
sp|Q55C70                                   1 ------------------------------------------------------------	 0------------------------------------------------
77112|77112                                 1 ------------------------------------------------------------	 0------------------------------------------------
30026.t000051|30026.m001487                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.004G062900                            1 ------------------------------------------------------------	 0------------------------------------------------
Potri.011G072000                            1 ------------------------------------------------------------	 0------------------------------------------------
gi|74966225                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|48526509                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|530417566                                1 ------------------------------------------------------------	 0------------------------------------------------
Cre12.g505950|Cre12.g505950.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20000934                               1 ------------------------------------------------------------	 0------------------------------------------------
Esi0000_0471                                1 MLLGRVGTLLPSCSGRVATRRFLAKKAAGGGGGGKKGSGTPKKGPAAIKARGAMPVSKAG	 60KQGSKTGKTGGAAAREAAATTTSTAKAAAAEAAASVKPPPVGGGGGF
gi|164427612                                1 ------------------------------------------------------------	 0------------------------------------------------
CMN179C|CMN179CT                            1 ------------------------------------------------------------	 0------------------------------------------------
Medtr5g095530|Medtr5g095530.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma02g46900|Glyma02g46900.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma14g01810|Glyma14g01810.1               1 ------------------------------------------------------------	 0------------------------------------------------
AT1G55900.                                  1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10009325m.g|Carubv10009325m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra030827|Bra030827                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra037095|Bra037095                         1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.390900|Cucsa.390900.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.020G041400|Phpat.020G041400.1         1 ------------------------------------------------------------	 0------------------------------------------------
124475|124475                               1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.008G082000|Phpat.008G082000.1         1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G896568|GRMZM5G896568_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os01g55700|LOC_Os01g55700.1             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os05g43770|LOC_Os05g43770.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G035651|GRMZM2G035651_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G441091|GRMZM2G441091_T01             1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.F02057|Eucgr.F02057.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01030074001|GSVIVT01030074001         1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01014657001|GSVIVT01014657001         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------------------------------------------------------	 0------------------------------------------------
29629.t000047|29629.m001396                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.001G364500|Potri.001G364500.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.001G366300|Potri.001G366300.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.011G093000                            1 ------------------------------------------------------------	 0------------------------------------------------

sp|Q55C70                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
77112|77112                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
30026.t000051|30026.m001487                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.004G062900                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.011G072000                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|74966225                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|48526509                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|530417566                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre12.g505950|Cre12.g505950.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20000934                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0000_0471                              108 TKSEMLAARKARK	 120ASVTAKTAAAAATAKAAAPAAGAGAGRTGGAGAAASAAGAGGAKGQGKWGWGTKLVAGTS	 180VGLAALGIAWQLKPDEMRKLLDDSPIDHF
gi|164427612                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMN179C|CMN179CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr5g095530|Medtr5g095530.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma02g46900|Glyma02g46900.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma14g01810|Glyma14g01810.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT1G55900.                                  1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10009325m.g|Carubv10009325m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra030827|Bra030827                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra037095|Bra037095                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.390900|Cucsa.390900.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.020G041400|Phpat.020G041400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
124475|124475                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.008G082000|Phpat.008G082000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM5G896568|GRMZM5G896568_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os01g55700|LOC_Os01g55700.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os05g43770|LOC_Os05g43770.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G035651|GRMZM2G035651_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G441091|GRMZM2G441091_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.F02057|Eucgr.F02057.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01030074001|GSVIVT01030074001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01014657001|GSVIVT01014657001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------	 0------------------------------------------------------------	 0----------------------------------
29629.t000047|29629.m001396                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.001G364500|Potri.001G364500.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.001G366300|Potri.001G366300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.011G093000                            1 ------------	 0------------------------------------------------------------	 0----------------------------------

sp|Q55C70                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
77112|77112                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
30026.t000051|30026.m001487                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.004G062900                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.011G072000                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|74966225                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|48526509                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|530417566                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cre12.g505950|Cre12.g505950.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20000934                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0000_0471                              210 FIWFMGKWALYSSPVKDKLLLDCPLPPGALP	 240PPTLVLDLEGTLLGTIYTRKKGWRVAKRPGLDAFLKEMSQLYEIVVFTDSMGGLADEWIT	 300QMDPQGTISQR
gi|164427612                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMN179C|CMN179CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr5g095530|Medtr5g095530.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma02g46900|Glyma02g46900.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma14g01810|Glyma14g01810.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT1G55900.                                  1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10009325m.g|Carubv10009325m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra030827|Bra030827                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra037095|Bra037095                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.390900|Cucsa.390900.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.020G041400|Phpat.020G041400.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
124475|124475                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.008G082000|Phpat.008G082000.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM5G896568|GRMZM5G896568_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os01g55700|LOC_Os01g55700.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os05g43770|LOC_Os05g43770.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G035651|GRMZM2G035651_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G441091|GRMZM2G441091_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.F02057|Eucgr.F02057.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01030074001|GSVIVT01030074001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01014657001|GSVIVT01014657001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 --------------------------	 0------------------------------------------------------------	 0--------------------
29629.t000047|29629.m001396                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.001G364500|Potri.001G364500.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.001G366300|Potri.001G366300.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.011G093000                            1 --------------------------	 0------------------------------------------------------------	 0--------------------



sp|Q55C70                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
77112|77112                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
30026.t000051|30026.m001487                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.004G062900                            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.011G072000                            1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|74966225                                 1 -------------------------------------MSL	 3SKLTQT-----------CF---------S-------------------------------	 12-----
gi|48526509                                 1 ------------------------------------MASA	 4LSLGNK-----------CDPFLRCVLCRG-------------------------------	 22-----
gi|530417566                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cre12.g505950|Cre12.g505950.t1.2            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Vocar20000934                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0000_0471                              312 VYRDGTRYIDGKYVKDLSALNRPLEQTLIIDDNADCISMQPENAIKVKA	 360FSLEDGSDPTADTALYDLAPFLRALATQGVADFRDVLRPHVGEDSNAVVADFRSKVN
gi|164427612                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
CMN179C|CMN179CT                            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr5g095530|Medtr5g095530.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma02g46900|Glyma02g46900.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma14g01810|Glyma14g01810.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
AT1G55900.                                  1 ----------------------------------------	 0------------------------------------------------------------	 0------
Carubv10009325m.g|Carubv10009325m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra030827|Bra030827                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra037095|Bra037095                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.390900|Cucsa.390900.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.020G041400|Phpat.020G041400.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
124475|124475                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.008G082000|Phpat.008G082000.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM5G896568|GRMZM5G896568_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os01g55700|LOC_Os01g55700.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os05g43770|LOC_Os05g43770.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G035651|GRMZM2G035651_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G441091|GRMZM2G441091_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Eucgr.F02057|Eucgr.F02057.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01030074001|GSVIVT01030074001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01014657001|GSVIVT01014657001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ----------------------------------------	 0------------------------------------------------------------	 0------
29629.t000047|29629.m001396                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.001G364500|Potri.001G364500.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.001G366300|Potri.001G366300.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.011G093000                            1 ----------------------------------------	 0------------------------------------------------------------	 0------

sp|Q55C70                                   1 ------------------------------------------------------	 0------------------------------------------------------
77112|77112                                 1 ------------------------------------------------------	 0------------------------------------------------------
30026.t000051|30026.m001487                 1 ------------------------------------------------------	 0------------------------------------------------------
Potri.004G062900                            1 ------------------------------------------------------	 0------------------------------------------------------
Potri.011G072000                            1 ------------------------------------------------------	 0------------------------------------------------------
gi|74966225                                13 -------------------RHQAKTFIRLYS-----SDFKSLLGPPAVANPYADN	 43G-------RTRFAPIVPINHGNVFASI--------------KLPINETQEAI
gi|48526509                                23 -------------------GGALQGPRGRGP-----DDFESQLSPPGSARRLVRS	 53K-------RACGNP--PDAFGLSRASV--------------HPPLPRVS--I
gi|530417566                                1 ------------------------------------------------------	 0------------------------------------------------------
Cre12.g505950|Cre12.g505950.t1.2            1 ------------------------------------------------------	 0----------------------------------------------------M-
Vocar20000934                               1 ------------------------------------------------------	 0----------------------------------------------------M-
Esi0000_0471                              418 AVR	 420QKEDAEKSKGLGGLVRQIAPVVGAGGPAAGMGGMLTSKDIVGDAPETLSPGMAAAAAATA	 480GGKGGGKGGGGSKPLAEKQKGGLWKSLQEGNKEREEDFM
gi|164427612                                1 ------------------------------------------------------	 0--------------------------MAKDNKP---------PKF---------
CMN179C|CMN179CT                            1 ------------------------------------------------------	 0---------------------------------------------------ML-
Medtr5g095530|Medtr5g095530.1               1 ------------------------------------------------------	 0------------------------------------------------------
Glyma02g46900|Glyma02g46900.1               1 ------------------------------------------------------	 0------------------------------------------------------
Glyma14g01810|Glyma14g01810.1               1 ------------------------------------------------------	 0------------------------------------------------------
AT1G55900.                                  1 ------------------------------------------------------	 0------------------------------------------------------
Carubv10009325m.g|Carubv10009325m           1 ------------------------------------------------------	 0------------------------FLFSDHNSK---------PYFNPCCDSQS-
Bra030827|Bra030827                         1 ------------------------------------------------------	 0------------------------------------------------------
Bra037095|Bra037095                         1 ------------------------------------------------------	 0------------------------------------------------------
Cucsa.390900|Cucsa.390900.1                 1 ------------------------------------------------------	 0------------------------------------------------------
Phpat.020G041400|Phpat.020G041400.1         1 ------------------------------------------------------	 0-----------------------------------------------MSTAKM-
124475|124475                               1 ------------------------------------------------------	 0------------------------------------------------------
Phpat.008G082000|Phpat.008G082000.1         1 ------------------------------------------------------	 0-----------------------------------------------MSKVTM-
GRMZM5G896568|GRMZM5G896568_T01             1 ------------------------------------------------------	 0------------------------------------------------------
LOC_Os01g55700|LOC_Os01g55700.1             1 ------------------------------------------------------	 0------------------------------------------------------
LOC_Os05g43770|LOC_Os05g43770.1             1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM2G035651|GRMZM2G035651_T01             1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM2G441091|GRMZM2G441091_T01             1 ------------------------------------------------------	 0------------------------------------------------------
Eucgr.F02057|Eucgr.F02057.1                 1 ------------------------------------------------------	 0------------------------------------------------------
GSVIVG01030074001|GSVIVT01030074001         1 ------------------------------------------------------	 0------------------------------------------------------
GSVIVG01014657001|GSVIVT01014657001         1 ------------------------------------------------------	 0------------------------------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------------------------------------------------	 0------------------------------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------------------------------------------------	 0------------------------------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------------------------------------------------------	 0------------------------------------------------------
29629.t000047|29629.m001396                 1 ------------------------------------------------------	 0------------------------------------------------------
Potri.001G364500|Potri.001G364500.1         1 ------------------------------------------------------	 0------------------------------------------------------
Potri.001G366300|Potri.001G366300.1         1 ------------------------------------------------------	 0------------------------------------------------------
Potri.011G093000                            1 ------------------------------------------------------	 0------------------------------------------------------

sp|Q55C70                                   1 ------	 0MILNKVAKC-----------------------------------YGKQIGFFGNKT--TQ	 23------FIKPNQT-------------IFLIGGTKRLFTT
77112|77112                                 1 ------	 0------------------------------------------------------------	 0----------------------------------------
30026.t000051|30026.m001487                 1 ------	 0------------------------------------------------------------	 0----------------------------------------
Potri.004G062900                            1 ------	 0------------------------------------------------------------	 0----------------------------------------
Potri.011G072000                            1 ------	 0------------------------------------------------------------	 0----------------------------------------
gi|74966225                                75 AFKSEVEE	 82--APKVEKLEVESPKIEA----------------E---KVLS----------S-------	 104-----------------------------------
gi|48526509                                81 GCSSGPGR	 88AKRERVGGAAWRQRKMAASAAVFSRLRSGLRLGSRGLCTRLA----------T-------	 131-----------------------------------
gi|530417566                                1 ------	 0------------------------------------------------------------	 0----------------------------------------
Cre12.g505950|Cre12.g505950.t1.2            2 ------	 1--LRRLPGL---------------------------L-GRLGGA----------AGGSAA	 21SAASSA--A---EASVASMASASAPRAAAAGFRSRLFSS
Vocar20000934                               2 ------	 1--LTRLPRL---------------------------L-RLGSGA----------------	 15-------------------------KAASDECCRRAMQT
Esi0000_0471                              520 RRNEAFQRVMEKRM-------	 533--AREKAKRDEQAQQQ*YPLWMLSILRNSVRLNSRALRVVPSAAN-------TLTSVQAS	 583---------------------
gi|164427612                               11 ------	 10---------------------------------------------------SKPESTPAQ	 19------KATPK------------APEPAESEKAE---Q
CMN179C|CMN179CT                            3 ------	 2--VDRYAGL-------------------------RALRPIGSALLRPGRVLRCLTSGNGG	 35R--------------------------AAGEAG------
Medtr5g095530|Medtr5g095530.1               1 ------	 0---------------------MSL-----QILRSRFF-SVAASSSSKPFRFSKVTPQPS-	 32-----S-------------------------RFS---ST
Glyma02g46900|Glyma02g46900.1               1 ------	 0---------------------MSL-----GILRSRAI-SLAS------------------	 15-----K-------------------------RFL---CT
Glyma14g01810|Glyma14g01810.1               1 ------	 0---------------------MSL-----GILRSRAI-SLAS------------------	 15-----K-------------------------RFL---CT
AT1G55900.                                  1 ------	 0---------------------MAS-----IVLRSRLL-PRLAKLRSRNLR--CFSAEAS-	 30STNSTS-------------------------RYSGVTST
Carubv10009325m.g|Carubv10009325m          21 ------	 20--LEKTPKS----------E-MAS-----IALRSRLL-PNLAKLRSRHLR--LFSAEAAS	 59SSNSSA-------------------------RVQGISS
Bra030827|Bra030827                         1 ------	 0-------------------M-ASS-----IAVRSRLV-PSLLKLRSRNPRRALFSTEASS	 34S----S-------------------------KVSSSSQQ
Bra037095|Bra037095                         1 ------	 0-------------------M-AFF-----VALRSRLV-PRLLRLRCRTSR--LLSTEAAS	 32S----S-------------------------KKAAPGLS
Cucsa.390900|Cucsa.390900.1                 1 ------	 0------------------------------------------------------------	 0--------------------------------KDALNASQ
Phpat.020G041400|Phpat.020G041400.1         7 ------	 6--LRRSTEA----------VAL-------RGEVGRLP-PSLSGIARR------FSSSPSS	 40--------------------------------SSSLASP
124475|124475                               1 ------	 0------------------------------------------------------------	 0----------------------------------------
Phpat.008G082000|Phpat.008G082000.1         7 ------	 6--LRRSAGA----------VQEVL-----QGQRERAL-A--AFLPQG------FST--AS	 38--------------------------------LSSVASS
GRMZM5G896568|GRMZM5G896568_T01             1 ------	 0---------------------MSR-----V-AGS----RLLPRISAL--S-FCTAS-PAT	 25----------------AAASSS---SSTAAVAAA-----
LOC_Os01g55700|LOC_Os01g55700.1             1 ------	 0---------------------MDG-----V-ARSRLLVPLLPRISAR--S-FSAAS-PAS	 29----------------EPAAAA---AAVA--ASD-----
LOC_Os05g43770|LOC_Os05g43770.1             1 ------	 0--------M----------AAVTR-----A-ARSRAL-LLLPRASAAAPHFSTTAS-SGA	 34AAA---AAAP----------VE---AAAAGAS-------
GRMZM2G035651|GRMZM2G035651_T01             1 ------	 0---------------------MSR-----L-LLRHRS-FLLPGARSDASHPFTAAS-SSS	 31RSSYTSRFSPL-A---YHASAA---ATAAGAQSE-----
GRMZM2G441091|GRMZM2G441091_T01             1 ------	 0------------------------------------------------------------	 0----------------------------------------
Eucgr.F02057|Eucgr.F02057.1                 1 ------	 0---------------------MSS-----IVARSRAA-SLLS---GRCRRSLS-------	 23-----------------SDATS------IHPHKEPVVAS
GSVIVG01030074001|GSVIVT01030074001         1 ------	 0---------------------MLR-----I-LRSRPL-TNSF---SFYGRPFSSNI-SAN	 28PPKEAI--ISS-S------------------SSSSSSSS
GSVIVG01014657001|GSVIVT01014657001         1 ------	 0---------------------MST-----T-IRSRGL-CSFI---SKNNRLFCSKV-SSS	 28PPKPPP--SPA-S----VAAVD------QSPANQPIISS
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------	 0---------------------MYA-----V-ARS--------------------------	 7-------------------RFR------ISRT-HRRFLST
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------	 0---------------------MYA-----V-ARS--------------------------	 7-------------------RFR------ISRT-HRRFLST
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ------	 0------------------------------------------------------------	 0----------------------------------------
29629.t000047|29629.m001396                 1 ------	 0---------------------MAS-----IILRSRIS-SILSKSTKPNRRFFSSNI-DKE	 32SIISSQSIISDQAADATSASVGQTPAAAAGIGKESIISS
Potri.001G364500|Potri.001G364500.1         1 ------	 0---------------------MAS-----TMLRSRIL-SIASRTNKPNRRFFCSN---KE	 30STISSQSIISDQSAA-A----G-----------------
Potri.001G366300|Potri.001G366300.1         1 ------	 0---------------------MAS-----TMLRSRIL-SIASRTNKPNRRFFCSN---KE	 30STISSQSIISDQSAA-A----G-----------------
Potri.011G093000                            1 ------	 0---------------------MAS-----TVLRSRIL-SIVSRNNKPNRRFFCSN---KE	 30PIISSQSTIPDQSAAAA----E-----------------



sp|Q55C70                                  44 QQQQ----SPKKEEPKSE---	 57-----------------------QQKKVEDKTEE---------------K---EKEKDEE	 76ENENEKEKENEDGEGQKKKSKFN
77112|77112                                 1 --------------------	 0------------------------------------------------------------	 0--------------------------
30026.t000051|30026.m001487                 1 --------------------	 0-----------------MVSKALKKTP----------------------T---KSIK---	 15-----------DRRGCHRRQKKKSP
Potri.004G062900                            1 --------------------	 0-----------------MVSKSLKRSP----------------------T---KSMK---	 15-----------DPRSHRPRPRRC-N
Potri.011G072000                            1 --------------------	 0-----------------MVSKSLKRSP----------------------T---KSIK---	 15-----------DPGSHRRRRRHR--
gi|74966225                               105 -----------PPPAPAPTSS--AI	 116DELNSLKDSL------------------EKLES----AAS-----KSSSSSGGSSDNSDP	 149G---------NAEEIEA
gi|48526509                               132 ------------PPRRAPDQA----	 140----------------------------AEI-------GS-----RGSTKA--QGPQQQP	 158G---------SEGPSYA
gi|530417566                                1 --------------------	 0------------------------------------------------------------	 0--------------------------
Cre12.g505950|Cre12.g505950.t1.2           56 E------TK------------	 58-----------------------GAHSVLDEVAQAR----------------LKRIKSQL	 79E---------ATGELPVEPPSGG
Vocar20000934                              30 E------AK------------	 32-----------------------GAHSVLDEVAQAR----------------LKRIKSQL	 53E---------ATGELPVETPRSA
Esi0000_0471                              584 ------------RRLLTSYSSFLQKETKDDK-PKS--IL	 607TDDMLFKAGV------DVDEKGQGK------N------------EE--TSGEGGEDKNEP	 641SSK
gi|164427612                               37 KQQQQQQQQTPAESEPEPEIDL	 58SKLPDLRGGIPTTLEYEMAQKEAGKKPVAGEEAETQAEGAEGPEAATSGSGGGGRKKGQL	 118------PDSAYVSSTEKRRQK
CMN179C|CMN179CT                           43 -------SKPTSGPIHP----	 52------------------------------------EEGAAA------AS----------	 60-----------DGAAESKRPQHS
Medtr5g095530|Medtr5g095530.1              39 AAPATPHPPPSATPSPP----	 55-----------------------------PPSSATPPPSSAT------PP----------	 70-----------PPPPFSSTASPN
Glyma02g46900|Glyma02g46900.1              22 NA-------------------	 23---------------------------------------ASA------SP----------	 28-----------PLPPPPSAASPS
Glyma14g01810|Glyma14g01810.1              22 NA-------------------	 23---------------------------------------AS--------A----------	 26-----------PLPPPPSAASPS
AT1G55900.                                 45 QSMFSDFPPPNQPPPPP----	 61-----------------------------PPQ----------------VE----------	 66-----------AAAAAATGKERK
Carubv10009325m.g|Carubv10009325m          73 GQSMFSDFPPPNQPPPP-----	 89------------------------------PQ----------------AE----------	 93-----------AAAAAATGKER
Bra030827|Bra030827                        45 QSIFSDFPPPNHLPPPP----	 61-----------------------------PEA----------------------------	 64-------------AAEALGKERK
Bra037095|Bra037095                        43 HSLFSDLHH---Q-LPP----	 55-----------------------------PE-----------------------------	 57---------------AALAKERK
Cucsa.390900|Cucsa.390900.1                 9 KLVS-----DQIPPDA----	 19-----------------------------Q-------------------T----------	 21-----------TSATSSSSSSSKP
Phpat.020G041400|Phpat.020G041400.1        48 NNVAEAATVAEASSSSG----	 64-----------------------------GTV-----------------S----------	 68-----------SGGEETARPGSL
124475|124475                               1 --------------------	 0------------------------------------------------------------	 0--------------------------
Phpat.008G082000|Phpat.008G082000.1        46 QNVA------TESSASA----	 56-----------------------------GTAAAASVG----------TS----------	 67-----------EEGVVGSLKQRF
GRMZM5G896568|GRMZM5G896568_T01            41 -------AATASEASST----	 50------------------------------------------------AG----------	 52-----------DPSSQPPQTARK
LOC_Os01g55700|LOC_Os01g55700.1            43 -------AAAATDYSSS----	 52------------------------------------------------AG----------	 54-----------DPSSAPPPPARK
LOC_Os05g43770|LOC_Os05g43770.1            51 -------DASAAAAAGA----	 60------------------------------------------------GE----------	 62-----------Q-----PAPPPK
GRMZM2G035651|GRMZM2G035651_T01            59 -------GAAAESTPAA----	 68------------------------------------------------GD----------	 70-----------QPSSTPPPAARG
GRMZM2G441091|GRMZM2G441091_T01             1 --------------------	 0------------------------------------------------------------	 0--------------------------
Eucgr.F02057|Eucgr.F02057.1                40 QALISDQPPPPPPQ-EP----	 55-------------------------------------------------A----------	 56----------------PPSAEKK
GSVIVG01030074001|GSVIVT01030074001        47 ESLINDQAP-SAPPSEP----	 62-------------------------------------------------V----------	 63-------------------AKKS
GSVIVG01014657001|GSVIVT01014657001        55 AALVDGQNPPPIPPPAP----	 71-------------------------------------------------P----------	 72-------------------SAKK
PGSC0003DMG400022178|PGSC0003DMT40005708   22 ALLQDQPPPPSPLPEP----	 37-------------------------------------------------S----------	 38-----------SAAAVAAGAENKS
PGSC0003DMG400022178|PGSC0003DMT40005708   22 ALLQDQPPPPSPLPEP----	 37-------------------------------------------------S----------	 38-----------SAAAVAAGAENKS
PGSC0003DMG400022178|PGSC0003DMT40005708    1 --------------------	 0------------------------------------------------------------	 0--------------------------
29629.t000047|29629.m001396                72 QSIISDQAADATSASAT----	 88------------------------------------------------ET----------	 90-----------LAAAAAAAEERK
Potri.001G364500|Potri.001G364500.1        48 ---------------------	 47-------------------------------------------------E----------	 48-----------APAQAVGSSENK
Potri.001G366300|Potri.001G366300.1        48 ---------------------	 47-------------------------------------------------E----------	 48-----------APAQAVGSSENK
Potri.011G093000                           49 ---------------------	 48-------------------------------------------------E----------	 49-----------APAQAAGIRENK

sp|Q55C70                                 100 VPPIVT-SVTSTFFAGVLVASTFGYLTYNFKKDISEE	 135ERYRLNS------------------VESKFYHSIA-------EPFREFFDNIFENLRTKY	 170EFFDM
77112|77112                                 1 -------------------------------MQD	 3RL--VRT-------SREAAAARLELSSSLAESS----------SL----H-DSLDDCECY	 39VPPSPVSLPIH
30026.t000051|30026.m001487                30 AKTH-CIGASSNAIFASINKTIYSCKRR-LAKIFS	 62KL--ARI-------STPN--SRYKGYKILKNGV----------KD----R-KREQE--PD	 94VEKDGICRV
Potri.004G062900                           29 KRKS-PV-KTTSSIISTINKTIFTCKRR-LSKLFS	 60KL--ARI-------STPN--SRYKDYKILKTGS----------KY----H-----D--LE	 88VEKDTVCRA
Potri.011G072000                           28 -KKS-PGRTTSAVIISTINKTIFTCKRR-LSKLFS	 59KL--ARI-------STPN--SRYKGYNILKNGS----------KY----H-----D--QK	 87IESDSICRV
gi|74966225                               158 RRKRMERNTRIG-AYVLFGGS----IIGFISFCFYYGRAQRDE	 195FGNVISDEFSG--------------------SF--LAPF-------YRIANSFKLWRDYV	 22
gi|48526509                               167 --------KKVA-LWLAGLLG----AGGTVSVVYIFGNNPVDE	 196NGAKIPDEFDN--------------------DPILVQQL-------RRTYKYFKDYRQMI	 22
gi|530417566                                1 ----------------------------------	 0-----------------------------------------------MVPRFLMSSTMMI	 13IEP-------T
Cre12.g505950|Cre12.g505950.t1.2           94 VWGAIRMLWRGALLGATGLGATAAYYTYAYDTKELVS	 130IVKQTRAELKAEE-----------KPNP-LRK----LWCDGMQRYLV-FRHDMESRIKDF	 173TDP--
Vocar20000934                              68 AWQAVRYLWNALLLGTAGTGAAAAYYTYAYDTQELTD	 104IVKRTRVE----S-----------KDQP-LSQ----AWCDAMERYLN-FRRNVEARVKEY	 143TDP--
Esi0000_0471                              645 SEKSRRKRQTSTDIKREKYANWFYI--------FSLSALTGTAIYMARDWEPQESEE	 693LKKDID-------------------------------NGYTLSLMYKRF
gi|164427612                              134 MANWAFIA---AG-----LALVGGTIYLGREWDEEELEK	 164HH-------------------------DIP-------NGWGLGLWWKRAKARMTGTVSYY	 192QEP
CMN179C|CMN179CT                           73 RWRALF---RP--GRL------LGFVALGSA------	 92---------------------------ATVLTFWVVDPEGTV-ARLERLRHELESRIRYY	 124VEP---
Medtr5g095530|Medtr5g095530.1              83 RWNFLK---YAAIGALTGTTAVAGYASYAYSTDEIDE	 116KTKLFRDSTKY---SPPDGATSLDKFQGMVYSTAVTVPAKAVELYLD-ARRFIEEHVKGY	 172TEP--
Glyma02g46900|Glyma02g46900.1              41 RWSFLK---YALVGALTGGTVFAGYASYAYSLDEIEQ	 74KTRSLRESAKY---TAGDGVTALDKFQGLLYSTAMTVPAKAVELYLD-ARRVIEEQVKSY	 130TEP---
Glyma14g01810|Glyma14g01810.1              39 RWNFLK---YAVVGALTGGTAFAGYASYAYSLEEVEE	 72KTRSFRESAKY---AAGDGATALDKFQGLLYSTAMTVPAKAVELYLD-ARRLIEEQVRSY	 128TEP---
AT1G55900.                                 79 GLKYLG---YALLWALTGATAATGYASFAYTIDEVNE	 112KTKAFRESATKTPVIKSSGIDVIDKYQTKLYSAAMTGSARAIDKYLE-LREIVEEQVKGF	 171TEP--
Carubv10009325m.g|Carubv10009325m         105 KGLKYLG---YAFLWALTGATAATGYASFAYTIDEVNE	 139KTKAFRESATQTPVINSTGIDVIDKYQTMLYSTVMTGSAKAIDKYLE-LREIVEEQVKGF	 198TEP-
Bra030827|Bra030827                        75 GLKYLS---NGLIWAFTGATAAIGYTSYAYTLDEVNE	 108KTKSFRESAMKPPPPALDSSSAIDKYQAMLYSAAIKVPARAIEMYLE-LREQVEEHVKGF	 167TEP--
Bra037095|Bra037095                        66 GLKFLS---NVFIWALTGATAAAGYTSYAYTLDEVNQ	 99KTKAFRESAFKTTQQPSLHSSGIHKYQAMLYSAAVKVPARAIDMYLE-LREAVEEQVKGF	 158AEP---
Cucsa.390900|Cucsa.390900.1                35 WNFFK---YSLIGALTGATAVAGYASYGIFTCLLFI	 67GSSG-------------------MKVQGMLYSTIMTGRRTCLSFLVDFSNSNIYSLHDGY	 108TEP----
Phpat.020G041400|Phpat.020G041400.1        81 LWRVIK---SSVLLASTAVAGGAAYVTYAFDVDTVEQ	 114KLSALKSAKDF---RASDEANIFEKLRTAVYTTSLGAGTSVAEFYID-TRKNLEDQIRGI	 170AAP--
124475|124475                               1 ----------------------------------	 0--------------------------------------------------------LQGF	 4AAP-------SS
Phpat.008G082000|Phpat.008G082000.1        80 LWRVVK---SSLLIAATGAVGGAAYVTYSYDVDSVEQ	 113KLSALKSSISK---LTFDESNLLDKLRSTVYATTLGAAVSVADFYVE-TRKNLEDQIRGI	 169AAP--
GRMZM5G896568|GRMZM5G896568_T01            65 PWGALK---FAAFAAVSTAVGGTGYVSYAYSLEEVDQ	 98MTRELRKKSKQ---PIPEDASGFERFQAMAYSAAMKVPVAAIEVYMD-VRSQIEDQIRGF	 154SEP---
LOC_Os01g55700|LOC_Os01g55700.1            67 PLGLLK---GGVLAVVAAAFGATGYVSYAYSLDEIDQ	 100RTREFRKNSKQ---PIRDDLSGFEKFQAMAYSAAMKVPVAAIEFYLD-TRSQIEDQIRGF	 156SEP--
LOC_Os05g43770|LOC_Os05g43770.1            70 RWGLLK---FGAFAAVCGALGAAGYSSYAYTLEEVDQ	 103KTREFRKAMTTPR-PVAEDASEFEKFQAMIYSTAMKAPVAAIEFYMD-VRHTIEDHIRGF	 161AEP--
GRMZM2G035651|GRMZM2G035651_T01            83 RWGLLK---FGALAAVAGAIGGVGYVTYAYSLNEVEE	 116KTREFRKNPRL---LIPEDASTFEKYKAMVYSTAMK----AIELYLD-IRSTIEDHVRGF	 168TEP--
GRMZM2G441091|GRMZM2G441091_T01             1 ----------------------------------	 0------------------------------------------------------------	 0------------
Eucgr.F02057|Eucgr.F02057.1                64 PWGLLK---YGLAAAFTGVTAAAGYASYAYSLEEVDE	 97KTKAFRSSIDY---NTKESDSAVDKFQGLLYSAAMTVPAKAIDLYLD-LRKVIEDQIQGY	 153TEP---
GSVIVG01030074001|GSVIVT01030074001        68 SSAFLK---FAIFGTLAGATAAAGYASYAYTLDEVDE	 101KTKAFRTSAKY---TVGDNASSLDKFQALLYSAAMTVPAKAIELYLD-LRRPIEEQIRGF	 157AEP--
GSVIVG01014657001|GSVIVT01014657001        77 SWNFLK---FGLIGALTVGVATAGYASYAYTLDEVDE	 110KTKAFRASAKD---SVEDDASAFDKFKALAYTSAVTVPAKAIDLYLD-MRRLIEEQVHGF	 166TEP--
PGSC0003DMG400022178|PGSC0003DMT40005708   52 WNFLK---YSLVAALTGGAATAGYATYAYSLTEVEE	 84RTKALRTSANY---TVGDSASGFDKFQALLYSSAMTVPAKLVELYLD-LRRLTEEQVRDY	 140SEP----
PGSC0003DMG400022178|PGSC0003DMT40005708   52 WNFLK---YSLVAALTGGAATAGYATYAYSLTEVEE	 84RTKALRTSANY---TVGDSASGFDKFQALLYSSAMTVPAKLVELYLD-LRRLTEEQVRDY	 140SEP----
PGSC0003DMG400022178|PGSC0003DMT40005708    1 ----------------------------------	 0------------------------MF---SPLLKIPVPAKLVELYLD-LRRLTEEQVRDY	 32SEP-------L
29629.t000047|29629.m001396               103 GWGFLK---FAIIASLAGASGLAGYATYAYTLNEVEE	 136KTKALRESINY---KTSEDASSAEKYKDLLYSAAMTVPAKAVQLYLD-LRRNIEEQVKGF	 192TEP--
Potri.001G364500|Potri.001G364500.1        61 AWNFFK---YGIVGALTGATAFAGYASYAHSLDEVEE	 94KTKALRESVNY---TAANDASNVEKYQGLLYSTAMTVPAKAVELYLD-MRRLLEEHVKGF	 150TEP---
Potri.001G366300|Potri.001G366300.1        61 AWNFFK---YGIVGALTGATAFAGYASYAHSLDEVEE	 94KTKALRESVNY---TAANDASNVEKYQGLLYSTAMTVPAKAVELYLD-MRRLLEEHVKGF	 150TEP---
Potri.011G093000                           62 AWNFFK---YGIIGALTGATAFAGYASYAYSLDEVEE	 95KTKTLRESVNY---TASNDASNVEKYQGLLYSTVMTVPAKAVELYLD-LRKLLEEHVKGF	 151TEP---

sp|Q55C70                                 176 LFGPGKIHKVLPPPLPG--GKK---YTLVIDIDALTEITKTSKYP----------	 215--------TLYKRAGLDFFLDHL-RKDYEIYLYFNGNIPQNKYEQLQFKID
77112|77112                                51 GECGIPPLA-PQERDK---VTLVLDLDETLVHSSFVPIP-RYDFTIRVD	 94IDNKLQTVYVVKRPGVEQFLRAM-ADKFEVVLFTASLQ--KYADPLVDRLDYYS-AIR
30026.t000051|30026.m001487               104 LFFNEKLPPLI-S--PNK---RTVFLDLDETLVHSKADPPPHVFDFVVRPN	 148IDGEFMNFYVLKRPGVDEFLEAL-AAKYEVVVFTAGLK--AYASLVLDRLDEKG-
Potri.004G062900                           98 LFFNERLPPLI-S--PDK---RTVFLDLDETLVHSKAGPPPQEFDFVVRPK	 142IDGEMMIFYVLKRPGVDAFLEAL-GTKYEVVVFTAGLK--EYATLVLDRIDPKG-
Potri.011G072000                           97 HLFNEPLPPLI-S--PGK---RTVFLDLDETLVHSKAGPPPQKFDFVVRPE	 141IDGETMNFYVLKRPGVDAFLEAL-GAKYEVVVFTAGLK--EYASLVLDRIDTRG-
gi|74966225                               227 6VEP-------AREQLLPDPLPAPYLQ--PKYTIVIELKNILVHPEWTYKT----------	 267------GYRFLKRPALDYFLDVIGYPNFEVVIYSSESM--MTAAP
gi|48526509                               230 9IEP-------TSPCLLPDPLQEPYYQ--PPYTLVLELTGVLLHPEWSLAT----------	 270------GWRFKKRPGIETLFQQL-APLYEIVIFTSETG--MTAFP
gi|530417566                               18 SPCLLPDPLQEPYYQ--PPYTLVLELTGVLLHPEWSLAT----------	 54------GWRFKKRPGIETLFQQL-APLYEIVIFTSETG--MTAFPLIDSVDPHG-FIS
Cre12.g505950|Cre12.g505950.t1.2          177 -----ATDKLLPDQHPAMKGA----ITLVLDLDEVLVWKEWTRQR----------	 212------GWSIYKRPGVQEFLLEM-AQYFEIVVYTDEPY--TYADPILNKFD
Vocar20000934                             147 -----ATDKLLPDLHPQLRGNL---ITLVLDLDELLVFKEWTRQK----------	 183------GWSIYKRPGVQEFLLEL-GQYFEIVIYTDEPA--TYADPILNKLD
Esi0000_0471                              712 KARFNSMFTYF	 722QEP-------PFPDLLPPPPPPPYQRP---LTLVITLEDFLVHSEWSQKH----------	 762------GWRTAKRPGADYFLGYL-SQYYEIV
gi|164427612                              196 -------AFEKLLPDPD-PSFERP---YTLCISLEDMLVHSEWTRDH----------	 231------GWRLAKRPGVDYFLRYL-SQYYEIVLFTSVPF--ANAEPIVRK
CMN179C|CMN179CT                          128 ----SREKLLPDPV-APFPGSLPPRTLVLDLDETLVHSDWTRST----------	 166------GWRTSKRPGVDAFLAYM-AQFYEIVVFTSALP--GYADPILDRMDP
Medtr5g095530|Medtr5g095530.1             176 -----YTDKLLPDLL-PQEQHV---FTLVLDLNETLIHYIWTRDT----------	 211------SWQTFKRPGVDAFLEHL-AQFFEIVVYTDEQN--MFVDPVIERLD
Glyma02g46900|Glyma02g46900.1             134 ----YTDKLLPDLL-PQEQHV---FTLVLDLNETLIHYIWTRDT----------	 169------GWQTFKRPGVDAFLEHL-AQFYEIVVYTDEQN--MFVDPVIERLDT
Glyma14g01810|Glyma14g01810.1             132 ----YTDKLLPDLL-PQEQHV---FTLVLDLNETLIHYIWTRDT----------	 167------GWQTFKRPGVDAFLEHL-AQFYEIVVYTDEQN--MFVDPVIERLDT
AT1G55900.                                175 -----LSEKLLPDLH-PAEQHV---FTLVLDLNETLLYTDWKRER----------	 210------GWRTFKRPGVDAFLEHL-GKFYEIVVYSDQME--MYVLPVCEKLD
Carubv10009325m.g|Carubv10009325m         202 ------LSEKLLPDLH-PAEQNA---FTLVLDLNETLLYTDWKRER----------	 237------GWRTFKRPGVDAFLEHL-AKFYEIVVYSDQMD--LYVNPVCEKL
Bra030827|Bra030827                       171 -----LSEKLLPDLH-PSEQNV--VYTLVLDLNETLLYTDWKRER----------	 207------GWRTFKRPGVDAFLEHL-GKFYEIVVYSDQMD--MYVYPVCEKLD
Bra037095|Bra037095                       162 ----LSEKLLPDMH-PAEQNV--IYTLVLDLNETLLYTDWKRER----------	 198------GWRTFKRPGVDAFLEHL-SKFYEIVLYSDQMD----------ALDP
Cucsa.390900|Cucsa.390900.1               112 ---NAEMLLPDLH-PMERHV---FTLVLDLNETLVYSDWTRER----------	 147------GWQTFKRPGVDSFLEHL-AQFYEIVIYSDQSN--MYVDPVIERLDPK
Phpat.020G041400|Phpat.020G041400.1       174 -----SSSKLLPDLL-PHEKGT---FTLVLDLNETLLYSDWKRDR----------	 209------GWRTFKRPGVDAFLEKL-AQHYEIVVYSDQLN--FYVEPVLERLD
124475|124475                              10 DKLLPDLI-PQEQHV---YTIVLDLNETLVFSEWKRER----------	 43------GWGTFKRPGVEAFLEKL-AHYYEIVVYSDQLS--FYVDPILERLDQKG-CIRY
Phpat.008G082000|Phpat.008G082000.1       173 -----SSSKLLPDLL-PQERGA---FTVVLDLNETLVYSDWKRDR----------	 208------GWRTFKRPGVEAFLEQL-AQYYELVVYTDQLN--FYVDPILEKLD
GRMZM5G896568|GRMZM5G896568_T01           158 ----VSDKLLPDLA-PQEQHV---LTLVLDLNETLVYSDWKRER----------	 193------GWRTFKRPGVDAFLEHL-GRFYEIVVYSDQLS--MYVDPVVDRLDP
LOC_Os01g55700|LOC_Os01g55700.1           160 -----SSDKLLPDLL-PQEQHV---FTLVLDLNETLVYSDWKRER----------	 195------GWRTFKRPGVDAFLEHL-GKFYEIVVYSDQLS--MYVDPVIERLD
LOC_Os05g43770|LOC_Os05g43770.1           165 -----TSDKLLPDLD-PLNQHI---FTLVLDLNETLVYSDWLRER----------	 200------GWRTFKRPGVDAFIEHM-GKFYEVVVYSDQMP--MYVDPVLERLD
GRMZM2G035651|GRMZM2G035651_T01           172 -----TSDKLLPDLL-PQDQHV---FTLVLDLNETLVYSDWQRER----------	 207------GWRTFKRPGVDAFLEHM-SKLYEVVVYSDQPP--MYVEPVFERLN
GRMZM2G441091|GRMZM2G441091_T01             1 -------------MA---LTMFIPIFIS--LFFAKRER----------	 20------GCRTFKRPGVDAFLEHM-SKLYEVVVYSDQPP--MYVEPVFERLNSRG-TISH
Eucgr.F02057|Eucgr.F02057.1               157 ----TSDKLLPDLH-PMEQHV---FTLVLDLNETLVYSDWKRDR----------	 192------GWRTFKRPGVDDFLEHL-GKFYEIVIYSDQLQ--MYVDPVVERLDG
GSVIVG01030074001|GSVIVT01030074001       161 -----SSEKLLPDLH-PLEQHI---FTLVLDLNETLLYSDWKRER----------	 196------GWRTFKRPGVDAFLEHL-AQFYEIVVYSDQQS--MYVDPVLERLD
GSVIVG01014657001|GSVIVT01014657001       170 -----LSDKLLPDLH-PMEQHV---LTLVLDLNETLIYSDWKRDR----------	 205------GWRTFKRPGVDAFLEHL-AQFYEIVVYSDQLS--MYVDPVVERLD
PGSC0003DMG400022178|PGSC0003DMT40005708  144 ---LSDKLLPDLH-PLEQHV---FTIVLDLSETLVYSDWKVKF----------	 179------LV-----TNKTDFI*--------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708  144 ---LSDKLLPDLH-PLEQHV---FTIVLDLSETLVYSDWKRDR----------	 179------GWRTFKRPGVEDFLEHL-AQFFEIIVYSDQQN--MYVDPIVDRLDSK
PGSC0003DMG400022178|PGSC0003DMT40005708   37 SDKLLPDLH-PLEQHV---FTIVLDLSETLVYSDWKRDR----------	 71------GWRTFKRPGVEDFLEHL-AQFFEIIVYSDQQN--MYVDPIVDRLDSKQ-CIR
29629.t000047|29629.m001396               196 -----SSDKLLPDLH-PAEQHV---FTLVLDLNETIIYSDWRRDR----------	 231------GWRTFKRPGIDDFLQHL-ARLYEIVVFSDQLN--MYVDPVVERLD
Potri.001G364500|Potri.001G364500.1       154 ----AAEKLLPDLH-PAEQHV---FTLVLDLNETIIYSDWKRDR----------	 189------GWRTFKRPGVDDFLQHV-GRFYEIVVYSDQLS--MYVDPVVERLDT
Potri.001G366300|Potri.001G366300.1       154 ----AAEKLLPDLH-PAEQHV---FTLVLDLNETIIYSDWKRDR----------	 189------GWRTFKRPGVDDFLQHV-GRFYEIVVYSDQLS--MYVDPVVERLDT
Potri.011G093000                          155 ----ASDKLLPDLH-PAEQHV---FTLVLDLNETIIYSDWKRDR----------	 190------GWRTFKRPGVDDFLQHL-GRFYEIVVYSDQLS--MYVDPVVERLDP



sp|Q55C70                                 258 TNGKYFTGL	 266LYPETGIKERNQFSKKIEMLDRDPSKV-IFIDAA---SPYDHPNVINIGKFKSNS-----	 317KDKLLIELLPVLESFSRKNLDDVRPEISQFQNI
77112|77112                               149 HR	 150LYRESCRLYGGGLVKDLSILGRDLHKV-IIVDNSPHSYALQPQNAVPITSFIDNP-----	 204RDRELLELIPYLSVL--SEFDNVTAALNSCRYE--SLK--
30026.t000051|30026.m001487               200 LISHR	 204LYRDSCREVDGKFVKDLSEMGRDLKRV-VIVDDNPNCYTFQPDNAIPIKPFIDDL-----	 258RDGELGKLAKFFNGC--DGVEDMRNAVKQFVCGEGDN
Potri.004G062900                          194 VISHR	 198LYRDSCKQVDGKFVKDLSEMGRDLKRV-VIVDDNPSCYIYQPENAIPVKPFLDDL-----	 252GDLELGKLATFFDRC--DCFEDMRDAVKEYVGGEGDV
Potri.011G072000                          193 LISHR	 197LYRDSCKEIDGKFVKDLSEMGRELRRV-VIVDDNPNCYIYQPKNAIPVKPFTDDL-----	 251GDSELENLIAFFERC--DCFEDMRDAVKEYFGGEGDL
gi|74966225                               305 VVDSFDPKQ-RIMYK	 318LFRDCTKYMNGHHVKDLSKLNRDLSKV-IYIDFDAKSGQLNPENMLRVPEWKGNM-----	 372DDTSLVDLAELLKTIHLSDAEDVRPML
gi|48526509                               307 LIDSVDPHG-FISYR	 320LFRDATRYMDGHHVKDISCLNRDPARV-VVVDCKKEAFRLQPYNGVALRPWDGNS-----	 374DDRVLLDLSAFLKTIALNGVEDVRTVL
gi|530417566                              103 YR	 104LFRDATRYMDGHHVKDISCLNRDPARV-VVVDCKKEAFRLQPYNGVALRPWDGNS-----	 158DDRVLLDLSAFLKTIALNGVEDVRTVLEHYALEDDPLA--
Cre12.g505950|Cre12.g505950.t1.2          255 PQRVAVMHR	 263LYRTDTQYLDGKHVRDLSKINRDLNHV-LMISAKPEAWALQPENTLKLKPWKGQP-----	 317GDTGLIDLIPFLQFLAMRRVKDVRDVVKSYDGV
Vocar20000934                             226 PHRIV-PFR	 233LYRTDTQYQDGKHVRDLSKLNRDLTHV-LMISAKPEAWEFQPENALKLRPWKGEP-----	 287GDTGLIDLLPFLQFLAMRRVRDVRDVVRSYDGV
Esi0000_0471                              787 LFSSNYM--MYSDKIAEKLDPIHAFVSYN	 813LFKEHCVYKDGVHIKDLSKLNRDLSKV-IIIDTDPNSYKLQPENAIPMEPWNGEA-----	 867-DDKLVRLIPFLE
gi|164427612                              272 MDPYR-FIMWP	 281LFREATKYKDGEIVKDLSYLNRDLSKV-IIIDTDPKHVRAQPENAIVLPKWKGDP-----	 335KDTELVSLVPFLEFIHTMNFPDVRKVLKSFE
CMN179C|CMN179CT                          210 NG-YITHR	 216LYRHETKYRDGLHMKDLAKLNRDLRRT-IIIDNDPRVFALQSENGIEIAPWNGTDP----	 271DDKELLRLTAFLEWVVRNDVADVRPIIATVRNC-
Medtr5g095530|Medtr5g095530.1             254 PKH-CIRYR	 261LSRPATKYQDGKHYRDLSKLNRNPAKV-MYLSGHALESCLQPENCVPIKPWVQTDK----	 316DDTALVDFIPFLEFVARTSPADIRPVLQSYQGC
Glyma02g46900|Glyma02g46900.1             213 KH-CIRYR	 219LSRPATKYQDGKHFRDLSKLNRNPGKV-LYLSGHALESCLQPENCLPIKAWQQQDI----	 274DDTALLDFIPFLEFVARSSPPDIRPVLASYQGC-
Glyma14g01810|Glyma14g01810.1             211 KH-CIRYR	 217LSRPATKYQDGKHFRDLSKLNRNPGKV-LYLSGHALESCLQPENCLPIKAWQQQDI----	 272DDTALLDFIPFLEFVARSSPPDIRPVLASYQGC-
AT1G55900.                                253 PNG-YIRYK	 260LARGATKYENGKHYRDLSKLNRDPKKI-LFVSANAFESTLQPENSVPIKPYKL-EA----	 314DDTALVDLIPFLEYVARNSPADIRPVLASFERK
Carubv10009325m.g|Carubv10009325m         279 DPNN-YIRYK	 287LARGCTKYENGKHYRDLSKLNRDPRKI-LYVSANAFETTLQPENGVPIKPYKL-ES----	 341DDTALLDLIPFLEYVARNGPADIRPVLASYER
Bra030827|Bra030827                       250 PNG-YIRYK	 257LARGATKYENGKHYRDLSKLNRDPKRI-LYVSGNAFDTSLQPENCVPIKPYKL-ES----	 311DDTALVDLIPFLEYVARNGPADIRPVLASYERK
Bra037095|Bra037095                       234 NY-YIRYR	 240LARNATKYENGKRYRDLSKLNRDPKRV-LYISGNAFDTSLQPENCVPIKPYKL-ES----	 294DDTALVDLIPFLEYIARNNPADIRPVLASYERN-
Cucsa.390900|Cucsa.390900.1               192 H-CIRYR	 197LSRAATKYENGKHYRDLSKLNRDPRKI-IYLSGHASDSSLQPENSVPIKPWKC-ET----	 251DDTALLDFIPFLEFVARNSPADIRQVLESYKGC-D
Phpat.020G041400|Phpat.020G041400.1       252 QKG-CIRYR	 259LSRDATQYTNGKHLRDLEKLNRDPSRV-IYLSGHAKETTLQPDNALPVKPWKL-EA----	 313DDTVLLDMLPFLEFVAKQRPADIRPVLASYEGL
124475|124475                              93 R	 93LARDATNYLDGKHFRDLSKLNRDPKKI-MYISGHALDTCLQPENAVPIKPWKL-ES----	 147DDTALLDLLPFLEFVARQRPPDVRTVLESYKGR-DIAT--EF
Phpat.008G082000|Phpat.008G082000.1       251 QKG-CIRYR	 258LSRDATQYINGKHLRDLEKLNRDPTHV-IYLSGHAKDTTLQPENALPIKPWKL-EP----	 312DDTVLLDMLPFLEFVARQRPADIRPVLASYDGL
GRMZM5G896568|GRMZM5G896568_T01           237 KG-NIRHR	 243LSRVATKYENGKHYRDLSKLNRNPAQV-LYISAHAKESSLQPENSVEIKPWKLEN-----	 297DDTQLLDLIPFLEYVAMARPSDIRAVLASYQSG-
LOC_Os01g55700|LOC_Os01g55700.1           238 PKG-CVQHR	 245LSRVATKYENGKHYRDLSKLNRNPAQV-IYISGHALESCLQPENCVEIKPWKLEN-----	 299DDTQLLDLIPFLEYVAMARPSDIRAVLASYQGR
LOC_Os05g43770|LOC_Os05g43770.1           243 TKG-FITGR	 250LSRPATKYQDGKHYRDLSKLNRNPAQV-IYISSHALESCLQPENCVQIKPWKLET-----	 304DDTQLLDLIPFLEYVAMVRPSDIRTVLASYQGR
GRMZM2G035651|GRMZM2G035651_T01           250 SRG-TISHR	 257LSRPATKYVDGKHYRDLSKLNRNPAQV-IYLSAHALESCLQHENCVEIKPFKLEDK----	 312NDTQLLDLIPFLEYVAMARPSDIRTVLASYQGH
GRMZM2G441091|GRMZM2G441091_T01            70 R	 70LSRPATKYVDGKHYRDLSKLNRNPAQV-IYLSAHALESCLQHENCVEIKPFKLEDK----	 125NDTQLLDLIPFLEYVAMARPSDIRTVLASYQGH-DVAA--KF
Eucgr.F02057|Eucgr.F02057.1               236 KQ-CIRYR	 242LNRGATKYQDGKHYRDLSKLNRNPGKV-IYVSGHAQESCLQPENCVEIKPWKLET-----	 296DDTTLLDLIPFLEFVATRQPTDIRPVLASYEGT-
GSVIVG01030074001|GSVIVT01030074001       239 QKG-CIRYR	 246LSRTATRYQDGKHYRDLSKLNRDPSKI-LYVSGHAIESCLQPENCVPIKPWKVEA-----	 300DDTVLLDLIPFLEYVARHRPADIRPVLASYQGR
GSVIVG01014657001|GSVIVT01014657001       248 KKQ-CIRHR	 255LSRAATRYQDGKHYRDLSKLNRDPAKI-LYVSGHALETSLQPENCVQIKPWKLEE-----	 309DDTQLLDLIPFLEYVARNRPADIRPVLASYQGH
PGSC0003DMG400022178|PGSC0003DMT40005708  189 -------	 188------------------------------------------------------------	 188-----------------------------------
PGSC0003DMG400022178|PGSC0003DMT40005708  224 Q-CIRYR	 229LSRGATKYVGGKHYRDLSMLNRDSSRI-IYISGNALESSLQPENCVEIKPWKGDV-----	 283EDTTLLDLIPFLEYVGKHRPADIRTVLASYQGH-D
PGSC0003DMG400022178|PGSC0003DMT40005708  120 YR	 121LSRGATKYVGGKHYRDLSMLNRDSSRI-IYISGNALESSLQPENCVEIKPWKGDV-----	 175EDTTLLDLIPFLEYVGKHRPADIRTVLASYQGH-DIAK--
29629.t000047|29629.m001396               274 PNH-CIRYR	 281LSRDATKYQDGKHYRVCYSLLLSSCHSILQYLCFLYVN----IVCRIYRT--XXRRGS--	 333CGYNTFGPHSISEYVARASPSDIRKVLESYERK
Potri.001G364500|Potri.001G364500.1       233 NH-FIRYR	 239LSRSATKYQDGKHYRDLSKLNRDPGKI-LYVSGHAFENSLQPENCVPIKPFKTDEMGEVP	 298LDTALLDLIPFLEYVARNSPSDIRKVLASYERK-
Potri.001G366300|Potri.001G366300.1       233 NH-FIRYR	 239LSRSATKYQDGKHYRDLSKLNRDPGKI-LYVSGHAFENSLQPENCVPIKPFKTDEMGEVP	 298LDTALLDLIPFLEYVARNSPSDIRKVLASYERK-
Potri.011G093000                          234 NH-FIRYR	 240LSRSATRYQDGKHYRDLSKLNRDPGKI-LYVSGHAFENSLQPENCVPIKPFKIDETGDVP	 299LDTALLDLIPFLEYVARNSPSDIRTVLASYERK-

sp|Q55C70                                 351 SKQSLTKNLEDYLSTHNINSRQKK---	 374------------------------------------------------------------	 374---------------
77112|77112                               239 RY*-----------------	 240------------------------------------------------------------	 240----------------------
30026.t000051|30026.m001487               294 K--KVNVQV--------------	 300------------------------------------------------------------	 300-------------------
Potri.004G062900                          288 E--VLLTITN-----F-----DL	 298CFSNYALPCYDFAFIPQLLEKK--------------------------------------	 320---------KSDLQLSKPC
Potri.011G072000                          287 E--EQVEV*--------------	 292------------------------------------------------------------	 292-------------------
gi|74966225                               400 QYYSQYDDPAK--EFRRRAVYLSQQEEQKKQQP	 430DDSSM-LKRYS----GRLFGSRRH-----------------VNA----------------	 452---------
gi|48526509                               402 EHYALEDDPLA--AFKQRQSRLEQEEQQRLAEL	 432SKSNK-QNLFLGSLTSRLWPRSKQ-----------------P------------------	 456---------
gi|530417566                              197 AFKQRQSRLEQEEQQRLAEL	 216SKSNK-QNLFLGSLTSRLWPRSKQ-----------------P------------------	 240----------------------
Cre12.g505950|Cre12.g505950.t1.2          351 EDIPA--AFRARLQEAAAHQRQGQRR-	 374--------------PSGFLA-----------------PR*--------------------	 382---------------
Vocar20000934                             321 QDIPA--AFKARLQEAASHQKQVKR--	 343----------------GFLM-----------------PPR*-------------------	 350---------------
Esi0000_0471                              880 YLATQQTKDVRPILNSFEDK-KNLA-EEFDHRVKKLKDKF-YGDHK-	 922--------------SGGNWAMTALGLG------------NSLGGS----TKF-------
gi|164427612                              367 GQ-HIPT--EFARREAIARAEH-------	 385---------------NKLVAAKAK-KA----GLGSLGARFGIKPS--KLNPMAMEGEEDP	 423SEAFAKGKMIQDI
CMN179C|CMN179CT                          305 DRTTSRSFAERFEACRQQV-ESVLA-	 328--------------SQKLAAVAGAATASSSSADGHLS-GNGVRAPVRGLGIFAIP-RRDP	 372AEQSATTT--------
Medtr5g095530|Medtr5g095530.1             350 -DIPS--EFLRRLKLHKEKT-G---G-	 368--------------QRRLWK------------------*---------------------	 374---------------
Glyma02g46900|Glyma02g46900.1             308 DIPS--EFIRRSKEHQRRM-QEQKN-	 329--------------RGRFWK------------------*---------------------	 335----------------
Glyma14g01810|Glyma14g01810.1             306 DIPS--EFIRRSKEHQRRM-QEQKN-	 327--------------RGRFWK------------------*---------------------	 333----------------
AT1G55900.                                348 -DIAK--EFIDRSIEYQKRK-QGQLG-	 369--------------QGRFWR------------------R---------------------	 376---------------
Carubv10009325m.g|Carubv10009325m         374 K-DVAK--EFLDRSIEYQKRM-QEQRG-	 396--------------QGRFWR------------------R*--------------------	 403--------------
Bra030827|Bra030827                       345 -DVAK--EFLERSIEYQKRM-QGQR--	 365--------------QGRLWR------------------R*--------------------	 372---------------
Bra037095|Bra037095                       328 DVAK--EFLERSIEYQKRM-QGQR--	 348--------------QGRLWR------------------R*--------------------	 355----------------
Cucsa.390900|Cucsa.390900.1               286 IPT--EFIRRSKEHQRRI-QEQKQ-	 306--------------QGRIWK------------------R*--------------------	 313-----------------
Phpat.020G041400|Phpat.020G041400.1       347 -DVPT--EFRERTKELQRKL-AGRKQ-	 368--------------TTRLWR------------------GSSV*-----------------	 378---------------
124475|124475                             187 RERAKQNQRFE-------	 197-----------------SWI------------------SI*-------------------	 202------------------------
Phpat.008G082000|Phpat.008G082000.1       346 -DIPT--EFRERTKELQRKL-AERKQ-	 367--------------TNRLWR------------------GRQ*------------------	 376---------------
GRMZM5G896568|GRMZM5G896568_T01           331 DIAA--EFIERSKEHQRRM-QEQKK-	 352--------------SGRIWR------------------R*--------------------	 359----------------
LOC_Os01g55700|LOC_Os01g55700.1           333 -DIPA--EFIERSKEHQRRM-QEQKH-	 354--------------QGRLWR------------------R*--------------------	 361---------------
LOC_Os05g43770|LOC_Os05g43770.1           338 -DVAA--EFIERSKEHQRRM-QEQKQ-	 359--------------HGRIWR------------------Q*--------------------	 366---------------
GRMZM2G035651|GRMZM2G035651_T01           346 -DVAA--KFIERSKEHQRRV-QEQSK-	 367--------------LGRLWR------------------R*--------------------	 374---------------
GRMZM2G441091|GRMZM2G441091_T01           165 IERSKEHQRRV-QEQSK-	 180--------------LGRLWR------------------R*--------------------	 187------------------------
Eucgr.F02057|Eucgr.F02057.1               330 NIAQ--EFIKRSQEHQRRM-QEQRQ-	 351--------------TRSFWR------------------R*--------------------	 358----------------
GSVIVG01030074001|GSVIVT01030074001       334 -DIAT--EFIARSKDHQRRM-LEQRQ-	 355--------------HGRFWQ------------------R*--------------------	 362---------------
GSVIVG01014657001|GSVIVT01014657001       343 -DIAK--EFIERSKEYQRRM-QEQKQ-	 364--------------HGRFWR------------------R*--------------------	 371---------------
PGSC0003DMG400022178|PGSC0003DMT40005708  189 -------------------------	 188------------------------------------------------------------	 188-----------------
PGSC0003DMG400022178|PGSC0003DMT40005708  318 IAK--EFIERSKEHHRRM-QEQKQ-	 338--------------TGRLWR------------------R*--------------------	 345-----------------
PGSC0003DMG400022178|PGSC0003DMT40005708  213 EFIERSKEHHRRM-QEQKQ-	 230--------------TGRLWR------------------R*--------------------	 237----------------------
29629.t000047|29629.m001396               367 -DIAK--EFKERSKETQRRM-QEQRQ-	 388--------------QGFFRR------------------R---------------------	 395---------------
Potri.001G364500|Potri.001G364500.1       332 DVGK--EFLERSKDYQRRM-QEQRQ-	 353--------------QGRIWH------------------R*--------------------	 360----------------
Potri.001G366300|Potri.001G366300.1       332 DVGK--EFLERSKDYQRRM-QEQRQ-	 353--------------QGRIWH------------------R*--------------------	 360----------------
Potri.011G093000                          333 DLGK--EFLERSKDYQRRM-QEQRQ-	 354--------------QGRLWR------------------R*--------------------	 361----------------

sp|Q55C70                                 375 ---------------------------------------------	 374--------------------------------------------	 374             
77112|77112                               241 --------------------------------------	 240--------------------------------------------	 240                    
30026.t000051|30026.m001487               301 -----------------------------------------	 300--------------------------------------------	 300                 
Potri.004G062900                          331 KTPKCMNVSPVTVQSGWMTCIEVCIK---------------	 356--------------------------------------------	 356                 
Potri.011G072000                          293 -----------------------------------------	 292--------------------------------------------	 292                 
gi|74966225                               453 ---------------------------------------------------	 452--------------------------------------------	 452       
gi|48526509                               457 ---------------------------------------------------	 456--------------------------------------------	 456       
gi|530417566                              241 --------------------------------------	 240--------------------------------------------	 240                    
Cre12.g505950|Cre12.g505950.t1.2          383 ---------------------------------------------	 382--------------------------------------------	 382             
Vocar20000934                             351 ---------------------------------------------	 350--------------------------------------------	 350             
Esi0000_0471                              945 -	 944---------PLDLIHEEGQKNYLM-----------FMKMIEEEKEKIRIQQEQMGGQTFT	 984LKDYVEGNLPSPEEQMKIQLEKQKEVDALFEEEKKKKKIAE
gi|164427612                              437 ARERGMRNYLAMEEEIKKNGEMWLKMEQEAQEKA--QKEMMKNMQSS	 481VFGWFGG-APSGEQQSGES-------------EKKA--------	 503           
CMN179C|CMN179CT                          381 -SEASSPAAPAQPVPDQSIWTRLRR-------------------	 404--------------------------------------------	 404              
Medtr5g095530|Medtr5g095530.1             375 ---------------------------------------------	 374--------------------------------------------	 374             
Glyma02g46900|Glyma02g46900.1             336 --------------------------------------------	 335--------------------------------------------	 335              
Glyma14g01810|Glyma14g01810.1             334 --------------------------------------------	 333--------------------------------------------	 333              
AT1G55900.                                377 ---------------------------------------------	 376--------------------------------------------	 376             
Carubv10009325m.g|Carubv10009325m         404 ----------------------------------------------	 403--------------------------------------------	 403            
Bra030827|Bra030827                       373 ---------------------------------------------	 372--------------------------------------------	 372             
Bra037095|Bra037095                       356 --------------------------------------------	 355--------------------------------------------	 355              
Cucsa.390900|Cucsa.390900.1               314 -------------------------------------------	 313--------------------------------------------	 313               
Phpat.020G041400|Phpat.020G041400.1       379 ---------------------------------------------	 378--------------------------------------------	 378             
124475|124475                             203 ------------------------------------	 202--------------------------------------------	 202                      
Phpat.008G082000|Phpat.008G082000.1       377 ---------------------------------------------	 376--------------------------------------------	 376             
GRMZM5G896568|GRMZM5G896568_T01           360 --------------------------------------------	 359--------------------------------------------	 359              
LOC_Os01g55700|LOC_Os01g55700.1           362 ---------------------------------------------	 361--------------------------------------------	 361             
LOC_Os05g43770|LOC_Os05g43770.1           367 ---------------------------------------------	 366--------------------------------------------	 366             
GRMZM2G035651|GRMZM2G035651_T01           375 ---------------------------------------------	 374--------------------------------------------	 374             
GRMZM2G441091|GRMZM2G441091_T01           188 ------------------------------------	 187--------------------------------------------	 187                      
Eucgr.F02057|Eucgr.F02057.1               359 --------------------------------------------	 358--------------------------------------------	 358              
GSVIVG01030074001|GSVIVT01030074001       363 ---------------------------------------------	 362--------------------------------------------	 362             
GSVIVG01014657001|GSVIVT01014657001       372 ---------------------------------------------	 371--------------------------------------------	 371             
PGSC0003DMG400022178|PGSC0003DMT40005708  189 -------------------------------------------	 188--------------------------------------------	 188               
PGSC0003DMG400022178|PGSC0003DMT40005708  346 -------------------------------------------	 345--------------------------------------------	 345               
PGSC0003DMG400022178|PGSC0003DMT40005708  238 --------------------------------------	 237--------------------------------------------	 237                    
29629.t000047|29629.m001396               396 ---------------------------------------------	 395--------------------------------------------	 395             
Potri.001G364500|Potri.001G364500.1       361 --------------------------------------------	 360--------------------------------------------	 360              
Potri.001G366300|Potri.001G366300.1       361 --------------------------------------------	 360--------------------------------------------	 360              
Potri.011G093000                          362 --------------------------------------------	 361--------------------------------------------	 361              
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