG
Phpat.007G061700|Phpat.007G061700.1       200 LVDDASKFLNDKVAKAVVTVPAYFNDAQRTATKDAGRIAGVDVLRIIN	 247EPTAASLAYGFDRKA----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Phpat.007G061800|Phpat.007G061800.1       200 LVDDASKFLNDKVAKAVVTVPAYFNDAQRTATKDAGRIAGVDVLRIIN	 247EPTAASLAYGFDRKA----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Phpat.007G061900|Phpat.007G061900.1       200 LVDDASKFLNDKVAKAVVTVPAYFNDAQRTATKDAGRIAGVDVLRIIN	 247EPTAASLAYGFDRKA----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Phpat.026G035400|Phpat.026G035400.1       198 LVDDASKFLNDKVTKAVVTVPAYFNDAQRTATKDAGRIAGVDVLRIIN	 245EPTAASLAYGFDRKA----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Carubv10028629m.g|Carubv10028629m         199 LVDDASRFLNDKVTKAVITVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 246EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Carubv10004245m.g|Carubv10004245m         198 LVDDASRFLNDKVTKAVITVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 245EPTAASLAYGFDRKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Bra013786|Bra013786                       196 LVDDASRFLNDKVTKAVITVPAYFNDSQRTATKDAGRIAGLDVLRIIN	 243EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Bra019231|Bra019231                       193 LVDDASRFLNEKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 240EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Bra002461|Bra002461                        19 LNEKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 58EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	 113DFD
Bra010498|Bra010498                       197 LVDDASRFLNEKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 244EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
267815|267815                             145 ASKFLNDKVNKAVITVPAYFNDSQRTATKDAGRIAGLDVLRIIN	 188EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	 2
LOC_Os05g23740|LOC_Os05g23740.1           173 DDASKFLNDKVTKAVITVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 218EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD
GRMZM2G079668|GRMZM2G079668_T01           168 DDASKFLNDKVTKAVITVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 213EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD
GRMZM2G111475|GRMZM2G111475_T01           168 DDASKFLNDKVTKAVITVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 213EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD
Cucsa.079370|Cucsa.079370.1               110 SKFLNDQVGKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 152EPTAASLAYGFDKKT----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	 20
LOC_Os12g14070|LOC_Os12g14070.1           182 LVDDASKFLNDKITKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 229EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
GSVIVG01026014001|GSVIVT01026014001        54 FLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 94EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	 149DF
Eucgr.G00235|Eucgr.G00235.1               191 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 238EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
PGSC0003DMG400024887|PGSC0003DMT40006403  189 LVDDASKFLNDKVSKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 236EPTAASLAYGFEKKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Glyma16g00410|Glyma16g00410.1             174 VDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 220EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGG
Cucsa.266110|Cucsa.266110.1               192 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 239EPTAASLAYGFEKKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Medtr2g005690|Medtr2g005690.1             190 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 237EPTAASLAYGFERKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Eucgr.I02771|Eucgr.I02771.1               193 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 240EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Potri.003G006300|Potri.003G006300.1       191 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 238EPTAASLAYGFERKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
Potri.004G224400|Potri.004G224400.1       190 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 237EPTAASLAYGFERKS----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
29765.t000021|29765.m000739               188 LVDDASKFLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 235EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLG
GSVIVG01008331001|GSVIVT01008331001        31 FLNDKVTKAVVTVPAYFNDSQRTATKDAGRIAGLEVLRIIN	 71EPTAASLAYGFEKKN----NETILVFDLGGGTFDVSVLEVGDG-VFEVLSTSGDTHLGGD	 126DF
gi|66800557|ref|XP_629204.1|              154 TAETNLGGPVTDAVITVPAYFDDSQRQATRDAGTIAGLKVQRIIN	 198EPTAAALAYGFKKDE----PKTVAVYDLGGGTFDISILEIVGG-VFEVRATNGDTFLGGE	
YJR045C                                   154 TAEAYLGKPVKNAVVTVPAYFNDSQRQATKDAGQIVGLNVLRVVN	 198EPTAAALAYGLEKSD----SKVVAVFDLGGGTFDISILDIDNG-VFEVKSTNGDTHLGGE	
gi|164426355|ref|XP_961753.2|             168 ETAESFLSKPVKNAVVTVPAYFNDSQRQATKDAGQIAGLNVLRVVN	 213EPTAAALAYGLEKEQ----DRIVAVYDLGGGTFDISVLEIQNG-VFEVKSTNGDTHLGGE
gi|24234688|ref|NP_004125.3|              176 ETAENYLGHTAKNAVITVPAYFNDSQRQATKDAGQISGLNVLRVIN	 221EPTAAALAYGLDKSE----DKVIAVYDLGGGTFDISILEIQKG-VFEVKSTNGDTFLGGE
gi|299469993|emb|CBN79170.1|              170 ETSESFLGRPVGKAVVTVPAYFNDSQRQATKDAGRIAGLEVMRIIN	 215EPTAAALAYGLDKAD----GKLIAVFDLGGGTFDISILEISGG-VFEVKSTNGDTMLGGE
CML205C                                   173 ETAESFLGRTVNNAVITVPAYFNDAQRQATKDAGRIAGLNVLRIIN	 218EPTAAALAYGLDKAD---EGRVVAVYDLGGGTFDVSILEISGG-VFEVKATNGDTHLGGE
Cre09.g393200|Cre09.g393200.t1.2          164 TAEAYLGHPVSKAVITVPAYFNDSQRQATKDAGKIAGLEVLRIIN	 208EPTAAALAYGTDKKE-----GLIAVYDLGGGTFDISILEIMGG-VFEVKATNGDTFLGGE	
Vocar20005243m.g|Vocar20005243m           246 MKETAEAYLGHPVSKAVITVPAYFNDSQRQATKDAGRIAGLEVLRIIN	 293EPTAAALAYGTDKKE-----GLIAVYDLGGGTFDISILEIMGG-VFEVKATNGDTFLG
168287|168287                             138 AEAFLGRPVTKAVITVPAYFNDAQRQATKDAGRIAGLEVARIIN	 181EPTAASLSYGMDKKE-----GLIAVFDLGGGTFDISILEISGG-VFEVKATNGDTFLGGE	 2
Phpat.001G091000|Phpat.001G091000.1       174 ETAESYLGRPVSKAVITVPAYFNDAQRQATKDAGRIAGLDVLRIIN	 219EPTAASLSYGMDRKE-----GLVAVFDLGGGTFDISILEISGG-VFEVKATNGDTFLGGE
Phpat.001G091100|Phpat.001G091100.1       174 ETAESYLGRPVSKAVITVPAYFNDAQRQATKDAGRIAGLDVLRIIN	 219EPTAASLSYGMDRKE-----GLVAVFDLGGGTFDISILEISGG-VFEVKATNGDTFLGGE
Phpat.002G052800|Phpat.002G052800.1       177 KDTAESYLGRPVGKAVITVPAYFNDAQRQATKDAGRIAGLDVLRIIN	 223EPTAASLSYGMDRKE-----GLVAVFDLGGGTFDISILEISGG-VFEVKATNGDTFLGG
Phpat.002G053100|Phpat.002G053100.1       176 ETAESYLGRPVGKAVITVPAYFNDAQRQATKDAGRIAGLDVLRIIN	 221EPTAASLSYGMDRKE-----GLVAVFDLGGGTFDISVLEISGG-VFEVKATNGDTFLGGE
GRMZM2G365374|GRMZM2G365374_T01           176 ETAEAYLGKTVSKAVITVPAYFNDAQRQATKDAGRIAGLEVMRIIN	 221EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE
LOC_Os09g31486|LOC_Os09g31486.1           177 KETAEAFLGKTVSKAVITVPAYFNDAQRQATKDAGRIAGLEVMRIIN	 223EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
LOC_Os09g31486|LOC_Os09g31486.2            45 FLGKTVSKAVITVPAYFNDAQRQATKDAGRIAGLEVMRIIN	 85EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE	 139DF
Bra010620|Bra010620                       170 ETAEAYLGKSITKAVVTVPAYFNDGQRQATKDAGKIAGLDIQRIIN	 215EPAAAALSYGMNNKE-----GVIAVFDLGGGTFDVSILEISSG-VFEVKATNGDTFLGGE
Bra011794|Bra011794                       175 ETAESYLGKSITKAVVTVPAYFNDAQRQATKDAGKIAGLDVERIIN	 220EPTAAALSYGMNNKE-----GVIAVFDLGGGTFDVSILEISSG-VFEVKATNGDTFLGGE
AT4G37910                                 175 ETAEAYLGKSINKAVVTVPAYFNDAQRQATKDAGKIAGLDVQRIIN	 220EPTAAALSYGMNNKE-----GVIAVFDLGGGTFDVSILEISSG-VFEVKATNGDTFLGGE
Carubv10006443m.g|Carubv10006443m         175 ETAEAYLGKSITKAVVTVPAYFNDAQRQATKDAGKIAGLDVQRIIN	 220EPTAAALSYGMNSKE-----GVIAVFDLGGGTFDVSILEISSG-VFEVKATNGNTFLGGE
Eucgr.G01045|Eucgr.G01045.1               182 RETAEAYLGKSISKAVITVPAYFNDAQRQATKDAGRIAGLDVERIIN	 228EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDISILEISNG-VFEVKATNGDTFLGG
PGSC0003DMG400003122|PGSC0003DMT40000809  110 EAYLGKSISKAVVTVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 152EPTAAALSYGMNNKE-----GLVAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE	 20
PGSC0003DMG400010677|PGSC0003DMT40002770  110 EAYLGKSINKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 152EPTAAALSYGMNSKE-----GLVAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE	 20
AT5G09590                                 179 KETAEAYLGKSVTKAVVTVPAYFNDAQRQATKDAGRIAGLDVERIIN	 225EPTAAALSYGMTNKE-----GLIAVFDLGGGTFDVSVLEISNG-VFEVKATNGDTFLGG
Carubv10013121m.g|Carubv10013121m         179 KETAEAYLGRSVKKAVVTVPAYFNDAQRQATKDAGRIAGLDVERIIN	 225EPTAAALSYGMTNKE-----GLIAVFDLGGGTFDVSVLEISNG-VFEVKATNGDTFLGG
Bra006027|Bra006027                       176 ETAEAYLGKSVKKAVVTVPAYFNDAQRQATKDAGRIAGLDVERIIN	 221EPTAAALSYGMTNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE
Bra028628|Bra028628                       179 KETAEAYLGKSVKKAVVTVPAYFNDAQRQATKDAGRIAGLDVERIIN	 225EPTAAALSYGMTNKE-----GLIAVFDLGGGTFDVSVLEISNG-VFEVKATNGDTFLGG
GRMZM2G153815|GRMZM2G153815_T01           176 ETAESYLGKSISKAVITVPAYFNDAQRQATKDAGRIAGLDVERIIN	 221EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDISILEISNG-VFEVKATNGDTFLGGE
LOC_Os02g53420|LOC_Os02g53420.1           176 ETAESYLGKTVSKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 221EPTAAALSYGTNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE
LOC_Os03g02260|LOC_Os03g02260.1           176 ETAESYLGKSVSKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 221EPTAAALSYGTNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE
GSVIVG01006769001|GSVIVT01006769001       156 KETAEAYLGKTVSKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 202EPTAAALSYGLNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
29804.t000060|29804.m001529               179 KETSEAYLGKTVTKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 225EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Potri.001G285500|Potri.001G285500.1       179 KETAEAYLGKGITKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 225EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Potri.009G079700|Potri.009G079700.1       179 KETAEAYLGKTISKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 225EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Eucgr.I02583|Eucgr.I02583.1               179 KETAEAYLGKTVSKAVITVPAYFNDAQRQATKDAGRISGLDVQRIIN	 225EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Medtr2g010020|Medtr2g010020.1             176 KETAEAYLGKTVPKAVITVPAYFNDAQRQATKDAGRIAGLEVLRIIN	 222EPTAAALSYGMN-KE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
GSVIVG01038517001|GSVIVT01038517001       177 KETAESYLGKSVSKAVITVPAYFNDAQRQATKDAGRISGLDVQRIIN	 223EPTAAALSYGLNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Cucsa.331940|Cucsa.331940.1               179 KETAEAYLGKSVSKAVITVPAYFNDAQRQATKDAGRIAGLEVLRIIN	 225EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Medtr4g092920|Medtr4g092920.1             174 ETAEAYLGKTISKAVVTVPAYFNDAQRQATKDAGRIAGLEVKRIIN	 219EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE
Glyma07g30290|Glyma07g30290.1             176 KETAESYLGKSVSKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 222EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Glyma08g06950|Glyma08g06950.1             176 KETAESYLGKSVSKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 222EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGG
Glyma13g32790|Glyma13g32790.1             174 ETAEAYLGKSISKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 219EPTAAALSYGMNNKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE
Glyma15g06530|Glyma15g06530.1             174 ETAEAYLGKSISKAVITVPAYFNDAQRQATKDAGRIAGLDVQRIIN	 219EPTAAALSYGMNKKE-----GLIAVFDLGGGTFDVSILEISNG-VFEVKATNGDTFLGGE



gi|17534013|ref|NP_496509.1|              233 32DFDQRMLQHFMNEFKRKTGKDISPNPRAIRRLRTACERAKRTLSSSSEACVEVDSLFE--	 290--GIDLCTKITRARFEELCADLFRKTLEPVEKALRDAKLDKSKI
gi|17507981|ref|NP_492485.1|              233 32DFDSRVLQHFMTEFKRKTGKDISSNPRAIRRLRTACERAKRTLSSSTEATVEVDSLFD--	 290--GTDFYSKITRARFEELCADLFRKTLEPVEKALRDAKTDKGRI
gi|66800327|ref|XP_629089.1|              233 32DFDNRLVNHFVDEFKRKHKKDIMGNQRALRRLRTACERAKRTLSSSSQASVEIDSLYD--	 290--GIDFYTSITRARFEELCSDLFNNCIEPVEKVLKDCKLDKKSI
gi|66826525|ref|XP_646617.1|              230 29DFDNRLVSHFVDEFKRKHKKDIMGNQRAVRRLRTACERAKRTLSSSAQASIEIDSLFE--	 287--GIDFYTSITRARFEELCADLFRGCLDPVEKVLKDSKLDKKSI
gi|66822147|ref|XP_644428.1|              231 30DFDNRLVNHFVDEFKRKHKKDLMTNQRALRRLRTACERAKRTLSSSAQASIEIDSLFE--	 288--GIDFYTSITRARFEELCADLFRGCLDPVDKVLKDSKLDKKTI
gi|85110248|ref|XP_963366.1|              230 29DFDNRLVNHFVQEFKRKHKKDLSTNARALRRLRTACERAKRTLSSSAQTSIEIDSLFE--	 287--GIDFYTSITRARFEELCQDLFRSTLQPVDRVLTDAKIDKSQV
Phpat.004G083500|Phpat.004G083500.1       238 37DFDNRIVNHFVQEFKRKYKKDITGNARALRRLRTAAERAKRTLSATAQTTIEIDSLYE--	 295--GVDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKGQV
GRMZM2G366532|GRMZM2G366532_T01           239 38DFDNRLVNHFVMEFKRKHKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYE--	 296--GIDFYATITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSQI
LOC_Os03g16920|LOC_Os03g16920.1           239 38DFDNRMVNHFVQEFKRKHKKDITGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYE--	 296--GIDFYATITRARFEELNMDLFRRCMEPVEKCLRDAKMDKAQI
PGSC0003DMG400027750|PGSC0003DMT40007133  238 37DFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYE--	 295--GIDFYTTITRARFEELNMDLFRKCMEPVEKCLRDAKIDKSGV
Carubv10000420m.g|Carubv10000420m         238 37DFDNRMVNHFVQEFKRKSKKDITGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYE--	 295--GIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTV
LOC_Os05g38530|LOC_Os05g38530.1           237 36DFDNRMVNHFVQEFKRKNKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYE--	 294--GIDFYTTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSSV
GRMZM5G802801|GRMZM5G802801_T01           237 36DFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLYE--	 294--GIDFYTTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSTV
AC209784.3_FG007|AC209784.3_FGT007        237 36DFDNRMVNHFVQEFKRKHKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLFE--	 294--GIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSSV
GRMZM2G310431|GRMZM2G310431_T01           237 36DFDNRMVNHFVQEFKRKNKKDISGNPRALRRLRTACERAKRTLSSTAQTTIEIDSLFE--	 294--GIDFYSTITRARFEELNMDLFRKCMEPVEKCLRDAKMDKSSV
gi|34419635|ref|NP_002146.2|              234 33DFDNRLVNHFMEEFRRKHGKDLSGNKRALRRLRTACERAKRTLSSSTQATLEIDSLFE--	 291--GVDFYTSITRARFEELCSDLFRSTLEPVEKALRDAKLDKAQI
gi|167466173|ref|NP_005337.2|             232 31DFDNRLVNHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQASLEIDSLFE--	 289--GIDFYTSITRARFEELCSDLFRSTLEPVEKALRDAKLDKAQI
gi|124256496|ref|NP_005518.3|             234 33DFDNRLVSHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQANLEIDSLYE--	 291--GIDFYTSITRARFEELCADLFRGTLEPVEKALRDAKMDKAKI
gi|530381921|ref|XP_005249127.1|          297 E	 297DFDNRLVSHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQANLEIDSLYE--	 355--GIDFYTSITRARFEELCADLFRGTLEPVEKALRDAKMDK
gi|530428004|ref|XP_005272871.1|          234 33DFDNRLVSHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQANLEIDSLYE--	 291--GIDFYTSITRARFEELCADLFRGTLEPVEKALRDAKMDKAKI
gi|530428002|ref|XP_005272870.1|          297 E	 297DFDNRLVSHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQANLEIDSLYE--	 355--GIDFYTSITRARFEELCADLFRGTLEPVEKALRDAKMDK
gi|530427781|ref|XP_005274915.1|          234 33DFDNRLVSHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQANLEIDSLYE--	 291--GIDFYTSITRARFEELCADLFRGTLEPVEKALRDAKMDKAKI
gi|530427783|ref|XP_005274916.1|          297 E	 297DFDNRLVSHFVEEFKRKHKKDISQNKRAVRRLRTACERAKRTLSSSTQANLEIDSLYE--	 355--GIDFYTSITRARFEELCADLFRGTLEPVEKALRDAKMDK
gi|13676857|ref|NP_068814.2|              235 34DFDNRMVSHLAEEFKRKHKKDIGPNKRAVRRLRTACERAKRTLSSSTQASIEIDSLYE--	 292--GVDFYTSITRARFEELNADLFRGTLEPVEKALRDAKLDKGQI
gi|5729877|ref|NP_006588.1|               232 31DFDNRMVNHFIAEFKRKHKKDISENKRAVRRLRTACERAKRTLSSSTQASIEIDSLYE--	 289--GIDFYTSITRARFEELNADLFRGTLDPVEKALRDAKLDKSQI
gi|530398061|ref|XP_005271593.1|          207 6DFDNRMVNHFIAEFKRKHKKDISENKRAVRRLRTACERAKRTLSSSTQASIEIDSLYE--	 264--GIDFYTSITRARFEELNADLFRGTLDPVEKALRDAKLDKSQIH
gi|85080590|ref|XP_956567.1|              266 265DFDQRIINHFAKLFNKKHGVDVTKDAKAMGKLKREAEKAKRTLSSQMSTRIEIEAFYD--	 323--GKDFSETLTRAKFEELNNDLFKKTLKPVEQVLKDAKVSKSE
gi|66818991|ref|XP_643155.1|              260 259DFDQRVMKHFLTVFQKKTGKDASKDKKSLQKLRRAAENAKRILSTSPQTQLEIENFFD--	 317--GKDLIETLTRAKFEELNMDLFKKTLDPVKKVLEDAKFKKSQ
gi|16507237|ref|NP_005338.1|              257 256DFDQRVMEHFIKLYKKKTGKDVRKDNRAVQKLRREVEKAKRALSSQHQARIEIESFYE--	 314--GEDFSETLTRAKFEELNMDLFRSTMKPVQKVLEDSDLKKSD
Cre02.g080600|Cre02.g080600.t1.2          283 E	 283DFDQRVMEYFIKLIKKKYKKDISGDARALQKLRREAERAKRALSSQHQVRVEIEALYE--	 341--GIDLSEPLTRARFEELNMDLFKKTMGPVKKAMDDANLKK
PGSC0003DMG400024707|PGSC0003DMT40006354  270 269DFDHKLMDYFIKLIKRKYSKDISNDKKALGKLRRECERAKRALSNQHQVRIEIESLFD--	 327--GIDFSEPLTRARFEELNMDLFKKTMGPVKKALEDANLKKTD
Bra031657|Bra031657                       277 E	 277DFDHRVMDYFIKLIKKKYNKDISKDHKALGKLRRECERAKRALSNQHQVRVEIESLFD--	 335--GADFSEPLTKARFEELNMDLFKKTMEPVKKALKDAGLKK
Carubv10008520m.g|Carubv10008520m         267 266DFDHRVMDYFIKLVKKKYNKDISKDHKALGKLRRECERAKRALSNQHQVRVEIESLFD--	 324--GVDFSEPLTKARFEELNMDLFKKTLEPVKKALKDAGLKKSD
Potri.013G018000|Potri.013G018000.1       262 261DFDQRLMDYFINLVKKKYNKDMSKDKKALGKLRRECERAKRALSSQHQVRVEIESLID--	 319--GIDFSEPITRARFEELNMDLFKKTLGIVKKAMDDAGLKKAD
Phpat.003G101600|Phpat.003G101600.1       259 258DFDQRIMEYFIKLIKKKYNRDIGNDKKAIGKLRREAERAKRALSNQNQIRVEIESLFD--	 316--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLKKTD
Phpat.010G067200|Phpat.010G067200.1       259 258DFDQRIMEYFIKLIKKKHNRDISKDKKAIGKLRREAERAKRALSNQHQIRVEIESLFD--	 316--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLQKTD
440900|440900                             256 255DFDQRVMDYFIKLIKKKHNKDISKDNRALGKLRREVERAKRALSNQHQVRVEIESLFD--	 313--GVDFSEPLTRARFEELNADLFKKTMGPVKKAMDDANLQKSE
Bra028521|Bra028521                       262 261DFDHRIMDYFIKLIKKKHQKDISKDNKALGKLRRECERAKRALSSQHQVRVEIESLFD--	 319--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLQKSQ
Bra015047|Bra015047                       263 262DFDHRIMDYFIKLIKKKHQKDISKDNKALGKLRRECERAKRALSSQHQVRVEIESLFD--	 320--GLDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLQKSQ
Bra022819|Bra022819                       263 262DFDHRIMDYFIKLIKKKHQKDISKDNKALGKLRRECERAKRALSSQHQVRVEIESLFD--	 320--GLDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLQKSQ
Potri.012G017600|Potri.012G017600.1       265 264DFDQRIMEYFIKLIKKKHGKDVSKDNRALGKLRRECERAKRALSSQHQVRVEIESLFD--	 322--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKHQ
GRMZM2G114793|GRMZM2G114793_T01           261 260DFDQRIMEYFIKLIKKKYSKDISKDNRALGKLRREAERAKRALSNQHQVRVEIESLFD--	 318--GTDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKSQ
GRMZM2G415007|GRMZM2G415007_T01           261 260DFDQRIMEYFIKLIKKKYSKDIGKDNRALGKLRREAERAKRALSNQHQVRVEIESLFD--	 318--GTDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKSQ
LOC_Os02g02410|LOC_Os02g02410.1           261 260DFDQRIMEYFIKLIKKKYSKDISKDNRALGKLRREAERAKRALSNQHQVRVEIESLFD--	 318--GTDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLEKSQ
PGSC0003DMG400018544|PGSC0003DMT40004771  264 263DFDQRIMEYFIKLIKKKHGKDISKDNKALGKLRREAERAKRALSSQHQVRVEIESLFD--	 321--GVDFSEPLTRARFEELNNDLFRKTMTPVKKAMEDAGLAKNQ
Glyma08g02960|Glyma08g02960.1             302 GE	 303DFDQRIMEYFIKLINKKHKKDISKDSRALGKLRREAERAKRALSSQHQVRVEIESLFD--	 361--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLQ
Glyma05g36600|Glyma05g36600.1             296 GE	 297DFDQRIMEYFIKLIKKKHGKDISKDSRALGKLRREAERAKRALSSQHQVRVEIESLFD--	 355--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLQ
Glyma05g36620|Glyma05g36620.1             263 262DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFD--	 320--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLQKSQ
Glyma08g02940|Glyma08g02940.1             263 262DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFD--	 320--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLQKSQ
PGSC0003DMG400012254|PGSC0003DMT40003193  264 263DFDQRIMEYFIKLIKKKHGKDISKDNRALSKLRREAERAKRSLSSQHQVRVEIESLFD--	 321--GTDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLQKNQ
GSVIVG01019607001|GSVIVT01019607001       264 263DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLYD--	 321--GLDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKRQ
Eucgr.E01024|Eucgr.E01024.1               314 GE	 315DFDHRIMDYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFD--	 373--GTDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLE
Cucsa.303940|Cucsa.303940.1               264 263DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRRESERAKRALSSQHQVRVEIESLFD--	 321--GTDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLEKNQ
30068.t000021|30068.m002531               263 262DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRREAERAKRALSSQHQVRVEIESLFD--	 320--GVDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLQKNQ
Potri.001G087500|Potri.001G087500.1       263 262DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRRECERAKRALSSQHQVRVEIESLYD--	 320--GMDFSEPLTRARFEELNNDLFRKTMGPVKKAMEDAGLEKNQ
Potri.003G143600|Potri.003G143600.1       263 262DFDQRIMEYFIKLIKKKHGKDISKDNRALGKLRRECERAKRALSSQHQVRVEIESLHD--	 320--GMDFSEPLTRARFEELNNDLFRKTMGPVKKAMDDAGLEKNQ
CMV163C                                   226 25DFDKKIVDWLIDNWKRIEGIDLSKDKQALQRLTEAAEKAKIELSNVTQTDINLPFITATA	 285DGPKHLDQTLTRAQFEQLTSDLIERCRKPVEQALTDAKLSKQDI
Cre06.g250100|Cre06.g250100.t1.2          264 263DFDKRIVDFLADDFKKSEGIDLRKDRQALQRLTEAAEKAKIELSGMAQTSINLPFITATA	 323DGPKHIDTQLTRAKFEEMCNDLLERCKVPVQQALRDAKLSISD
Vocar20003521m.g|Vocar20003521m           263 262DFDKRIVDFLADEFQRSEGIDLRKDRQALQRLTEAAEKAKIELSSLTQTSINLPFITATV	 322DGPKHIDMQLTRAKFEEMCNDLLERCKVPVQQALRDAKLKITD
230659|230659                             252 251DFDKRIVDWLASNFKKDEGIDLLKDKQALQRLTETAEKIKIELSLLTQTSISLPFITATS	 311DGPKHIDTTITRAKFEELCSDLLDRCCTPVKNALKDAKLEFKD
Phpat.004G105700|Phpat.004G105700.1       297 GD	 298DFDKRIVDWLAKEFKAAEGIDLLKDAQALQRLTESAEKAKIELSSLTQTTISLPFITATA	 358EGPKHIDTTLTRAKFEELCSDLLDRCREPVKRALDDAKLS
Phpat.007G061700|Phpat.007G061700.1       301 GD	 302DFDKRIVDWLADDFKKTEGVDLLKDKQALQRLTETAEKAKMELSSLSQASISLPFITATA	 362DGPKHIDTTLTRAKFEELCSDLLDRCKTPVENALRDAKLS
Phpat.007G061800|Phpat.007G061800.1       301 GD	 302DFDKRIVDWLADDFKKTEGVDLLKDKQALQRLTETAEKAKMELSSLSQASISLPFITATA	 362DGPKHIDTTLTRAKFEELCSDLLDRCKTPVENALRDAKLS
Phpat.007G061900|Phpat.007G061900.1       301 GD	 302DFDKRIVDWLADDFKKTEGVDLLKDKQALQRLTETAEKAKMELSSLSQASISLPFITATA	 362DGPKHIDTTLTRAKFEELCSDLLDRCKTPVENALRDAKLS
Phpat.026G035400|Phpat.026G035400.1       299 GD	 300DFDKRIVDWLADEFKKTEGVDLLKDKQALQRLTETAEKAKMELSSLSQASISLPFITATA	 360DGPKHIDTTLTRAKFEELCSDLLDRCKTPVENALRDAKLS
Carubv10028629m.g|Carubv10028629m         300 GD	 301DFDKRVVDWLASTFKKDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNMSLPFITATA	 361DGPKHIETTLTRAKFEELCSDLLDRVRTPVENSLRDAKLS
Carubv10004245m.g|Carubv10004245m         299 GD	 300DFDKRVVDWLAAEFKKDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNMSLPFITATA	 360DGPKHIETTLTRAKFEELCSDLLDRVRTPVENSLRDAKLS
Bra013786|Bra013786                       297 GD	 298DFDKRVVDWLASNFKKDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNMSLPFITATA	 358DGPKHIETTLTRAKFEELCSDLLDRCKTPVENSLRDAKLS
Bra019231|Bra019231                       294 GD	 295DFDKRVVDWLASNFKKDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNMSLPFITATA	 355DGPKHIETTRTRAKFEELCSDLLDRCKTPVENSLRDAKLS
Bra002461|Bra002461                       117 KRVVDWLALNFKKDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNMSLPFITATA	 173DGPKHIETTLTRAKFEELCSDLLDRCKTPVENSLRDAKLSFKDIDEVIL
Bra010498|Bra010498                       298 GD	 299DFDKRVVDWLALNFKKDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNMSLPFITATA	 359DGPKHIETTLTRAKFEELCSDLLDRCKTPVENSLRDAKLS
267815|267815                             244 43DFDKRVVDYLAANFKKEEGIDLLKDKQALQRLTETAEKTKIELSSLTQTSISLPFITATA	 303DGPKHIDATMTRAKFEELCSDLLDRCRTPVENALRDAKLTFKDI
LOC_Os05g23740|LOC_Os05g23740.1           274 	 273DFDKRVVDWLAGNFKNDEGIDLLKDKQALQRLTEAAEKAKMELSSLTQTNISLPFITATA	 333DGPKHIETTLTRAKFEELCSDLLDRLRTPVDNALRDAKLSFK
GRMZM2G079668|GRMZM2G079668_T01           269 	 268DFDKRIVDWLAGNFKNDEGIDLLKDKQALQRLTEAAEKAKMELSSLTQTNMSLPFITATA	 328DGPKHIETTLTRAKFEELCSDLLDRLRTPVDNALRDAKLQFK
GRMZM2G111475|GRMZM2G111475_T01           269 	 268DFDKRIVDWLAGNFKNDEGIDLLKDKQALQRLTEAAEKAKMELSSLTQTNISLPFITATA	 328DGPKHIETTLTRAKFEELCSDLLDRLRTPVDNALRDAKLQFK
Cucsa.079370|Cucsa.079370.1               208 7DFDKRIVDWLAESFKRDEGIDLLKDKQALQRLTETAEKAKIELSSLTQTNISLPFITATN	 267DGPKHIDTTLTRVKFEELCSDLLDRLRSPVETALKDAQLSFKNID
LOC_Os12g14070|LOC_Os12g14070.1           283 GD	 284DFDKKVVDWLASNFKKDEGIDLLKDKQALQRLTEAAEKAKMELSTLSQTNISLPFITATA	 344DGPKHIETTLSRAKFEELCSDLIDRLKTPVTNALRDAKLS
GSVIVG01026014001|GSVIVT01026014001       152 DKRIVDWLAQNFKRDEGIDLLKDKQALQRLTETAEKAKIELSSLTQTNISLPFITATS	 209EGPKHIETTLTRAKFEELCSDLLDRLRTPVETALRDAKLSFKDLDEVI
Eucgr.G00235|Eucgr.G00235.1               292 GD	 293DFDKRIVDWIAADFKRDEGIDLLKDKQALQRLTEAAEKAKIELSSLTQTNISLPFITATA	 353DGPKHIEKTLTRVKFEELCSNLLDRLKTPVETALRDAKLT
PGSC0003DMG400024887|PGSC0003DMT40006403  290 GD	 291DFDKRIVDWLAASFKRDEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATA	 351DGPKHIETTITRGKFEELCSDLLDRLKTPVQNSLRDAKLS
Glyma16g00410|Glyma16g00410.1             275 D	 275DFDKRIVDWLASNFKRDEGIDLLKDKQALQRLTETAEKAKMELSTLTQTNISLPFITATA	 335DGPKHIETTITRAKFEELCSDLLDRLRTPVENSLRDAKLSF
Cucsa.266110|Cucsa.266110.1               293 GD	 294DFDKRIVDWLAANFKRDEGIDLLKDKQALQRLTETAEKAKMELSSLTQANISLPFITATA	 354DGPKHIETTITRAKFEELCSDLLDRLKTPVENSLRDAKLS
Medtr2g005690|Medtr2g005690.1             291 GD	 292DFDKRVVDWLAGDFKRDEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATA	 352DGPKHIETTLTRAKFEELCSDLLDRLRTPVENSLRDAKLS
Eucgr.I02771|Eucgr.I02771.1               294 GD	 295DFDKRIVDWLAASFKKDEGIDLLKDKQALQRLTETAEKAKMELSSLTQANISLPFITATA	 355DGPKHIETTLTRAKFEELCSDLLDRLRTPVETSLRDAKLS
Potri.003G006300|Potri.003G006300.1       292 GD	 293DFDKRVVDWLAGDFKRDEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATA	 353DGPKHIETTLTRAKFEELCSDLLDRLKTPVENSLRDAKLS
Potri.004G224400|Potri.004G224400.1       291 GD	 292DFDKRVVDWLAGSFKRDEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATA	 352DGPKHIETTLTRAKFEELCSDLLDRLKTPVENSLRDAKLS
29765.t000021|29765.m000739               289 GD	 290DFDKRIVDWLAGNFKRDEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATA	 350DGPKHIETTITRAKFEELCSDLLDRLKTPVENSLRDAKLS
GSVIVG01008331001|GSVIVT01008331001       129 DKRVVDWLAASFKKDEGIDLLKDKQALQRLTETAEKAKMELSSLTQTNISLPFITATA	 186DGPKHIETTLTRAKFEELCSDLLDRLKTPVENSLRDAKLSFKDLDEVI
gi|66800557|ref|XP_629204.1|              254 253DFDNALLEHFVAEFKKEKGIDLTKDTMATQRLREAAEKAKCELSSTLTTEINLPYISAGP	 313SGPVHFNMKLTRSKFEQLVADLIQRTIGPCNICLKDAGLSTSE
YJR045C                                   254 253DFDIYLLREIVSRFKTETGIDLENDRMAIQRIREAAEKAKIELSSTVSTEINLPFITADA	 313SGPKHINMKFSRAQFETLTAPLVKRTVDPVKKALKDAGLSTSD
gi|164426355|ref|XP_961753.2|             269 	 268DFDIHLVRHLVQQFKKETGIDLSGDRMAIQRIREAAEKAKIELSSSLQTDINLPFITADS	 328SGPKHINQKLTRAQLEAMVDPLIQRTIEPVRKALKDANLQAK
gi|24234688|ref|NP_004125.3|              277 	 276DFDQALLRHIVKEFKRETGVDLTKDNMALQRVREAAEKAKCELSSSVQTDINLPYLTMDS	 336SGPKHLNMKLTRAQFEGIVTDLIRRTIAPCQKAMQDAEVSKS
gi|299469993|emb|CBN79170.1|              271 	 270DFDEVLLKHLLSEFRKESGIDLSGDTLAMQRLREAAEKAKRELDGMPQTDVSLPFITADS	 330SGPKHMNVKVTRAEFENLVDGLIERAIKPCKDCMRDAGLETD
CML205C                                   275 	 274DFDNVLLNHLVSEFKKDQGIDLSRDRLALQRLREAAEKAKVELSSTMQTEINLPFITADA	 334SGPKHMNMKLTRAKFESLVDHLVQRTLEPMKLCLKDAGMSAK
Cre09.g393200|Cre09.g393200.t1.2          263 262DFDNTILNYLVGEFKKESGIDLSKDRLAVQRLREASEKAKCELSSTTSTDINLPFITADA	 322SGPKHLNMQLTRAKLELLVKELLERTKQPCLQAMKDAGVQPKD
Vocar20005243m.g|Vocar20005243m           346 GE	 347DFDNTILNYLVTEFKKETGIDLSKDRLAVQRLREASEKAKCELSSTNSTDINLPFITADA	 407SGPKHLNMALTRAKLELLVKELLERTKQPCYQAMKDAGVQ
168287|168287                             236 35DFDNTLVEHLLAEFKKDQGIDLSSDRLALQRLREAAEKAKVELSSTTQTEINLPFITADA	 295SGAKHLNLTLTRSKFEALVSSLIEKTKQPCKDCLKDAGITAKQV
Phpat.001G091000|Phpat.001G091000.1       274 	 273DFDNALLHHLVDDFKKEQGIDLSSDRMALQRLREAAEKAKVELSSTPQTDLNLPFITADA	 333SGAKHLNVTLTRSKYEQLVNHLIERTKQPCRDCLKDAGLTAK
Phpat.001G091100|Phpat.001G091100.1       274 	 273DFDNALLHHLVDDFKKEQGIDLSSDRMALQRLREAAEKAKVELSSTPQTDLNLPFITADA	 333SGAKHLNVTLTRSKYEQLVNHLIERTKQPCRDCLKDAGLTAK
Phpat.002G052800|Phpat.002G052800.1       277 E	 277DFDNALLHHLVDDFKKEQGIDLSSDRMALQRLREAAEKAKVELSSTPQTDVNLPFITADA	 337SGAKHLNVTLTRSKYEQLVNHLIERTKQPCKDCLKDAGLSA
Phpat.002G053100|Phpat.002G053100.1       276 	 275DFDNALLHHLVDDFKKEQGIDLSSDRMALQRLREAAEKAKVELSSTPQTDVNLPFITADA	 335SGAKHLNVTLTRSKYEQLVNHLIERTKQPCKDCLKDAGLSAK
GRMZM2G365374|GRMZM2G365374_T01           276 	 275DFDGALLEYLVSEFKKSDNIDLSKDKLALQRLREAAEKAKVELSSTMQTEINLPFITADA	 335SGAKHFNITLTRSKFESLVSNLIERTRIPCVNCLKDAGISAK
LOC_Os09g31486|LOC_Os09g31486.1           277 E	 277DFDGALLDYLVSEFKKSDNIDLSKDKLALQRLREAAEKAKVELSSTMQTEINLPFITADA	 337TGAKHFNITLTRSKFESLVQSLIERTRIPCVNCLKDAGVSA
LOC_Os09g31486|LOC_Os09g31486.2           142 DGALLDYLVSEFKKSDNIDLSKDKLALQRLREAAEKAKVELSSTMQTEINLPFITADA	 199TGAKHFNITLTRSKFESLVQSLIERTRIPCVNCLKDAGVSAKDIDEVL
Bra010620|Bra010620                       270 	 269DFDNTLLEYLVSEFKRSDNIDLTKDKLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 329SGAKHLNITLTRSKFEALVGKLIERTRCPCQNCLKDAGVTVK
Bra011794|Bra011794                       275 	 274DFDNTLLEYLVSEFKRSDNIDLTKDKLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 334SGAKHLNITLTRSKFEALVGKLIERTRSPCQNCLKDAGVSIK
AT4G37910                                 275 	 274DFDNTLLEYLVNEFKRSDNIDLTKDNLALQRLREAAEKAKIELSSTTQTEINLPFITADA	 334SGAKHLNITLTRSKFEGLVGKLIERTRSPCQNCLKDAGVTIK
Carubv10006443m.g|Carubv10006443m         275 	 274DFDNTLLDYLVGEFKRTDNIDLTKDKLALQRLREAAEKAKIELSSTTQTEINLPFITADA	 334SGAKHLNITLTRSKFEALVGNLIEKTRCPCQNCLKDAGITIK
Eucgr.G01045|Eucgr.G01045.1               282 E	 282DFDNALLDFLVNEFRRTEGIDLSKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 342SGAKHLNITLTRSKFETLVNHLIEKTRDPCKSCLKDAGVSI
PGSC0003DMG400003122|PGSC0003DMT40000809  207 6DFDNALLEFLVSEFKRTEGIDLSKDKLALQRLREAAEKAKIELSSTSQTDINLPFITADA	 266SGAKHLNITLTRSKFETLVNHLIERTRNPCKNCLKDAGVSLKDVD
PGSC0003DMG400010677|PGSC0003DMT40002770  207 6DFDNALLEFLVSEFKRTEGIDLSKDKLALQRLREAAEKAKIELSSTSQTDINLPFITADA	 266SGAKHLNITLTRSKFETLVNHLIERTRNPCKNCLKDAGVSLKDVD
AT5G09590                                 279 E	 279DFDNALLDFLVNEFKTTEGIDLAKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 339SGAKHFNITLTRSRFETLVNHLIERTRDPCKNCLKDAGISA
Carubv10013121m.g|Carubv10013121m         279 E	 279DFDNTLLDFLVNEFKTTEGIDLAKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 339SGAKHFNITLTRSKFETLVNHLIEKTRDPCKNCLKDAGISA
Bra006027|Bra006027                       276 	 275DFDNALLDFLVNEFKTSEGIDLAKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 335SGAKHFNITLTRSKFEALVNGLIERTRDPCKNCLKDAGISAK
Bra028628|Bra028628                       279 E	 279DFDNALLDFLVNEFKTSEGIDLAKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 339SGAKHFNITLTRSKFETLVNNLIERTRDPCKNCLKDAGISA
GRMZM2G153815|GRMZM2G153815_T01           276 	 275DFDNTLLEFLVSDFKRTEGIDLSKDRLALQRLREAAEKAKVELSSTSQTEINLPFITADA	 335SGAKHLNITLTRSKFESLVHNLIERTRDPCKNCLKDAGISTK
LOC_Os02g53420|LOC_Os02g53420.1           276 	 275DFDNTLLEFLVSEFKRSEAIDLAKDRLALQRLREAAEKAKIELSSTAQTEINLPFITADA	 335SGAKHLNITLTRSKFESLVNSLIERTREPCKNCLKDAGITTK
LOC_Os03g02260|LOC_Os03g02260.1           276 	 275DFDNTLLEFLVSEFKRTEGIDLSKDRLALQRLREAAEKAKIELSSTAQTEINLPFITADS	 335SGAKHLNITLTRSKFESLVNSLIERTRDPCKSCLKDAGITTK
GSVIVG01006769001|GSVIVT01006769001       256 E	 256DFDNALLEFLVSEFKRTEGIDLTKDRLALQRLREAAEKAKIELSSTSQTDINLPFITADA	 316SGAKHLNITLTRSKFEALVDKLIERTRNPCKSCLKDAGISV
29804.t000060|29804.m001529               279 E	 279DFDNALLEYLVSEFKRTEAIDLTKDRLALQRLREAAEKAKIELSSTAQTEINLPFITADA	 339SGAKHLNITLTRSKFESLVNHLIERTRAPCKNCLKDAGIST
Potri.001G285500|Potri.001G285500.1       279 E	 279DFDNTLLEYLVDEFKRTEGIDLSKDKLALQRLREAAEKAKIELSSTTQTEINLPFITADS	 339SGAKHLNITLTRSKFESLVNHLIERTRIPCKNCLKDAGIST
Potri.009G079700|Potri.009G079700.1       279 E	 279DFDNTLLEYLVNEFKRTEGIDLSKDKLALQRLREAAEKAKIELSSTTQTDINLPFITADS	 339SGAKHLNITLTRSKFESLVNHLIERTRIPCKNCLKDAGIST
Eucgr.I02583|Eucgr.I02583.1               279 E	 279DFDNALLDFLVSEFKRTESIDLAKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 339SGAKHLNITLTRSKFESLVNHLIERTRNPCKNCLKDAGIST
Medtr2g010020|Medtr2g010020.1             275 E	 275DFDNALLDFLVNEFKRSESIDLSKDKLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 335SGAKHLNITLTRSKFEALVNNLIERTKAPCQSCLKDANIST
GSVIVG01038517001|GSVIVT01038517001       277 E	 277DFDNTLLEFLVSEFKRTEGIDLSKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 337SGAKHLNITLTRSKFESLVNHLIERTRGPCKSCLKDAGIST
Cucsa.331940|Cucsa.331940.1               279 E	 279DFDNALLDFLVSEFKRTEGIDLTKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADS	 339SGAKHLNITLTRSKFESLVNHLIERTKAPCRNCLKDASISI
Medtr4g092920|Medtr4g092920.1             274 	 273DFDNALLDFLVSEFKRTDSIDLAKDKLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 333SGAKHLNITLTRSKFEALVNNLIERTKAPCKSCLKDANISIK
Glyma07g30290|Glyma07g30290.1             276 E	 276DFDNALLDFLVNEFKRTESIDLSKDKLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 336SGAKHLNITLTRSKFEALVNHLIERTKAPCKSCLKDANISI
Glyma08g06950|Glyma08g06950.1             276 E	 276DFDNALLDFLVNEFKRTENIDLSKDKLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 336SGAKHLNITLTRSKFEALVNHLIERTKAPCKSCLKDANVSI
Glyma13g32790|Glyma13g32790.1             274 	 273DFDNALLDFLVNEFKRTESIDLSKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 333SGAKHLNITLTRSKFEALVNHLIERTKVPCKSCLKDANISIK
Glyma15g06530|Glyma15g06530.1             274 	 273DFDNALLDFLVNEFKRTESIDLAKDRLALQRLREAAEKAKIELSSTSQTEINLPFITADA	 333SGAKHLNITLTRSKFEALVNHLIERTKAPCKSCLKDANISIK



gi|17534013|ref|NP_496509.1|              333 DEVVLVGGSTRVPKIQ	 348KLLKDFFNGKELNCSINPDEAVAFGAAVQAAVLSGVKDET-IKDVLLVDVAPLSLGIETA	 407GGVMTNLIDRNTRIPTKACKTFTTYA
gi|17507981|ref|NP_492485.1|              333 DEVVLVGGSTRIPKIQ	 348KLLKEFFNGKDLNCSINPDEAVAFGAAVQAAVLSGVKDDT-IKDVLLVDVVPLSHGIETA	 407GGVMTNLIDRNTRIPAKASKTFTTYA
gi|66800327|ref|XP_629089.1|              333 DEIVLVGGSTRIPKVQ	 348QLIQNLFNGKELNKSINPDEAVAYGAAVQAAILSGDKSSR-ISELIFIDVAPLSLGIETV	 407GGVMTNIVPRNTIIPCKKTQTFSTHT
gi|66826525|ref|XP_646617.1|              330 HEIVLVGGSTRIPKVQ	 345QLLQEFFNGKELNKSINPDEAVAYGAAVQAAILSNEGGAK-VADLLLLDVAPLSMGLETA	 404GGVMTTLIPRNTTIPCKKTQTFSTYS
gi|66822147|ref|XP_644428.1|              331 HEIVLVGGSTRIPKVQ	 346QLLQDHFNGKELNKSINPDEAVAYGAAVQAAILSNEGGAK-VADILLLDVAPLSMGLETA	 405GGVMTTLIPRNTTIPCKKNQTFSTYS
gi|85110248|ref|XP_963366.1|              330 HEIVLVGGSTRIPRIQ	 345KLISDYFNGKEPNKSINPDEAVAYGAAVQAAILSGDTSSKSTSEILLLDVAPLSLGIETA	 405GGMMTKLIPRNTTIPTKKSEVFSTFS
Phpat.004G083500|Phpat.004G083500.1       338 QEVVLVGGSTRIPKVQ	 353SLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGSQK-VQDLLLLDVTPLSLGLETA	 412GGVMTTLIPRNTTIPTKKEQIFSTYS
GRMZM2G366532|GRMZM2G366532_T01           339 HDVVLVGGSTRIPKVQ	 354QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNQK-VQDLLLLDVTPLSLGLETA	 413GGVMTVLIPRNTTIPTKKEQVFSTYS
LOC_Os03g16920|LOC_Os03g16920.1           339 HDVVLVGGSTRIPKVQ	 354QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNQR-VQDLLLLDVTPLSLGLETA	 413GGVMTVLIPRNTTIPTKKEQVFSTYS
PGSC0003DMG400027750|PGSC0003DMT40007133  338 HDIVLVGGSTRIPKVQ	 353QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEK-VQDLLLLDVTPLSLGLETA	 412GGVMTTLIPRNTTIPTKKEQVFSTYS
Carubv10000420m.g|Carubv10000420m         338 HDVVLVGGSTRIPKVQ	 353QLLQDFFNGKELCKSINPDEAVAYGAAVQGAILSGEGNEK-VQDLLLLDVTPLSLGLETA	 412GGVMTTLIPRNTTIPTKKEQVFSTYS
LOC_Os05g38530|LOC_Os05g38530.1           337 HDVVLVGGSTRIPKVQ	 352QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEK-VQDLLLLDVTPLSLGLETA	 411GGVMTVLIPRNTTIPTKKEQVFSTYS
GRMZM5G802801|GRMZM5G802801_T01           337 HDVVLVGGSTRIPKVQ	 352QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEK-VQDLLLLDVTPLSLGLETA	 411GGVMTVLIPRNTTIPTKKEQVFSTYS
AC209784.3_FG007|AC209784.3_FGT007        337 HDVVLVGGSTRIPKVQ	 352QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEK-VQDLLLLDVTPLSLGLETA	 411GGVMTVLIPRNTTIPTKKEQVFSTYS
GRMZM2G310431|GRMZM2G310431_T01           337 HDVVLVGGSTRIPKVQ	 352QLLQDFFNGKELCKSINPDEAVAYGAAVQAAILSGEGNEK-VQDLLLLDVTPLSLGLETA	 411GGVMTVLIPRNTTIPTKKEQVFSTYS
gi|34419635|ref|NP_002146.2|              334 HDVVLVGGSTRIPKVQ	 349KLLQDFFNGKELNKSINPDEAVAYGAAVQAAVLMGDKCEK-VQDLLLLDVAPLSLGLETA	 408GGVMTTLIQRNATIPTKQTQTFTTYS
gi|167466173|ref|NP_005337.2|             332 HDLVLVGGSTRIPKVQ	 347KLLQDFFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEN-VQDLLLLDVAPLSLGLETA	 406GGVMTALIKRNSTIPTKQTQIFTTYS
gi|124256496|ref|NP_005518.3|             334 HDIVLVGGSTRIPKVQ	 349RLLQDYFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEK-VQDLLLLDVAPLSLGLETA	 408GGVMTALIKRNSTIPTKQTQIFTTYS
gi|530381921|ref|XP_005249127.1|          395 AKIHDIVLVGGSTRIPKVQ	 413RLLQDYFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEK-VQDLLLLDVAPLSLGLETA	 472GGVMTALIKRNSTIPTKQTQIFT
gi|530428004|ref|XP_005272871.1|          334 HDIVLVGGSTRIPKVQ	 349RLLQDYFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEK-VQDLLLLDVAPLSLGLETA	 408GGVMTALIKRNSTIPTKQTQIFTTYS
gi|530428002|ref|XP_005272870.1|          395 AKIHDIVLVGGSTRIPKVQ	 413RLLQDYFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEK-VQDLLLLDVAPLSLGLETA	 472GGVMTALIKRNSTIPTKQTQIFT
gi|530427781|ref|XP_005274915.1|          334 HDIVLVGGSTRIPKVQ	 349RLLQDYFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEK-VQDLLLLDVAPLSLGLETA	 408GGVMTALIKRNSTIPTKQTQIFTTYS
gi|530427783|ref|XP_005274916.1|          395 AKIHDIVLVGGSTRIPKVQ	 413RLLQDYFNGRDLNKSINPDEAVAYGAAVQAAILMGDKSEK-VQDLLLLDVAPLSLGLETA	 472GGVMTALIKRNSTIPTKQTQIFT
gi|13676857|ref|NP_068814.2|              335 QEIVLVGGSTRIPKIQ	 350KLLQDFFNGKELNKSINPDEAVAYGAAVQAAILIGDKSEN-VQDLLLLDVTPLSLGIETA	 409GGVMTPLIKRNTTIPTKQTQTFTTYS
gi|5729877|ref|NP_006588.1|               332 HDIVLVGGSTRIPKIQ	 347KLLQDFFNGKELNKSINPDEAVAYGAAVQAAILSGDKSEN-VQDLLLLDVTPLSLGIETA	 406GGVMTVLIKRNTTIPTKQTQTFTTYS
gi|530398061|ref|XP_005271593.1|          308 DIVLVGGSTRIPKIQ	 322KLLQDFFNGKELNKSINPDEAVAYGAAVQAAILSGDKSEN-VQDLLLLDVTPLSLGIETA	 381GGVMTVLIKRNTTIPTKQTQTFTTYSD
gi|85080590|ref|XP_956567.1|              365 IDDIVLVGGSTRIPKVQ	 381ALIEEFFNGKKASKGINPDEAVAFGAAVQAGVLSGEEG---TEDIVLMDVNPLTLGIETT	 438GGVMTKLIPRNTPIPTRKSQIFSTA
gi|66818991|ref|XP_643155.1|              359 IHEVVLVGGSTRIPKIQ	 375QLLKDFFNGKEPNRGVHPDEAVAYGAAVQGGIFTNEEG---TDTLVLLDIAPLTLGIETV	 432GGVMTALIPRGTFVPTKKSQVFSTY
gi|16507237|ref|NP_005338.1|              356 IDEIVLVGGSTRIPKIQ	 372QLVKEFFNGKEPSRGINPDEAVAYGAAVQAGVLSGD--QD-TGDLVLLDVCPLTLGIETV	 429GGVMTKLIPRNTVVPTKKSQIFSTA
Cre02.g080600|Cre02.g080600.t1.2          381 TEIDEIVLVGGSTRIPKVQ	 399DLLREWFGGKEPNKGVNPDEAVAYGAAVQGAILSGEEEES-TEGLIVIDRTPLSLGIETT	 458GGVMTNLIPRNSVIPTKKSQTFS
PGSC0003DMG400024707|PGSC0003DMT40006354  369 IDELVLVGGSTRIPKVQ	 385QLLKDFFDGKEPNKGVNPDEAVAYGAAIQGAILGGEGGEE-TKDLLLLDVTPLSLGIETV	 444GGVMTKLIPRNSRIPVKKTQVFTTY
Bra031657|Bra031657                       375 SEIDEIVLVGGSTRIPKVQ	 393EMLKDFFDGKEPNKGTNPDEAVAYGAAVQGGVLSGEGGEE-TQNILLLDVAPLSLGIETV	 452GGVMTKVIPRNTAIPTKKSQVFT
Carubv10008520m.g|Carubv10008520m         366 IDEIVLVGGSTRIPKVQ	 382QLLKDFFDGKEPNKGTNPDEAVAYGAAVQGGVLSGEGGEE-TQNILLLDVAPLSLGIETI	 441GGVMTNIIPRNTAIPTTKSQVFTTY
Potri.013G018000|Potri.013G018000.1       361 IKEIVLVGGSTRIPKVQ	 377EMLKEYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGEE-TKGLLLLDVTPLSLGIETV	 436GGVMTKLIPRNTVIPTKKSQIFTTY
Phpat.003G101600|Phpat.003G101600.1       358 IDEVVLVGGSTRIPKVQ	 374QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGQE-TKDVILLDVTPLTLGIETA	 433GGVMTKLIPRNTMIPTKKSQVFTTY
Phpat.010G067200|Phpat.010G067200.1       358 IHEIVLVGGSTRIPKVQ	 374QLLRDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGEE-TKDILLLDVAPLTLGIETV	 433GGVMTKLIPRNTVIPTKKSQVFTTY
440900|440900                             355 IHEIVLVGGSTRIPKVQ	 371QLLKDFFDGKEPNKGVNPDEAVAFGAAVQGGILSGEGGDD-VKGILLLDVAPLTLGIETV	 430GGVMTKLIPRNTVIPTKKSQVFTTY
Bra028521|Bra028521                       361 IDEIVLVGGSTRIPKVQ	 377QLLKDFFEGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDE-TKDILLLDVAPLALGIETV	 436GGVMTKLIPRNTVIPTKKSQVFTTY
Bra015047|Bra015047                       362 IDEIVLVGGSTRIPKVQ	 378QLLKDFFEGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
Bra022819|Bra022819                       362 IDEIVLVGGSTRIPKVQ	 378QLLKDFFEGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
Potri.012G017600|Potri.012G017600.1       364 IDEIVLVGGSTRIPKVQ	 380QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 439GGVMTKLIPRNSVIPAKKSQTFTTY
GRMZM2G114793|GRMZM2G114793_T01           360 IHEIVLVGGSTRIPKVQ	 376QLLRDYFDGKEPNKGVNPDEAVAFGAAVQGSILSGEGGDE-TKDILLLDVAPLTLGIETV	 435GGVMTKLIPRNTVIPTKKSQVFTTY
GRMZM2G415007|GRMZM2G415007_T01           360 IHEIVLVGGSTRIPKVQ	 376QLLKDYFNGKEPNKGVNPDEAVAFGAAVQGSILSGEGGDE-TKDILLLDVAPLTLGIETV	 435GGVMTKLIPRNTVIPTKKSQVFTTY
LOC_Os02g02410|LOC_Os02g02410.1           360 IHEIVLVGGSTRIPKVQ	 376QLLRDYFEGKEPNKGVNPDEAVAYGAAVQGSILSGEGGDE-TKDILLLDVAPLTLGIETV	 435GGVMTKLIPRNTVIPTKKSQVFTTY
PGSC0003DMG400018544|PGSC0003DMT40004771  363 IDEIVLVGGSTRIPKVQ	 379QLLKDYFDGKEPSKGVNPDEAVAFGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 438GGVMTKLIPRNTVIPTKKSQVFTTY
Glyma08g02960|Glyma08g02960.1             400 KNQIDEIVLVGGSTRIPKVQ	 419QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGSILSGEGGEE-TKDILLLDVAPLTLGIETV	 478GGVMTKLIPRNTVIPTKKSQVF
Glyma05g36600|Glyma05g36600.1             394 KSQIDEIVLVGGSTRIPKVQ	 413QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGSILSGEGGEE-TKDILLLDVAPLTLGIETV	 472GGVMTKLIPRNTVIPTKKSQVF
Glyma05g36620|Glyma05g36620.1             362 IDEIVLVGGSTRIPKVQ	 378QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGSILSGEGGEE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
Glyma08g02940|Glyma08g02940.1             362 IDEIVLVGGSTRIPKVQ	 378QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGSILSGEGGEE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
PGSC0003DMG400012254|PGSC0003DMT40003193  363 IDEIVLVGGSTRIPKVQ	 379QLLKDYFDGKEPSKGVNPDEAVAYGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 438GGVMTKLIPRNTVIPTKKSQVFTTY
GSVIVG01019607001|GSVIVT01019607001       363 IDEIVLVGGSTRIPKVQ	 379QLLKDYFDGKEPNKGVNPDEAVAFGAAVQGSILSGEGGDE-TKDILLLDVAPLTLGIETV	 438GGVMTKLIPRNTVIPTKKSQVFTTY
Eucgr.E01024|Eucgr.E01024.1               412 KNQIDEIVLVGGSTRIPKVQ	 431QLLKDYFDGKEPNKGVNPDEAVAFGAAVQGSILSGEGGEE-TKDILLLDVAPLTLGIETV	 490GGVMTKLIPRNTVIPTKKSQVF
Cucsa.303940|Cucsa.303940.1               363 IDEIVLVGGSTRIPKVQ	 379QLLKDYFEGKEPNKGVNPDEAVAYGAAVQGSILSGEGGEE-TKDILLLDVAPLTLGIETV	 438GGVMTKLIPRNTVIPTKKSQVFTTY
30068.t000021|30068.m002531               362 IDEIVLVGGSTRIPKVQ	 378QLLKDYFDGKEPNKGVNPDEAVAYGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
Potri.001G087500|Potri.001G087500.1       362 IDEIVLVGGSTRIPKVQ	 378QLLKDYFDGKEPNKGVNPDEAVAFGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
Potri.003G143600|Potri.003G143600.1       362 IDEIVLVGGSTRIPKVQ	 378QLLKDYFDGKEPNKGVNPDEAVAFGAAVQGGILSGEGGDE-TKDILLLDVAPLTLGIETV	 437GGVMTKLIPRNTVIPTKKSQVFTTY
CMV163C                                   330 DEVVLVGGSTRIPAVQ	 345QLVKDLL-GKQPNQSVNPDEVVAIGAAIQAGVLAGE-----VKNILLLDVCPLSLGVETL	 399GGIMTKMIPRNTTIPTRKTEIYSTAV
Cre06.g250100|Cre06.g250100.t1.2          367 IQEVILVGGSTRIPAVQ	 383EIVRKLSGGKDPNVTVNPDEVVALGAAVQAGVLAGE-----VSDIVLLDVTPLSLGLETL	 438GGVMTKLIPRNTTLPTSKSEVFSTA
Vocar20003521m.g|Vocar20003521m           366 IQEVILVGGSTRIPAVQ	 382DIVRKLTGGKEPNVSVNPDEVVALGAAVQAGVLAGE-----VSDIVLLDVTPLSLGLETL	 437GGVMTKLIPRNTTLPTSKSEVFSTA
230659|230659                             355 INEVILVGGSTRIPAVQ	 371EVVKRLT-GKTPNLSVNPDEVVALGAAVQAGILAGE-----VSKVVLLDVTSLSLGLETL	 425GGVMTKVIPRNTTRPATKSEVFSTA
Phpat.004G105700|Phpat.004G105700.1       399 LKDLQEVVLVGGSTRIPSVQ	 418QLVKQMT-GKDPNVTVNPDEVVALGAAVQAGVLSGE-----VGNIVLLDVSPLSLGLETL	 472GGVMTKIIPRNTTLPTSKKEVF
Phpat.007G061700|Phpat.007G061700.1       403 YKDLNEVILVGGSTRIPAVQ	 422ELVKRIT-GRDPNVTVNPDEVVALGAAVQAGVLAGE-----VSDIVLLDVTPLSLGLETL	 476GGVMTKIIPRNTTLPTSKSEVF
Phpat.007G061800|Phpat.007G061800.1       403 YKDLNEVILVGGSTRIPAVQ	 422ELVKRIT-GRDPNVTVNPDEVVALGAAVQAGVLAGE-----VSDIVLLDVTPLSLGLETL	 476GGVMTKIIPRNTTLPTSKSEVF
Phpat.007G061900|Phpat.007G061900.1       403 YKDLNEVILVGGSTRIPAVQ	 422ELVKRIT-GRDPNVTVNPDEVVALGAAVQAGVLAGE-----VSDIVLLDVTPLSLGLETL	 476GGVMTKIIPRNTTLPTSKSEVF
Phpat.026G035400|Phpat.026G035400.1       401 YRDLDEVILVGGSTRIPAVQ	 420ELVKRIT-GKDPNVSVNPDEVVALGAAVQAGVLAGE-----VSDIVLLDVTPLSLGLETL	 474GGVMTKIIPRNTTLPTSKSEVF
Carubv10028629m.g|Carubv10028629m         402 FKDIDEVILVGGSTRIPAVQ	 421ELVRKLT-GKEPNVSVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVTPLSLGLETL	 475GGVMTKIIPRNTTLPTSKSEVF
Carubv10004245m.g|Carubv10004245m         401 FKDIDEVILVGGSTRIPAVQ	 420ELVRKVT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSIGLETL	 474GGVMTKIIPRNTTLPTSKSEVF
Bra013786|Bra013786                       399 FSDIDEVILVGGSTRIPAVQ	 418EVVRKLT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSIGLETL	 472GGVMTKIIPRNTTLPTSKSEVF
Bra019231|Bra019231                       396 FKDIDEVILVGGSTRIPAVQ	 415EVVRKLT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSIGLETL	 469GGVMTKIIPRNSTLPTSKSEVF
Bra002461|Bra002461                       223 VGGSTRIPAVQ	 233EVVRKLT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSIGLETL	 287GGVMTKIIPRNSTLPTSKSEVFSTAADGQTS
Bra010498|Bra010498                       400 FKDIDEVILVGGSTRIPAVQ	 419EVVRKLT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSIGLETL	 473GGVMTKIIPRNSTLPTSKSEVF
267815|267815                             348 NEVILVGGSTRIPAVQ	 363EIVKRMT-GRAPNLTVNPDEVVALGAAVQAGVLAGE-----VSDLVLLDVTPLSLGLETL	 417GGVMTKIIPRNTTLPTSKSEVFSTAA
LOC_Os05g23740|LOC_Os05g23740.1           376 DIDEVILVGGSTRIPAVQ	 393DLVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVTPLSLGLETL	 447GGVMTKIIPRNTTLPTSKSEVFST
GRMZM2G079668|GRMZM2G079668_T01           371 DIDEVILVGGSTRIPAVQ	 388ELVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVTPLSLGLETL	 442GGVMTKIIPRNTTLPTSKSEVFST
GRMZM2G111475|GRMZM2G111475_T01           371 DIDEVILVGGSTRIPAVQ	 388ELVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVTPLSLGLETL	 442GGVMTKIIPRNTTLPTSKSEVFST
Cucsa.079370|Cucsa.079370.1               313 EVILVGGSTRIPAVQ	 327ELVKKMT-GKDPNMTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSLGLETL	 381GGVMTKIIPRNTTLPTSKSEVFSTAAD
LOC_Os12g14070|LOC_Os12g14070.1           385 VDNLDEVILVGGSTRIPSVQ	 404ELVKKIT-GKDPNVTVNPDEVVSLGAAVQGGVLAGD-----VKDVVLLDVTPLSLGLETL	 458GGVMTKIIPRNTTLPTSKSEVF
GSVIVG01026014001|GSVIVT01026014001       258 LVGGSTRIPAVQ	 269DLVRKMT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSNIVLLDVTPLSLGLETL	 323GGVMTKIIPRNTTLPTSKSEVFSTAADGQT
Eucgr.G00235|Eucgr.G00235.1               394 IKDLDEVILVGGSTRIPAVQ	 413ELVRKMT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSLGLETL	 467GGVMTKIIPRNTTLPTSKSEVF
PGSC0003DMG400024887|PGSC0003DMT40006403  392 FSDIDEVILVGGSTRIPAVQ	 411ELVKKLT-GKDPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVAPLSIGLETL	 465GGVMTKIIPRNTTLPTSKSEVF
Glyma16g00410|Glyma16g00410.1             377 KDLDEVILVGGSTRIPAVQ	 395ELVKKLT-GKDPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVTPLSLGLETL	 449GGVMTKIIPRNTTLPTSKSEVFS
Cucsa.266110|Cucsa.266110.1               395 FKDIDEVILVGGSTRIPAVQ	 414ELVKKMT-GKEPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVSPLSLGLETL	 468GGVMTKIIPRNTTLPTSKSEVF
Medtr2g005690|Medtr2g005690.1             393 IKDIDEVILVGGSTRIPAVQ	 412ELVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVSPLSLGLETL	 466GGVMTKIIPRNTTLPTSKSEVF
Eucgr.I02771|Eucgr.I02771.1               396 FKDLDEVILVGGSTRIPAVQ	 415ALVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVIPLSLGLETL	 469GGVMTKIIPRNTTLPTSKSEVF
Potri.003G006300|Potri.003G006300.1       394 FKDLDEVILVGGSTRIPAVQ	 413GLVKKLT-GKDPNVTVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVTPLSIGLETL	 467GGVMTKIIPRNTTLPTSKSEVF
Potri.004G224400|Potri.004G224400.1       393 FKDLDEVILVGGSTRIPAVQ	 412ELVKKLT-GKDPNVTVNPDEVVALGAAVQAGVLAGD-----VSDIVLLDVSPLSLGLETL	 466GGVMTKIIPRNTTLPTSKSEVF
29765.t000021|29765.m000739               391 FKDIDEVILVGGSTRIPAVQ	 410ELVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVTPLSLGLETL	 464GGVMTKIIPRNTTLPTSKSEVF
GSVIVG01008331001|GSVIVT01008331001       235 LVGGSTRIPAVQ	 246ELVKKMT-GKDPNVTVNPDEVVALGAAVQAGVLSGD-----VSDIVLLDVSPLSLGLETL	 300GGVMTKIIPRNTTLPTSKSEVFSTAADGQT
gi|66800557|ref|XP_629204.1|              357 INEVILVGGMTRMPKVQ	 373ELAKSTF-NKEPFKGVNPDEAVAVGAAIQGGVLKGD-----TKGIVLVDVTPLSLGIETL	 427GGVFTRLIKKNTNIPASKTDTFSTA
YJR045C                                   357 ISEVLLVGGMSRMPKVV	 373ETVKSLF-GKDPSKAVNPDEAVAIGAAVQGAVLSGE-----VTDVLLLDVTPLSLGIETL	 427GGVFTRLIPRNTTIPTKKSQIFSTA
gi|164426355|ref|XP_961753.2|             371 EIQEVILVGGMTRMPKVA	 388ESVKSIF-GRDPAKSVNPDEAVAIGAAIQGAVLSGE-----VKDLLLLDVTPLSLGIETL	 442GGVFTRLINRNTTIPTKKSQVFST
gi|24234688|ref|NP_004125.3|              379 DIGEVILVGGMTRMPKVQ	 396QTVQDLF-GRAPSKAVNPDEAVAIGAAIQGGVLAGD-----VTDVLLLDVTPLSLGIETL	 450GGVFTKLINRNTTIPTKKSQVFST
gi|299469993|emb|CBN79170.1|              373 EVHEVLLVGGMTRMPKVQ	 390SKVEAFF-GKPPSRGVNPDEVVAMGAAIQGGVLRGS-----VKDILLLDVTPLSLGIETL	 444GGVMTKLINRNTTIPTKKVQTFST
CML205C                                   377 DISDVLLVGGMTRVPAVQ	 394RLVQDFF-GRAPNKSVNPDEVVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 448GGVFTKLIPRNSTIPTKKSQVFST
Cre09.g393200|Cre09.g393200.t1.2          366 IQEVLLVGGMTRMPKVN	 382EIVKEVF-QRDPSKGVNPDEVVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 436GGVFTRMINRNTTIPTKKSQVFSTA
Vocar20005243m.g|Vocar20005243m           448 PKDIQEVLLVGGMTRMPKVN	 467EIVKEIF-QRDPSKGVNPDEVVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 521GGVFTRMINRNTTIPTKKSQVF
168287|168287                             340 DEVLLVGGMTRMPKVQ	 355EVVLNIF-GKDPCKGVNPDEVVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 409GGVFTRLIPRNTTIPTKKSQVFSTAA
Phpat.001G091000|Phpat.001G091000.1       376 DVDEVLLVGGMTRMPKVQ	 393EIVNNIF-SKEPSKGVNPDECVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 447GGVFTRLITRNTTIPTKKSQVFST
Phpat.001G091100|Phpat.001G091100.1       376 DVDEVLLVGGMTRMPKVQ	 393EIVNNIF-SKEPSKGVNPDECVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 447GGVFTRLITRNTTIPTKKSQVFST
Phpat.002G052800|Phpat.002G052800.1       379 KDVDEVLLVGGMTRMPKVQ	 397EVVNSIF-SKEPSKGVNPDECVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 451GGVFTRLITRNTTIPTKKSQVFS
Phpat.002G053100|Phpat.002G053100.1       378 DVDEVLLVGGMTRMPKVQ	 395EVVNSIF-SKEPSKGVNPDECVAMGAAIQGGVLRGD-----VKDILLLDVTPLSLGIETL	 449GGVFTRLITRNTTIPTKKSQVFST
GRMZM2G365374|GRMZM2G365374_T01           378 EIDEVLLVGGMTRVPKVQ	 395EVVSQIF-NKPPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 449GGIFTRLINRNTTIPTKKSQVFST
LOC_Os09g31486|LOC_Os09g31486.1           379 KDIDEVLLVGGMTRVPKVQ	 397DIVSQIF-NKTPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 451GGIFTRLINRNTTIPTKKSQVFS
LOC_Os09g31486|LOC_Os09g31486.2           248 LVGGMTRVPKVQ	 259DIVSQIF-NKTPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 313GGIFTRLINRNTTIPTKKSQVFSTAADNQT
Bra010620|Bra010620                       372 EVDEVLLVGGMTRVPKVQ	 389EIVAEIF-GKSPCKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 443GGIFTRLINRNTTIPTKKSQVFST
Bra011794|Bra011794                       377 EIDEVLLVGGMTRVPKVQ	 394DIVSEIF-GKSPCKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 448GGIFTRLINRNTTIPTKKSQVFST
AT4G37910                                 377 EVDEVLLVGGMTRVPKVQ	 394EIVSEIF-GKSPCKGVNPDEAVAMGAAIQGGILRGD-----VKDLLLLDVVPLSLGIETL	 448GAVFTKLIPRNTTIPTKKSQVFST
Carubv10006443m.g|Carubv10006443m         377 EVDEVLLVGGMTRVPKVQ	 394EIVAEIF-GKSPCKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 448GGIFTKLIQRNTTIPTKKSQVFST
Eucgr.G01045|Eucgr.G01045.1               384 KDIDEVLLVGGMTRVPKIQ	 402EVVAEIF-GKTPSKGVNPDEAVALGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 456GGIFTRLINRNTTIPTKKSQVFS
PGSC0003DMG400003122|PGSC0003DMT40000809  312 EVLLVGGMTRVPKVQ	 326EIVSEIF-GKSPSKGVNPDEAVAMGAALQGGILGGN-----VKELLLLDVTPLSLGIETL	 380GGIFTRLINRNTTIPTKKSQVFSTAAD
PGSC0003DMG400010677|PGSC0003DMT40002770  312 EVLLVGGMTRVPKVQ	 326EIVSEIF-GKSPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 380GGIFTRLINRNTTIPTKKSQVFSTAAD
AT5G09590                                 381 KEVDEVLLVGGMTRVPKVQ	 399SIVAEIF-GKSPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGVFTRLITRNTTIPTKKSQVFS
Carubv10013121m.g|Carubv10013121m         381 KEVDEVLLVGGMTRVPKVQ	 399SVVAEIF-GKSPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGVFTRLISRNTTIPTKKSQVFS
Bra006027|Bra006027                       378 EVDEVLLVGGMTRVPKVQ	 395TVVAEIF-GKTPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 449GGVFTRLITRNTTIPTKKSQVFST
Bra028628|Bra028628                       381 KEVDEVLLVGGMTRVPKVQ	 399SVVAEIF-GKTPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGVFTRLIGRNTTIPTKKSQVFS
GRMZM2G153815|GRMZM2G153815_T01           378 EVDEVLLVGGMTRVPKVQ	 395EVVSEIF-GKNPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 449GGIFTRLINRNTTIPTKKSQVFST
LOC_Os02g53420|LOC_Os02g53420.1           378 EVDEVLLVGGMTRVPKVQ	 395EIVSEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 449GGIFTRLINRNTTIPTKKSQVFST
LOC_Os03g02260|LOC_Os03g02260.1           378 DVDEVLLVGGMTRVPKVQ	 395EVVSEIF-GKAPSKGVNPDEAVAMGAAIQGGILRGD-----VKDLLLLDVTPLSLGIETL	 449GGIFTRLINRNTTVPTKKSQVFST
GSVIVG01006769001|GSVIVT01006769001       358 KEVDEVLLVGGMTRVPKVQ	 376EVVAEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 430GGIFTRLINRNTTIPTKKSQVFS
29804.t000060|29804.m001529               381 KDVDEVLLVGGMTRVPKVQ	 399EIVSEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGIFTRLINRNTTIPTKKSQVFS
Potri.001G285500|Potri.001G285500.1       381 KEVDEVLLVGGMTRVPKVQ	 399DIVAEIF-GKSPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGIFTRLISRNTTIPTKKSQAFS
Potri.009G079700|Potri.009G079700.1       381 KEVDEVLLVGGMTRVPRVQ	 399EIVSEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGIFTRLISRNTTIPTKKSQVFS
Eucgr.I02583|Eucgr.I02583.1               381 KEVDEVLLVGGMTRVPKVQ	 399EIVSEIF-GKSPSKGVNPDEAVALGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGIFTRLINRNTTIPTKKSQVFS
Medtr2g010020|Medtr2g010020.1             377 KDIDEVLLVGGMTRVPKVQ	 395EVVSTIF-GKSPCKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 449GGIFTRLINRNTTIPTKKSQVFS
GSVIVG01038517001|GSVIVT01038517001       379 KEVDEVLLVGGMTRVPKVQ	 397EVVSEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 451GGIFTRLINRNTTIPTKKSQVFS
Cucsa.331940|Cucsa.331940.1               381 KEVDEVLLVGGMTRVPKVQ	 399EVVTEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 453GGIFTRLISRNTTIPTKKSQVFS
Medtr4g092920|Medtr4g092920.1             376 DVDEVLLVGGMTRVPKVQ	 393EVVSEIF-GKSPSKGVNPDEAVAMGAALQGGILRGD-----VKELLLLDVTPLSLGIETL	 447GGIFTRLISRNTTIPTKKSQVFST
Glyma07g30290|Glyma07g30290.1             378 KEVDEVLLVGGMTRVPKVQ	 396EVVSAIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 450GGIFTRLINRNTTIPTKKSQVFS
Glyma08g06950|Glyma08g06950.1             378 KEVDEVLLVGGMTRVPKVQ	 396EVVSAIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 450GGIFTRLINRNTTIPTKKSQVFS
Glyma13g32790|Glyma13g32790.1             376 DVDEVLLVGGMTRVPKVQ	 393EVVSEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 447GGIFTRLINRNTTIPTKKSQVFST
Glyma15g06530|Glyma15g06530.1             376 DVDEVLLVGGMTRVPKVQ	 393EVVSEIF-GKSPSKGVNPDEAVAMGAAIQGGILRGD-----VKELLLLDVTPLSLGIETL	 447GGIFTRLINRNTTIPTKKSQVFST



gi|17534013|ref|NP_496509.1|              434 DNQPGVSIQVYEGERAMTRDNHRLGTFELSGIPP	 467APRGVPQIEVTFDIDANGILNVSAEDKSTGKSNRITIQNEKGRLTQSDIDRMVHEAKQFE	 527KEDGEQRE
gi|17507981|ref|NP_492485.1|              434 DNQPGVSIQVYEGERAMTRDNHRLGTFELTGIPP	 467APRGVPQVDVTFDIDANGILNVSAADKSTGRSNRITIRNEKGRLSQADIDRMVNEAKQFE	 527REDAAQRD
gi|66800327|ref|XP_629089.1|              434 DNQSGVLIQVYEGERTMTKDNNLLGKFELTGIPP	 467APRGTPQIEVSFDVDSNGILNVTAEDKTTKKVEKITITNDKGRLSLKDITKMVEDAEKFK	 527EQDQQQKE
gi|66826525|ref|XP_646617.1|              431 DNQPGVLIQVYEGERAMTKDNNLLGKFELSGIPP	 464APRGVPQVEVTFDVDANGILNVSAEDKSTGNKQKITITNDKGRLSKEEIEKMVADAEKFK	 524QQDEQQKD
gi|66822147|ref|XP_644428.1|              432 DNQTGVLVQVYEGERAMTRDNNLLGKFELTNIPP	 465APRGVPQIEVTFDIDANGILNVSAEDKSTGNKHKITITNDKGRLTAEQIEKMVKDAEMFK	 525AQDEAQRE
gi|85110248|ref|XP_963366.1|              432 DNQPGVLIQVYEGERQRTKDNNLLGKFELTGIPP	 465APRGVPQIEVTFDVDANGIMNVSALEKGTGKTNQITITNDKGRLSKEEIERMLAEAEKFK	 525EEDEAEAK
Phpat.004G083500|Phpat.004G083500.1       439 DNQPGVLIQVFEGERARTRDNNLLGKFELTGIPP	 472APRGVPQINVCFDIDANGILNVSAEDKTAGVKNKITITNDKGRLSKEDIEKMVRDAEKYK	 532NEDEEVKK
GRMZM2G366532|GRMZM2G366532_T01           440 DNQPGVLIQVYEGERTRTKDNNLLGKFELTGIPP	 473APRGVPQINVTFDIDANGILNVSAEDKTTGKKNKITITNDKGRLSKEEIERMVQEAEKYK	 533TEDEEVKR
LOC_Os03g16920|LOC_Os03g16920.1           440 DNQPGVLIQVYEGERTRTKDNNLLGKFELTGIPP	 473APRGVPQINVTFDIDANGILNVSAEDKTTGKKNKITITNDKGRLSKEEIERMVQEAEKYK	 533AEDEQVRH
PGSC0003DMG400027750|PGSC0003DMT40007133  439 DNQPGVLIQVYEGERARTRDNNLLGKFELTGIPP	 472APRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKDEIEKMVQEAERYK	 532AEDEEHKK
Carubv10000420m.g|Carubv10000420m         439 DNQPGVLIQVYEGERARTKDNNLLGKFELSGIPP	 472APRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKDEIEKMVQEAEKYK	 532SEDEEHKK
LOC_Os05g38530|LOC_Os05g38530.1           438 DNQPGVLIQVYEGERARTKDNNLLGKFELSGIPP	 471APRGVPQINVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYK	 531AEDEEHKK
GRMZM5G802801|GRMZM5G802801_T01           438 DNQPGVLIQVYEGERARTKDNNLLGKFELSGIPP	 471APRGVPQITVCFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVKEAEKYK	 531AEDEEHKK
AC209784.3_FG007|AC209784.3_FGT007        438 DNQPGVLIQVYEGERARTKDNNLLGKFELSGIPP	 471APRGVPQITVTFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYK	 531AEDEEVKK
GRMZM2G310431|GRMZM2G310431_T01           438 DNQPGVLIQVYEGERARTKDNNLLGKFELSGIPP	 471APRGVPQITVTFDIDANGILNVSAEDKTTGQKNKITITNDKGRLSKEEIEKMVQEAEKYK	 531AEDEEVKK
gi|34419635|ref|NP_002146.2|              435 DNQPGVFIQVYEGERAMTKDNNLLGRFELSGIPP	 468APRGVPQIEVTFDIDANGILSVTATDRSTGKANKITITNDKGRLSKEEVERMVHEAEQYK	 528AEDEAQRD
gi|167466173|ref|NP_005337.2|             433 DNQPGVLIQVYEGERAMTKDNNLLGRFELSGIPP	 466APRGVPQIEVTFDIDANGILNVTATDKSTGKANKITITNDKGRLSKEEIERMVQEAEKYK	 526AEDEVQRE
gi|124256496|ref|NP_005518.3|             435 DNQPGVLIQVYEGERAMTKDNNLLGRFDLTGIPP	 468APRGVPQIEVTFDIDANGILNVTATDKSTGKVNKITITNDKGRLSKEEIERMVLDAEKYK	 528AEDEVQRE
gi|530381921|ref|XP_005249127.1|          496 TYSDNQPGVLIQVYEGERAMTKDNNLLGRFDLTGIPP	 532APRGVPQIEVTFDIDANGILNVTATDKSTGKVNKITITNDKGRLSKEEIERMVLDAEKYK	 592AEDEV
gi|530428004|ref|XP_005272871.1|          435 DNQPGVLIQVYEGERAMTKDNNLLGRFDLTGIPP	 468APRGVPQIEVTFDIDANGILNVTAMDKSTGKVNKITITNDKGRLSKEEIERMVLDAEKYK	 528AEDEVQRE
gi|530428002|ref|XP_005272870.1|          496 TYSDNQPGVLIQVYEGERAMTKDNNLLGRFDLTGIPP	 532APRGVPQIEVTFDIDANGILNVTAMDKSTGKVNKITITNDKGRLSKEEIERMVLDAEKYK	 592AEDEV
gi|530427781|ref|XP_005274915.1|          435 DNQPGVLIQVYEGERAMTKDNNLLGRFDLTGIPP	 468APRGVPQIEVTFDIDANGILNVTAMDKSTGKVNKITITNDKGRLSKEEIERMVLDAEKYK	 528AEDEVQRE
gi|530427783|ref|XP_005274916.1|          496 TYSDNQPGVLIQVYEGERAMTKDNNLLGRFDLTGIPP	 532APRGVPQIEVTFDIDANGILNVTAMDKSTGKVNKITITNDKGRLSKEEIERMVLDAEKYK	 592AEDEV
gi|13676857|ref|NP_068814.2|              436 DNQSSVLVQVYEGERAMTKDNNLLGKFDLTGIPP	 469APRGVPQIEVTFDIDANGILNVTAADKSTGKENKITITNDKGRLSKDDIDRMVQEAERYK	 529SEDEANRD
gi|5729877|ref|NP_006588.1|               433 DNQPGVLIQVYEGERAMTKDNNLLGKFELTGIPP	 466APRGVPQIEVTFDIDANGILNVSAVDKSTGKENKITITNDKGRLSKEDIERMVQEAEKYK	 526AEDEKQRD
gi|530398061|ref|XP_005271593.1|          409 NQPGVLIQVYEGERAMTKDNNLLGKFELTGIPP	 441APRGVPQIEVTFDIDANGILNVSAVDKSTGKENKITITNDKGRLSKEDIERMVQEAEKYK	 501AEDEKQRDK
gi|85080590|ref|XP_956567.1|              464 ADNQPVVLIQVYEGERSMTKDNNLLGKFELTGIPP	 498APRGVPQIEVSFELDANGILKVSAHDKGTGKAESITITNDKGRLTQEEIDRMVAEAEKYA	 558EEDKATR
gi|66818991|ref|XP_643155.1|              458 QDNQDRVSIQIYEGERSMTKDNNLLGKFDLSGIPP	 492AQRGVPQIEVTFEMDVNGILHVSAEDKASGSKESITITNDKERLSQADIDRMVKEAADAA	 552DEDKAAK
gi|16507237|ref|NP_005338.1|              455 SDNQPTVTIKVYEGERPLTKDNHLLGTFDLTGIPP	 489APRGVPQIEVTFEIDVNGILRVTAEDKGTGNKNKITITNDQNRLTPEEIERMVNDAEKFA	 549EEDKKLK
Cre02.g080600|Cre02.g080600.t1.2          482 TAADNQPTVSIQVYEGERALTKDNHKLGQFDLNGIPP	 518APRGTPQIEVTFEVDANGILTVSAQDKGTGKKEKITITAEKGRLSQDDIERMVKEAEEFA	 578EQDKA
PGSC0003DMG400024707|PGSC0003DMT40006354  470 QDQQTSVTIKVYEGERSLTKDCRELGSFDLSGIPP	 504APRGVPQIEVTFQVDENGILHVTAQDKAAKKSKSITITSDKSRLSQEEIDRMLKEAEEFA	 564EEDRKVK
Bra031657|Bra031657                       476 TYQDQQTTVSIKVYEGERSMTKDNRELGKFDLTGILP	 512APRGVAQIEVTFEVDANGILQVKAEDKVAKTSQSITITNDKGRLTQEEIDEMIREAEEFA	 572EEDRI
Carubv10008520m.g|Carubv10008520m         467 QDQQTTVTIKVYEGERSMTKDNRELGNFDLTGILP	 501APRGVPQIMVTFVVDANGILQVKAEDKVAKTSQSITITNDKGRLTEEEIEKMIREAEEFA	 561EEDRIVK
Potri.013G018000|Potri.013G018000.1       462 QDQQTTVSIKVYEGERSLTKDCRELGRFDLSGIPP	 496APRGVPQIEVTFEVDANGILHVKAEDKAAKKSQSITITNDKGRLSQEEIDRMVKEAEEMA	 556EEDKKVR
Phpat.003G101600|Phpat.003G101600.1       459 QDQQTTVSILVFEGERSLTKDCRELGRFELTGVPG	 493APRGVPQIEVTFEVDANGILNVKAEDKGTGKSEKIVITNDKGRLSQEDIDRMVKEAEEFA	 553EEDKKMK
Phpat.010G067200|Phpat.010G067200.1       459 QDQQTTVSIQVFEGERSLTKDCHELGKFDLTGIPA	 493APRGVPQIEVTFEIDANGILNVKAEDKGTGKSEKIVITNDKGRLSQEEIDRMVQEAEEFA	 553EEDKKVK
440900|440900                             456 QDQQSAVSIHVYEGERSMTKDNRELGKFDLAGIPP	 490APRGVPQIEVTFEIDANGILNVRAEDKGTGKSEKITITNDKGRLTQEEIDRMVREADEMA	 550EEDKKQK
Bra028521|Bra028521                       462 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLTGIPP	 496APRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNEKGRLSQEEIDRMVKEAEEFA	 556EEDKKVK
Bra015047|Bra015047                       463 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLTGIPP	 497APRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNEKGRLSQEEIDRMVKEAEEFA	 557EEDKKVK
Bra022819|Bra022819                       463 QDQQTTVSIQVFEGERSLTKDCRLLGNFDLTGIPP	 497APRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNEKGRLSQEEIDRMVKEAEEFA	 557EEDKKVK
Potri.012G017600|Potri.012G017600.1       465 QDQQTTVTIQVFEGERSLTKDCRSLGKFDLSGIAP	 499APRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNDKGRLSQEEIERMVREAEEFA	 559EDDKKVK
GRMZM2G114793|GRMZM2G114793_T01           461 QDQQTTVSIQVFEGERSMTKDCRLLGKFDLNGIAP	 495APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIDRMVREAEEFA	 555EEDKKVK
GRMZM2G415007|GRMZM2G415007_T01           461 QDQQTTVSIQVFEGERSMTKDCRLLGKFDLNGIPS	 495APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIDRMVREAEEFA	 555EEDKKVK
LOC_Os02g02410|LOC_Os02g02410.1           461 QDQQTTVSIQVFEGERSMTKDCRLLGKFDLSGIPA	 495APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIDRMVREAEEFA	 555EEDKKVK
PGSC0003DMG400018544|PGSC0003DMT40004771  464 QDQQTTVTISVFEGERSMVKDCRLLGKFDLTGIPP	 498APRGTPQIEVTFEVDANGILNVKAEDKASGKSEKITITNDKGRLSQEEIERMVKEAEEFA	 558EEDKKVK
Glyma08g02960|Glyma08g02960.1             501 TTYQDQQSTVSIQVFEGERSLTKDCRLLGKFELSGIPP	 538APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIERMVREAEEFA	 598EEDK
Glyma05g36600|Glyma05g36600.1             495 TTYQDQQTTVSIQVFEGERSLTKDCRLLGKFELSGIPP	 532APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIERMVREAEEFA	 592EEDK
Glyma05g36620|Glyma05g36620.1             463 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLSGIPP	 497APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIERMVREAEEFA	 557EEDKKVK
Glyma08g02940|Glyma08g02940.1             463 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLSGIPP	 497APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNEKGRLSQEEIDRMVREAEEFA	 557EEDKKVK
PGSC0003DMG400012254|PGSC0003DMT40003193  464 QDQQTTVSIQVFEGERSLTKDCRNLGKFDLTGIPP	 498APRGTPQIEVTFEVDANGILNVKAEDKGTGKAEKITITNDKGRLSQEEIERMVREAEEFA	 558EEDKKVK
GSVIVG01019607001|GSVIVT01019607001       464 QDQQTTVSIQVFEGERSLTKDCRQLGKFDLNGIPP	 498APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIDRMVREAEEFA	 558EEDKKVK
Eucgr.E01024|Eucgr.E01024.1               513 TTYQDQQTTVSIQVFEGERSLTKDCRNLGKFDLTGIPP	 550APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVKEAEEFA	 610EEDK
Cucsa.303940|Cucsa.303940.1               464 QDQQTTVSIQVFEGERSLTKDCRNLGKFDLTGIPP	 498APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIDRMVREAEEFA	 558EEDKKVK
30068.t000021|30068.m002531               463 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLTSIPP	 497APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVREAEEFA	 557EEDKKVK
Potri.001G087500|Potri.001G087500.1       463 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLTGVPP	 497APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDKGRLSQEEIERMVREAEEFA	 557EEDKMVK
Potri.003G143600|Potri.003G143600.1       463 QDQQTTVSIQVFEGERSLTKDCRLLGKFDLTSIPP	 497APRGTPQIEVTFEVDANGILNVKAEDKGTGKSEKITITNDRGRLSQEEIERMVREAEEFA	 557EEDKKVK
CMV163C                                   426 DNQTNVEIHVLQGERELAKDNKSLGTFRLDGIPP	 459APRGVPQIEVTFDIDANGILSVTAKERSTGKQQSITITGA-STLDQSEIERMVKEAEKNA	 518EEDRKKRE
Cre06.g250100|Cre06.g250100.t1.2          464 ADGQTSVEINVLQGEREFARDNKSLGTFRLDGIPP	 498APRGVPQIEVKFDIDANGILSVTATDKGTSKKQDIRITGA-STLDKGDVERMVKEAEKFA	 557GEDKKRR
Vocar20003521m.g|Vocar20003521m           463 ADGQTSVEINVLQGEREFARDNKSLGTFRLDGIPP	 497APRGVPQIEVKFDIDANGILSVTATDKGTGKKQDIRITGA-STLDKSDVDRMVKEAEKFA	 556SEDKKRR
230659|230659                             451 ADNQTSVEINVLQGEREFVKDNKSLGSFRLEGIPP	 485APRGVPQIEVRFDIDANGILSVSATEKGTGKKQEITITGA-STLSQDEVERMVQEAERFR	 544AEDEKKR
Phpat.004G105700|Phpat.004G105700.1       495 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIVP	 532APRGVPQIEVTFDIDANGILSVTAMDKGSGKKQDIQITGA-STLNKDDVERMVQEAERNA	 591EEDK
Phpat.007G061700|Phpat.007G061700.1       499 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 536APRGVPQVEVRFDIDANGILSVSAMDKGTGKKQDITITGA-STLPKDEVERMVQEAEKFG	 595QEDK
Phpat.007G061800|Phpat.007G061800.1       499 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 536APRGVPQVEVRFDIDANGILSVSAMDKGTGKKQDITITGA-STLPKDEVERMVQEAEKFG	 595QEDK
Phpat.007G061900|Phpat.007G061900.1       499 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 536APRGVPQVEVRFDIDANGILSVSAMDKGTGKKQDITITGA-STLPKDEVERMVQEAEKFG	 595QEDK
Phpat.026G035400|Phpat.026G035400.1       497 STAADNQTSVDINVLQGEREFVRDNKSLGSFRLDGIPP	 534APRGVPQVEVRFDIDANGILSVSATEKGTGKKQDITITGA-STLPKDEVERMVEEAERFG	 593QADK
Carubv10028629m.g|Carubv10028629m         498 STAADGQTSVEINVLQGEREFVRDNKSIGSFRLDGIPP	 535APRGVPQIEVKFDIDANGILSVSASDKGTGKKQDITITGA-STLPKDEVDTMVQEAERFA	 594KEDK
Carubv10004245m.g|Carubv10004245m         497 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 534APRGVPQIEVKFDIDANGILSVSAVDKGTGKKQDITITGA-STLPKDEVDQMVQEAERFA	 593KDDK
Bra013786|Bra013786                       495 STAADGQTSVEINVLQGEREFVKDNKSLGSFRLDGIPP	 532APRGVPQIEVKFDIDANGILSVSASDKGTGKKQDITITGA-STLPKDEVDQMVQEAERFA	 591KDDK
Bra019231|Bra019231                       492 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 529APRGVPQIEVKFDIDANGILSVSASDKGTGKKQDITITGA-STLPKDEVEQMVQEAERFA	 588KDDK
Bra002461|Bra002461                       319 VEINVLQGEREFVRDNKSLGSFRLDGIPP	 347APRGVPQIEVKFDIDANGILSVSASDKGTGKKQDITITGA-STLPKDEVEQMVQEAERFA	 406KDDKEKRDAIDTK
Bra010498|Bra010498                       496 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 533APRGVPQIEVKFDIDANGILSVSASDKGTGKKQDITITGA-STLPKDEVEQMVQEAERFA	 592KDDK
267815|267815                             444 DSQTSVEINVLQGEREFVRDNKSLGSFRLEGIPP	 477APRGVPQIEVRFDIDANGILSVSATDKGTGKKQDITITGA-STLPQDEVERMVNEAEKFS	 536KEDKEKRE
LOC_Os05g23740|LOC_Os05g23740.1           472 AADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 507APRGVPQIEVKFDIDANGILSVSAVDKGTGKKQDITITGA-STLPKDEVEKMVEEAEKFA	 566KEDKEK
GRMZM2G079668|GRMZM2G079668_T01           467 AADGQTSVEINVLQGEREFVRDNKSIGSFRLDGIPP	 502APRGVPQIEVKFDIDANGILSVSAVDKGTGKKQDITITGA-STLPKDEVERMVGEAEKFA	 561KEDKEK
GRMZM2G111475|GRMZM2G111475_T01           467 AADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 502APRGVPQIEVKFDIDANGILSVTAVDKGTGKKQDITITGA-STLPKDEVERMVDEAEKFA	 561KEDKEK
Cucsa.079370|Cucsa.079370.1               409 GQTSVEINVCQGEREFVRDNKSLGRFLLDGIPP	 441APRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGA-STLPSDEVDRMVKEAEKFA	 500KEDKEKRDA
LOC_Os12g14070|LOC_Os12g14070.1           481 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 518APRGVPQIEVKFDIDANGILSVAAIDKGTGKKQDITITGA-STLPKDEVERMVEEADKFA	 577QEDK
GSVIVG01026014001|GSVIVT01026014001       354 SVEINVLQGEREFVRDNKSLGSFRLDGIPP	 383APRGVPQIEVKFDIDANGILSVTAVDKGTGKKQDITITGA-STLPNDEVDRMVKEAEKFA	 442KEDKEKRDAIDT
Eucgr.G00235|Eucgr.G00235.1               490 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 527APRGVPQIEVKFDIDANGILSVTAVDKGTGKKQDITITGA-STLPSDEVERMVKEADKFA	 586KEDK
PGSC0003DMG400024887|PGSC0003DMT40006403  488 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 525APRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGA-STLPGDEVERMVKEAERFA	 584QEDK
Glyma16g00410|Glyma16g00410.1             473 TAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 509APRGVPQIEVKFDIDANGILSVAAIDKGTGKKQDITITGA-STLPSDEVERMVNEAEKFS	 568KEDKE
Cucsa.266110|Cucsa.266110.1               491 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 528APRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGA-STLPSDEVERMVSEADKFA	 587KEDK
Medtr2g005690|Medtr2g005690.1             489 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 526APRGVPQIEVKFDIDANGILSVAAIDKGTGKKQDITITGA-STLPGDEVERMVNEAERFS	 585KEDK
Eucgr.I02771|Eucgr.I02771.1               492 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 529APRGVPQIEVKFDIDANGILSVSAVDKGTGKKQDITITGA-STLPSDEVERMVQEAEKFA	 588KEDK
Potri.003G006300|Potri.003G006300.1       490 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 527APRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGA-STLPSDEVERMVSEADKFA	 586KEDK
Potri.004G224400|Potri.004G224400.1       489 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 526APRGVPQIEVKFDIDANGILSVAAIDKGTGKKQDITITGA-STLPSDEVGRMVSEAEKFA	 585KEDK
29765.t000021|29765.m000739               487 STAADGQTSVEINVLQGEREFVRDNKSLGSFRLDGIPP	 524APRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGA-STLPSDEVERMVSEAERFA	 583KEDK
GSVIVG01008331001|GSVIVT01008331001       331 SVEINVLQGEREFVRDNKSLGSFRLDGIPP	 360APRGVPQIEVKFDIDANGILSVTAIDKGTGKKQDITITGA-STLPTDEVERMVSEAERFA	 419KEDKEKRDAIDT
gi|66800557|ref|XP_629204.1|              453 ADGQSEVEIKVFQGEREMAVDNKLLAKFTLFGLPP	 487LPKGVPQIEVTFDIDVNGMLQVIAKDKATGKAQQVRIQTS-GGLSKDDIARILKESEANA	 546EVDRKRK
YJR045C                                   453 AAGQTSVEIRVFQGERELVRDNKLIGNFTLAGIPP	 487APKGVPQIEVTFDIDADGIINVSARDKATNKDSSITVAGS-SGLSENEIEQMVNDAEKFK	 546SQDEARK
gi|164426355|ref|XP_961753.2|             467 AADFQTAVEIKVFQGERELVKDNKMLGNFQLVGIPP	 502AHRGVPQIEVTFDIDADSIVHVHAKDKSTNKDQSITIASG-SGLSEAEIEKMVEDSEKYA	 561EQDKER
gi|24234688|ref|NP_004125.3|              475 AADGQTQVEIKVCQGEREMAGDNKLLGQFTLIGIPP	 510APRGVPQIEVTFDIDANGIVHVSAKDKGTGREQQIVIQSS-GGLSKDDIENMVKNAEKYA	 569EEDRRK
gi|299469993|emb|CBN79170.1|              469 AADNQSQVQIKALQGEREMATDNKMLGQFDLVGIPP	 504AQRGVPQIEVSFDIDADGILHVGAKDKQTGKEQSIVIQSS-GGLGEADIEKMVRDAEEHA	 563EADKKR
CML205C                                   473 AADNQTQVGIKVLQGERPMAAENKLLGQFDLVGIPP	 508APRGVPQIEVIFDIDANGILHVSAVDKGTGKRNEVVITSS-GGLSNEEIEKMIKDAEMHA	 567EEDRRR
Cre09.g393200|Cre09.g393200.t1.2          462 ADNQTQVGIKVFQGEREMAADNKLLGQFDLVGIPP	 496APRGVPQVEVTFDIDANGIVHVSAKDKATGKEQSVRIQSS-GGLSDDQINQMVRDAETYA	 555EKDKTRK
Vocar20005243m.g|Vocar20005243m           544 STAADNQTQVGIKVFQGEREMAADNKLLGQFDLVGIPP	 581SPRGVPQIEVTFDIDANGIVHVSAKDKATGKEQSIRIQSS-GGLSEDQIQQMVRDAETYA	 640EKDK
168287|168287                             436 DGQTQVGVKVLQGEREMATDNKMLGQFDLVGIPP	 469APRGVPQIEVTFDIDANGIVNVSARDKSTGKEQAITIQSS-GGLTESDIEKMVKEAEIYS	 528QKDKERKE
Phpat.001G091000|Phpat.001G091000.1       472 AADGQTQVGVKVLQGEREMAADNKVLGQFDLVGIPP	 507APRGMPQIEVTFDIDANGIVNVSARDKATGKEQAITIQSS-GGLSEADIQKMVKDAELYA	 566QKDQER
Phpat.001G091100|Phpat.001G091100.1       472 AADGQTQVGVKVLQGEREMAADNKVLGQFDLVGIPP	 507APRGMPQIEVTFDIDANGIVNVSARDKATGKEQAITIQSS-GGLSEADIQKMVKDAELYA	 566QKDQER
Phpat.002G052800|Phpat.002G052800.1       475 TAADGQTQVGVKVLQGEREMAADNKVLGQFDLVGIPP	 511APRGMPQIEVTFDIDANGIVNVSARDKATGKEQAITIQSS-GGLSEADIQKMVKDAELYA	 570QKDQE
Phpat.002G053100|Phpat.002G053100.1       474 AADGQTQVGVKVLQGEREMAADNKVLGQFDLVGIPP	 509APRGMPQIEVTFDIDANGIVNVSARDKATGKEQAITIQSS-GGLSEADIQKMVKDAELYA	 568QKDQER
GRMZM2G365374|GRMZM2G365374_T01           474 AADNQTQVGVKVLQGEREMATDNKLLGEFQLEGIPP	 509APRGMPQIEVTFDIDANGIVKVSARDKATGKEQEITIKSS-GGLSEVEIEKMVKEAELHS	 568QKDQER
LOC_Os09g31486|LOC_Os09g31486.1           475 TAADNQTQVGIKVLQGEREMATDNKLLGEFQLEGIPP	 511APRGMPQIEVTFDIDANGIVKVSAKDKSTGKEQEITIKSS-GGLSESDIEKMVREAELHS	 570QKDQE
LOC_Os09g31486|LOC_Os09g31486.2           344 QVGIKVLQGEREMATDNKLLGEFQLEGIPP	 373APRGMPQIEVTFDIDANGIVKVSAKDKSTGKEQEITIKSS-GGLSESDIEKMVREAELHS	 432QKDQERKSLIDL
Bra010620|Bra010620                       468 AADNQMQVGIKVLQGEREMAADNKSLGEFDLVGIPP	 503APRGMPQIEVPFDIDANGIVTGSAKDKATGKEQQITMRSS-CGLSDDEINRMVKEAELNS	 562HKDQEK
Bra011794|Bra011794                       473 AADNQMQVGIKVLQGEREMAADNKSLGEFDLVGIPP	 508APRGMPQIEVTFDIDANGIVTVSAKDKATNKEQQITIRSS-GGLSDDEINRMVKEAELNS	 567HKDQEK
AT4G37910                                 473 AADNQMQVGIKVLQGEREMAADNKVLGEFDLVGIPP	 508APRGMPQIEVTFDIDANGITTVSAKDKATGKEQNITIRSS-GGLSDDEINRMVKEAELNA	 567QKDQEK
Carubv10006443m.g|Carubv10006443m         473 AADNQMQVGIKVLQGEREMASDNKMLGEFDLVGIPP	 508APRGMPQIEVTFDIDANGIVTVSAKDKATSKEQQITIRSS-GGLSDDEINRMVKEAELNA	 567QKDQEK
Eucgr.G01045|Eucgr.G01045.1               480 TAADNQTQVGIKVLQGEREMASDNKLLGEFELVGIPP	 516APRGMPQIEVTFDIDANGIVTVSAKDKTTGKEQQITIRSS-GGLSEDEIEKMVREAEMHA	 575QKDKG
PGSC0003DMG400003122|PGSC0003DMT40000809  408 NQTQVGIKVLQGEREMASDNKILGEFELVGLPP	 440APRGMPQIEVMFDIDANGMVTVSAKDKATGKEQQISIRSS-GGLSEDEINKMVREAEMHA	 499QKDQERKTL
PGSC0003DMG400010677|PGSC0003DMT40002770  408 NQTQVGIKVLQGEREMASDNKLLGEFDLVGIPP	 440APRGMPQIEVTFDIDANGMVTVSAKDKATSKEQQITIRSS-GGLSEDEIDKMVREAEMHA	 499QKDQERKAL
AT5G09590                                 477 TAADNQTQVGIRVLQGEREMATDNKLLGEFDLVGIPP	 513SPRGVPQIEVTFDIDANGIVTVSAKDKTTGKVQQITIRSS-GGLSEDDIQKMVREAELHA	 572QKDKE
Carubv10013121m.g|Carubv10013121m         477 TAADNQTQVGIRVLQGEREMASDNKLLGEFDLVGIPP	 513SARGIPQIEVTFDIDANGIVTVSAKDKMTGKEQQITIRSS-GGLSEEDIQKMVREGELHA	 572QKDKE
Bra006027|Bra006027                       474 AADNQTQVGIRVLQGEREMASDNKLLGEFDLVGIPP	 509SPRGIPQIEVTFDIDANGIVTVSAKDKTTGKEQQITIRSS-GGLSEDDIQKMVRDAELHA	 568QKDKER
Bra028628|Bra028628                       477 TAADNQTQVGIKVLQGEREMASDNKLLGEFDLVGIPP	 513SPRGIPQIEVTFDIDANGIVTVSAKDKTTGKEQQITIRSS-GGLSEDDIQKMVRDAELHA	 572QKDKE
GRMZM2G153815|GRMZM2G153815_T01           474 AADNQTQVGIRVLQGEREMATDNKLLGEFDLVGIPP	 509APRGLPQIEVTFDIDANGIVTVSAKDKATGKEQNITIRSS-GGLSEADIQKMVQEAELHA	 568QKDQER
LOC_Os02g53420|LOC_Os02g53420.1           474 AADNQTQVGIRVLQGEREMATDNKLLGEFDLVGIPP	 509APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEAEIQKMVQEAELHS	 568QKDQER
LOC_Os03g02260|LOC_Os03g02260.1           474 AADNQTQVGIKVLQGEREMAADNKLLGEFDLVGIPP	 509APRGMPQIEVTFDIDANGIVTVSAKDKATGKEQQITIRSS-GGLSEAEIQKMVHEAELHS	 568QKDQER
GSVIVG01006769001|GSVIVT01006769001       454 TAADNQTQ-----------------------LVGIPP	 467APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSDDEIEKMVKEAELHA	 526QRDQE
29804.t000060|29804.m001529               477 TAADNQTQVGIKVLQGEREMASDNKLLGEFELVGIPP	 513APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEDEIDKMVKEAELFA	 572QKDQE
Potri.001G285500|Potri.001G285500.1       477 TAADNQTQVGIKVLQGEREMASDNKLLGEFDLVGIPP	 513APRGMPQIEVTFDIDANGIVTVSAKDKTTGKEQQITIRSS-GGLSEDEIEKMVKEAEQFA	 572QKDQE
Potri.009G079700|Potri.009G079700.1       477 TAADNQTQVGIKVLQGEREMASDNKMLGEFELMGIPP	 513APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEDEIEKMVKEAELFA	 572QKDQD
Eucgr.I02583|Eucgr.I02583.1               477 TAADNQTQVGIKVLQGEREMATDNKLLGEFELMGIPP	 513APRGMPQIEVTFDIDANGIVTVSAKDKTTGKEQQITIRSS-GGLSEDEIEKMVREAELHA	 572QRDQE
Medtr2g010020|Medtr2g010020.1             473 TAADNQTQVGIKVLQGEREMASDNKMLGEFELVGLPP	 509APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIKSS-GGLSDDEIQNMVKEAELHA	 568QKDQE
GSVIVG01038517001|GSVIVT01038517001       475 TAADNQTQVGIKVLQGEREMASDNKLLGEFELMGIPP	 511APRGMPQIEVTFDIDANGIVTVSAKDKATGKEQQITIRSS-GGLSEDEIEKMVKEAELHA	 570QKDQE
Cucsa.331940|Cucsa.331940.1               477 TAADNQTQVGIKVLQGEREMATDNKLLGEFELVGIPP	 513APRGLPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEDEIDKMVKEAELHA	 572QKDQE
Medtr4g092920|Medtr4g092920.1             472 AADNQTQVGIKVLQGEREMAADNKSLGEFDLVGIPP	 507APRGLPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSDDEINNMVKEAELHA	 566QRDQER
Glyma07g30290|Glyma07g30290.1             474 TAADNQTQVGIKVLQGEREMAVDNKSLGEFELVGIPP	 510APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEDEIDKMVKEAELHA	 569QKDQE
Glyma08g06950|Glyma08g06950.1             474 TAADNQTQVGIKVLQGEREMAVDNKSLGEFELVGIPP	 510APRGMPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEDEIDKMVKEAELHA	 569QKDQE
Glyma13g32790|Glyma13g32790.1             472 AADNQTQVGIKVLQGEREMAADNKMLGEFDLVGIPP	 507APRGLPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSDDEIEKMVKEAELHA	 566QKDQER
Glyma15g06530|Glyma15g06530.1             472 AADNQTQVGIKVLQGEREMAADNKMLGEFDLVGIPP	 507APRGLPQIEVTFDIDANGIVTVSAKDKSTGKEQQITIRSS-GGLSEDEIEKMVKEAELHA	 566QKDQER



gi|17534013|ref|NP_496509.1|              536 RVQARNQLEAYAFQIKQALDE---YSSKLST---------------------	 563-----------------------------------EDASRAKEAVDETLRWLDS
gi|17507981|ref|NP_492485.1|              536 RISSRNQLEAYAFQVKQALEE---HGSLLSA---------------------	 563-----------------------------------EDAKRAKDAVEDTLRWMER
gi|66800327|ref|XP_629089.1|              536 RIESKNNLENYIFSVKNSIND-QKIISKLSK---------------------	 565-----------------------------------SDKNIIESETESTLKWLES
gi|66826525|ref|XP_646617.1|              533 RVESKNKLENYAFTVKNSIKD-EKVAAKISD---------------------	 562-----------------------------------SDKSTIESETESVLKWLES
gi|66822147|ref|XP_644428.1|              534 VVESKNKLENYAYTVRSTIKD-DKIAAKLSK---------------------	 563-----------------------------------EDRKTVEEKSDEAINWLHA
gi|85110248|ref|XP_963366.1|              534 RVAAKNGLESYAYSLRNTLSD-SKVDEKLDA---------------------	 563-----------------------------------ADKEKLKSEIDKIVAWLDE
Phpat.004G083500|Phpat.004G083500.1       541 KVDAKNSLENYAYNMRNTIRD-DKISSQLSS---------------------	 570-----------------------------------DDKQALEKAVNDTITWLDA
GRMZM2G366532|GRMZM2G366532_T01           542 KVEARNALENYAYNMRNTVRD-EKIASKLPA---------------------	 571-----------------------------------DDKKKIEDTIEDAIKWLDG
LOC_Os03g16920|LOC_Os03g16920.1           542 KVEARNALENYAYNMRNTVRD-EKIASKLPA---------------------	 571-----------------------------------DDKKKIEDAIEDAIKWLDG
PGSC0003DMG400027750|PGSC0003DMT40007133  541 KVEAKNALENYAYNMRNTIKD-DKIASKLSP---------------------	 570-----------------------------------EEKQKIEDSVEQAIQWLDG
Carubv10000420m.g|Carubv10000420m         541 KVEAKNALENYAYNMRNTIQD-EKIGEKLPA---------------------	 570-----------------------------------ADKKKIEDSIEQAIQWLEG
LOC_Os05g38530|LOC_Os05g38530.1           540 KVDAKNALENYAYNMRNTIKD-EKIASKLAA---------------------	 569-----------------------------------DDKKRIEDAIDGAISWLDT
GRMZM5G802801|GRMZM5G802801_T01           540 KVDAKNSLENYAYNMRNTIKD-DKIASKLGA---------------------	 569-----------------------------------DDKKRIENAVDGAISWLDS
AC209784.3_FG007|AC209784.3_FGT007        540 KVDAKNTLENYAYNMRNTIKD-DKIASKLSA---------------------	 569-----------------------------------DDKKKIEDAVDSATSWLDS
GRMZM2G310431|GRMZM2G310431_T01           540 KVDAKNALENYAYNMRNTIKD-DKIASKLPA---------------------	 569-----------------------------------EDKKKIEDAVDGAISWLDS
gi|34419635|ref|NP_002146.2|              537 RVAAKNSLEAHVFHVKGSLQE-ESLRDKIPE---------------------	 566-----------------------------------EDRRKMQDKCREVLAWLEH
gi|167466173|ref|NP_005337.2|             535 RVSAKNALESYAFNMKSAVED-EGLKGKISE---------------------	 564-----------------------------------ADKKKVLDKCQEVISWLDA
gi|124256496|ref|NP_005518.3|             537 KIAAKNALESYAFNMKSVVSD-EGLKGKISE---------------------	 566-----------------------------------SDKNKILDKCNELLSWLEV
gi|530381921|ref|XP_005249127.1|          598 QREKIAAKNALESYAFNMKSVVSD-EGLKGKISE---------------------	 630-----------------------------------SDKNKILDKCNELLSW
gi|530428004|ref|XP_005272871.1|          537 KIAAKNALESYAFNMKSVVSD-EGLKGKISE---------------------	 566-----------------------------------SDKNKILDKCNELLSWLEV
gi|530428002|ref|XP_005272870.1|          598 QREKIAAKNALESYAFNMKSVVSD-EGLKGKISE---------------------	 630-----------------------------------SDKNKILDKCNELLSW
gi|530427781|ref|XP_005274915.1|          537 KIAAKNALESYAFNMKSVVSD-EGLKGKISE---------------------	 566-----------------------------------SDKNKILDKCNELLSWLEV
gi|530427783|ref|XP_005274916.1|          598 QREKIAAKNALESYAFNMKSVVSD-EGLKGKISE---------------------	 630-----------------------------------SDKNKILDKCNELLSW
gi|13676857|ref|NP_068814.2|              538 RVAAKNALESYTYNIKQTVED-EKLRGKISE---------------------	 567-----------------------------------QDKNKILDKCQEVINWLDR
gi|5729877|ref|NP_006588.1|               535 KVSSKNSLESYAFNMKATVED-EKLQGKIND---------------------	 564-----------------------------------EDKQKILDKCNEIINWLDK
gi|530398061|ref|XP_005271593.1|          511 VSSKNSLESYAFNMKATVED-EKLQGKIND---------------------	 539-----------------------------------EDKQKILDKCNEIINWLDKN
gi|85080590|ref|XP_956567.1|              566 ERIEARNGLENYAFSLKNQVNDEDGLGGKIDE---------------------	 597-----------------------------------EDKETILDAVKEAQDWLE
gi|66818991|ref|XP_643155.1|              560 ERVEAKNTLENYIYQIKNTIGDKDKIGGKIES---------------------	 591-----------------------------------DDKETIETAISDALSWLD
gi|16507237|ref|NP_005338.1|              557 ERIDTRNELESYAYSLKNQIGDKEKLGGKLSS---------------------	 588-----------------------------------EDKETMEKAVEEKIEWLE
Cre02.g080600|Cre02.g080600.t1.2          584 VKAKIDARNQLETYCYNMKNTVED--KMKDKIEE---------------------	 615-----------------------------------EDKEKITAAVKEALEW
PGSC0003DMG400024707|PGSC0003DMT40006354  572 EKVDAQNKLETYIYNMKNTIND--KLAEKIDS---------------------	 601-----------------------------------DDKKKIENALKEATEWLD
Bra031657|Bra031657                       578 VKEKIDAKNKLETYVYNMKSSL---EKLAEKISY---------------------	 608-----------------------------------EDKAKMEVVLKEALEW
Carubv10008520m.g|Carubv10008520m         569 EKIDARNKLETYVYNMKSTMADKEKLAEKISD---------------------	 600-----------------------------------EDKEKMEEVLKEVLDWLE
Potri.013G018000|Potri.013G018000.1       564 EKIDARNKLETYIYNMRSTINDKDKLADKIDS---------------------	 595-----------------------------------DDKERIETALKEALEWLD
Phpat.003G101600|Phpat.003G101600.1       561 ERIDARNSLETYVYNMKNQVGD--KLGEKMSV---------------------	 590-----------------------------------EDKETIETATKEALEWLD
Phpat.010G067200|Phpat.010G067200.1       561 ERIDARNSLETYVYNMKNQLGD--KLGEKISA---------------------	 590-----------------------------------EDKETIETAMKEALEWLD
440900|440900                             558 ERVDSRNGLETYLYNMRNTINDKDKLADKIEK---------------------	 589-----------------------------------EDKEKIEETLKEALEWLD
Bra028521|Bra028521                       564 ERIDARNSLETYVYNMKNQVNDKDKLADKLEA---------------------	 595-----------------------------------DEKEKIEAATKEALEWLD
Bra015047|Bra015047                       565 ERIDARNSLETYVYNMKNQINDKDKLADKLEG---------------------	 596-----------------------------------DEKEKIEAATKEALEWLD
Bra022819|Bra022819                       565 ERIDARNSLETYVYNMKNQINDKDKLADKLEG---------------------	 596-----------------------------------DEKEKIEAATKEALEWLD
Potri.012G017600|Potri.012G017600.1       567 EKIDARNSLETYVYNMKNQVNDKDKLADKLEA---------------------	 598-----------------------------------DEKEKIETAVKEALEWLD
GRMZM2G114793|GRMZM2G114793_T01           563 ERIDARNQLETYVYNMKNTVGDKDKLADKLEA---------------------	 594-----------------------------------EEKEKVEEALKEALEWLD
GRMZM2G415007|GRMZM2G415007_T01           563 ERIDARNQLETYVYNMKNTVGDKDKLADKLEA---------------------	 594-----------------------------------EEKEKVEEALKEALEWLD
LOC_Os02g02410|LOC_Os02g02410.1           563 ERIDARNQLETYVYNMKNTVGDKDKLADKLES---------------------	 594-----------------------------------EEKEKVEEALKEALEWLD
PGSC0003DMG400018544|PGSC0003DMT40004771  566 ERVDARNSLETYVYNMRNQINDKDKLADKLES---------------------	 597-----------------------------------DEKEKIETATKEALEWLD
Glyma08g02960|Glyma08g02960.1             603 KVKERIDARNSLETYVYNMKNQVSDKDKLADKLES---------------------	 637-----------------------------------DEKEKIETAVKEALE
Glyma05g36600|Glyma05g36600.1             597 KVKERIDARNSLETYVYNMKNQIGDKDKLADKLES---------------------	 631-----------------------------------DEKEKIETAVKEALE
Glyma05g36620|Glyma05g36620.1             565 ERIDARNSLETYVYNMKNQISDKDKLADKLES---------------------	 596-----------------------------------DEKEKIETAVKEALEWLD
Glyma08g02940|Glyma08g02940.1             565 ERIDARNSLETYVYNMKNQVSDKDKLADKLES---------------------	 596-----------------------------------DEKEKIETAVKEALEWLD
PGSC0003DMG400012254|PGSC0003DMT40003193  566 EKIDARNALETYVYNMKNQINDKDKLADKLES---------------------	 597-----------------------------------DEKEKIETATKEALEWLD
GSVIVG01019607001|GSVIVT01019607001       566 EKI--------------------------------------------------	 568-----------------------------------------------------
Eucgr.E01024|Eucgr.E01024.1               615 KVKEKIDARNSLETYVYNMKNQINDKDKLADKLEE---------------------	 649-----------------------------------DEKDKIETATKEALE
Cucsa.303940|Cucsa.303940.1               566 ERIDARNSLETYTYNMKNQINDKDKLADKLES---------------------	 597-----------------------------------DEKEKIETAVKDALEWLD
30068.t000021|30068.m002531               565 ERIDARNSLETYIYNMKNQISDKDKLADKLES---------------------	 596-----------------------------------DEKEKIETAVKEALEWLD
Potri.001G087500|Potri.001G087500.1       565 ERIDARNSLETYVYNMKNQINDKDKLADKLES---------------------	 596-----------------------------------DEKEKIETATKETLEWLD
Potri.003G143600|Potri.003G143600.1       565 ERIDARNSLETYVYNMKNQINDKDKLADKLES---------------------	 596-----------------------------------DEKEKIETATKDALEWLD
CMV163C                                   527 QIETKNLAESVYYQAEKMGLK-------------------------------	 547------------------------------------------DNAQELKNAIDQ
Cre06.g250100|Cre06.g250100.t1.2          565 ESVETKNQAETMVYQTEKQLKE---FEGKVPA---------------------	 593-----------------------------------DIKAKVEAKLGELKAALP
Vocar20003521m.g|Vocar20003521m           564 ESVELKNQAETMVYQTEKQLKE---FEGKVTP---------------------	 592-----------------------------------EIKMKVDSKLADLKSSLT
230659|230659                             552 GDVDARNEAESLVYQTEKQLEE---LGGKVPA---------------------	 580-----------------------------------DVKSKVEDKVKALKVEMS
Phpat.004G105700|Phpat.004G105700.1       596 KRREVIDLKNQSDSMIYQAEKQLKE---LSDKVPA---------------------	 627-----------------------------------DLKSRVETKVVDLKE
Phpat.007G061700|Phpat.007G061700.1       600 EKRDAVDTKNQADSVVYQTEKQLKE---LADKVPA---------------------	 631-----------------------------------EVKDKVEAKLKELKD
Phpat.007G061800|Phpat.007G061800.1       600 EKRDAVDTKNQADSVVYQTEKQLKE---LADKVPA---------------------	 631-----------------------------------EVKDKVEAKLKELKD
Phpat.007G061900|Phpat.007G061900.1       600 EKRDAVDTKNQADSVVYQTEKQLKE---LADKVPA---------------------	 631-----------------------------------EVKDKVEAKLKELKD
Phpat.026G035400|Phpat.026G035400.1       598 EKREAVDTKNQADSVVYQTEKQLKE---LADKVPA---------------------	 629-----------------------------------EVKDKVEAKLKDLKD
Carubv10028629m.g|Carubv10028629m         599 EKRDAIDTKNQADSIVYQTEKQLKE---LGEKIPG---------------------	 630-----------------------------------PVKEKVEAKLQELKE
Carubv10004245m.g|Carubv10004245m         598 EKRDAIDTKNQADSVVYQTEKQLKE---LGEKIPG---------------------	 629-----------------------------------DVKEKVEAKLQELKD
Bra013786|Bra013786                       596 EKRDAIDTKNQADSVVYQTEKQLKE---LGEKIPG---------------------	 627-----------------------------------EVKGKVEAKLQELKD
Bra019231|Bra019231                       593 EKREAIDTKNQADSVVYQTEKQLKE---LGEKIPG---------------------	 624-----------------------------------EVKEKVEAKLQELKD
Bra002461|Bra002461                       420 NQADSVVYQTEKQLKE---LGEKIPG---------------------	 442-----------------------------------EVKEKVEAKLQELKDKIGNGS---
Bra010498|Bra010498                       597 EKRDAIDTKNQADSVVYQTEKQLKE---LGEKIPG---------------------	 628-----------------------------------EVKEKVEAKLQELKD
267815|267815                             545 AVDVKNQADSLVYQTEKQLKE---LGDKVPA---------------------	 572-----------------------------------DVKGKVEDKVKALKDAIAS
LOC_Os05g23740|LOC_Os05g23740.1           573 RDAIDTKNQAESVIYQTEKQLKE---LGDKVPG---------------------	 602-----------------------------------DVKGKVEAKLTELKDAV
GRMZM2G079668|GRMZM2G079668_T01           568 RDAIDTKNQAESVIYQTEKQLKE---LGDKVPG---------------------	 597-----------------------------------DVKGKVESKLQELKDAV
GRMZM2G111475|GRMZM2G111475_T01           568 RDAIDTKNQAESVIYQTEKQLKE---LGDKVPG---------------------	 597-----------------------------------DVKGKVESKLQELKDAV
Cucsa.079370|Cucsa.079370.1               510 IDTKNQADSVVYQTEKQLKE---LGDKIPS---------------------	 536-----------------------------------SVRDTVEAKLKELKDAISNG
LOC_Os12g14070|LOC_Os12g14070.1           582 EKRDAIDTKNQADSVVYQTEKQLKE---LGDKVPA---------------------	 613-----------------------------------PVKEKVDAKLNELKE
GSVIVG01026014001|GSVIVT01026014001       455 KNQADSVVYQTEKQLKE---LGDKVPA---------------------	 478-----------------------------------PVKGKVEAKLKELKDAISSGS--
Eucgr.G00235|Eucgr.G00235.1               591 EKRDAIDTKNQADSVVYQTEKQLKE---LGDKVPG---------------------	 622-----------------------------------PVKEKVEAKLKELKD
PGSC0003DMG400024887|PGSC0003DMT40006403  589 EKRDAIDTKNQADSVVYQTEKQLKE---LGDKVPG---------------------	 620-----------------------------------PVKEKVEAKLGELKE
Glyma16g00410|Glyma16g00410.1             574 KRDAIDTKNQADSVVYQTEKQLKE---LGDKVPG---------------------	 604-----------------------------------PVKEKVEAKLGELKDA
Cucsa.266110|Cucsa.266110.1               592 EKRDAIDTKNQADSVVYQTEKQLKE---LGDKVPG---------------------	 623-----------------------------------PVKEKVESKLGELKE
Medtr2g005690|Medtr2g005690.1             590 EKRDAIDTKNQADSVVYQTEKQLKE---LGEKVPG---------------------	 621-----------------------------------PVKEKVEAKLVELKD
Eucgr.I02771|Eucgr.I02771.1               593 EKRDAIDTKNQADSVVYQTEKQLKE---LGDKVPA---------------------	 624-----------------------------------PVKEKVEAKLGELKE
Potri.003G006300|Potri.003G006300.1       591 EKRDAIDTKNQADSVVYQTEKQLKE---LGEKVPA---------------------	 622-----------------------------------PVKEKVEAKLQELKD
Potri.004G224400|Potri.004G224400.1       590 EKRDAIDTKNQADSVVYQTEKQLKE---LGEKVPA---------------------	 621-----------------------------------PVKEKVEAKLQELKD
29765.t000021|29765.m000739               588 EKRDAIDTKNQADSVVYQTEKQLKE---LGDKVPA---------------------	 619-----------------------------------PVKEKVEAKLKELKD
GSVIVG01008331001|GSVIVT01008331001       432 KNQADSVVYQTEKQLKE---LGDKVPA---------------------	 455-----------------------------------QVKEKVEAKLGELKDAISGGS--
gi|66800557|ref|XP_629204.1|              554 ELVEARNNGESVVYQVEKDLVE---FKDYLSQPQT------------------	 585--------------------------------------EEIKKAVQAVRDVLA
YJR045C                                   554 QAIETANKADQLANDTENSLKE---FEGKVDKAEAQKV---------------	 588-----------------------------------------RDQITSLKELVA
gi|164426355|ref|XP_961753.2|             568 KAAIEAANKADGVLNDTEKALNE---YADRLDKTEADAI---------------	 603-----------------------------------------REKIANLREFI
gi|24234688|ref|NP_004125.3|              576 KERVEAVNMAEGIIHDTETKMEE---FKDQLPADECNKLKE-------------	 613-------------------------------------------EISKMREL-
gi|299469993|emb|CBN79170.1|              570 RDLIEAKNSADSAVYGTEKNLLE---HKDKIPE---------------------	 599-----------------------------------DVKADVQKAIDELKAV-
CML205C                                   574 QAAVEAKNEADSLLYTTERTLSE---HRAKLSATDV------------------	 606--------------------------------------ETVEKAAQDLRAV-
Cre09.g393200|Cre09.g393200.t1.2          563 ELIEAKNEADTAIYTTEKSLAE---YKSKLPQ---------------------	 591-----------------------------------AVVDEIQKAITECRAA--
Vocar20005243m.g|Vocar20005243m           645 TRKELIEAKNEADTAIYSTEKSLSE---YKSKLPQVRCSSPPLSPFSLLSLFYHSS	 697ERIPVSAMCYIPLTTDANAAFVSIPNYALTGYLSQAVVDEITKAIADCRA
168287|168287                             537 LIDAKNDADSAIYSTEKSLNE---HKDKLPS---------------------	 564-----------------------------------DVVTAIQSAVADLKKA---
Phpat.001G091000|Phpat.001G091000.1       573 KALIDAKNHADTTMYSVEKSLNE---HKEKLPQ---------------------	 602-----------------------------------DVVDGVQSALADLKQS-
Phpat.001G091100|Phpat.001G091100.1       573 KALIDAKNHADTTMYSVEKSLNE---HKEKLPQ---------------------	 602-----------------------------------DVVDGVQSALADLKQS-
Phpat.002G052800|Phpat.002G052800.1       576 RKALIDAKNDADTTMYSVEKSLNE---HKEKLPQ---------------------	 606-----------------------------------DVVDGVQSALAELKSS
Phpat.002G053100|Phpat.002G053100.1       575 KALIDAKNDADTTMYSVEKSLNE---HKEKLPQ---------------------	 604-----------------------------------DVVDGVQSALAELKSS-
GRMZM2G365374|GRMZM2G365374_T01           575 KSLIDLKNSADTTIYSIEKSVSE---YKDKVPA---------------------	 604-----------------------------------EVTKEIESAVSDLRAA-
LOC_Os09g31486|LOC_Os09g31486.1           576 RKSLIDLKNSADTTIYSIEKSVSE---YKDKVPA---------------------	 606-----------------------------------EVTNEIQSAVSDLRAA
LOC_Os09g31486|LOC_Os09g31486.2           445 KNSADTTIYSIEKSVSE---YKDKVPA---------------------	 468-----------------------------------EVTNEIQSAVSDLRAA----MAE
Bra010620|Bra010620                       569 KQLIDLRNTADTTIYSVEKSLSE---YREKIPA---------------------	 598-----------------------------------EIASEIETAVSDLRTA-
Bra011794|Bra011794                       574 KQLIDLRNTADTTIYSVEKSLSE---YREKIPA---------------------	 603-----------------------------------EIASEIETAVSDLRTA-
AT4G37910                                 574 KQLIDLRNSADTTIYSVEKSLSE---YREKIPA---------------------	 603-----------------------------------EIASEIETAVSDLRTA-
Carubv10006443m.g|Carubv10006443m         574 KQLIDLRNSADTTIYSVEKSLSE---YREKITD---------------------	 603-----------------------------------EIASEIETAVSDLRSA-
Eucgr.G01045|Eucgr.G01045.1               581 RKALIDIRNTADTTIYSIEKSLGE---YRDKIPS---------------------	 611-----------------------------------EVAREIEDAIADLRKA
PGSC0003DMG400003122|PGSC0003DMT40000809  509 IDLRNSADTTIYSIEKSLNE---YRDKVPA---------------------	 535-----------------------------------EVVTEIETAVSDLRAA----
PGSC0003DMG400010677|PGSC0003DMT40002770  509 IDIRNSADTTIYSIEKSLSE---YKEKVPK---------------------	 535-----------------------------------EVVTEIETAISDLRAA----
AT5G09590                                 578 RKELIDTKNTADTTIYSIEKSLGE---YREKIPS---------------------	 608-----------------------------------EIAKEIEDAVADLRSA
Carubv10013121m.g|Carubv10013121m         578 RKELIDTKNTADTTIYSIEKSLGE---YREKIPS---------------------	 608-----------------------------------EVAKEIEDAVADLRNA
Bra006027|Bra006027                       575 KDLIDTKNTADTTIYSIEKSLGE---YKEKIPS---------------------	 604-----------------------------------EVAKEIEDTVADLRSA-
Bra028628|Bra028628                       578 RKDLIDTKNTADTTIYSIEKSLGE---YREKIPS---------------------	 608-----------------------------------EVAKEIEDAVADLRSA
GRMZM2G153815|GRMZM2G153815_T01           575 KALIDIRNNADTTIYSIEKSLGE---YRDKIPA---------------------	 604-----------------------------------EVASEIEAAIADLRQE-
LOC_Os02g53420|LOC_Os02g53420.1           575 KALIDIRNNADTTIYSVEKSLGE---YRDKIPA---------------------	 604-----------------------------------EVATEIETAIADLRSV-
LOC_Os03g02260|LOC_Os03g02260.1           575 KALIDIRNTADTTIYSIEKSLGE---YRDKIPA---------------------	 604-----------------------------------EVASEIETAIADLRNE-
GSVIVG01006769001|GSVIVT01006769001       532 RKALIDIRNSADTTIYSIEKSLDD---TSSDQTP---------------------	 562-----------------------------------EAEYEQAKK*------
29804.t000060|29804.m001529               578 RKALIDIKNSADTTIYSIEKSLNE---YREKIPA---------------------	 608-----------------------------------ETAKEIEDSLADLRTA
Potri.001G285500|Potri.001G285500.1       578 RKALIDIKNSADTTIYSVEKSLNE---YREKIPS---------------------	 608-----------------------------------EISKEIEDAVADLRKA
Potri.009G079700|Potri.009G079700.1       578 RKALIDIKNSADTTIYSIEKSLDE---YREKIPS---------------------	 608-----------------------------------EVAKEIEDAVADLRKA
Eucgr.I02583|Eucgr.I02583.1               578 RKALIDIRNSADTTIYSIEKSLNE---YREKIPA---------------------	 608-----------------------------------EVAKEIEDAVADLRKA
Medtr2g010020|Medtr2g010020.1             574 RKSLIDIRNSADTSIYSIEKSLSE---YREKIPA---------------------	 604-----------------------------------EVAKEIEDAVSDLRSA
GSVIVG01038517001|GSVIVT01038517001       576 RKALIDIRNSADTTIYSAMSGS---------------------------------	 597---------------------------------------------------
Cucsa.331940|Cucsa.331940.1               578 RKALIDIRNSADTTIYSIEKSLSE---YREKIPS---------------------	 608-----------------------------------EVAKEIEDAVADLRKA
Medtr4g092920|Medtr4g092920.1             573 KALIDIKNSADTSIYSIEKSLSE---YREKIPS---------------------	 602-----------------------------------EVAKEIENSVSDLRTA-
Glyma07g30290|Glyma07g30290.1             575 RKALIDIRNSADTSIYSIEKSLGE---YRDKIPS---------------------	 605-----------------------------------EVAKEIEDAVSDLRTA
Glyma08g06950|Glyma08g06950.1             575 RKALIDIRNSADTTIYSIEKSLGE---YRDKIPS---------------------	 605-----------------------------------EVAKEIEDAVSDLRTA
Glyma13g32790|Glyma13g32790.1             573 KALIDIRNSADTTIYSIEKSLGE---YREKIPS---------------------	 602-----------------------------------EVAKEIEDAVSDLRQA-
Glyma15g06530|Glyma15g06530.1             573 KALIDIRNSADTTIYSIEKSLGE---YRDKIPS---------------------	 602-----------------------------------EVAKEIEDAVSDLRKA-



gi|17534013|ref|NP_496509.1|              583 NSL---	 585-AEKDEIEAKDKELKSVCQSILTKMHQSGQSSASAG-----CAGNPGTAGFNPNNYP---	 636---QGPTVEE-VD---------------------	 6
gi|17507981|ref|NP_492485.1|              583 NTL---	 585-ADKDEIEAKDKELKSICQDILTKMHQQEAQS--GS-----GCGNPGSGGFHSSNYP---	 634---QGPTVEE-VD---------------------	 6
gi|66800327|ref|XP_629089.1|              585 NQS---	 587-AEKDEFNQKISDLESIVNPILSKFYQGNNNPKPTTTTFNQDLD----------------	 630----------------------------------	 6
gi|66826525|ref|XP_646617.1|              582 NQT---	 584-AEKDEYEDKMKALEAVVNPIMSKLYQEGGMPQGGGMPGGMSND---------SPKS---	 631---SNNKVDE-LD---------------------	 6
gi|66822147|ref|XP_644428.1|              583 NDS---	 585-ATKEEYEKAMKDLEAVCSPIISKVYGQQGGENPGNFSGAKTTE---------EDL----	 631------------D---------------------	 6
gi|85110248|ref|XP_963366.1|              583 NQQ---	 585-ATREEYEERQKELEAIANPIMMKFYGAGGAPGGMPG--AAPGGFPGG--APGSNDN---	 637---EGPTVEE-VD---------------------	 6
Phpat.004G083500|Phpat.004G083500.1       590 NQL---	 592-AEVDEFEDKQKELENICNPIISRMYQGGAAGPSPAGNY--------GGGANPGTGG---	 640---AGPTIEE-VD*--------------------	 6
GRMZM2G366532|GRMZM2G366532_T01           591 NQL---	 593-AEAEEFEDKMKELESICNPIISQMYQGGAG------AAGMDEDVPGGGAGNGGGSG---	 643---AGPKIEE-VD*--------------------	 6
LOC_Os03g16920|LOC_Os03g16920.1           591 NQL---	 593-AEADEFEDKMKELESLCNPIISKMYQGGAGG-----PAGMDEDAPNGSAGTGGGSG---	 644---AGPKIEE-VD*--------------------	 6
PGSC0003DMG400027750|PGSC0003DMT40007133  590 NQL---	 592-AEADEFEDKMKELESICNPIIAKMYQGGADM-----AGGMDEDGPSAGA---SGAG---	 640---AGPKIEE-VD*--------------------	 6
Carubv10000420m.g|Carubv10000420m         590 NQL---	 592-AEADEFEDKMKELESICNPIIAKMYQGAGGEAGGPGAGGMDDDAPPA-----S-GG---	 642---AGPKIEE-VD*--------------------	 6
LOC_Os05g38530|LOC_Os05g38530.1           589 NQL---	 591-AEADEFEDKMKELEGICNPIIAKMYQGPGADMA----GGMDEDAP-A-----GGSG---	 637---AGPKIEE-VD*--------------------	 6
GRMZM5G802801|GRMZM5G802801_T01           589 NQL---	 591-AEVDEFEDKMKELEGICNPIIAKMYQGAGADMGA--AAGMDEDAPAA-----GGSA---	 640---AGPKIEE-VD*--------------------	 6
AC209784.3_FG007|AC209784.3_FGT007        589 NQL---	 591-AEVDEFEDKMKELEGICNPIIAKMYQGAGAGMGD--AAGMDEDAPS------GGSG---	 639---AGPKIEE-VD*--------------------	 6
GRMZM2G310431|GRMZM2G310431_T01           589 NQL---	 591-AEVEEFEDKMKELEGICNPIIAKMYQGEGAGMGA--AAGMDEDAPS------GGSG---	 639---AGPKIEE-VD*--------------------	 6
gi|34419635|ref|NP_002146.2|              586 NQL---	 588-AEKEEYEHQKRELEQICRPIFSRLYGGP----------GVPGGSSCGTQARQGDPS---	 634---TGPIIEE-VD---------------------	 6
gi|167466173|ref|NP_005337.2|             584 NTL---	 586-AEKDEFEHKRKELEQVCNPIISGLYQGAGGPGP--------GGFGAQ--GPKGGSG---	 632---SGPTIEE-VD---------------------	 6
gi|124256496|ref|NP_005518.3|             586 NQL---	 588-AEKDEFDHKRKELEQMCNPIITKLYQGGCTGPA--------CG--TG--YVPGRPA---	 632---TGPTIEE-VD---------------------	 6
gi|530381921|ref|XP_005249127.1|          647 LEVNQL---	 652-AEKDEFDHKRKELEQMCNPIITKLYQGGCTGPA--------CG--TG--YVPGRPA---	 696---TGPTIEE-VD--------------------
gi|530428004|ref|XP_005272871.1|          586 NQL---	 588-AEKDEFDHKRKELEQMCNPIITKLYQGGCTGPA--------CG--TG--YVPGRPA---	 632---TGPTIEE-VD---------------------	 6
gi|530428002|ref|XP_005272870.1|          647 LEVNQL---	 652-AEKDEFDHKRKELEQMCNPIITKLYQGGCTGPA--------CG--TG--YVPGRPA---	 696---TGPTIEE-VD--------------------
gi|530427781|ref|XP_005274915.1|          586 NQL---	 588-AEKDEFDHKRKELKQMCNPIITKLYQGGCTGPA--------CG--TG--YVPGRPA---	 632---TGPTIEE-VD---------------------	 6
gi|530427783|ref|XP_005274916.1|          647 LEVNQL---	 652-AEKDEFDHKRKELKQMCNPIITKLYQGGCTGPA--------CG--TG--YVPGRPA---	 696---TGPTIEE-VD--------------------
gi|13676857|ref|NP_068814.2|              587 NQM---	 589-AEKDEYEHKQKELERVCNPIISKLYQGGPG------------GGSGGG---GSGAS---	 630---GGPTIEE-VD---------------------	 6
gi|5729877|ref|NP_006588.1|               584 NQT---	 586-AEKEEFEHQQKELEKVCNPIITKLYQSAGGMPG-----GMPGGFPGGGAPPSGGAS---	 637---SGPTIEE-VD---------------------	 6
gi|530398061|ref|XP_005271593.1|          560 QT---	 561-AEKEEFEHQQKELEKVCNPIITKLYQSAGGMPG-----GMPGGFPGGGAPPSGGAS---	 612---SGPTIEE-VD---------------------	 62
gi|85080590|ref|XP_956567.1|              616 ENAA---	 619TASAEDFDEQKEKLSNVAYPITSKLYSQGGAGDDEP------------------------	 655-----AGHDE-L----------------------	
gi|66818991|ref|XP_643155.1|              610 VNSS---	 613-AEKEEFDEQYKILEKIVQPIFSKLYGAAGGSPNGAGEDMPN------------------	 654-------HDE-L----------------------	
gi|16507237|ref|NP_005338.1|              607 SHQD---	 610-ADIEDFKAKKKELEEIVQPIISKLYGSAGPPPTGEEDTAE-------------------	 650-------KDE-L----------------------	
Cre02.g080600|Cre02.g080600.t1.2          632 LDENPD---	 637-ADTSEYKDRLKEVEDVCNPIIAEVYKKSGGPSGGGDSHEDE--DL--------------	 680-----ADHDE-L*--------------------
PGSC0003DMG400024707|PGSC0003DMT40006354  620 DNQN---	 623-AEKEDYDEKMKDLEDVCNPVIKKVYEKSGASSANSGDEEEEA-----------------	 665-------YDE-L*---------------------	
Bra031657|Bra031657                       625 LEENVN---	 630-AEKDDYEEKLKEVESVCNPVIKSVYEKTSGESEED--------EE--------------	 667-----VGDDE-L*--------------------
Carubv10008520m.g|Carubv10008520m         619 ENVN---	 622-AEKEDYDEKMKEVESVCNPVIKSVYEKTSGDSEDD--------GG--------------	 659-----DDHDE-L*---------------------	
Potri.013G018000|Potri.013G018000.1       614 DNQN---	 617-AEKDDYEEKLKEVEEVCDPVIKQVYEKSGSSADSEYEEP--------------------	 656-------NDE-L*---------------------	
Phpat.003G101600|Phpat.003G101600.1       609 ENQS---	 612-AEKEDFAEKLKEVEGICNPIVSKVYQAAGGAGKGGAVEEGE-SDN--------------	 656-----ESHED-L*---------------------	
Phpat.010G067200|Phpat.010G067200.1       609 ENQS---	 612-AEKEDFQEKLKEVEGICNPIVTKLYQAAGGAPGAGASEDGE-SDD--------------	 656-----ESHEE-L*---------------------	
440900|440900                             608 DNNT---	 611-AEKEDFDDKLKEVEAVCNPIITQIYQKTGGAAGSPSSEDDDSD----------------	 654-----DDHSE-L*---------------------	
Bra028521|Bra028521                       614 ENQN---	 617-SEKEEYDEKLKEVEAVCNPIITAVYQRSGGAPGASPTED---EED--------------	 659-----ESHDE-L*---------------------	
Bra015047|Bra015047                       615 ENQN---	 618-SEKEEYDEKLKEVEAVCNPIITAVYQRSGGAPGGARCGRRISDRG--------------	 663-----GGG*-------------------------	
Bra022819|Bra022819                       615 ENQN---	 618-SEKEEYDEKLKEVEAVCNPIITAVYQRSGGAPGGAGGEGATEEED--------------	 663-----ESHDE-L*---------------------	
Potri.012G017600|Potri.012G017600.1       617 DNQS---	 620-AEKEDYEEKLKEVEAVCNPIITSVYQRSGGAPGGAADGGD---DD--------------	 662-----DSNDE-L*---------------------	
GRMZM2G114793|GRMZM2G114793_T01           613 DNQS---	 616-AEKEDYEEKLKEVEAVCNPIVSAVYQRSGGAPGGDAD---G-GVD--------------	 657-----DDHDE-L*---------------------	
GRMZM2G415007|GRMZM2G415007_T01           613 DNQS---	 616-AEKEDYEEKLKEVEAVCNPIVSAVYQRSGGAPGGDAD---G-GVD--------------	 657-----DDHDE-L*---------------------	
LOC_Os02g02410|LOC_Os02g02410.1           613 ENQT---	 616-AEKEEYEEKLKEVEAVCNPIISAVYQRTGGAPGGGADG-EG-GVD--------------	 659-----DEHDE-L*---------------------	
PGSC0003DMG400018544|PGSC0003DMT40004771  616 DNQN---	 619-AEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPGGASEDS-N-EDD--------------	 662-----DSHDE-L*---------------------	
Glyma08g02960|Glyma08g02960.1             653 WLDDNQS---	 659-VEKEEYEEKLKEVEAVCNPIISAVYQRSGGAPGGGASG-ED-DDE--------------	 702-----DSHDE-L*-------------------
Glyma05g36600|Glyma05g36600.1             647 WLDDNQS---	 653-VEKEEYEEKLKEVEAVCNPIISAVYQRSGGAPGGGASG-EE--DD--------------	 695-----DSHDE-L*-------------------
Glyma05g36620|Glyma05g36620.1             615 DNQS---	 618-MEKEDYEEKLKEVEAVCNPIISAVYQRSGGAPGGGGASGEE-DED--------------	 662-----DSHDE-L*---------------------	
Glyma08g02940|Glyma08g02940.1             615 DNQS---	 618-VEKEDYEEKLKEVEAVCNPIISAVYQRSGGAPGGAGGEGE--DED--------------	 661-----DSHDE-L*---------------------	
PGSC0003DMG400012254|PGSC0003DMT40003193  616 DNQS---	 619-AEKEDYDEKLKEVEAVCNPIITAVYQRSGGSPGGGASEE---EDD--------------	 661-----DSHDE-L*---------------------	
GSVIVG01019607001|GSVIVT01019607001       569 -------	 568-----------DEVEAVCNPIITAVYQRSGGAPGAGSDGG---EDD--------------	 600-----DSHDE-L*---------------------	
Eucgr.E01024|Eucgr.E01024.1               665 WLDDNQT---	 671-AEKEDYDEKLKEVEAVCNPIISAVYQRSGGAPGGGESSE---DDD--------------	 713-----DSHDE-L*-------------------
Cucsa.303940|Cucsa.303940.1               616 DNQS---	 619-AEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPGGESAED-----D--------------	 659-----ESHDE-L*---------------------	
30068.t000021|30068.m002531               615 DNQS---	 618-AEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPGGGSTEE-----D--------------	 658-----DSHDE-L----------------------	
Potri.001G087500|Potri.001G087500.1       615 DNQN---	 618-AEKEDYEEKLKEVEAVCNPIITAVYQRSGGAPGGGSAED---PED--------------	 660-----DSHDE-L*---------------------	
Potri.003G143600|Potri.003G143600.1       615 DNQN---	 618-AEKEDYEEKLKEVEAVCNPIITAVYQRSAGAPGGGSAED---SED--------------	 660-----DSQDE-L*---------------------	
CMV163C                                   560 LD----	 561---Y----EGMKNLTQQV----QTLIAQKASE-----------------------TSNAK	 587TNGKASEKEDVIDADFKAQE--------------	 6
Cre06.g250100|Cre06.g250100.t1.2          612 ADD----	 614---AEATKAAMNALQQEVMAMGQAMYSQAGAAPGGAP------GAEPGAGAGAGGA----	 661--PGGKKDDDVIDAEFTDKK*-------------	
Vocar20003521m.g|Vocar20003521m           611 SDD----	 613---AEAVKAAMNALQQEVMAMGQAMYSQAGPNSGAGA--------------QSG------	 650---SSRGPDDVIDAEFSDK*--------------	
230659|230659                             599 SGD----	 601---TRKIKDAIAALRQEAMQIGQSLYSQAGTKEAKETKG-------------------TK	 639ETKDGSDGDEVIDADFSS*---------------	
Phpat.004G105700|Phpat.004G105700.1       643 AAKTED----	 648---VEKMKRAQEALQQEVMQIGQAIYGSGAAHAGP---------AQPGSGAA--------	 688-SSPPGDDAEVIDADFTDST*-----------
Phpat.007G061700|Phpat.007G061700.1       647 AIASDN----	 652---TQSMKDAMAALNQEVMQLGQSLYNQPGAGGAP-------EGGAPGGQGSSS------	 696--GPAAGGDDVIDADFTDSK*-----------
Phpat.007G061800|Phpat.007G061800.1       647 AIASDN----	 652---TQSMKDAMAALNQEVMQLGQSLYNQPGAGGAP-------EGGAPGGQGSSS------	 696--GPAAGGDDVIDADFTDSK*-----------
Phpat.007G061900|Phpat.007G061900.1       647 AIASDN----	 652---TQSMKDAMAALNQEVMQLGQSLYNQPGAGGAP-------EGGAPGGQGSSS------	 696--GPAAGGDDVIDADFTDSK*-----------
Phpat.026G035400|Phpat.026G035400.1       645 AIASDN----	 650---TQSMKDAIAALNQEVMQFGQSLYNQPG--GAP-------EGSAPGAQGSST------	 692--GPAAGGDDVIDADFTDSK*-----------
Carubv10028629m.g|Carubv10028629m         646 KIESGS----	 651---TQEIKDTMAALNQEVMQIGQSLYNQPQSG---------GAGSPPGGGEASSGSDSSS	 699STKDGDNGGDVIDADFTDSK*-----------
Carubv10004245m.g|Carubv10004245m         645 KIGSGS----	 650---TQEIKDTMAALNQEVMQIGQSLYNQPGAGAP-------GAGAPPGGEGASSGDSSS-	 699--SKGGDGEDVIDADFTDSK*-----------
Bra013786|Bra013786                       643 KIASGT----	 648---TQEIKDTMAALNQEVMQIGQSMYNQPGAGAG--------AGPSPGGEDASSADSS--	 695----SKDGDDVIDADFTDSK*-----------
Bra019231|Bra019231                       640 KLASGT----	 645---TQEIKDTMAALNQEVMQIGQSMYNQPGAGAGAAA-----AGPSPGGEYA-SADSA--	 694----SKGGDDVIDADFTDSK*-----------
Bra002461|Bra002461                       464 -	 463---TQEIKDTMAALNQEVMQIGQSMYNQPGAGAGAGAGAGAGAGSSPGGEG---DSSS--	 515----SKGGDDVIDADFTDSN*-------------	 531   
Bra010498|Bra010498                       644 KIGNGS----	 649---TQEIKDTMAALNQEVMQIGQSMYNQPGAGAGAGAGAGAGAGSSPGGEG---DSSS--	 701----SKGGDDVIDADFTDSN*-----------
267815|267815                             592 DN----	 593---TQKIKDATADLNQEVMQIGQSLYSQPGAPG-----GPSPGGPPPGSSGPSS-----S	 640SSSKGSGGDEVIDADFTDTS*-------------	 6
LOC_Os05g23740|LOC_Os05g23740.1           620 AGGS----	 623---TQTMKDALAALNQEVMQLGQALYSQQGAPGAG---PTPGADAAAGSAG--------P	 669SEKPGGEEGDVIDADFTDSQ*-------------
GRMZM2G079668|GRMZM2G079668_T01           615 AGGS----	 618---TQTMKDAMSALNQEVMQIGQALYSQQGAPGAG---PGAADASSAGSAG--------T	 664SEKPG-DGGDVIDADFTDSK*-------------
GRMZM2G111475|GRMZM2G111475_T01           615 AGGS----	 618---TQTMKDAISALNQEVMQIGQSLYSQQGAPGAG---PGPADASAGSAAG--------T	 664SEKPG-DDGDVIDADFTDSK*-------------
Cucsa.079370|Cucsa.079370.1               557 S----	 557---IETIKVAMAALNQEVMQMGQSLYNQATASSAG---TAS-------------RTQSTS	 598SGSSGETDGDVVDADFVDSE*-------------	 61
LOC_Os12g14070|LOC_Os12g14070.1           629 AIAGGS----	 634---TQSMKDAMAALNEEVMQIGQAMYNQQPNAGAA---GPTPGA--------DAGP--TS	 678SGGKGPNDGDVIDADFTDSN*-----------
GSVIVG01026014001|GSVIVT01026014001       500 --	 499--TTQTIKDAMAALNQEVMQIGQSLYSQAGAPGAG---AGAGA----------AGST---	 541--DSKP-DGDVIDADFTESK*-------------	 558  
Eucgr.G00235|Eucgr.G00235.1               638 VMSGGS----	 643---TQAIKDAMAALNQEVMQLGQSLYSQPGAAGAG---------PAPGAGARSS----DS	 687SSETGQD-GDVIDADFTDSK*-----------
PGSC0003DMG400024887|PGSC0003DMT40006403  636 AISGGS----	 641---TQTMKDAMAALNQEVMQLGQSLYNQPGAAPGA---GPAPG--------SSDGPSE-S	 686SSGKGPDGDDVIDADFTDSK*-----------
Glyma16g00410|Glyma16g00410.1             621 ISGGS----	 625---TQAIKDAMAALNQEVMQLGQSLYNQPGAAGAG---GPTPPGADS-------GP--SE	 670SSGKGPDG-DVIDADFTDSK*------------
Cucsa.266110|Cucsa.266110.1               639 AISGGS----	 644---TEAIKEAMAALNQEVMQLGQSLYNQPGAGAAP---GP-------GAS-SESGP--SE	 688STGKGPEG-DVIDADFSDSK*-----------
Medtr2g005690|Medtr2g005690.1             637 AISGGS----	 642---TQTMKDAMAALNQEVMQLGQSLYNQPGAADAA---GPTPP-------GSESGPTD-S	 688SSGKGADG-DVIDADFTDSK*-----------
Eucgr.I02771|Eucgr.I02771.1               640 AISGGS----	 645---TQGIKDAMAALNQEVMQLGQSLYNQPGAPGAG---GAPGAGGAPGAGGPSGGPTDSS	 699SDNKGPEG-DVIDADFTDSK*-----------
Potri.003G006300|Potri.003G006300.1       638 AIAGGS----	 643---TQVMKDAMTALNQEVMQLGQSLYNQPGAAP--------GAGPAPG--GEA-GPT--D	 687SSSKGPDG-DVIDADFTDSK*-----------
Potri.004G224400|Potri.004G224400.1       637 AVAGGS----	 642---TQGMKDAMAALNQEVMQLGQSLYNQPGAAP--------GAGPASG--SEA-GPS--D	 686SSNKGPDG-DVIDADFTDSK*-----------
29765.t000021|29765.m000739               635 AIEGGS----	 640---TQGMKDAMAALNQEVMQLGQSLYNQPGA-G--------GAGPAPG--GEA-GPS-SD	 684SSSKGPEG-DVIDADFTDSK------------
GSVIVG01008331001|GSVIVT01008331001       477 --	 476---TQVMKDAMAALNQESHQERDRMVM*--------------------------------	 500----------------------------------	 500  
gi|66800557|ref|XP_629204.1|              601 KEDG---	 604----SAIEAEIKKLHDLTRSSFETAYKAKLDSSASKS---SS------------------	 639-TENKENKDNTTEAEFTEKK--------------	
YJR045C                                   601 RVQGGEE	 607-VNAEELKTKTEELQTSSMKLFEQLYKNDSNNNNNNNGNNAE------------------	 648-----SGE-TKQ---------*------------	
gi|164426355|ref|XP_961753.2|             615 AKSQSGEQ	 622ALSADALKEKIDDLQVASLNLFDKMHKARAEAGEQQQ--QST------------------	 662-----EGE-KKE----------------------
gi|24234688|ref|NP_004125.3|              622 ---LARKD	 626SETGENIRQAASSLQQASLKLFEMAYKKMASERE---G---S------------------	 662-GSSGTGEQKE----------DQKEEKQ------
gi|299469993|emb|CBN79170.1|              616 ---MES-E	 619--DAEQIKEKVQALQTAALKIGEAIYGNKGAAGDDAEGAPEG------------------	 659-GDAESDKENIQDAEFEEKKEEGEGEKKSQ----
CML205C                                   620 ---LEK-D	 623ATAADTIREKTKVLQQAAMRIGEAIYRASQASQSTQQ----A------------------	 661---QQSQSETPE-AEFKDVNQDSDEKKQQGKGGS
Cre09.g393200|Cre09.g393200.t1.2          608 --SQS-E	 611--DLPDLKAKIQALSTASMKIGETLAQQSGSSSSSSSSSSGS------------------	 651---SDSGSSS-----SEEKK*-------------	
Vocar20005243m.g|Vocar20005243m           748 A----SQA-E	 752--DLVDLKAKIQALSTASMKIGETLSQQSGSGGSSASSGSSS------------------	 792---SSSSSSTDA--GSGDQK*-----------
168287|168287                             581 -VES-E	 584--KVDQIRQKISATQTAAMKIGETLSKQAPPSG-G------G------------------	 617---SAPGGETAE-AEYDDVKQGK*----------	 6
Phpat.001G091000|Phpat.001G091000.1       619 ---VES-E	 622--NVEEIKAKTSAAQTASMKIGEALMKNQSGGSSG------S------------------	 656---GAAGGQAAE-AEYEDVKEGKK*---------
Phpat.001G091100|Phpat.001G091100.1       619 ---VES-E	 622--NVEEIKAKTSAAQTASMKIGEALMKNQSGGSSG------S------------------	 656---GAAGGQAAE-AEYEDVKEGKK*---------
Phpat.002G052800|Phpat.002G052800.1       623 ----VDS-E	 626--NVEEIKAKISAAQTASMKIGEALMKNQSGGSSG------S------------------	 660---GPTGEQAAE-AEYEDVKEGKK*--------
Phpat.002G053100|Phpat.002G053100.1       621 ---VDS-E	 624--NVEEIKAKISAAQTASMKIGEALMKNQSGGSSG------S------------------	 658---GPTGEQAAE-AEYEDVKEGKK*---------
GRMZM2G365374|GRMZM2G365374_T01           621 ---MAE-D	 624--DLDKIKQKLEAANKAVSKIGEHMQQGGGSGSA---GGSGS------------------	 661---SSGGDQTPE-AEYQDAKEAK-M*--------
LOC_Os09g31486|LOC_Os09g31486.1           623 ----MAE-D	 626--DLEKIKQKLEAANKAVSKIGEHMQQGGGGGSG---GGSSS------------------	 663---SSGGDQTPE-AEYQDAAKEAKM*-------
LOC_Os09g31486|LOC_Os09g31486.2           488 -D	 488--DLEKIKQKLEAANKAVSKIGEHMQQGGGGGSG---GGSSS------------------	 525---SSGGDQTPE-AEYQDAAKEAKM*--------	 546  
Bra010620|Bra010620                       615 ---MAG-E	 618--EIEDIKAKLEAANKAVSKIGEHMSKGSGSSGSSGGEGSSG------------------	 658----TD-QQTPE-AEFEEASGSKK*---------
Bra011794|Bra011794                       620 ---MAG-E	 623--EIEDIKAKLEAANKAVSKIGEHMSKGSGSSGTSGGEGEGS------------------	 663---SGT-EQTPE-AEFEEASGSKK*---------
AT4G37910                                 620 ---MAG-E	 623--DVEDIKAKVEAANKAVSKIGEHMSKGSGSSGSDGSSGEGT------------------	 663---SGTE-QTPE-AEFEEASGSRK----------
Carubv10006443m.g|Carubv10006443m         620 ---MAG-E	 623--DVEDIKAKLEAANKAVSKIGEHMSKGSGPSDSSGPSGEGS------------------	 663---SGTDQQTPE-AEFEEASGSRK*---------
Eucgr.G01045|Eucgr.G01045.1               628 ----VGE-D	 631--NADEIKAKIDAANRAVSKIGQHMSGGSGGGDS---GSGGS------------------	 668---QGGDQAPE--AEYEEVKK*-----------
PGSC0003DMG400003122|PGSC0003DMT40000809  552 MGT-E	 555--NIDDIKSKLDAANKAVSKIGEHMTGGGSGGAS-----SGS------------------	 590---QGGDQSPPEAAEYEEVKK*------------	 60
PGSC0003DMG400010677|PGSC0003DMT40002770  552 MGT-E	 555--NIDDIKAKLDAANKAVSKIGEHMAGGSSGGG-------GA------------------	 588---QGGDQP--PEAEYEEVKK*------------	 60
AT5G09590                                 625 ----SSG-D	 628--DLNEIKAKIEAANKAVSKIGEHMSGGS--GGGSAPGGGS-------------------	 665---EGGSDQAPE-AEYEEVKK------------
Carubv10013121m.g|Carubv10013121m         625 ----SSG-D	 628--DVNEIKAKMDAANKALSKIGEHMSGGS--GGGSAPGGGSS------------------	 666---QGGSDQAPE-AEYEEVKK*-----------
Bra006027|Bra006027                       621 ---SSG-D	 624--DVNEIKAKIDAANKAVSKIGEHMSGGGGSGGDSPPGGGGA------------------	 664---QGGSDQTPE-ADYEEVKK*------------
Bra028628|Bra028628                       625 ----SAG-D	 628--DVNEIKAKIDAANKAVSKIGEHMSGGG-----SAPGGGAT------------------	 663---QGGSEQTPE-ADYEEVKK*-----------
GRMZM2G153815|GRMZM2G153815_T01           621 ---MAS-D	 624--DIEKIKAKLEAANKAVSKIGQHMSGGGSGGS-QSG--SGP------------------	 661---QGGGDQAPE-AEYEEVKK*------------
LOC_Os02g53420|LOC_Os02g53420.1           621 ---MTS-D	 624--DIEKIKANIEAANKAVSKIGQHMSGGGGGAGGSET--GGS------------------	 662---QGGGEQAPE-AEYEEVKK*------------
LOC_Os03g02260|LOC_Os03g02260.1           621 ---MAS-D	 624--DIEKIKSKIEAANKAVSKIGQHMSGGGSGG---SQ--AGS------------------	 659---QGGGDQAPE-AEYEEVKK*------------
GSVIVG01006769001|GSVIVT01006769001       572 ---------	 571------------------------------------------------------------	 571---------------------------------
29804.t000060|29804.m001529               625 ----MAG-E	 628--NADEIKSKLDAANKAVSKIGEHMSKGQWW-----------------------------	 657---------------------------------
Potri.001G285500|Potri.001G285500.1       625 ----MGG-D	 628--SVDDIKSKLDAANKAVSKIGEHMSKGSSGGGDGAS--GGG------------------	 666---SQGGDQTPE-ADFEEVKK*-----------
Potri.009G079700|Potri.009G079700.1       625 ----MGG-D	 628--NVDDIKSKLDAANKAVSKIGEHLSKGSSGGGDSAS---GG------------------	 665---SQGGDQAPE-AEYEEVKK*-----------
Eucgr.I02583|Eucgr.I02583.1               625 ----IEG-D	 628--NIDEIKSKLDAANKAVSKIGQHMTGGGSDGGS-AA--GGA------------------	 665---QGGEQAPPE-AEYEEVKK*-----------
Medtr2g010020|Medtr2g010020.1             621 ----MAG-D	 624--SADEIKSKLDAANKAVSKIGEHMSGGSSSGP--SS--DGS------------------	 660---Q-GGDQAPE-AEYEEVKK*-----------
GSVIVG01038517001|GSVIVT01038517001       598 ---------	 597------------------------------------------------------------	 597----QGGDQAPE-AEYEEVKK*-----------
Cucsa.331940|Cucsa.331940.1               625 ----MSE-D	 628--NLEEIKSKLDAANKAVSKIGQHMAGGSGDGA--SG--GGS------------------	 664---Q-GGEQASE-AEYEEVKK*-----------
Medtr4g092920|Medtr4g092920.1             619 ---MEG-E	 622--SVDEIKTKLDAANKAVSKIGQHMSGGSSGGS--SD--GGS------------------	 658---PGGGDQAPE-AEYEEVKK*------------
Glyma07g30290|Glyma07g30290.1             622 ----MAG-D	 625--NADEIKAKLDAANKAVSKIGEHISGGSSGGS--SA--GGS------------------	 661---Q-GGEQAPE-AEYEEVKK*-----------
Glyma08g06950|Glyma08g06950.1             622 ----MAG-D	 625--NADEIKAKLDAANKAVSKIGEHMSGGSSGSS--SA--GGS------------------	 661---Q-GGEQAPE-AEYEEVKK*-----------
Glyma13g32790|Glyma13g32790.1             619 ---MSG-D	 622--NVDEIKSKLDAANKAVSKIGEHMSGGSSGGS--SA--GGS------------------	 658---Q-GGDQAPE-AEYEEVKK*------------
Glyma15g06530|Glyma15g06530.1             619 ---MSE-D	 622--NVDEIKSKLDAANKAVSKIGEHMSGGSSGGS--SA--GGS------------------	 658---Q-GGDQAPE-AEYEEVKK*------------



gi|17534013|ref|NP_496509.1|              646 45    
gi|17507981|ref|NP_492485.1|              644 43    
gi|66800327|ref|XP_629089.1|              631 30    
gi|66826525|ref|XP_646617.1|              641 40    
gi|66822147|ref|XP_644428.1|              633 32    
gi|85110248|ref|XP_963366.1|              647 46    
Phpat.004G083500|Phpat.004G083500.1       650 49    
GRMZM2G366532|GRMZM2G366532_T01           653 52    
LOC_Os03g16920|LOC_Os03g16920.1           654 53    
PGSC0003DMG400027750|PGSC0003DMT40007133  650 49    
Carubv10000420m.g|Carubv10000420m         652 51    
LOC_Os05g38530|LOC_Os05g38530.1           647 46    
GRMZM5G802801|GRMZM5G802801_T01           650 49    
AC209784.3_FG007|AC209784.3_FGT007        649 48    
GRMZM2G310431|GRMZM2G310431_T01           649 48    
gi|34419635|ref|NP_002146.2|              644 43    
gi|167466173|ref|NP_005337.2|             642 41    
gi|124256496|ref|NP_005518.3|             642 41    
gi|530381921|ref|XP_005249127.1|          706 -	 705 
gi|530428004|ref|XP_005272871.1|          642 41    
gi|530428002|ref|XP_005272870.1|          706 -	 705 
gi|530427781|ref|XP_005274915.1|          642 41    
gi|530427783|ref|XP_005274916.1|          706 -	 705 
gi|13676857|ref|NP_068814.2|              640 39    
gi|5729877|ref|NP_006588.1|               647 46    
gi|530398061|ref|XP_005271593.1|          622 1     
gi|85080590|ref|XP_956567.1|              662 661   
gi|66818991|ref|XP_643155.1|              659 658   
gi|16507237|ref|NP_005338.1|              655 654   
Cre02.g080600|Cre02.g080600.t1.2          687 -	 686 
PGSC0003DMG400024707|PGSC0003DMT40006354  670 669   
Bra031657|Bra031657                       674 -	 673 
Carubv10008520m.g|Carubv10008520m         666 665   
Potri.013G018000|Potri.013G018000.1       661 660   
Phpat.003G101600|Phpat.003G101600.1       663 662   
Phpat.010G067200|Phpat.010G067200.1       663 662   
440900|440900                             661 660   
Bra028521|Bra028521                       666 665   
Bra015047|Bra015047                       667 666   
Bra022819|Bra022819                       670 669   
Potri.012G017600|Potri.012G017600.1       669 668   
GRMZM2G114793|GRMZM2G114793_T01           664 663   
GRMZM2G415007|GRMZM2G415007_T01           664 663   
LOC_Os02g02410|LOC_Os02g02410.1           666 665   
PGSC0003DMG400018544|PGSC0003DMT40004771  669 668   
Glyma08g02960|Glyma08g02960.1             709 --	 708
Glyma05g36600|Glyma05g36600.1             702 --	 701
Glyma05g36620|Glyma05g36620.1             669 668   
Glyma08g02940|Glyma08g02940.1             668 667   
PGSC0003DMG400012254|PGSC0003DMT40003193  668 667   
GSVIVG01019607001|GSVIVT01019607001       607 606   
Eucgr.E01024|Eucgr.E01024.1               720 --	 719
Cucsa.303940|Cucsa.303940.1               666 665   
30068.t000021|30068.m002531               665 664   
Potri.001G087500|Potri.001G087500.1       667 666   
Potri.003G143600|Potri.003G143600.1       667 666   
CMV163C                                   608 07    
Cre06.g250100|Cre06.g250100.t1.2          680 679   
Vocar20003521m.g|Vocar20003521m           667 666   
230659|230659                             658 657   
Phpat.004G105700|Phpat.004G105700.1       708 --	 707
Phpat.007G061700|Phpat.007G061700.1       715 --	 714
Phpat.007G061800|Phpat.007G061800.1       715 --	 714
Phpat.007G061900|Phpat.007G061900.1       715 --	 714
Phpat.026G035400|Phpat.026G035400.1       711 --	 710
Carubv10028629m.g|Carubv10028629m         720 --	 719
Carubv10004245m.g|Carubv10004245m         718 --	 717
Bra013786|Bra013786                       712 --	 711
Bra019231|Bra019231                       711 --	 710
Bra002461|Bra002461                                 
Bra010498|Bra010498                       718 --	 717
267815|267815                             661 60    
LOC_Os05g23740|LOC_Os05g23740.1           690 	 689  
GRMZM2G079668|GRMZM2G079668_T01           684 	 683  
GRMZM2G111475|GRMZM2G111475_T01           684 	 683  
Cucsa.079370|Cucsa.079370.1               619 8     
LOC_Os12g14070|LOC_Os12g14070.1           699 --	 698
GSVIVG01026014001|GSVIVT01026014001                 
Eucgr.G00235|Eucgr.G00235.1               707 --	 706
PGSC0003DMG400024887|PGSC0003DMT40006403  707 --	 706
Glyma16g00410|Glyma16g00410.1             690 -	 689 
Cucsa.266110|Cucsa.266110.1               708 --	 707
Medtr2g005690|Medtr2g005690.1             708 --	 707
Eucgr.I02771|Eucgr.I02771.1               719 --	 718
Potri.003G006300|Potri.003G006300.1       707 --	 706
Potri.004G224400|Potri.004G224400.1       706 --	 705
29765.t000021|29765.m000739               704 --	 703
GSVIVG01008331001|GSVIVT01008331001                 
gi|66800557|ref|XP_629204.1|              659 658   
YJR045C                                   655 654   
gi|164426355|ref|XP_961753.2|             669 	 668  
gi|24234688|ref|NP_004125.3|              680 	 679  
gi|299469993|emb|CBN79170.1|              689 	 688  
CML205C                                   692 	 691  
Cre09.g393200|Cre09.g393200.t1.2          664 663   
Vocar20005243m.g|Vocar20005243m           808 --	 807
168287|168287                             637 36    
Phpat.001G091000|Phpat.001G091000.1       677 	 676  
Phpat.001G091100|Phpat.001G091100.1       677 	 676  
Phpat.002G052800|Phpat.002G052800.1       681 -	 680 
Phpat.002G053100|Phpat.002G053100.1       679 	 678  
GRMZM2G365374|GRMZM2G365374_T01           682 	 681  
LOC_Os09g31486|LOC_Os09g31486.1           685 -	 684 
LOC_Os09g31486|LOC_Os09g31486.2                     
Bra010620|Bra010620                       677 	 676  
Bra011794|Bra011794                       683 	 682  
AT4G37910                                 683 	 682  
Carubv10006443m.g|Carubv10006443m         684 	 683  
Eucgr.G01045|Eucgr.G01045.1               685 -	 684 
PGSC0003DMG400003122|PGSC0003DMT40000809  609 8     
PGSC0003DMG400010677|PGSC0003DMT40002770  605 4     
AT5G09590                                 683 -	 682 
Carubv10013121m.g|Carubv10013121m         684 -	 683 
Bra006027|Bra006027                       682 	 681  
Bra028628|Bra028628                       681 -	 680 
GRMZM2G153815|GRMZM2G153815_T01           679 	 678  
LOC_Os02g53420|LOC_Os02g53420.1           680 	 679  
LOC_Os03g02260|LOC_Os03g02260.1           677 	 676  
GSVIVG01006769001|GSVIVT01006769001       572 -	 571 
29804.t000060|29804.m001529               658 -	 657 
Potri.001G285500|Potri.001G285500.1       684 -	 683 
Potri.009G079700|Potri.009G079700.1       683 -	 682 
Eucgr.I02583|Eucgr.I02583.1               683 -	 682 
Medtr2g010020|Medtr2g010020.1             677 -	 676 
GSVIVG01038517001|GSVIVT01038517001       614 -	 613 
Cucsa.331940|Cucsa.331940.1               681 -	 680 
Medtr4g092920|Medtr4g092920.1             676 	 675  
Glyma07g30290|Glyma07g30290.1             678 -	 677 
Glyma08g06950|Glyma08g06950.1             678 -	 677 
Glyma13g32790|Glyma13g32790.1             675 	 674  
Glyma15g06530|Glyma15g06530.1             675 	 674  




