
g8013|g8013.t1                              1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20005591m.g|Vocar20005591m             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G800751|GRMZM5G800751_T03             1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01008821001|GSVIVT01008821001         1 ------------------------------------------------------------	 0------------------------------------------------
121429|121429                               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma05g35480|Glyma05g35480.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma08g04250|Glyma08g04250.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g103470|Medtr8g103470.1               1 ------------------------------------------------------------	 0------------------------------------------------
Bra015061|Bra015061                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10014271m.g|Carubv10014271m           1 ------------------------------------------------------------	 0------------------------------------------------
Potri.006G157900|Potri.006G157900.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.006G160000|Potri.006G160000.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.018G081800|Potri.018G081800.1         1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.C03817|Eucgr.C03817.1                 1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400000378|PGSC0003DMT40000102    1 ------------------------------------------------------------	 0------------------------------------------------
29912.t000235|29912.m005509                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01015377001|GSVIVT01015377001         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10009515m.g|Carubv10009515m           1 MAIRVT-------------FT---------------------------------------	 8-------------------YSSYVARSIASSAGTRVGTGDV-------
Bra015534|Bra015534                         1 MAIRVT-------------LT---------------------------------------	 8-------------------YSSYVARNIASSAAARVGAGDV-------
Bra031542|Bra031542                         1 MAIRVT-------------FT---------------------------------------	 8-------------------YSSYVARNIASSAAARVGSGDF-------
LOC_Os03g55640|LOC_Os03g55640.1             1 MAIRIT-------------MS---------------------------------------	 8-------------------YSGYVAQSLASSFGLRCTAAAAASSGAAP
Bra021634|Bra021634                         1 MAIRIT-------------FT---------------------------------------	 8-------------------YSSYVARNLSSSSAGAIRLG---------
Cucsa.232550|Cucsa.232550.1                 1 MAIRVT-------------LS---------------------------------------	 8-------------------YSGHVVQNLASSTGLRAGNCR--------
Carubv10023541m.g|Carubv10023541m           1 MAIRIT-------------FT---------------------------------------	 8-------------------YSTHVARNLVG---TRVGPGG--------
30170.t000351|30170.m013939                 1 MAIRVT-------------FT---------------------------------------	 8-------------------YSGYVAQSIASCAGIRVGNCR--------
GRMZM2G107798|GRMZM2G107798_T01             1 MAIRIT-------------VS---------------------------------------	 8-------------------YSGYVAQNLAASFGLRCTVA--AGASAAL
GRMZM2G114557|GRMZM2G114557_T03             1 MAIRIT-------------VS---------------------------------------	 8-------------------YSGYLAQNLAASFGLRCTAAAAAGAGAAP
Eucgr.F00038|Eucgr.F00038.1                 1 MAIRVT-------------FG---------------------------------------	 8-------------------YSGYMVQNIATNAGVRLNGCR--------
LOC_Os09g28000|LOC_Os09g28000.1             1 MAIRIT-------------VS---------------------------------------	 8-------------------YSGYVAQSLAASLGLRCSSAS-------T
PGSC0003DMG401011681|PGSC0003DMT40003049    1 MAIRFT-------------VT---------------------------------------	 8-------------------YSGYLAQNLASSASSKVVGCR--------
GRMZM2G024865|GRMZM2G024865_T01             1 MAIRIT-------------VS---------------------------------------	 8-------------------YSGYVAQNLAASLGHRFSSAS--------
Eucgr.F02385|Eucgr.F02385.1                 1 MAIRVT-------------FT---------------------------------------	 8-------------------YSTYIAQAFASNAGLRVGNCR--------
Cucsa.123370|Cucsa.123370.1                 1 MAIRVT-------------VS---------------------------------------	 8-------------------FSGYVAQNLASSAGIRVGNCR--------
GSVIVG01009580001|GSVIVT01009580001         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.014G036400|Potri.014G036400.1         1 MAIRVT-------------FS---------------------------------------	 8-------------------FSGYVAQNL----GVRVGNCR--------
Phpat.020G038400|Phpat.020G038400.1         1 MAFEMMYTCTTLVGRQPRECSVRGFFAAVRIKNLCSRGDFDVDRGGTRCAYSPLKESFTH	 60GACSASPTTPTEMFSLGPEFRKYVAPTHAVSSTQRN--CY-------
Phpat.023G022200|Phpat.023G022200.1         1 ------------------------------------------------------------	 0------------------------------------------------
18112|18112                                 1 ------------------------------------------------------------	 0------------------------------------------------
Medtr2g059220|Medtr2g059220.1               1 MAIRAT-------------FS---------------------------------------	 8-------------------FSGYVAQTLVSSASVRV-ANP--------
Glyma04g03840|Glyma04g03840.5               1 MAIRVT-------------FS---------------------------------------	 8-------------------FSGYVAQSLASSAGVRV-ANS--------
Medtr3g100960|Medtr3g100960.1               1 MAIRVT-------------FS---------------------------------------	 8-------------------FSGYVAQNLVSSAGVRV-ANS--------
86052|86052                                 1 ------------------------------------------------------------	 0------------------------------------------------
58024|58024                                 1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G039930|GRMZM2G039930_T02             1 -------------------MS---------------------------------------	 2-------------------SVHF-----------FPASSQ--------
LOC_Os02g16709|LOC_Os02g16709.1             1 -------------------MS---------------------------------------	 2-------------------SIHF-----------FPATSQ--------
47339|47339                                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.023G051200|Phpat.023G051200.1         1 MAMIVG----------AGRIS---------------------------------------	 11-------------------VVGFA---IDVDAQFKAAASV-------
272208|272208                               1 ------------------------------------------------------------	 0------------------------------------------------
Bra030640|Bra030640                         1 ------------------------------------------------------------	 0------------------------------------------------
Cre01.g027100|Cre01.g027100.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20008453m.g|Vocar20008453m             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G142938|GRMZM2G142938_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g05430|LOC_Os03g05430.1             1 ------------------------------------------------------------	 0------------------------------------------------
Bra029738|Bra029738                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10015579m.g|Carubv10015579m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra034045|Bra034045                         1 ------------------------------------------------------------	 0------------------------------------------------
AT3G08980                                   1 ------------------------------------------------------------	 0------------------------------------------------
Medtr5g007850|Medtr5g007850.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma07g18060|Glyma07g18060.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma18g42910|Glyma18g42910.1               1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.176310|Cucsa.176310.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.016G115100|Potri.016G115100.1         1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01033968001|GSVIVT01033968001         1 ------------------------------------------------------------	 0------------------------------------------------
29701.t000024|29701.m000603                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.A00507|Eucgr.A00507.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.A00507|Eucgr.A00507.3                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.A00507|Eucgr.A00507.4                 1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G029141|GRMZM2G029141_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G042164|GRMZM2G042164_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os04g08340|LOC_Os04g08340.1             1 ------------------------------------------------------------	 0------------------------------------------------
91609|91609                                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.009G097900|Phpat.009G097900.1         1 ------------------------------------------------------------	 0------------------------------------------------
CMR333C|CMR333CT                            1 ------------------------------------------------------------	 0------------------------------------------------
CMR326C|CMR326CT                            1 ------------------------------------------------------------	 0------------------------------------------------
Esi0324_0009                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|17543654                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|14211845                                 1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g040010|Medtr8g040010.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g040050|Medtr8g040050.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g26540|Glyma13g26540.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g25940|Glyma13g25940.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g26010|Glyma13g26010.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g25981|Glyma13g25981.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g039980|Medtr8g039980.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g039990|Medtr8g039990.1               1 ------------------------------------------------------------	 0------------------------------------------------
gi|66811204                                 1 ------------------------------------------------------------	 0------------------------------------------------
YMR150C                                     1 ------------------------------------------------------------	 0------------------------------------------------
YMR035W                                     1 ------------------------------------------------------------	 0------------------------------------------------
Esi0009_0118                                1 ------------------------------------------------------------	 0------------------------------------------------
g11585|g11585.t1                            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20005047m.g|Vocar20005047m             1 ------------------------------------------------------------	 0------------------------------------------------
gi|71982173                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|21450679                                 1 ------------------------------------------------------------	 0------------------------------------------------
CMB077C|CMB077CT                            1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    1 ------------------------------------------------------------	 0------------------------------------------------
Potri.005G092900|Potri.005G092900.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.007G071400|Potri.007G071400.1         1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01021415001|GSVIVT01021415001         1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.047590|Cucsa.047590.1                 1 ------------------------------------------------------------	 0------------------------------------------------
29693.t000082|29693.m002044                 1 ------------------------------------------------------------	 0------------------------------------------------
30026.t000080|30026.m001516                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.D00315|Eucgr.D00315.1                 1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os11g40500|LOC_Os11g40500.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G162274|GRMZM2G162274_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G066469|GRMZM2G066469_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G833660|GRMZM5G833660_T01             1 ------------------------------------------------------------	 0------------------------------------------------
Bra009418|Bra009418                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10010493m.g|Carubv10010493m           1 ------------------------------------------------------------	 0------------------------------------------------
AT1G29960                                   1 ------------------------------------------------------------	 0------------------------------------------------
Bra006087|Bra006087                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra008992|Bra008992                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10010481m.g|Carubv10010481m           1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10010481m.g|Carubv10010684m           1 ------------------------------------------------------------	 0------------------------------------------------
Potri.001G380400|Potri.001G380400.1         1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g33660|Glyma13g33660.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma15g39140|Glyma15g39140.1               1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.273860|Cucsa.273860.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.F03218|Eucgr.F03218.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.L03207|Eucgr.L03207.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01014071001|GSVIVT01014071001         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824    1 ------------------------------------------------------------	 0------------------------------------------------
Esi0007_0117                                1 ------------------------------------------------------------	 0------------------------------------------------
85448|85448                                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.012G075300|Phpat.012G075300.1         1 ------------------------------------------------------------	 0------------------------------------------------



g8013|g8013.t1                              1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20005591m.g|Vocar20005591m             1 ------------	 0------------------------------------------------------------	 0------------------MHTLTRLAPRVPCTPS
GRMZM5G800751|GRMZM5G800751_T03             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01008821001|GSVIVT01008821001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
121429|121429                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma05g35480|Glyma05g35480.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma08g04250|Glyma08g04250.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g103470|Medtr8g103470.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra015061|Bra015061                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10014271m.g|Carubv10014271m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.006G157900|Potri.006G157900.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.006G160000|Potri.006G160000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.018G081800|Potri.018G081800.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.C03817|Eucgr.C03817.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400000378|PGSC0003DMT40000102    1 ------------	 0------------------------------------------------------------	 0----------------------------------
29912.t000235|29912.m005509                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01015377001|GSVIVT01015377001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10009515m.g|Carubv10009515m          31 --RSC---FESW	 37VRPRFCGHSQIPDIDKAPGSN-------------SWGP----------------------	 62-------SSSPRARPASMYSTIAREILEEGSK
Bra015534|Bra015534                        31 --RSC---FECL	 37TRPRTFTHSQIPDIDKSPP-----------------------------------------	 56---------RARPASSSMYSTIARELLEEGSK
Bra031542|Bra031542                        31 --RSC---LDYC	 37LRPRIFNHSQIPDLDKSST-----------------------------------------	 56---------SPSSPPVSMYTTIARELLEE---
LOC_Os03g55640|LOC_Os03g55640.1            38 GAGARFLQDALS	 49RPFCLFASSRHSEYHHDAD------------DHNHPKPKPKPKAKALPAASAIAANGGGH	 97SLLLSRS-----------CATK----APVNDP
Bra021634|Bra021634                        29 --------SGGF	 32PRPRFFD-----------------------------------------------------	 39-----------KTRPGSMCTSIAR-----EGR
Cucsa.232550|Cucsa.232550.1                30 -----VF-QEFW	 35VRSCIFGSTHNPELKSSGS------ARNYRSDSRRFKPG-------------------G-	 69----------SVEKATAMYSTLTGERVGESPK
Carubv10023541m.g|Carubv10023541m          27 DLRCC---FESL	 35VRPRFFTHKRDFDR--------------------SPRSD---------------------	 54----------PRTRPASMYGSIARELIGEGSQ
30170.t000351|30170.m013939                30 -----SL-HECF	 35VRSRIFASPTNQNV-----------------DLEPPAPRPSRV------FQ-----SGG-	 66----------YRKSSTSLYSTIAGEIFGNNCK
GRMZM2G107798|GRMZM2G107798_T01            36 GPGCRFLQDALS	 47HPFCLFASSRRADPHHDAE------------DHNHPKPRSKAL------APAAAARGGGH	 89SLLLPRS-----------CSGKAA--PPVDDP
GRMZM2G114557|GRMZM2G114557_T03            38 GPGCRFLQDALS	 49RPFCLFASSRHVDPHHDAE------------DQNHPKPGPKAL------SPAVAARGDGY	 91SLLLPRS-----------CSAKAP--PPVDDP
Eucgr.F00038|Eucgr.F00038.1                30 -----LL-PECW	 35VRSRVFCPGQKPDPPEF----------------RPPARQRF------------GFPTC--	 65---------SAGGGGGSSYSTLAAGVVGAECK
LOC_Os09g28000|LOC_Os09g28000.1            31 AAGCRFFQDGGW	 42RPFCMLTSSSRGHAEHHRNGGGGGEHRREAGEGDRPKALPL------------SAAAGGH	 90SLFLSPA------------------YASSRAQ
PGSC0003DMG401011681|PGSC0003DMT40003049   30 -----FF-HECT	 35VRSRIFHPPAQKPESNC-----SDFRR------TKPKPR--------------PVSNTYS	 70SR---------SFSSSSVCSSFASELLGGSS-
GRMZM2G024865|GRMZM2G024865_T01            30 ASGSRLLHDGAW	 41RPFCIFTSTRQPEQHRG-----SGSDRHDGGDYNHPKPQ--------------AIAAGAH	 82SLLLTRA------------------CLSSKSP
Eucgr.F02385|Eucgr.F02385.1                30 -----LL-EECW	 35FRSRLFCPSKRSE---------PD--------LRPPHP-----------------AT---	 58-------------PPAPACSTLAGEVRRPDCR
Cucsa.123370|Cucsa.123370.1                30 -----AV-HECW	 35IRSRLFGSNQKPE-------------------FDPSGS-----------------VRNYH	 59SAVLPSNSRCWVKNSASALGTIAGEIVDESCR
GSVIVG01009580001|GSVIVT01009580001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.014G036400|Potri.014G036400.1        26 -----YL-NECF	 31IRSRIFASPATTTTTHN-----SD--------IEPPGP-----------------RTGT-	 60-DFRRRNLKRNYSNSAAMYSTMAGEIFGDNCK
Phpat.020G038400|Phpat.020G038400.1        99 ------KKIAACV	 105AGFTSSSSAPASNTSAPLSQSRGN----Q--FLAP-------------------------	 134--------SPPTSSTRSLFSSA-------
Phpat.023G022200|Phpat.023G022200.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
18112|18112                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr2g059220|Medtr2g059220.1              29 -----RGVHECC	 35ILSRFFGSNQKPDLDRSSCGIGEN----F-------------------------------	 60-----------RRPKMSTYSTLAGDLLTE---
Glyma04g03840|Glyma04g03840.5              29 -----RCVQECW	 35IRTRLSGATQKTDLDSSAGGVRN---------FAG-------------------------	 61--------PKPNCWAQSTYSTLTGEFLGDGCK
Medtr3g100960|Medtr3g100960.1              29 -----RCVQECC	 35ILSRLFGSNPKPDLERSGGFRNRN----L--YSDF-------------------------	 64--------TKPRNSPVSVYSTLAGEILSESCN
86052|86052                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
58024|58024                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G039930|GRMZM2G039930_T02            13 -----TPVPACL	 19LKTSPK------------------------------------------------------	 25--------------------------------
LOC_Os02g16709|LOC_Os02g16709.1            13 -----AAAPSRR	 19PLTKP-------------------------------------------------------	 24--------------------------------
47339|47339                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.023G051200|Phpat.023G051200.1        30 ------GSGQLCC	 36RGPALR------------------------------------------------------	 42-------------------------------
272208|272208                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra030640|Bra030640                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre01.g027100|Cre01.g027100.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20008453m.g|Vocar20008453m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G142938|GRMZM2G142938_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os03g05430|LOC_Os03g05430.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra029738|Bra029738                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10015579m.g|Carubv10015579m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra034045|Bra034045                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT3G08980                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr5g007850|Medtr5g007850.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma07g18060|Glyma07g18060.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma18g42910|Glyma18g42910.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.176310|Cucsa.176310.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.016G115100|Potri.016G115100.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01033968001|GSVIVT01033968001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
29701.t000024|29701.m000603                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.A00507|Eucgr.A00507.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.A00507|Eucgr.A00507.3                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.A00507|Eucgr.A00507.4                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G029141|GRMZM2G029141_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G042164|GRMZM2G042164_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os04g08340|LOC_Os04g08340.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
91609|91609                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.009G097900|Phpat.009G097900.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMR333C|CMR333CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMR326C|CMR326CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0324_0009                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|17543654                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|14211845                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g040010|Medtr8g040010.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g040050|Medtr8g040050.1               1 ------------	 0------------------------------------------------------------	 0----------------MLCNGASN-VE------R
Glyma13g26540|Glyma13g26540.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g25940|Glyma13g25940.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g26010|Glyma13g26010.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g25981|Glyma13g25981.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g039980|Medtr8g039980.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g039990|Medtr8g039990.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66811204                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
YMR150C                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
YMR035W                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0009_0118                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
g11585|g11585.t1                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20005047m.g|Vocar20005047m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|71982173                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|21450679                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMB077C|CMB077CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.005G092900|Potri.005G092900.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.007G071400|Potri.007G071400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01021415001|GSVIVT01021415001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.047590|Cucsa.047590.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
29693.t000082|29693.m002044                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
30026.t000080|30026.m001516                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.D00315|Eucgr.D00315.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os11g40500|LOC_Os11g40500.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G162274|GRMZM2G162274_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G066469|GRMZM2G066469_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM5G833660|GRMZM5G833660_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra009418|Bra009418                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10010493m.g|Carubv10010493m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT1G29960                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra006087|Bra006087                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra008992|Bra008992                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10010481m.g|Carubv10010481m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10010481m.g|Carubv10010684m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.001G380400|Potri.001G380400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g33660|Glyma13g33660.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma15g39140|Glyma15g39140.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.273860|Cucsa.273860.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.F03218|Eucgr.F03218.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.L03207|Eucgr.L03207.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01014071001|GSVIVT01014071001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0007_0117                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
85448|85448                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.012G075300|Phpat.012G075300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------



g8013|g8013.t1                              1 -------------------------M	 1AVV--------RFGGVR-------TAPAR-------------------SMAVRNSNQD--	 25----MESRTTTSDAKAEH-
Vocar20005591m.g|Vocar20005591m            17 GHPVN--------------------T	 22ICF--------RLVGAPL--VPNLRVPAR-------------------GAPIQSTSSD--	 51----TEARTSSPDTTAPA
GRMZM5G800751|GRMZM5G800751_T03             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01008821001|GSVIVT01008821001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
121429|121429                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma05g35480|Glyma05g35480.1               1 -------------------------M	 1PSL----------SVIPS--LPWLQNPKLS-------------QPNFFNFR---LP----	 29-------------------
Glyma08g04250|Glyma08g04250.1               1 -------------------------M	 1PSL----------SVFPS--LPSLQNPNLS-------------QPNFFNFR---LP----	 29-------------------
Medtr8g103470|Medtr8g103470.1               1 ------------------------MP	 2SS-------------FSI--FPSLQTPNS------------NHAHLFNPIK---FPKF--	 30-----H--FNSR-----RL
Bra015061|Bra015061                         1 ------------------------MI	 2SLL----------HFPTP--SLS--------------LLTSDSNSRFFKNA---SNNP--	 31-----IIRLNFTK--KSQS
Carubv10014271m.g|Carubv10014271m           1 ----------------------MMTM	 4ISL----------HLSTQ--PLA--------------FLKSDSNSRFFSNP---NPNS--	 33-----H---QFTP--KSHL
Potri.006G157900|Potri.006G157900.1         1 ------------------------MM	 2ISL----------QILSP--LP-----SSHFINPNPLSLQCSKNPNFYPKS---FSE---	 39-----TPYLVKST--HTHF
Potri.006G160000|Potri.006G160000.1         1 ------------------------MM	 2ISL----------QILSP--LP-----SSHFINPNPLSLQCSKNPNFYPKS---FSE---	 39-----TPYLVKST--HTHF
Potri.018G081800|Potri.018G081800.1         1 ------------------------MM	 2ISL----------QFITS--LPSLQITNSHFLKPNLLSLQCFTNPNFHSIP---FPK---	 44-----TPYLTKSK--HTLF
Eucgr.C03817|Eucgr.C03817.1                 1 ------------------------MV	 2ACL----------RFLSP--PPL-QNPNFSSPIPSARV-----E----TAA---TLV---	 34-----PLRLSNPV-----I
PGSC0003DMG400000378|PGSC0003DMT40000102    1 -------------------------M	 1ITL----------QFLSP--FSSIPS--------KSPQ-----FSPFNSNP---LSK---	 30-----TLQFNDT-----HF
29912.t000235|29912.m005509                 1 -------------------------M	 1IPL----------QLLSP--LPALQISNFYSTPTSIPL-----SKPYKNSN---F-E---	 37-----ILNLRDST--LTHI
GSVIVG01015377001|GSVIVT01015377001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10009515m.g|Carubv10009515m          88 -SPLVLGMISIMRLTGA-PELPGM----	 109NVFGI-----SPFKTSSV--IPFLRGSK---------WMPCS-IPATLSTDVTDVDTV--	 150-------GKVCDA-
Bra015534|Bra015534                        80 -SPLVLGMISIM-----SPNLLGMNN--	 99NVLGI-----SPFKTSSV--IPFLRGSK---------WMPCSSIPATLSTDVGEIDKG--	 141-------GKASCD--
Bra031542|Bra031542                        77 -SPLVSGMISVMKLTGAAPDLLGMNSSS	 103VVLGI-----SPFKTSSV--IPFLRGSK---------WMPCS-IPATLTTDVAEIDRG--	 144-------GSVKVE-
LOC_Os03g55640|LOC_Os03g55640.1           115 PSSLAIGLLMVFTSGMGSATGRV---GA	 139SSLSASPSISSAFNPAAL--LPFLQATK---------WLPCSDLITSAAPS-RKSARPVD	 187VAKAPTA---APAA
Bra021634|Bra021634                        56 QSPLVMGLISVLKSTSSGPEST------	 77----------LLLKSSSL--IPF----K---------WMNRMEIDDVDRGG-TAFDED--	 109---------------
Cucsa.232550|Cucsa.232550.1                92 -NPMILGLMSMLKSMGDSSV-----IST	 113GISGV-----SSFKATSI--IPFLQGSK---------WLPGYDVRSVSDDV----DKG--	 151-------GTTVCY-
Carubv10023541m.g|Carubv10023541m          77 -SPLVMGLISILKSTSAHES-----SSM	 98NVLGV-----SSLKASSI--IPFLHGSK---------WTKKSQGIDVDRGG-TAFDDD--	 139---------------
30170.t000351|30170.m013939                89 S-PIAVGLIELMKSTAGVGVS----GST	 111GVFGI-----SPLKASSI--LPVLQGSR---------WLPCNEPSPGQKNN-EPSTRQNS	 154SDVD-RGGTVKCV-
GRMZM2G107798|GRMZM2G107798_T01           109 PASLAVGLLSVFASGMGSTGGIA--G-A	 133SSLAASPSISAGFNPAAL--LPFLQASK---------WLPCSDIVTVATTS-RSSGRPAG	 181STASPVPRTTAPSP
GRMZM2G114557|GRMZM2G114557_T03           111 PASLAVGLLSVFASGMGSTGGIA--G-A	 135SSLVASPSISTGLNPASL--LPFLQASK---------WLPCSDIVAAATTS-RSSGRPAG	 183ATAAPTPRTAAPSP
Eucgr.F00038|Eucgr.F00038.1                89 S-PIVAGLVSLMRSLSSNSCSA---NSM	 112GILGI-----SPIKVSAI--IPFFEGSK---------WLPCNEALPGSACN--DVDKG--	 152-------GTAR---
LOC_Os09g28000|LOC_Os09g28000.1           105 PPSLAVGLLSVLAQGATGSKGGIY-GAA	 131SLSGSSSSISLGFNPASF--LPFLQTSK---------WLPCSDLATSSSAP-PSSPSP--	 177---SPPPPAPAPSI
PGSC0003DMG401011681|PGSC0003DMT40003049   93 NSPLVVGLISLMRSSSGSCT-------M	 113NTLGI-----SPLKASSF--LPFFQGSK---------WLPCNEPSIGSSAS-SEVDKG--	 154-------GTETRC-
GRMZM2G024865|GRMZM2G024865_T01            97 PPSLAVGLLSVLAQRTGPTPGTTG-SAA	 123SLSGS-SPISLGFNPTSF--LPFLQTAR---------WLPCSDLATSSSSA--PSSPP--	 167-------RSLAPSA
Eucgr.F02385|Eucgr.F02385.1                78 GSV-IASLISLANSIAGGSCYSPF-SSE	 103GVFGI-----SPGRALPA--AAAPGGGV---------------------------DE---	 126-------GNGDAV-
Cucsa.123370|Cucsa.123370.1                92 N-PIVLGLISLMKSAVGTSVSSPM-A-M	 116GVFGV-----SSFEASSI--IPFLQGSK---------TVTGNESVSGSTGD--EIESY--	 156-------GVFDCV-
GSVIVG01009580001|GSVIVT01009580001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.014G036400|Potri.014G036400.1        92 GSAIAVGLVSLMKSTAGVSCS----N-M	 114GACGI-----SPFKAVSI--LPFLQGSR---------WLPCNEAVLGSRSP--EVDRG--	 154-------GTGTVK-
Phpat.020G038400|Phpat.020G038400.1       149 -------------AFSNSMGADGSRK--ALM	 164-------------STFSK--CSFVEGMK---------HLPCSSFFQYP------------	 188-WSSGTSAARS
Phpat.023G022200|Phpat.023G022200.1         1 -------------------------M	 1-------------AAFSK--CSFVVGIK---------NFSCFFFFQYP------------	 25-WCSGTSVARKSQVYELER
18112|18112                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr2g059220|Medtr2g059220.1              79 ------GLIWMMKSSAVVPGSS-----T	 95GMMGI-----SPFKPSSI--IPLLQVSK---------WLPCNESVINP---TTCINPT--	 134TWEIAAF--------
Glyma04g03840|Glyma04g03840.5              86 -SPIILGLISIMKSTAGVSGSSA--AAA	 110GIFGI-----SPFKTTSI--VPFLPGSK---------WLPCNESVPDP---TT-------	 144SWEVDKGGTR----
Medtr3g100960|Medtr3g100960.1              89 -NPIILGLISMMKSTA-ISGSTS--AAM	 112GAMGI-----SPFKTSSI--IPFLQGSK---------WLPCNESVPTA----T-------	 145TWEVDKGGTR----
86052|86052                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
58024|58024                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G039930|GRMZM2G039930_T02            26 ----------------------------	 25---------------------------S---------PLPCPRTLATTSLQSVGGNCN--	 47AWHRPHLRLQ----RR
LOC_Os02g16709|LOC_Os02g16709.1            25 ----------------------------	 24----------------------------------------SPKPPAATAAYHRGGDNE--	 42PVLFPRLFLR----RR
47339|47339                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.023G051200|Phpat.023G051200.1        43 -----------------------------	 42---------------------------N---------PFVGQ---------TLKIAVR--	 55CWSRSE--QQ----R
272208|272208                               1 --------------------------	 0---------------------------------------------------M--------	 1-WIRY--FVV----KLTHS-
Bra030640|Bra030640                         1 --------------------------	 0-----------------------------------------MAYI-----SN--------	 6-WVRY--MAH----KLEYS-
Cre01.g027100|Cre01.g027100.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20008453m.g|Vocar20008453m             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G142938|GRMZM2G142938_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os03g05430|LOC_Os03g05430.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra029738|Bra029738                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10015579m.g|Carubv10015579m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra034045|Bra034045                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT3G08980                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr5g007850|Medtr5g007850.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma07g18060|Glyma07g18060.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma18g42910|Glyma18g42910.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.176310|Cucsa.176310.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.016G115100|Potri.016G115100.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01033968001|GSVIVT01033968001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
29701.t000024|29701.m000603                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.A00507|Eucgr.A00507.1                 1 ---------------------MPYVN	 5----------FNF---------LLGVIAF--TIEECQCISDRHFL-----FV--------	 31-WCLL--LII----LH--D
Eucgr.A00507|Eucgr.A00507.3                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.A00507|Eucgr.A00507.4                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G029141|GRMZM2G029141_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G042164|GRMZM2G042164_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os04g08340|LOC_Os04g08340.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
91609|91609                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.009G097900|Phpat.009G097900.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMR333C|CMR333CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMR326C|CMR326CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0324_0009                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|17543654                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|14211845                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr8g040010|Medtr8g040010.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr8g040050|Medtr8g040050.1              12 ER------IVDLQSSGPCFKEICWIH	 31----------LRVHVISDARSPLLAFPSF--HQLHCSWLEACA--EVPKGHV--------	 69-W-------------VEG
Glyma13g26540|Glyma13g26540.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma13g25940|Glyma13g25940.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma13g26010|Glyma13g26010.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma13g25981|Glyma13g25981.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr8g039980|Medtr8g039980.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr8g039990|Medtr8g039990.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|66811204                                 1 -------------------------M	 1----------FKI--IKI--RNLVKSSNF--SLNRCNFNNNYRNINFKENRL--------	 37-FSTSNSIIDKDKINFQND
YMR150C                                     1 --------------------------	 0------------------------------------------------------------	 0--------------------
YMR035W                                     1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0009_0118                                1 -------------------------M	 1----------FALRFSRV--RPYP---GY-----------CRASQQVLRGSI--------	 27-SSSSGRLLS-----VQRD
g11585|g11585.t1                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20005047m.g|Vocar20005047m             1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|71982173                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|21450679                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMB077C|CMB077CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.005G092900|Potri.005G092900.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.007G071400|Potri.007G071400.1         1 ---------------------LLWPL	 5----------AQLVLAKI--SGLP---LF-----------HYKAASFLPSPV--------	 31-IK----------------
GSVIVG01021415001|GSVIVT01021415001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.047590|Cucsa.047590.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
29693.t000082|29693.m002044                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
30026.t000080|30026.m001516                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.D00315|Eucgr.D00315.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os11g40500|LOC_Os11g40500.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G162274|GRMZM2G162274_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G066469|GRMZM2G066469_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM5G833660|GRMZM5G833660_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra009418|Bra009418                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10010493m.g|Carubv10010493m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT1G29960                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra006087|Bra006087                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra008992|Bra008992                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10010481m.g|Carubv10010481m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10010481m.g|Carubv10010684m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.001G380400|Potri.001G380400.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma13g33660|Glyma13g33660.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma15g39140|Glyma15g39140.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.273860|Cucsa.273860.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.F03218|Eucgr.F03218.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.L03207|Eucgr.L03207.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01014071001|GSVIVT01014071001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400007080|PGSC0003DMT40001824    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0007_0117                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
85448|85448                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.012G075300|Phpat.012G075300.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------



g8013|g8013.t1                             40 -------------AAQQAAASSSSSS---------------	 52---SSGA--------------------SSSNNSNSNS--SSS---------NNAGSAGSS	 78G--
Vocar20005591m.g|Vocar20005591m            66 --------------ALSERGSSGSDPS------VSGRTL-TG	 86GSSGSGR--------------------DSS-SGASSS--FSS---------SSSSSSGSP	 114S
GRMZM5G800751|GRMZM5G800751_T03             1 ----------------------------------------	 0-------------------------------MAVGGLLRGLVS------PPAWLPCHELF	 23A----
GSVIVG01008821001|GSVIVT01008821001         1 ----------------------------------------	 0------------------------------------------------------------	 0M-----
121429|121429                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma05g35480|Glyma05g35480.1              30 -------------------PLCH-RPLGKSTATFHRRILCK	 50ALRDSGEDFKAVLKSDDSG---------------GG--GGGD---------GGGGGDRDA	 84E--
Glyma08g04250|Glyma08g04250.1              30 -------------------SLCH-RPLVKSTATFHRRILCK	 50AFRDSGEDIKAVLKSDDGG---------------GSGDGGGD---------GGGGGDRDA	 86E--
Medtr8g103470|Medtr8g103470.1              38 SS--PPRSHPTFP---H---------LYKTSSTLRRRIPCS	 64KA-----------LKDSG---------------GGGGDGG-----------GGDREVDKK	 87N--
Bra015061|Bra015061                        44 LS--LPR-----------LSF----------RETRRNLSCH	 61GIKDSSETTKSAPPLDSGGG------------NGGGGD-GGD---------NGDD-DSEV	 98E--
Carubv10014271m.g|Carubv10014271m          43 VS--CRR-----------LNFNT-GPTNFPRGTYRRSISCN	 69GIKDSGETTKSAPSLDSGGG------------GGGGGD-GGD---------SGDDGEGEV	 107E-
Potri.006G157900|Potri.006G157900.1        52 LS--FPKNSNLKLKTSLRLK----------LSVQFQRLICY	 80GVKDSDEETKAV-VDSGGDG------------GGGGGGGGDD---------GDGDADGEM	 118E-
Potri.006G160000|Potri.006G160000.1        52 LS--FPKNSNLKLKTSLRLK----------LSVQFQRLICY	 80GVKDSDEETKAV-VDSGGDG------------GGGGGGGGDD---------GDGDADGEM	 118E-
Potri.018G081800|Potri.018G081800.1        57 LS--FPKNSNFKLKTSQRLK----------LSAKFQRLICH	 85GVKDSGEETKTV-LDSGGDG------------GGGGDD-----------------GDEEM	 115E-
Eucgr.C03817|Eucgr.C03817.1                44 PS--IPRPA---RFASSLVPSGA-GAG-AGAGARRRPPNCE	 77AVKGSDEETEPAALDASGGD------------GGRGEGGGGG---------GGGDDGGVE	 116E-
PGSC0003DMG400000378|PGSC0003DMT40000102   40 ---------KSFIKTSKILTF---KCF-RCSKSQNQRFKCK	 67GVKDETKTV----LDRDGGG------------SDGGGDGGGG---------G--GDDEQS	 100E-
29912.t000235|29912.m005509                50 TS--LPKNHNPILKSPKF--------------AQFRRLTCY	 74GIKNSGEET----STAIGSG------------GGSGGDDGGG---------GGDDGDEEV	 109K-
GSVIVG01015377001|GSVIVT01015377001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Carubv10009515m.g|Carubv10009515m         157 ----------------------------------------------	 156-----------------KVK--LELN------------------------------DNVS
Bra015534|Bra015534                       148 ---------------------------------------------	 147-----------------VVEVKMELGRD---------------------------HKGSS	
Bra031542|Bra031542                       151 ----------------------------------------------	 150-----------------L-------CRD-----------------------------KGS
LOC_Os03g55640|LOC_Os03g55640.1           199 TPVS-------R-TKPAPAPSPRPAHVPSPAVAAPSKVGVKALVGS	 236GVINSGVINSSGASSNVGVGVKPLVGSGAINSGAAGMVRKSS---------PAL-GAAAE
Bra021634|Bra021634                       110 ---------------------------------------------	 109----------------------------------------------------DDGKEESS	
Cucsa.232550|Cucsa.232550.1               158 -------------------------------------DYYD-----	 161---------------------------------------KSG---------ND--QFYEN
Carubv10023541m.g|Carubv10023541m         140 ------------------------------------DDEK-----	 143----------------------------------------------------EFSGKESR	
30170.t000351|30170.m013939               167 ------------------------------------K---------	 167--N-GSS---------------SSCCTTA---------TTTV---------TLEINGNEL
GRMZM2G107798|GRMZM2G107798_T01           196 RPTQRAAAPSPC-------------PVPSPAVAAPSKVGIQALVGS	 228ASIASGS---------------AEIGRGAIASGVAGMVKKSG---------ASIPAGAGV
GRMZM2G114557|GRMZM2G114557_T03           198 RPAPRAAAPSPRPAPCAAVPSPRHVPVPSPAVAAPSKVGIQALVDS	 243ASIASGS---------------AGIGRGVIASGAAGMVKKSG---------ASLPVGAGV
Eucgr.F00038|Eucgr.F00038.1               157 ------------------------------------WERED-----	 161--A-GGD---------------GECMKM------------------------QE-VHRHS
LOC_Os09g28000|LOC_Os09g28000.1           189 -------------RP--------------------KKALVS-----	 196--SASSS---------------PAIARS------------------------SG-GSGAA
PGSC0003DMG401011681|PGSC0003DMT40003049  161 ------------------------------------SESFV-----	 165--R----------------------S-E------------------------PL-SNEMK
GRMZM2G024865|GRMZM2G024865_T01           175 -------------PP--------------------KKALIG-----	 182--ASTGS---------------TGIA-T------------------------SS-GAGAA
Eucgr.F02385|Eucgr.F02385.1               133 -----------------------------------CCEREE-----	 138--EGGGG---------------------------------------------AE-RLRNG
Cucsa.123370|Cucsa.123370.1               163 -----------------------------------MDEGMS-----	 168--QP---------------------------------------------------PDPSK
GSVIVG01009580001|GSVIVT01009580001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.014G036400|Potri.014G036400.1       161 -----------------------------------SVEKVS-----	 166--ESKSS---------------TSVS-F------------------------QI-NGKEF
Phpat.020G038400|Phpat.020G038400.1       199 SQVHEPENAS-----------VKSVSSIEVP------------------	 218----ENSV--------------------------------DT---------TTAVDE
Phpat.023G022200|Phpat.023G022200.1        44 LS-----------AQSDTSNEVS------------------	 55----ADSINTSTAVDDFRTAV---------D-DFSTA-VDDC---------STAVDDTEE	 91N--
18112|18112                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr2g059220|Medtr2g059220.1             142 ---------------------------------------------	 141--------------------------------------KPPE---------SRLLNLNQK	
Glyma04g03840|Glyma04g03840.5             155 RVVSD-----------------------------------------	 159--------------------------------------------------------TESN
Medtr3g100960|Medtr3g100960.1             156 IQSQPVS-----------V---------------------------	 163--------------------------------------SSDK---------ESRLDLNQK
86052|86052                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
58024|58024                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G039930|GRMZM2G039930_T02            60 VRTPA-----------APSDAPPVGP------------------	 74----DGGS----------GGG-----------GAGGG----S---------GGEDEEEEG	 96
LOC_Os02g16709|LOC_Os02g16709.1            55 ARPAA-----------APAEAPPVGP------------------	 69----DGSS----------SGG-----------GGGGG-EGGG---------GGGDDEEDE	 94
47339|47339                                 1 -----------------SSSG-------------------	 4---------------------------------------RGG---------EGGRKEEEE	 16S----
Phpat.023G051200|Phpat.023G051200.1        65 RYEALV-----------ARSERDRNGR------------------	 80----EGEP----------LAA---------P-AIKES-PSEE---------DAVDAEEAE	 1
272208|272208                              14 -------------------------IATAAKS--------	 20-------------------------------------------------YDK---G----	 24----
Bra030640|Bra030640                        19 -------------------------LTLSLKN--------	 25-------------------------------------------------HTQ---G----	 29----
Cre01.g027100|Cre01.g027100.t1.2            1 ----------------------------------------	 0-----------------------------------------------------------M	 1SP----
Vocar20008453m.g|Vocar20008453m             1 ----------------------------------------	 0------------------------------------------------------------	 0-M----
GRMZM2G142938|GRMZM2G142938_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os03g05430|LOC_Os03g05430.1             1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
Bra029738|Bra029738                         1 ----------------------------------------	 0-----------------------------------------------------------M	 1GI----
Carubv10015579m.g|Carubv10015579m           1 ----------------------------------------	 0-----------------------------------------------------------M	 1GI----
Bra034045|Bra034045                         1 ----------------------------------------	 0-----------------------------------------------------------M	 1GI----
AT3G08980                                   1 ----------------------------------------	 0-----------------------------------------------------------M	 1GI----
Medtr5g007850|Medtr5g007850.1               1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
Glyma07g18060|Glyma07g18060.1               1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
Glyma18g42910|Glyma18g42910.1               1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
Cucsa.176310|Cucsa.176310.1                 1 ----------------------------------------	 0-----------------------------------------------------------M	 1AN----
Potri.016G115100|Potri.016G115100.1         1 ----------------------------------------	 0-----------------------------------------------------------M	 1GS----
GSVIVG01033968001|GSVIVT01033968001         1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
29701.t000024|29701.m000603                 1 ----------------------------------------	 0-----------------------------------------------------------M	 1AS----
Eucgr.A00507|Eucgr.A00507.1                42 --------------------------I-DGLKEFMKF----	 51------------------------------------------------VYSQ---QDFAM	 60GT-
Eucgr.A00507|Eucgr.A00507.3                 1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
Eucgr.A00507|Eucgr.A00507.4                 1 ----------------------------------------	 0-----------------------------------------------------------M	 1GT----
GRMZM2G029141|GRMZM2G029141_T01             1 ----------------------------------------	 0----------------------------------------------------------MA	 2PA----
GRMZM2G042164|GRMZM2G042164_T01             1 ----------------------------------------	 0----------------------------------------------------------MA	 2RI----
LOC_Os04g08340|LOC_Os04g08340.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
91609|91609                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.009G097900|Phpat.009G097900.1         1 ----------------------------------------	 0---------------------------------------------------------MGE	 3SL----
CMR333C|CMR333CT                            1 ----------------------------------------	 0------------------------------------------------------------	 0------
CMR326C|CMR326CT                            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0324_0009                                1 ----------------------------------------	 0----------------------------------------------------------MA	 2Q-----
gi|17543654                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|14211845                                 1 ----------------------------------------	 0----------------------------------------------------------MA	 2QS----
Medtr8g040010|Medtr8g040010.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr8g040050|Medtr8g040050.1              74 DNK------LNSYD---SRSF-GP-IPYG-LLKSK-------	 96------------------------------------------------IFWMDSYLEERG	 108V
Glyma13g26540|Glyma13g26540.1               1 ----------------------------------------	 0------------------------------------------------------MKTAVM	 6ILR---
Glyma13g25940|Glyma13g25940.1               1 ----------------------------------------	 0-----------------------------------------------------------M	 1ILR---
Glyma13g26010|Glyma13g26010.1               1 ----------------------------------------	 0-----------------------------------------------------------M	 1ILR---
Glyma13g25981|Glyma13g25981.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr8g039980|Medtr8g039980.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr8g039990|Medtr8g039990.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|66811204                                56 IN------NKSFD---NNNNTNS-NNINNENKNNQDNNNNN	 86NNN-NNNY------NNSNN-----------NNNNDNNDNNNNTNNNNNNNNNNNNNDNNN	 128NN
YMR150C                                     1 ----------------------------------------	 0-----------------------------------------------------------M	 1TV---G
YMR035W                                     1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0009_0118                               41 ---------------------GT-RVVGGESANGRQR----	 55------------------------------------------------QHRQQKHQDR-G	 66GPH
g11585|g11585.t1                            1 --------------------------MAAASAGR------	 8-----------------------------------------------------------R	 9WE----
Vocar20005047m.g|Vocar20005047m             1 -----------------------------MARGA------	 5-----------------------------------------------------------S	 6WHHYQK
gi|71982173                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|21450679                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
CMB077C|CMB077CT                            1 ----------------------------------------	 0-----------------------------------------------------------M	 1SLK---
PGSC0003DMG400008317|PGSC0003DMT40002143    1 ----------------------------------------	 0-----------------------------------------------------------M	 1GLE---
PGSC0003DMG400008317|PGSC0003DMT40002143    1 ----------------------------------------	 0-----------------------------------------------------------M	 1GLE---
Potri.005G092900|Potri.005G092900.1         1 ----------------------------------------	 0-----------------------------------------------------------M	 1SLR---
Potri.007G071400|Potri.007G071400.1        34 ----------------------P-AILTKRRKKKQ------	 45-----------------------------------------------------------M	 46SLR
GSVIVG01021415001|GSVIVT01021415001         1 ----------------------------------------	 0-----------------------------------------------------------M	 1GVS---
Cucsa.047590|Cucsa.047590.1                 1 ---------------------------------M------	 1-----------------------------------------------------------A	 2GLR---
29693.t000082|29693.m002044                 1 ----------------------------------------	 0-----------------------------------------------------------M	 1SIR---
30026.t000080|30026.m001516                 1 ----------------------------------------	 0------------------------------------------------------------	 0-MR---
Eucgr.D00315|Eucgr.D00315.1                 1 ----------------------------------------	 0-----------------------------------------------------------M	 1VVG---
LOC_Os11g40500|LOC_Os11g40500.1             1 ------------------------------MSGF------	 4-----------------------------------------------------------A	 5RRL---
GRMZM2G162274|GRMZM2G162274_T01             1 ------------------------------MPGF------	 4-----------------------------------------------------------A	 5QRL---
GRMZM2G066469|GRMZM2G066469_T01             1 ------------------------------MPGF------	 4-----------------------------------------------------------A	 5QRL---
GRMZM5G833660|GRMZM5G833660_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra009418|Bra009418                         1 ----------------------------------------	 0------------------------------------------------------------	 0--M---
Carubv10010493m.g|Carubv10010493m           1 ----------------------------------------	 0------------------------------------------------------------	 0--M---
AT1G29960                                   1 ----------------------------------------	 0-----------------------------------------------------------M	 1ATP---
Bra006087|Bra006087                         1 ---------------------------------M------	 1-----------------------------------------------------------R	 2WLR---
Bra008992|Bra008992                         1 ---------------------------------M------	 1-----------------------------------------------------------R	 2WLR---
Carubv10010481m.g|Carubv10010481m           1 -------------------------------MRM------	 3-----------------------------------------------------------R	 4VMS---
Carubv10010481m.g|Carubv10010684m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.001G380400|Potri.001G380400.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma13g33660|Glyma13g33660.1               1 ---------------------------------M------	 1-----------------------------------------------------------R	 2FVG---
Glyma15g39140|Glyma15g39140.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.273860|Cucsa.273860.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Eucgr.F03218|Eucgr.F03218.1                 1 ---------------------------------M------	 1-----------------------------------------------------------N	 2LFG---
Eucgr.L03207|Eucgr.L03207.1                 1 ---------------------------------M------	 1-----------------------------------------------------------N	 2LFG---
GSVIVG01014071001|GSVIVT01014071001         1 ---------------------------------M------	 1-----------------------------------------------------------G	 2ALS---
PGSC0003DMG400007080|PGSC0003DMT40001824    1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0007_0117                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
85448|85448                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.012G075300|Phpat.012G075300.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------



g8013|g8013.t1                             80 ---SDGDYVSAFGLRISKDDLLTIALAVAISYGIRSFVAEPRFIPS-----LSMYPT	 128FDVG---------------DRLIAEKV----------------------
Vocar20005591m.g|Vocar20005591m           116 -----SSSDYVSAFGLRISKDDLLTIALAVAISYGIRTFVAEPRFIPS-----LSMYPT	 164FDVG---------------DRLIAEKV--------------------
GRMZM5G800751|GRMZM5G800751_T03            25 -SWHHW-LPSLPRL-RPPASDGFKLLLVLLLFSAALAEVRYIAS-----SSMAPT	 71LRPG---------------DRAVAEKV-------------------------
GSVIVG01008821001|GSVIVT01008821001         2 PCQSWEFLRWPGF-----DGLLRC-LVVVLLWSTFTEISFIRS-----SSMYPT	 44LHVQ---------------DRVLMERV--------------------------
121429|121429                               1 ---------MKRFWTDETKCFLVALLLAFAVRRLVAEPRRIQS-----LSMFPS	 40LDVG---------------DHIFVDKV--------------------------
Glyma05g35480|Glyma05g35480.1              86 ---KEEGP-LSEWLNFTSDDAKTVLAALAISLAFRSFVAEPRFIPS-----LSMYPT	 133LDVG---------------DRIIAEKV----------------------
Glyma08g04250|Glyma08g04250.1              88 ---KKEGP-LPEWLNFSSDDAKTVLVALAISLAFRTFVAEPRYIPS-----LSMYPT	 135FDVG---------------DRIVAEKV----------------------
Medtr8g103470|Medtr8g103470.1              89 ---ESSGP-FPDWLNFTSDDAKTVFAALAISLAFRTFIAEPRFIPS-----LSMYPT	 136YDVG---------------DRIVAEKV----------------------
Bra015061|Bra015061                       100 ---GKNRL-LPEWLDFTSDDAKTVFLAITVSLAFRYFIAEPRYIPS-----LSMYPT	 147FDVG---------------DRLVAEKV----------------------
Carubv10014271m.g|Carubv10014271m         109 ----EKNRL-LPEWLDFTSDDAKTVFVAIAVSLAFRSFIAEPRYIPS-----LSMYPT	 156FDVG---------------DRLVAEKV---------------------
Potri.006G157900|Potri.006G157900.1       120 ----KKDGI-LPEWLNFTTDDAKTLFAAVAVSLAFRSFVAEPRFIPS-----LSMYPT	 167FDVG---------------DRVFSEKV---------------------
Potri.006G160000|Potri.006G160000.1       120 ----KKDGI-LPEWLNFTTDDAKTLFAAVAVSLAFRSFVAEPRFIPS-----LSMYPT	 167FDVG---------------DRVFSEKV---------------------
Potri.018G081800|Potri.018G081800.1       117 ----KNDGI-LPEWLNFTTDDVKTVFSAVAVSLAFRYFVAEPRFIPS-----LSMYPT	 164FDVG---------------DRVVAEKV---------------------
Eucgr.C03817|Eucgr.C03817.1               118 ----QEGGI-LPEWLNLTSDDAKTVFAALAISLAFRSFVAEPRYIPS-----LSMYPT	 165FDVG---------------DRIVAEKV---------------------
PGSC0003DMG400000378|PGSC0003DMT40000102  102 ----KENGV-LPEWVNITSDDAKTVFVAVAISLAFRSFVAEPRFIPS-----LSMYPT	 149FDVG---------------DRIVAEKV---------------------
29912.t000235|29912.m005509               111 ----KKDGL-LPEWLDFTSDDAKTVFIALAVSLAFRSFIAEPRYIPS-----LSMYPT	 158FDVG---------------DRVVAEKV---------------------
GSVIVG01015377001|GSVIVT01015377001         1 --------------------------------------------------MYPT	 4FDVG---------------DRIVAEKV---------------------------
Carubv10009515m.g|Carubv10009515m         168 	 167S-----GGNGW-VNKLLNICSEDAKAAFTAVTVSILFRSALAEPKSIPS-----TSMYPT	 216LDVG---------------DRVMAEKV---------------
Bra015534|Bra015534                       164 163F-----VGNGW-VGKLLNICSEDAKAAFTAVTVSLLFRSALAEPKSIPS-----MSMYPT	 212LDVG---------------DRVMAEKV----------------
Bra031542|Bra031542                       158 	 157S-----FGNGW-VNKMLNMCSEDAKAAFTAVTVSLLFRSALAEPKSIPS-----LSMYPT	 206LDVG---------------DRVMAEKV---------------
LOC_Os03g55640|LOC_Os03g55640.1           287 	 286V-----SRRNW-LSRWVSSCSDDAKTVFAAVTVPLLYRSSLAEPRSIPS-----KSMYPT	 335FDVG---------------DRILADKV---------------
Bra021634|Bra021634                       118 117G-----GRSGW-VNRLLSMCSEDAKAAFTAVTVSLLFRSALAEPKSIPS-----ASMYPT	 166LDVG---------------DRVMAEKVSVSAAASASATASMRT
Cucsa.232550|Cucsa.232550.1               172 	 171D-----FEKSW-VSRLLSTYSEDAKALFTALTVSVLFKSFLAEPKSIPS-----SSMCPT	 220LEVG---------------DRILAEKV---------------
Carubv10023541m.g|Carubv10023541m         152 151S-----GGSGW-VNKLLGICSEDAKAAFTAVTVSILFRSALAEPKSIPS-----ASMYPT	 200LDVG---------------DRVMAEKV----------------
30170.t000351|30170.m013939               192 	 191D-----KGGSW-LSRVLSSFSEDAKAIFTAATVNFLFRSALAEPRSIPS-----TSMCPT	 240LDVG---------------DRVLAEKV---------------
GRMZM2G107798|GRMZM2G107798_T01           265 	 264R-----RKTGW-LSKWVSSCSDDAKTVFAAVTVPLLYKSSLAEPRSIPS-----RSMFPT	 313FDVG---------------DRILAEKV---------------
GRMZM2G114557|GRMZM2G114557_T03           280 	 279G-----RKTGW-LSRWVSSCSDDAKTVFAAVTVPLLYKSSLAEPRSIPS-----RSMFPT	 328FDVG---------------DRILAEKI---------------
Eucgr.F00038|Eucgr.F00038.1               179 	 178A-----GRSGW-LARLLGDYSEEAKAAFTALTVSLMFRSFMAEPRSIPS-----TSMKPT	 227LDVG---------------DRILAEKV---------------
LOC_Os09g28000|LOC_Os09g28000.1           215 	 214M-----SRSNW-LSRWMSSCSDDTKTAFAAVTVPLLYSSSLAEPRSIPS-----KSMYPT	 263FDVG---------------DRILAEKV---------------
PGSC0003DMG401011681|PGSC0003DMT40003049  176 	 175V-----SKSRW-VSKLLNICSDDAKAAFTALSVSIMFKSSLAEPRSIPS-----ASMSPT	 224LDKG---------------DRIMAEKV---------------
GRMZM2G024865|GRMZM2G024865_T01           200 	 199M-----SRSNW-LSRWVSSCSDDAKTAFAAVTVPLLYGSSLAEPKSIPS-----KSMYPT	 248FDVG---------------DRILAEKV---------------
Eucgr.F02385|Eucgr.F02385.1               151 	 150A-----GNGYW-FSRLLGVRLEDAKAAFTALTVGLLFRSPLAEARSIPS-----SSMYPT	 199LEVG---------------DRILAEKV---------------
Cucsa.123370|Cucsa.123370.1               176 	 175L-----EKSSW-ISRFLNNCSEDAKAIATALTVSVLFRSSLAEPRSIPS-----SSMYPT	 224LDVG---------------DRILAEKV---------------
GSVIVG01009580001|GSVIVT01009580001         1 --------------------------------------------------MYPT	 4LDVG---------------DRILAEKV---------------------------
Potri.014G036400|Potri.014G036400.1       184 	 183E-----RTGSW-FSRVFNVCSEDAKAMFTAATVSLLFRSTLAEPRSIPS-----SSMSPT	 232LDVG---------------DRILAEKV---------------
Phpat.020G038400|Phpat.020G038400.1       231 TEQ	 233N-----EKSSW-LPKWFNLTAEDGRTIIMTFTVSLLFRWFVAEPRFIPS-----LSMYPT	 282FDIG---------------DRIIAEKV------------
Phpat.023G022200|Phpat.023G022200.1        93 ---DKLSW-ISKWSNLIADDGKTI-INFTVALLFRWFIAEPRFIPS-----LSMYRT	 139FYSG---------------DFIIAEKV----------------------
18112|18112                                 1 ---------------------------------------------------YPT	 3FEDG---------------DRILVDKI---------------------------
Medtr2g059220|Medtr2g059220.1             155 154E-----KNISW-ISKY----SKDAKAVFTAFTVSLLYKSSLAEPKSIPS-----SSMYPT	 199LEVG---------------DRVLTEKF----------------
Glyma04g03840|Glyma04g03840.5             164 	 163F-----AKTSW-LSRLMNVCSEDAKAAFTAVTVSLLFKSSLAEPRSIPS-----SSMYPT	 212LEVG---------------DRVLTEKV---------------
Medtr3g100960|Medtr3g100960.1             177 	 176E-----NTNGW-ISKLLNVCSEDAKAVFTAVTVSLLFKSFLAEPKSIPS-----ASMYPT	 225LEVG---------------DRVLTEKF---------------
86052|86052                                 1 --------------------------------------------------MSPT	 4LQPG---------------DIVLVEKF---------------------------
58024|58024                                 1 ----W-MRQWMKFASEDGKDIFAAATVSVMFKWLVAEPRFIPS-----ASMFPT	 44LEIG---------------DCIFAEKV--------------------------
GRMZM2G039930|GRMZM2G039930_T02            97 E-----KKKGL-LPEWMNLTTEDAKTVLAAVAISLAFRTFVAEPRFIPS-----LSMFPT	 145FDVG---------------DRIVAEKV-------------------
LOC_Os02g16709|LOC_Os02g16709.1            95 G-----TRKGL-LPEWLSVTTDDAKTVLAAIAISLAFRSFVAEPRFIPS-----LSMFPT	 143FDVG---------------DRIVAEKV-------------------
47339|47339                                18 -SKFRW-MPEWLNLTKDDAKTIVIAFLASMLFRWYVAEPRLIPS-----LSMYPT	 65FEVG---------------DRVVAEKV-------------------------
Phpat.023G051200|Phpat.023G051200.1       107 06L-----KKPSW-LPDWAAISSDDGKTILAAFAFSLLFRWFIAEPRFIPS-----LSMYPT	 155FEVG---------------DRIVAEKV-----------------
272208|272208                              25 --------------QI---NEKQLGDRIWKNLFQGRLTFFHHVKG-----EQMAPT	 58FKSQGET--------------LLVRSVP-----------------------
Bra030640|Bra030640                        30 --------------RV---IDQEVIGVVMKNLLYGRITYLHSIKG-----EGMAPT	 63MGPHDNT--------------LLVRKLP-----------------------
Cre01.g027100|Cre01.g027100.t1.2            4 --G---------RW---LRQVIWWLPAGIAITDTVVSVLPVEG-----SSMAPT	 38LNPDGDE-----Q----WPDMVLVEKVS-------------------------
Vocar20008453m.g|Vocar20008453m             2 --G---------GF---LRQLVWWLPAGIALTDTVVSVLLVEG-----QSMWPT	 36LNED--P-----Y----FSDLVIVEKIS-------------------------
GRMZM2G142938|GRMZM2G142938_T01             1 --------------------------------------------------MYPT	 4FTAANSF-----W----GGDFVLAEKRC--------------------------
LOC_Os03g05430|LOC_Os03g05430.1             4 --RNH-LWLA-------AKRTLTWYLVGFTISDRYATVVSVTG-----DSMHPT	 42FTAASSS-----L----RGAVVLAERSC-------------------------
Bra029738|Bra029738                         4 --QNL-LWQV-------TKKAFTGGIIGVTISDRCCSVVPVRG-----DSMSPT	 42LNPQRNS-----Y----LDDYVLVEKFF-------------------------
Carubv10015579m.g|Carubv10015579m           4 --QKL-LWEV-------AKKSFTGGIIGLTISDRCCSVVPVRG-----DSMSPT	 42MNPLKNS-----Y----LDDYVLVDKFC-------------------------
Bra034045|Bra034045                         4 --QTL-IWQV-------TKKAFTGGIIGLTISDRFCSVVPVRG-----DSMFPT	 42FNPQRDS-----Y----LDDYVLVDKFC-------------------------
AT3G08980                                   4 --QNI-LWQV-------AKKSFTGSIIGLTISDRCCSVVPVRG-----DSMSPT	 42FNPQRNS-----Y----LDDYVLVDKFC-------------------------
Medtr5g007850|Medtr5g007850.1               4 --RNL-VWNV-------TKKLATIGLITFTVSDRYATVVPVRG-----ASMSPT	 42FNPKTNS-----F----TDDYVFVEKLC-------------------------
Glyma07g18060|Glyma07g18060.1               4 --SSF-LWNC-------TKKFISAGIVTVTVTDLFVTVIPVRG-----GSMSPT	 42FNPKAGS-----LMGGVFDDYVLVEKFC-------------------------
Glyma18g42910|Glyma18g42910.1               4 --SSF-LWNC-------TKKFITAGIVTVTVTDHFVTVIPVRG-----GSMSPT	 42FNPKAGS-----HMGDVFDDYVLVEKFC-------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    1 ------------------------------------------------------	 0-----------------------MEKLC--------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    4 --VNF-VWNL-------TKNYFTFGLIGLTVSDRYASIVPVGG-----ISMSPT	 42FNPHDDS-----SMRALTRDFVVMEKLC-------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    4 --VNF-VWNL-------TKNYFTFGLIGLTVSDRYASIVPVGG-----ISMSPT	 42FNPHDDS-----SMRALTRDFVVMEKLC-------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187    4 --VNF-VWNL-------TKNYFTFGLIGLTVSDRYASIVPVGG-----ISMSPT	 42FNPHDDS-----SMRALTRDFVVMEKLC-------------------------
Cucsa.176310|Cucsa.176310.1                 4 --RNL-VWNV-------VKKSFTFGIIGVTISDRYASVVPIRG-----ASMSPT	 42FNPIATS-----LTGPMTGDYVLVEKFC-------------------------
Potri.016G115100|Potri.016G115100.1         4 --GSL-LWNL-------TKKYLTVGVIGLTITDRYASIVPVRG-----GSMSPT	 42FNPRTNT-----VLGSL-DDRVLIEKFC-------------------------
GSVIVG01033968001|GSVIVT01033968001         4 --RNF-LWDF-------GKKCFTFGLIGLTISDRYASIAHVQG-----LSMYPT	 42FNPNART-----FMGSLTDDYVLLEKFC-------------------------
29701.t000024|29701.m000603                 4 --SNF-LWSL-------AKKYFTVGLIGITISDRYASIVPVRG-----VSMSPT	 42FNPGTST-----FWGSFIDDCVLVEKFC-------------------------
Eucgr.A00507|Eucgr.A00507.1                63 -----RSL-LWDI-------TKKYFTVGLIGLTVSDRYASIVSVRG-----SSMSPA	 101FNPRSD-----------TNDYVLVEKFC---------------------
Eucgr.A00507|Eucgr.A00507.3                 4 --RSL-LWDI-------TKKYFTVGLIGLTVSDRYASIVSVRG-----SSMSPA	 42FNPRSD-----------TNDYVLVEKFC-------------------------
Eucgr.A00507|Eucgr.A00507.4                 4 --RSL-LWDI-------TKKYFTVGLIGLTVSDRYASIVSVRG-----SSMSPA	 42FNPRSD-----------TNDYVLVEKFC-------------------------
GRMZM2G029141|GRMZM2G029141_T01             5 --RAL-PAP----------LVVHGRRRQLRRRRKYCKLCYLKG-----SSMVPT	 40IQAQG--------------DVGLLDRRC-------------------------
GRMZM2G042164|GRMZM2G042164_T01             5 --LAA-VWPI-------VKGCITGGVFGITIADWSASYVTLHG-----ASMHPT	 43FDPQQAE-----R--------ALVDKRC-------------------------
LOC_Os04g08340|LOC_Os04g08340.1             1 --MAG-PWPLLRSF---LRNCVAGTLVVVTVNDRYASVITVRG-----TSMNPT	 43LESQQGD-----R-------ALVSRLCL-------------------------
91609|91609                                 1 --MGW-ALLL-------AKRAAIGAMIGIAVSDELVSLARMQG-----SSMEPT	 39LVAGK---------SLMEGDVLLLDKFP-------------------------
Phpat.009G097900|Phpat.009G097900.1         6 --LSS-LWLL-------TKRVCAGAVVGITLSDRIGSVATMHG-----RSMQPT	 44LNPAEDD-----PWGYLNADLLFLEKLS-------------------------
CMR333C|CMR333CT                            1 --MTF-SSRFFRQL---IRGV-SYVPVVYVVHDLVGTIVPVRG-----ASMQPT	 42LNPGAAAGELPPGQVSGSQDVVLVSRLL-------------------------
CMR326C|CMR326CT                            1 --MPF-SSRFFRQL---VRGV-SYVPVVYVVHDLVGTIVPVRG-----ASMQPT	 42LNPGAAAGELPPGQVSGSQDVVLVSRLL-------------------------
Esi0324_0009                                4 --------AAAGNV---LRASLFAVPVALAFHDVIGSPVQVEG-----RSMQPA	 41INPHLG----PESQQGESLDVVWQDKRS-------------------------
gi|17543654                                 1 -------MRIFRTL---VKGT-VGTCVVFTFFDVVGHPAQVVG-----NSMQPT	 38LQGG--------DARWYKRDIVWLSTWN-------------------------
gi|14211845                                 5 --QGW-VKRYIKAF---CKGFFVAVPVAVTFLDRVACVARVEG-----ASMQPS	 47LNPG--------GSQ--SSDVVLLNHWK-------------------------
Medtr8g040010|Medtr8g040010.1               1 --------------MSQGLLFGQ-------NRQLDHEAKETLGLVAVGGSMLPT	 33MDSSR--------------SFYLFETIS-------------------------
Medtr8g040050|Medtr8g040050.1             110 LR---NMVPF-RS-IIKEVWKNAFFAVKFFCVIHVARNYLITNVMFKFCRLLVLACFLQ	 163IDSTP--------------SIFLAERIS-------------------
Glyma13g26540|Glyma13g26540.1              10 NLEAL-EH-IIKAGWR----ISKFFCFVHVTQTYLIAPAVIYG-----PSMLPT	 52IDLKT--------------AVFLMEKIS-------------------------
Glyma13g25940|Glyma13g25940.1               5 NLEAF-VP-IIKAGWR----FSKIYCFIHVTQTYLIAPAVTYG-----PSMLPT	 47IDLKT--------------AVFLMEKIS-------------------------
Glyma13g26010|Glyma13g26010.1               5 NLEAF-VP-IIKAGWR----FSKIYCFIHVTQTYLIAPAVTYG-----PSMLPT	 47IDLKT--------------AVFLMEKIS-------------------------
Glyma13g25981|Glyma13g25981.1               1 --------------------------------------------------MLHS	 4IDLKT--------------GVFLMEKIS--------------------------
Medtr8g039980|Medtr8g039980.1               1 -MVPL-RS-IIKEACEKSLIVAKFFCVLHVTNKYLIDPVQTIG-----PSMLPT	 46IDVTP--------------SLYLAERIS-------------------------
Medtr8g039990|Medtr8g039990.1               1 -MVPF-SS-IIKEVWKDVFFVVKAYCVLHVTENYLITLVKTEG-----ASMLPT	 46IDSTP--------------SMFLAERIS-------------------------
gi|66811204                               131 NYN-YNNSY-YNKRLKFDKDFRILLLKSLGIMFLVRTYVVELTYCQG-----TSMEPT	 181IN-TG--------------DFIFINKLS--------------------
YMR150C                                     5 TLPIW-SK--------TFSYAIRSLCFLHIIHMYAYEFTETRG-----ESMLPT	 44LSATN--------------DYVHVLKNF-------------------------
YMR035W                                     1 ---MF-RAGSSKRFLRNTLIAISWVPVLLTINNNVVHIAQVKG-----TSMQPT	 45LNPQT--------------ETLATDWVLLWKF---------------------
Esi0009_0118                               70 DSGSSSSW-GH----EGAKFVRQMAWFVCAYQCLREYVVEPCLVHG-----PSMRPT	 116IEHN---------------SLLLINKMG---------------------
g11585|g11585.t1                           12 RLRAW-AS----AAGSHTAVFLHTLSCFYVVSRYGVFLSKVTG-----PSMFPT	 55FGGRG--------------DFVIAEAVT-------------------------
Vocar20005047m.g|Vocar20005047m            13 SFGAW-MS----AAKANTSTFLHTLSCFYVFSRYGLFVSKVTG-----PSMRPT	 56FGGQG--------------DYVVAEAVT-------------------------
gi|71982173                                 1 -------------------------------------MVICSG-----PSMHPT	 12IH-DG--------------DLVLAERFS-------------------------
gi|21450679                                 1 ---ML-RG-VLGKTFRLVGYTIQYGCIAHCAFEYVGGVVMCSG-----PSMEPT	 44IQ-NS--------------DIVFAENLS-------------------------
CMB077C|CMB077CT                            5 GVAFF-LLKGVAELSKNATSLLKLASAVYFFQKNVGELMLCVG-----PSMLPT	 52LSANG--------------DVVIMEHFT-------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    5 NLKQL-TP-FIKEAFQQTLLVAKFLCGIHVTNSYICTFALTQG-----PSMLPT	 51FNLTG--------------DLVLAERLS-------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143    5 NLKQL-TP-FIKEAFQQTLLVAKFLCGIHVTNSYICTFALTQG-----PSMLPT	 51FNLTG--------------DLVLAERLS-------------------------
Potri.005G092900|Potri.005G092900.1         5 NLKEL-TI-IAKEAFSKMFLVAKSLCFLHVTNTHVFTVASLYG-----PSMLPT	 51FNLTG--------------DWALAERFS-------------------------
Potri.007G071400|Potri.007G071400.1        50 ---NLNEW-TI-IAKEAFNGSFLVAKALCFLHVTKTYVFTVASLYG-----PSMLPT	 96FNISG--------------DLALAEKIS----------------------
GSVIVG01021415001|GSVIVT01021415001         5 NVKQW-SR-IVKEALDRAFFTAKFLCLLHVSNTYLCTVALAHG-----PSMLPT	 51LNLSG--------------DLILADRLS-------------------------
Cucsa.047590|Cucsa.047590.1                 6 KLARL-KP-IVNEALTGTIFVGKLFCGLHVINTYICTATFTYG-----PSMLPT	 52LNLTG--------------DFVLAERLS-------------------------
29693.t000082|29693.m002044                 5 NLAQW-KS-FAKEALNQSILVAKFLCFLHVTNTYLCTAALTYG-----PSMLPT	 51LNLTG--------------DLVLAERIS-------------------------
30026.t000080|30026.m001516                 3 NLAQW-KS-FAKEALNQSILVAKFLCFLHVTDTYLCTAALTYG-----PSMLPT	 49LNLTG--------------DLVLAERIS-------------------------
Eucgr.D00315|Eucgr.D00315.1                 5 SLKLW-TN-LVVEGFQKSLSIAKFLCLLHATNAYICTPITPYG-----PSMLPT	 51LNLTG--------------DLVLVERVS-------------------------
LOC_Os11g40500|LOC_Os11g40500.1             9 GGIPW-RE-IAGEAFSRVFLVAQAVCAVHVVNAHVCSFALVMG-----PSMLPA	 55MNLAG--------------DVVAVDLVS-------------------------
GRMZM2G162274|GRMZM2G162274_T01             9 AGIPW-RS-IARQGLSRVFLVAKAYCVIHIANEHLCSVALVRG-----ASMLPA	 55LNLAD--------------DVVAVDRVS-------------------------
GRMZM2G066469|GRMZM2G066469_T01             9 AGIPW-RS-IARQGLSRVFLVAKAYCVIHVVNDHLCSVTLVRG-----ASMLPS	 55LNLAG--------------DAVAVDRVS-------------------------
GRMZM5G833660|GRMZM5G833660_T01             1 --------------------------------------------------MLPS	 4LNLAG--------------DAVAVDRVS--------------------------
Bra009418|Bra009418                         2 ASSFW-NI-AYQQAMKSGVLVAKVYSFLHVTTNYLAFPAYAFG-----PSMIPT	 48LHPSG--------------NVVLAERIS-------------------------
Carubv10010493m.g|Carubv10010493m           2 ASSFW-SI-ASRQALNSGLFLTKLYCFLHVTTNYLGFMAYAYG-----PSMIPT	 48LHPSG--------------NVLLAERIS-------------------------
AT1G29960                                   5 SSSFW-NT-ASREAMKSGVLLAKLYCFLHVTTNYLGFMAYAYG-----PSMTPT	 51LHPSG--------------NVLLAERIS-------------------------
Bra006087|Bra006087                         6 YLNQW-RG-TAKEAFDQVSIVAKFLCLLHVTDRYIISSTHVQG-----PSMLPT	 52LNLTG--------------DVILAEHVS-------------------------
Bra008992|Bra008992                         6 YLNQW-RG-TAKEALEQVSIVAKFLCLIHVTDRYIISSTHVQG-----PSMLPT	 52LNLTG--------------DVILAEHLS-------------------------
Carubv10010481m.g|Carubv10010481m           8 FLKQW-RG-AAKEAFENVSIVAKFLCLLHVTDRYIISSTHVQG-----PSMLPT	 54LNLTG--------------DVILAEHLS-------------------------
Carubv10010481m.g|Carubv10010684m           1 --------------------------------------------------MLPT	 4LNLTG--------------DVILAEHLS--------------------------
Potri.001G380400|Potri.001G380400.1         1 -MNAW-KS-IAKEAFSQTCLVAKFLGFLHLTNNYLISPTLVYG-----PSMLPT	 46LNLTG--------------DVLLVEHVS-------------------------
Glyma13g33660|Glyma13g33660.1               6 YIAQW-RS-AAKEALDRTAITVKFLCWLHFTGNYLCSPCHTYG-----VSMLPT	 52LNVAG--------------DVLLADHLS-------------------------
Glyma15g39140|Glyma15g39140.1               1 --------------------------------------------------MLPT	 4LNAAG--------------DVLLTDPLS--------------------------
Cucsa.273860|Cucsa.273860.1                 1 -MGQW-RS-VVKEAIDRTVIIAKFLCLLHVTNNYICSPTLVYG-----PSMLPT	 46LNLTG--------------DVLLAEHVS-------------------------
Eucgr.F03218|Eucgr.F03218.1                 6 NAVPW-RS-IAREALDRTAIVAKFLCLLHVTNTYVCTPTLVYG-----PSMLPT	 52LNLTG--------------DVLLAERVS-------------------------
Eucgr.L03207|Eucgr.L03207.1                 6 NAVPW-RS-IAREALDRTAIVAKFLCLLHVTNTYVCTPTLVYG-----PSMLPT	 52LNLTG--------------DVLLAERVS-------------------------
GSVIVG01014071001|GSVIVT01014071001         6 KLSQW-RT-LAREAAERTAILAKFLCILHVTNTYICTPTLVYG-----PSMLPT	 52FNLTG--------------DVLLVENLT-------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824    1 ---------------------------------------MVYG-----PSMLPT	 10LNLTG--------------DVLLVEHLS-------------------------
Esi0007_0117                                1 -----------------------------MVFRLRIFFLQCSG-----PSMIPA	 20FNQSG--------------DVIFAEMFS-------------------------
85448|85448                                 1 ---------------------------------------QCIG-----PSMLPT	 10FNIRG--------------DILVTERLS-------------------------
Phpat.012G075300|Phpat.012G075300.1         1 --MSW-RA-LLQEAFERSVVFTQFICFLNVFSNHVVEVHQCLG-----PSMLPT	 45FNVSG--------------DILLLEHLS-------------------------



g8013|g8013.t1                            141 -----------	 140------------------------------------------------------------	 140--TYRFIREPVPGDVIIFHPPKEISPETGPL
Vocar20005591m.g|Vocar20005591m           177 -------------	 176------------------------------------------------------------	 176--TYSFIRDPVPGDVIIFHPPKEISPEPS
GRMZM5G800751|GRMZM5G800751_T03            84 --------	 83------------------------------------------------------------	 83--TY-LFRRPSIGDIVFFKVPTAVQN-YGVN----K
GSVIVG01008821001|GSVIVT01008821001        57 -------	 56------------------------------------------------------------	 56--SY-YFRRPAIHEIVTFRAPVRLPG---HS----ED
121429|121429                              53 -------	 52------------------------------------------------------------	 52--TY-RFRKPEVNEIVLFKGPAALIEDFG------SR
Glyma05g35480|Glyma05g35480.1             146 -----------	 145------------------------------------------------------------	 145--SY-YFRKPCASDIVIFKSPPVLQE-VGYS
Glyma08g04250|Glyma08g04250.1             148 -----------	 147------------------------------------------------------------	 147--SY-YFRKPCASDIVIFKSPPVLQE-VGYS
Medtr8g103470|Medtr8g103470.1             149 -----------	 148------------------------------------------------------------	 148--SY-YFRKPCANDIVIFKSPPVLQE-VGYT
Bra015061|Bra015061                       160 -----------	 159------------------------------------------------------------	 159--SY-YFRKPCANDIVIFKSPPVLQE-VGYT
Carubv10014271m.g|Carubv10014271m         169 ------------	 168------------------------------------------------------------	 168--SY-YFRKPCANDIVIFKSPPVLQE-VGY
Potri.006G157900|Potri.006G157900.1       180 ------------	 179------------------------------------------------------------	 179--SY-YFRKPCVNDIVIFKSPPVLQE-VGY
Potri.006G160000|Potri.006G160000.1       180 ------------	 179------------------------------------------------------------	 179--SY-YFRKPCVNDIVIFKSPPVLQE-VGY
Potri.018G081800|Potri.018G081800.1       177 ------------	 176------------------------------------------------------------	 176--SY-YFRKPCVNDIVIFRSPPVLQE-VGY
Eucgr.C03817|Eucgr.C03817.1               178 ------------	 177------------------------------------------------------------	 177--SY-LFRKPCANDVVIFKSPPVLQE-VGY
PGSC0003DMG400000378|PGSC0003DMT40000102  162 ------------	 161------------------------------------------------------------	 161--SY-YFRKPCPNDIVIFKSPPVLQE-VGY
29912.t000235|29912.m005509               171 ------------	 170------------------------------------------------------------	 170--SY-YFRKPCANDVVIFKSPPVLQE-VGY
GSVIVG01015377001|GSVIVT01015377001        17 ------	 16------------------------------------------------------------	 16--SY-YFRKPCANDIVIFKSPPVLQE-VGYT----DED
Carubv10009515m.g|Carubv10009515m         229 ------------------	 228------------------------------------------------------------	 228--SY-FFRKPEVSDIVIFKAPPIL
Bra015534|Bra015534                       225 -----------------	 224------------------------------------------------------------	 224--SY-LFRRPEVSDIVIFKAPPVLV
Bra031542|Bra031542                       219 ------------------	 218------------------------------------------------------------	 218--SY-LFRRPEVSDIVIFKAPPVL
LOC_Os03g55640|LOC_Os03g55640.1           348 ------------------	 347------------------------------------------------------------	 347--SY-VFREPNILDIVIFRAPPVL
Bra021634|Bra021634                       195 VVVRFADADADAAANYC	 211SFRRLRKLRSRLPQEADFCFISVNHILPASTKRMTQNVDAAAAAGICGNQTNSPLAKLDG	 271IVSY-IFRKPEVSDIVIFKTPPILV
Cucsa.232550|Cucsa.232550.1               233 ------------------	 232------------------------------------------------------------	 232--SY-IFRKPEVSDIVIFKAPQIL
Carubv10023541m.g|Carubv10023541m         213 -----------------	 212------------------------------------------------------------	 212--SY-FFRKPEVSDIVIFKAPPILL
30170.t000351|30170.m013939               253 ------------------	 252------------------------------------------------------------	 252--SF-IFRQPEVSDIVIFKAPPIL
GRMZM2G107798|GRMZM2G107798_T01           326 ------------------	 325------------------------------------------------------------	 325--SY-IFREPEILDIVIFRAPPVL
GRMZM2G114557|GRMZM2G114557_T03           341 ------------------	 340------------------------------------------------------------	 340--SY-IFREPEILDIVIFRAPPVL
Eucgr.F00038|Eucgr.F00038.1               240 ------------------	 239------------------------------------------------------------	 239--SY-FFRKPEVSDIVIFKAPPVL
LOC_Os09g28000|LOC_Os09g28000.1           276 ------------------	 275------------------------------------------------------------	 275--SY-IFREPEILDIVIFRAPPAL
PGSC0003DMG401011681|PGSC0003DMT40003049  237 ------------------	 236------------------------------------------------------------	 236--SY-FFRQPDISDIVIFKAPPIL
GRMZM2G024865|GRMZM2G024865_T01           261 ------------------	 260------------------------------------------------------------	 260--SY-IFRDPEISDIVIFRAPPGL
Eucgr.F02385|Eucgr.F02385.1               212 ------------------	 211------------------------------------------------------------	 211--SY-IFRQPEISDIVIFKAPPVL
Cucsa.123370|Cucsa.123370.1               237 ------------------	 236------------------------------------------------------------	 236--SY-FFRRPSVSDIVIFKAPPIL
GSVIVG01009580001|GSVIVT01009580001        17 ------	 16------------------------------------------------------------	 16--SY-VFRNPEVSDIVIFKVPPILQE-IGYS----AGD
Potri.014G036400|Potri.014G036400.1       245 ------------------	 244------------------------------------------------------------	 244--SY-VFRKPEVSDIVIFKAPPIL
Phpat.020G038400|Phpat.020G038400.1       295 ---------------------	 294------------------------------------------------------------	 294--SY-FFRKPSLNDIVIFKAP
Phpat.023G022200|Phpat.023G022200.1       152 -----------	 151------------------------------------------------------------	 151--SY-FFRKPGVNDIVIFKAPKSLLD-KGCS
18112|18112                                16 ------	 15------------------------------------------------------------	 15--SY-CFVRPEVNDIVFFRPPASILQ-PSSE-SGIPNN
Medtr2g059220|Medtr2g059220.1             212 -----------------	 211------------------------------------------------------------	 211--SL-FFRKPHVSDIVIFKPPQFLK
Glyma04g03840|Glyma04g03840.5             225 ------------------	 224------------------------------------------------------------	 224--SF-FFRKPDVSDIVIFKAPPCL
Medtr3g100960|Medtr3g100960.1             238 ------------------	 237------------------------------------------------------------	 237--SF-FFRKPDVSDIVIFKAPSWL
86052|86052                                17 ------	 16------------------------------------------------------------	 16--SY-RFNSPDINDIVTFDGPASLMQ----G----AGD
58024|58024                                57 -------	 56------------------------------------------------------------	 56--SY-YFKKPNVNDIVIFKPPEAMQE-RGYS----SS
GRMZM2G039930|GRMZM2G039930_T02           158 --------------	 157------------------------------------------------------------	 157--TY-YFRKPCVNDIIIFKSPPVLQE-V
LOC_Os02g16709|LOC_Os02g16709.1           156 --------------	 155------------------------------------------------------------	 155--TY-YFRKPCINDIVIFKSPPVLQE-V
47339|47339                                78 --------	 77------------------------------------------------------------	 77--SY-YFRSPDVNDIVIFKAPDVLQA-RGYS----A
Phpat.023G051200|Phpat.023G051200.1       168 ----------------	 167------------------------------------------------------------	 167--SY-YFKQPSVNDIVIFKAPESLQA
272208|272208                              73 ---------	 72------------------------------------------------------------	 72---LPSSRCIFIGDVVVFKDPQ-D-----------
Bra030640|Bra030640                        78 ---------	 77------------------------------------------------------------	 77---DVDTRYVSVGDVVVLKDPN-E-----------
Cre01.g027100|Cre01.g027100.t1.2           58 -------	 57------------------------------------------------------------	 57---YKWLHKYQRGDVAVFWAPD-E-----------PR
Vocar20008453m.g|Vocar20008453m            54 -------	 53------------------------------------------------------------	 53---YKWLHKYQRGDVAVLWAPD-Q-----------PH
GRMZM2G142938|GRMZM2G142938_T01            24 ------	 23------------------------------------------------------------	 23---LE-QCKFSHGDVILFKCPS-N-----------HKE
LOC_Os03g05430|LOC_Os03g05430.1            62 -------	 61------------------------------------------------------------	 61---LQ-KYQFSHGDVVLFKCPS-D-----------HR
Bra029738|Bra029738                        62 -------	 61------------------------------------------------------------	 61---LQ-DYKFVRGDVVVFSSPT-H-----------FK
Carubv10015579m.g|Carubv10015579m          62 -------	 61------------------------------------------------------------	 61---LK-DYKFAR-------------------------
Bra034045|Bra034045                        62 -------	 61------------------------------------------------------------	 61---LK-DYKFARGDVVVFSSPT-H-----------YR
AT3G08980                                  62 -------	 61------------------------------------------------------------	 61---LK-DYKFARGDVVVFSSPT-H-----------FG
Medtr5g007850|Medtr5g007850.1              62 -------	 61------------------------------------------------------------	 61---LD-KFKFSHGDIVIFSSPS-N-----------FK
Glyma07g18060|Glyma07g18060.1              66 -------	 65------------------------------------------------------------	 65---LH-SYKFSHGDVVVFRSPQ-N-----------RK
Glyma18g42910|Glyma18g42910.1              66 -------	 65------------------------------------------------------------	 65---LR-NYKFSHGDVVVFRSPL-N-----------HK
PGSC0003DMG401008489|PGSC0003DMT40002187    6 ------	 5------------------------------------------------------------	 5---LE-KYKFSLGDVVVFSSPT-N-----------HKEKN
PGSC0003DMG401008489|PGSC0003DMT40002187   66 -------	 65------------------------------------------------------------	 65---LE-KYKFSLGDVVVFSSPT-N-----------HK
PGSC0003DMG401008489|PGSC0003DMT40002187   66 -------	 65------------------------------------------------------------	 65---LE-KYKFSLGDVVVFR*-----------------
PGSC0003DMG401008489|PGSC0003DMT40002187   66 -------	 65------------------------------------------------------------	 65---LE-KYKFSLGDVVVFSSPT-N-----------HK
Cucsa.176310|Cucsa.176310.1                66 -------	 65------------------------------------------------------------	 65---LE-KYKFSPGDVIVYRSPC-N-----------YK
Potri.016G115100|Potri.016G115100.1        65 -------	 64------------------------------------------------------------	 64---LA-KYKFSHGDVVVFRSPS-D-----------HK
GSVIVG01033968001|GSVIVT01033968001        66 -------	 65------------------------------------------------------------	 65---LE-KYKFSHGDVIAFRSPN-N-----------HR
29701.t000024|29701.m000603                66 -------	 65------------------------------------------------------------	 65---LE-KYRFSHGDVVVFRSPS-N-----------HK
Eucgr.A00507|Eucgr.A00507.1               119 -----------	 118------------------------------------------------------------	 118---LD-KYRFSHGDVVVFSSPS-N-------
Eucgr.A00507|Eucgr.A00507.3                60 -------	 59------------------------------------------------------------	 59---LD-KYRFSHGDVVVFSSPS-N-----------HK
Eucgr.A00507|Eucgr.A00507.4                60 -------	 59------------------------------------------------------------	 59---LD-KYRFSHGDVVVFSSPS-N-----------HK
GRMZM2G029141|GRMZM2G029141_T01            55 -------	 54------------------------------------------------------------	 54---LA-GYDFSRGDVVVFRLST-D-----------HG
GRMZM2G042164|GRMZM2G042164_T01            59 -------	 58------------------------------------------------------------	 58---LH-RYHFSRGDVVVFRSPR-D-----------HR
LOC_Os04g08340|LOC_Os04g08340.1            60 -------	 59------------------------------------------------------------	 59---DA-RYGLSRGDVVVFRSPT-E-----------HR
91609|91609                                59 -------	 58------------------------------------------------------------	 58---GH-DFGFSRGDVVVLRSPH-E-----------PQ
Phpat.009G097900|Phpat.009G097900.1        68 -------	 67------------------------------------------------------------	 67---LR-TYNFSRGDVVVFRSPL-E-----------PK
CMR333C|CMR333CT                           71 -------	 70------------------------------------------------------------	 70---RA-VWNVRRGDIVVLRSPDAG-----------PQ
CMR326C|CMR326CT                           71 -------	 70------------------------------------------------------------	 70---RA-VWNVRRGDIVVLRSPDAG-----------PQ
Esi0324_0009                               66 -------	 65------------------------------------------------------------	 65---IS-RHIYERGSIVVFRNPF-D-----------PK
gi|17543654                                59 -------	 58------------------------------------------------------------	 58---L---YKCSPGTILTFVSPR-D-----------PD
gi|14211845                                66 -------	 65------------------------------------------------------------	 65---VR-NFEVHRGDIVSLVSPK-N-----------PE
Medtr8g040010|Medtr8g040010.1              48 -------	 47------------------------------------------------------------	 47----PRFGKIARGDIVCLRSPT-N-----------PR
Medtr8g040050|Medtr8g040050.1             178 -------------	 177------------------------------------------------------------	 177----PRFGKVARGDILHLRSPQ-N-----
Glyma13g26540|Glyma13g26540.1              67 -------	 66------------------------------------------------------------	 66----PWFGKVACGDIVVLRNPQ-D-----------PR
Glyma13g25940|Glyma13g25940.1              62 -------	 61------------------------------------------------------------	 61----PRFGKVTCGDIVVLRNPQ-H-----------PR
Glyma13g26010|Glyma13g26010.1              62 -------	 61------------------------------------------------------------	 61----PRFGKVTCGDIVVLRNPQ-H-----------PR
Glyma13g25981|Glyma13g25981.1              19 ------	 18------------------------------------------------------------	 18----PRFGKVACGDIVVLLNPQ-H-----------PRH
Medtr8g039980|Medtr8g039980.1              61 -------	 60------------------------------------------------------------	 60----PRFGKAAQGDIVILRSPR-N-----------PR
Medtr8g039990|Medtr8g039990.1              61 -------	 60------------------------------------------------------------	 60----PRFGKVAHGDIVRLRSPQ-N-----------PR
gi|66811204                               195 ------------	 194------------------------------------------------------------	 194-------KDYKVGDLITAACPT-N------
YMR150C                                    59 -------	 58------------------------------------------------------------	 58----QNGRGIKMGDCIVALKPT-D-----------PN
YMR035W                                    64 -------	 63------------------------------------------------------------	 63--GVKNPSNLSRDDIILFKAPT-N-----------PR
Esi0009_0118                              130 -----------	 129------------------------------------------------------------	 129----GRGRTIEAGQIVLVQSPL-E-------
g11585|g11585.t1                           70 -------	 69------------------------------------------------------------	 69----PIWGQLHQGDVVICTRPV-D-----------PA
Vocar20005047m.g|Vocar20005047m            71 -------	 70------------------------------------------------------------	 70----PMWGDLKPGDIVICARPV-D-----------PA
gi|71982173                                26 -------	 25------------------------------------------------------------	 25----IRNKNVQVGDIVGCVNPQ-K-----------PK
gi|21450679                                58 -------	 57------------------------------------------------------------	 57----RHFYGIQRGDIVIAKSPS-D-----------PK
CMB077C|CMB077CT                           67 -------	 66------------------------------------------------------------	 66----PRFRELKRKDIVVAVSPL-N-----------PN
PGSC0003DMG400008317|PGSC0003DMT40002143   66 -------	 65------------------------------------------------------------	 65----TRFEKMQRGDVVLVRSPE-N-----------PR
PGSC0003DMG400008317|PGSC0003DMT40002143   66 -------	 65------------------------------------------------------------	 65----TRFEKMQRGDVVLVRSPE-N-----------PR
Potri.005G092900|Potri.005G092900.1        66 -------	 65------------------------------------------------------------	 65----HKLGKVGAGDIVILKSPV-E-----------PR
Potri.007G071400|Potri.007G071400.1       111 ----------	 110------------------------------------------------------------	 110----HKLGKVGAGDIVLVTSPV-E--------
GSVIVG01021415001|GSVIVT01021415001        66 -------	 65------------------------------------------------------------	 65----VRFGKVGPGDIVLVRSPQ-N-----------PR
Cucsa.047590|Cucsa.047590.1                67 -------	 66------------------------------------------------------------	 66----TRFGRVGVGDIVLVRSPE-N-----------PR
29693.t000082|29693.m002044                66 -------	 65------------------------------------------------------------	 65----PRFGKVGPGDIVLVRSPV-N-----------PK
30026.t000080|30026.m001516                64 -------	 63------------------------------------------------------------	 63----PRFGKVGPGDIVLVRSPV-N-----------PK
Eucgr.D00315|Eucgr.D00315.1                66 -------	 65------------------------------------------------------------	 65----TWLGKVDRGDMVLLRSTE-D-----------PR
LOC_Os11g40500|LOC_Os11g40500.1            70 -------	 69------------------------------------------------------------	 69----ARLGRVASGDAVLLVSPE-N-----------PR
GRMZM2G162274|GRMZM2G162274_T01            70 -------	 69------------------------------------------------------------	 69----VRFGRVAPADIVLMISPE-D-----------PR
GRMZM2G066469|GRMZM2G066469_T01            70 -------	 69------------------------------------------------------------	 69----VRLGRVAPGDIVLMISPE-D-----------PR
GRMZM5G833660|GRMZM5G833660_T01            19 ------	 18------------------------------------------------------------	 18----VRLGRVAPGDIVLMISPE-D-----------PRK
Bra009418|Bra009418                        63 -------	 62------------------------------------------------------------	 62--------KPSRGDVVVFQSPE-D-----------PN
Carubv10010493m.g|Carubv10010493m          63 -------	 62------------------------------------------------------------	 62----KRYQKPSRGDIVVIRSPE-N-----------PK
AT1G29960                                  66 -------	 65------------------------------------------------------------	 65----KRYQKPSRGDIVVIRSPE-N-----------PN
Bra006087|Bra006087                        67 -------	 66------------------------------------------------------------	 66----HRFGKIGLGDVVLVRSPT-D-----------PM
Bra008992|Bra008992                        67 -------	 66------------------------------------------------------------	 66----HRFGKIGLGDIVLVRSPT-D-----------PT
Carubv10010481m.g|Carubv10010481m          69 -------	 68------------------------------------------------------------	 68----HRFGKIGLGDVVLVRSPR-D-----------PN
Carubv10010481m.g|Carubv10010684m          19 ------	 18------------------------------------------------------------	 18----HRFGKIGLGDVVLVRSPR-D-----------PNR
Potri.001G380400|Potri.001G380400.1        61 -------	 60------------------------------------------------------------	 60----HRFQKVGPGDVVLVRSPL-D-----------PT
Glyma13g33660|Glyma13g33660.1              67 -------	 66------------------------------------------------------------	 66----PRLGNIGHGDLVLVRSPL-N-----------PK
Glyma15g39140|Glyma15g39140.1              19 ------	 18------------------------------------------------------------	 18----PRLGNIGHGDLVLLRSPL-N-----------PKI
Cucsa.273860|Cucsa.273860.1                61 -------	 60------------------------------------------------------------	 60----HRVGRVGPGDVVLVRSPR-N-----------PR
Eucgr.F03218|Eucgr.F03218.1                67 -------	 66------------------------------------------------------------	 66----HRLGKVGPGDVVLVRSPV-D-----------PR
Eucgr.L03207|Eucgr.L03207.1                67 -------	 66------------------------------------------------------------	 66----HRLGKVGPGDVVLVRSPV-D-----------PR
GSVIVG01014071001|GSVIVT01014071001        67 -------	 66------------------------------------------------------------	 66----VRMGKVRPGDVVLVRSPE-N-----------PR
PGSC0003DMG400007080|PGSC0003DMT40001824   25 -------	 24------------------------------------------------------------	 24----PLLDKLGPGDVILVRSPE-N-----------PR
Esi0007_0117                               35 -------	 34------------------------------------------------------------	 34----AKTGRLDRGDVVIAIPPQ-N-----------PK
85448|85448                                25 -------	 24------------------------------------------------------------	 24----VKLGKIRVGDVVMARSPS-D-----------PR
Phpat.012G075300|Phpat.012G075300.1        60 -------	 59------------------------------------------------------------	 59----SRFERIKPGDVVMARSPA-N-----------PR



g8013|g8013.t1                            170 GFLADDNVYIKRVVAVEGDTIEVRNGRTY	 198VNGVARSEPFIAESP---LYEM-PRL-------LVPP-----------------------	 224-------------
Vocar20005591m.g|Vocar20005591m           204 ---IFGDDNVYIKRVVAVEGDTIEVRNGRTY	 231VNGVARNEPFIAEQP---LYEM-PKL-------VVPP-----------------------	 257-----------
GRMZM5G800751|GRMZM5G800751_T03           112 DVVFIKRVLATPGDFIEVRQGQLI	 135VNGVALKEHYAAATS---LYTM-EAM-------RLPE-----------------------	 161------------------
GSVIVG01008821001|GSVIVT01008821001        84 EIFIKRVVARAGDLVEVRDGSLY	 106VNGDVQTEDFILEQP---NYIL-DLT-------YVPK-----------------------	 132-------------------
121429|121429                              81 AVFVKRIVAMPGDFVEVSDGSLR	 103VNGACREEAFILEPH---KYEM-KRR-------QVPK-----------------------	 129-------------------
Glyma05g35480|Glyma05g35480.1             173 ----NFDVFIKRMVAKEGDIVEVRKGHLV	 197VNGVEKNEEYILEPP---AYEM-KPT-------RVPE-----------------------	 223-------------
Glyma08g04250|Glyma08g04250.1             175 ----DDDVFIKRVVAKAGDIVEVRKGHLV	 199VNGVERNEEYILEPP---AYEM-KPT-------RVPE-----------------------	 225-------------
Medtr8g103470|Medtr8g103470.1             176 ----DDDVFIKRVVAKEGDVVEVRNGHLI	 200VNGVERDEKFINEQP---KYEM-KPT-------RVPE-----------------------	 226-------------
Bra015061|Bra015061                       187 ----DADVFIKRIVAKEGDLVEVHNGKLM	 211VNGVPRNESFILEPP---GYEM-TPV-------RVPE-----------------------	 237-------------
Carubv10014271m.g|Carubv10014271m         195 T----DADVFIKRIVAKEGDVVEVHNGKLM	 220VNGVARNEKFILEPP---GYEM-TPI-------RVPE-----------------------	 246------------
Potri.006G157900|Potri.006G157900.1       206 T----DDDVFIKRIVAKEGDTVEVHEGKLI	 231VNGVMRSEKFILEPP---SYEL-TPI-------HVPE-----------------------	 257------------
Potri.006G160000|Potri.006G160000.1       206 T----DDDVFIKRIVAKEGDTVEVHEGKLI	 231VNGVMRSEKFILEPP---SYEL-TPI-------HVPE-----------------------	 257------------
Potri.018G081800|Potri.018G081800.1       203 T----DDDVFIKRIVAKEGDIVEVHEGKLI	 228VNGVVRSEKFILESP---LYEM-TPVFLCSVMQRVPE-----------------------	 261------------
Eucgr.C03817|Eucgr.C03817.1               204 T----DDDVFIKRVVAKAGDVVEVRAGKLF	 229VNGVERNEGFILEPP---SYNM-TPT-------RVPE-----------------------	 255------------
PGSC0003DMG400000378|PGSC0003DMT40000102  188 T----DDDVFIKRIVAKEGDIVEVHEGKLI	 213VNGVARNEDFINEAP---KYEM-TPV-------RVPE-----------------------	 239------------
29912.t000235|29912.m005509               197 T----DNDVFIKRVVAKEGDIVEVRAGKLL	 222VNGVERNENFILESP---SYDM-TPI-------RVPE-----------------------	 248------------
GSVIVG01015377001|GSVIVT01015377001        47 VFIKRIVAKEGDTVEVREGKLI	 68VNGVVRNENFIFERP---SYSM-TPI-------RVPE-----------------------	 94----------------------
Carubv10009515m.g|Carubv10009515m         250 LE-HGYS----CTDVFIKRIVASEGDWVEVCDGKLL	 280VNDTVQVEDFVLEPI---NYEM-EPM-------FVPE-----------------------	 306------
Bra015534|Bra015534                       247 E-HGYN----STDVFIKRIVASEGDWVEVCDGKLL	 276VNDTIQVEDFVLEPM---DYEM-EPM-------FVPE-----------------------	 302-------
Bra031542|Bra031542                       240 VE-HGYN----CTDVFIKRIVASEGDWVEVCDGKLL	 270VNNTVQEEDFVLEPI---DYEM-EPM-------LVPE-----------------------	 296------
LOC_Os03g55640|LOC_Os03g55640.1           369 QA-LGCS----SGDVFIKRIVAKGGDTVEVRDGKLL	 399VNGVVQDEEFVLEPL---NYEM-DQV-------TVPQ-----------------------	 425------
Bra021634|Bra021634                       296 E-DGCN----PNDVYIKRIVASEGDWVEVRGGKLL	 325VNDNVQEEDFVLEPM---SYEM-ETM-------FVPK-----------------------	 351-------
Cucsa.232550|Cucsa.232550.1               254 QD-FGVS----SDEVFIKRVVATSGDVVEVQKGKLV	 284VNGVAQDEDFVLEPI---AYDM-EPL-------LVPE-----------------------	 310------
Carubv10023541m.g|Carubv10023541m         235 E-HGYS----SNDVYIKRIVASEGDWVEIRDGKLF	 264VNDIVQEEDFVLEPM---SYGM-EPM-------YVPK-----------------------	 290-------
30170.t000351|30170.m013939               274 QE-IGYS----SGDVFIKRIVATAGDIVEVREGKLY	 304VNGVIQHEDFILEPL---AYEM-EPV-------LVPE-----------------------	 330------
GRMZM2G107798|GRMZM2G107798_T01           347 QA-LGYN----SGDVFIKRVVAKSGDTVEVRDGNLL	 377VNGVVQEEEFVLEPA---NYEM-DPL-------TVPE-----------------------	 403------
GRMZM2G114557|GRMZM2G114557_T03           362 QA-LGYS----AGDVFIKRVVAKGGDIVEVRDGNLI	 392VNGVVQEEEFVLEPA---DYEM-DPL-------TVPE-----------------------	 418------
Eucgr.F00038|Eucgr.F00038.1               261 QEYFGFS----SADVFIKRIVAKAGDYVEVHDGKLL	 292VNSIAQDEDFILEPL---SYEM-EPM-------LIPE-----------------------	 318------
LOC_Os09g28000|LOC_Os09g28000.1           297 QD-WGYS----SGDVFIKRVVAKAGDYVEVRDGKLI	 327VNGVVQDEEFVLEPH---NYEM-EPM-------LVPE-----------------------	 353------
PGSC0003DMG401011681|PGSC0003DMT40003049  258 QHIFGCS----AGDVFIKRVVALAGDYVEVREGKLF	 289LNGVAQDEDFILEPL---AYEM-EPV-------LVPE-----------------------	 315------
GRMZM2G024865|GRMZM2G024865_T01           282 QV-YGYS----SGDVFIKRVVAKGGDYVEVRDGKLF	 312VNGVVQDEDFVLEPH---NYEM-EPV-------LVPE-----------------------	 338------
Eucgr.F02385|Eucgr.F02385.1               233 QD-VGYG----SSDVFIKRIVAKAGDYVEVSNGKLL	 263VNGVAQDEEFILEPL---DYEM-KPV-------CVPK-----------------------	 289------
Cucsa.123370|Cucsa.123370.1               258 QK-IGYK----SNDVFIKRIVAKAGDCVEVRDGKLL	 288VNGVAQNEKFILEPL---SYNM-DPV-------LVPE-----------------------	 314------
GSVIVG01009580001|GSVIVT01009580001        47 VFIKRIVAKAGDYVEVSEGKLM	 68VNGVAQEEDFILEPL---AYNM-DPV-------LVPE-----------------------	 94----------------------
Potri.014G036400|Potri.014G036400.1       266 QE-FGFS----SGDVFIKRIVAKAGDYVEVREGKLY	 296VNGVVQDEEFIKEPL---AYEM-ELV-------LVPE-----------------------	 322------
Phpat.020G038400|Phpat.020G038400.1       313 KILQE-KGFS----AGQVFIKRVVAMAGDLVQVINGQLV	 346VNGFIRTEDFTAEPL---AYDM-API-------KIPE-----------------------	 372---
Phpat.023G022200|Phpat.023G022200.1       179 ----PEEVFIKRVVAMAGDLVQVINGKLV	 203VNGLIRIEDFTAEPL---SYDM-APV-------KIPD-----------------------	 229-------------
18112|18112                                49 IFVKRIVAKAGDVVQVLNGKLV	 70VNGNPRNEFFTAEPR---QCDV-KPV-------LVPE-----------------------	 96----------------------
Medtr2g059220|Medtr2g059220.1             234 E-FGYS----SSDVFIKRIVAKAGDVVQVKGGKLL	 263VNGVAEQEEFVLEPL---DYEL-APM-------VVPA-----------------------	 289-------
Glyma04g03840|Glyma04g03840.5             246 EE-FGFS----SSDVFIKRIVAKAGDTVEVRDGKLL	 276VNGAAEERQFVVEPL---AYEM-DPM-------VVPE-----------------------	 302------
Medtr3g100960|Medtr3g100960.1             259 KA-YGFS----SSDVFIKRVVAKAGDVVEVRDGKLL	 289VNGVAEDEEFVLEPL---AYEL-APM-------VVPK-----------------------	 315------
86052|86052                                44 LFIKRIVAKAGDTVEVSDGKLI	 65VNGITKEEPFVSEAA---IYDM-PSV-------LVPD-----------------------	 91----------------------
58024|58024                                86 EVFIKRVVAVEGDVVEARDGKLV	 108INGGAKDEDFIAEPL---SYDL-EPI-------PVPQ-----------------------	 134-------------------
GRMZM2G039930|GRMZM2G039930_T02           182 GYT----DNDVFIKRVVAREGDVVEVHEGKLV	 209VNGEGRNEEFILEPP---SYDM-NPV-------QVPE-----------------------	 235----------
LOC_Os02g16709|LOC_Os02g16709.1           180 GYT----DNDVFIKRIVAREGDVVEVHKGKLV	 207VNGEVRNEEFILEPP---SYDM-NPV-------QVPE-----------------------	 233----------
47339|47339                               106 GDVFIKRVVAKEGDVVEVRNGRLV	 129LNGVERMESFIAEPP---DYDM-PPV-------TVPE-----------------------	 155------------------
Phpat.023G051200|Phpat.023G051200.1       191 -KGYS----AGEVFIKRIIAKAGDVVEVHNGQVF	 219VNKQPKNEPFIAEPP---IYDM-KAT-------YVPE-----------------------	 245--------
272208|272208                              93 TAQALVRRVAALEGDELVSTDE---	 114--------------------KD-EPF-------TLEE-----------------------	 123-----------------
Bra030640|Bra030640                        98 THKYLVRRLAALEGSEMVSSDE---	 119--------------------KD-EPF-------LLKK-----------------------	 128-----------------
Cre01.g027100|Cre01.g027100.t1.2           80 QQLVKRIIALEHDLVWDS-E---	 98--------------------QH-KPL-------KIPQ-----------------------	 107--------------------
Vocar20008453m.g|Vocar20008453m            76 QQLVKRIIALEHDIVWDS-D---	 94--------------------KG-KPT-------KIPQAGGEGIQGASLHHTRPMLAVVVM	 126VLLLLLPSGDKGEHKRIRTG
GRMZM2G142938|GRMZM2G142938_T01            46 MLVKRLIGLPGEKIQLP-G---	 63--------------------SL-NPT-------KIPE-----------------------	 72----------------------
LOC_Os03g05430|LOC_Os03g05430.1            83 ELFVKRLIALPGEWMQLP-G---	 101--------------------TP-DII-------KIPE-----------------------	 110-------------------
Bra029738|Bra029738                        83 DKYIKRIVGLPGEWISSS-----	 100---------------------R-DVI-------RVPE-----------------------	 108-------------------
Carubv10015579m.g|Carubv10015579m          70 -----------------------	 69------------------------------------------------------------	 69---------------------
Bra034045|Bra034045                        83 ERYIKRIVGMPGEWISST-----	 100---------------------E-DVI-------RVPE-----------------------	 108-------------------
AT3G08980                                  83 DRYIKRIVGMPGEWISSS-----	 100---------------------R-DVI-------RVPE-----------------------	 108-------------------
Medtr5g007850|Medtr5g007850.1              83 ETHIKRIIALPGEWFVNR-H---	 101--------------------NQ-DVL-------KVPE-----------------------	 110-------------------
Glyma07g18060|Glyma07g18060.1              87 ETHVKRIAALPGEWFGTH-Q---	 105--------------------KN-DVI-------QIPL-----------------------	 114-------------------
Glyma18g42910|Glyma18g42910.1              87 ETHVKRIAALPGEWFGTH-H---	 105--------------------NN-DVI-------QIPL-----------------------	 114-------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   30 IKRITALPGDLVSTP-H---	 45---------------------Y-DAV-------VIPE-----------------------	 53------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   87 EKNIKRITALPGDLVSTP-H---	 105---------------------Y-DAV-------VIPE-----------------------	 113-------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   81 -----------------------	 80------------------------------------------------------------	 80---------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   87 EKNIKRITALPGDLVSTP-H---	 105---------------------Y-DAV-------VIPE-----------------------	 113-------------------
Cucsa.176310|Cucsa.176310.1                87 EKQVKRIIALPGDWVGTR-Q---	 105--------------------TY-DVV-------KVPE-----------------------	 114-------------------
Potri.016G115100|Potri.016G115100.1        86 QKLIKRIIGLPGDWMGTP-Q---	 104---------------------N-DVV-------KIPE-----------------------	 112-------------------
GSVIVG01033968001|GSVIVT01033968001        87 EKQIKRIIALPGDWITAP-H---	 105--------------------SY-DAL-------RIPE-----------------------	 114-------------------
29701.t000024|29701.m000603                87 EKHIKRIIGLPGDWIGTP-H---	 105--------------------AY-DVV-------KVPE-----------------------	 114-------------------
Eucgr.A00507|Eucgr.A00507.1               138 ----HKEKHIKRIIGLPGDWIGTP-N---	 158--------------------MD-DVL-------KVPE-----------------------	 167-------------
Eucgr.A00507|Eucgr.A00507.3                81 EKHIKRIIGLPGDWIGTP-N---	 99--------------------MD-DVL-------KVPE-----------------------	 108--------------------
Eucgr.A00507|Eucgr.A00507.4                81 EKHIKRIIGLPGDWIGTP-N---	 99--------------------MD-DVL-------KVPE-----------------------	 108--------------------
GRMZM2G029141|GRMZM2G029141_T01            76 MKMVQRMIALPGDWIQIP-E---	 94--------------------KR-DIR-------QVPS-----------------------	 103--------------------
GRMZM2G042164|GRMZM2G042164_T01            80 ELVVKRLIALPGDWIQIP-E---	 98--------------------KQ-EIQ-------QIPQ-----------------------	 107--------------------
LOC_Os04g08340|LOC_Os04g08340.1            81 SLLVKRLIALPGDWIQVP-A---	 99--------------------AQ-EIR-------QIPV-----------------------	 108--------------------
91609|91609                                80 YWMVKRLIAVEGDMLRVP-G---	 98--------------------KR-ELV-------QVPK-----------------------	 107--------------------
Phpat.009G097900|Phpat.009G097900.1        89 MWLVKRLIALQGDWVTVP-G---	 107--------------------TY-DIL-------QVPK-----------------------	 116-------------------
CMR333C|CMR333CT                           93 KRLVKRVAALEGDRVYNH-R---	 111--------------------TG-KFV-------EVPP-----------------------	 120-------------------
CMR326C|CMR326CT                           93 KRLVKRVAALEGDRVYNH-R---	 111--------------------TG-KFV-------EVPP-----------------------	 120-------------------
Esi0324_0009                               87 ERVVKRLIGVDGDWVRPRGN---	 106--------------------KH-NLM-------RVPE-----------------------	 115-------------------
gi|17543654                                78 AVHIKRVTAVENAIVRPEKR---	 97--------------------PE-LIT-------DIPK-----------------------	 106--------------------
gi|14211845                                87 QKIIKRVIALEGDIVRTIGH---	 106--------------------KN-RYV-------KVPR-----------------------	 115-------------------
Medtr8g040010|Medtr8g040010.1              69 ESYVKRVIGLEGDSITYVADR--	 89--------------GN--GYKHE-AV-------LSLW-----------------------	 102--------------------
Medtr8g040050|Medtr8g040050.1             197 ------PKKEIGKRLVGLEGDTITYVSDS--	 219--------------EN--GDKHE-TV-------VVPK-----------------------	 232-----------
Glyma13g26540|Glyma13g26540.1              88 RFMTKRVVGLEGDSITYISNPET	 110YELEGDSFTHISSLDN--SDKSK-TI-------LVPK-----------------------	 137-------------------
Glyma13g25940|Glyma13g25940.1              83 HFMTKRVVGLEGDSVTYISNPET	 105YEYEGDSFTHISSPDN--GDKSK-TI-------VVPK-----------------------	 132-------------------
Glyma13g26010|Glyma13g26010.1              83 HFMTKRVVGLEGDSVTYISNPET	 105YEYEGDSFTHISSPDN--GDKSK-TI-------VVPK-----------------------	 132-------------------
Glyma13g25981|Glyma13g25981.1              41 FMTKRVVGLEGDSVTYISNPET	 62YEYEGDSFTRISSPDN--GDKSK-TI-------VVPK-----------------------	 89----------------------
Medtr8g039980|Medtr8g039980.1              82 MCITKRLVGLEGDTITYVADP--	 102--------------NK--DDKQE-TV-------VVPK-----------------------	 115-------------------
Medtr8g039990|Medtr8g039990.1              82 ESYGKRVIGLEGDSITYIADR--	 102--------------GN--GYKHE-TV-------VVPK-----------------------	 115-------------------
gi|66811204                               211 -----Q-FSICKRIRFVEGDRIIFESP---	 231-------------NGL-------EVY-------EVPK-----------------------	 241------------
YMR150C                                    80 HRICKRVTGMPGDLVLVDPSTIV	 102N------YVG---DVLVDEERFGTYI-------KVPE-----------------------	 123-------------------
YMR035W                                    87 KVYCKRVKGLPFDTIDTKFP---	 106-------Y-----PK--------PQV-------NLPR-----------------------	 116-------------------
Esi0009_0118                              149 ----IGRLVVKRVTGLPGDSISVRPPEWD	 173V------Y-----NS---QGIEKRSE-------VVPE-----------------------	 189-------------
g11585|g11585.t1                           91 ESIIKRVVAMEGEEVVLYPD---	 110-------------RE---HNEVR-RI-------KVPP-----------------------	 123-------------------
Vocar20005047m.g|Vocar20005047m            92 ESIIKRVVALEGDEVVLYPD---	 111-------------RE---SSEVR-RV-------KVPP-----------------------	 124-------------------
gi|71982173                                47 ELLCKRIAAKEGDPVTSHLL---	 66-------------P----------SG-------RVPI-----------------------	 73---------------------
gi|21450679                                79 SNICKRVIGLEGDKILTTSP---	 98------------------SDFFKSHS-------YVPM-----------------------	 110--------------------
CMB077C|CMB077CT                           88 MSVCKRVTGLEGDKLVVGQATAE	 110A------VFQIH-PEIVERTEYGSFV-------RVPS-----------------------	 133-------------------
PGSC0003DMG400008317|PGSC0003DMT40002143   87 KIVIKRLMGMGGDTVRYVVD---	 106-------------HAN--NGIEH-TI-------VVPD-----------------------	 120-------------------
PGSC0003DMG400008317|PGSC0003DMT40002143   87 KIVIKRLMGMGGDTVRYVVD---	 106-------------HAN--NGIEH-TI-------VVPD-----------------------	 120-------------------
Potri.005G092900|Potri.005G092900.1        87 KIMTKRVIGVEGDSVTYVVE---	 106-------------PKN--SDRTE-TI-------VVPK-----------------------	 120-------------------
Potri.007G071400|Potri.007G071400.1       130 ---PRKIVTKRVVGVEGDSVTYVVD---	 151-------------PKN--SDRTE-TI-------VVPK-----------------------	 165--------------
GSVIVG01021415001|GSVIVT01021415001        87 KIITKRVVGMGGDRVTFSVD---	 106-------------PKD--SRRCE-TV-------VVPE-----------------------	 120-------------------
Cucsa.047590|Cucsa.047590.1                88 KVVGKRLIGMEGDSVTYVVD---	 107-------------PKN--SDWSE-TV-------VVPK-----------------------	 121-------------------
29693.t000082|29693.m002044                87 RIVTKRVMGVEGDSVTYVVD---	 106-------------PKN--SDASN-TV-------VVPK-----------------------	 120-------------------
30026.t000080|30026.m001516                85 RIVTKRVMGIEGDSVTYIVD---	 104-------------PKN--SDASN-TI-------MVPK-----------------------	 118-------------------
Eucgr.D00315|Eucgr.D00315.1                87 KVVIKRIMAMEGDTVTYLVD---	 106-------------PKN--SDASK-TC-------VVPR-----------------------	 120-------------------
LOC_Os11g40500|LOC_Os11g40500.1            91 KAVVKRVVGMEGDAVTFLVD---	 110-------------PGN--SDASK-TV-------VVPK-----------------------	 124-------------------
GRMZM2G162274|GRMZM2G162274_T01            91 KWLIKRVVGMQGDSITYLVD---	 110-------------PGN--SDSSRTIV-------VS-------------------------	 123-------------------
GRMZM2G066469|GRMZM2G066469_T01            91 KSVVKRVVGMQGDSVTYLVD---	 110-------------PGK--SDSSSRTV-------VVPQ-----------------------	 125-------------------
GRMZM5G833660|GRMZM5G833660_T01            41 SVVKRVVGMQGDSVTYLVD---	 59-------------PGK--SDS-SRTV-------VVPQ-----------------------	 73----------------------
Bra009418|Bra009418                        80 KLPTKRVVGLEGDSVSFVVD---	 99-------------PGK--NDESR-TI-------VVPK-----------------------	 113--------------------
Carubv10010493m.g|Carubv10010493m          84 KTPIKRVIGIEGDCISFVVD---	 103-------------PVK--NDKSQ-TI-------VVPK-----------------------	 117-------------------
AT1G29960                                  87 KTPIKRVIGIEGDCISFVID---	 106-------------SRK--SDESQ-TI-------VVPK-----------------------	 120-------------------
Bra006087|Bra006087                        88 KMVTKRVLGLEGHRLSFFAD---	 107-------------PLV--GDDSV-NV-------VVPK-----------------------	 121-------------------
Bra008992|Bra008992                        88 RMVTKRILGLEGHRLSFSAD---	 107-------------PLV--GDGSV-SV-------VVPK-----------------------	 121-------------------
Carubv10010481m.g|Carubv10010481m          90 RMVTKRILGLEGDRLTFSAD---	 109-------------PLV--GDNSV-SV-------VIPK-----------------------	 123-------------------
Carubv10010481m.g|Carubv10010684m          41 MVTKRILGLEGDRLTFSAD---	 59-------------PLV--GDNSV-SV-------VIPK-----------------------	 73----------------------
Potri.001G380400|Potri.001G380400.1        82 KMVTKRIVGMEGDQINFLPD---	 101-------------PSI--TDICR-TV-------MVPK-----------------------	 115-------------------
Glyma13g33660|Glyma13g33660.1              88 IRLTKRVVAVEGDTVTYF-D---	 106-------------PLH--SEAAQ-VA-------VVPK-----------------------	 120-------------------
Glyma15g39140|Glyma15g39140.1              41 RLMKR---VEGDNVTYF-D---	 55-------------ALH--SKAAQ-VA-------VVPK-----------------------	 69----------------------
Cucsa.273860|Cucsa.273860.1                82 KMLTKRIVGVEGDKVNFYPD---	 101-------------PAN--SNQYQ-SA-------VVPK-----------------------	 115-------------------
Eucgr.F03218|Eucgr.F03218.1                88 KSLTKRVVAMGGDEVTFVVD---	 107-------------PRN--SERVR-TI-------VVPR-----------------------	 121-------------------
Eucgr.L03207|Eucgr.L03207.1                88 KSLTKRVVAMGGDEVTFVVD---	 107-------------PRN--SERVR-TI-------VVPR-----------------------	 121-------------------
GSVIVG01014071001|GSVIVT01014071001        88 KTVSKRILGMEGDRVTFMID---	 107-------------PKN--SNRCQ-SV-------VIPK-----------------------	 121-------------------
PGSC0003DMG400007080|PGSC0003DMT40001824   46 KTVTKRIIGMEGDTVTFLAD---	 65-------------PSR--SDRYI-SL-------KVPK-----------------------	 79---------------------
Esi0007_0117                               56 LRVCKRIIGLPGETVIVRSR---	 75-------------SW----FDDR-PE-------FVPE-----------------------	 87---------------------
85448|85448                                46 MVVCKRILGLEGDTITVASD---	 65-------------KGG--STKFY-HL-------QIPK-----------------------	 79---------------------
Phpat.012G075300|Phpat.012G075300.1        81 LVVCKRVLGLEGDSVTVLPT---	 100-------------SS---RGHIR-QT-------VVPK-----------------------	 113-------------------



g8013|g8013.t1                            225 -----------GDV----FVMGDNRNNS----YDSHL-WGPLPKENI	 251VGRAVAKY----------WPPWKAGGLDDYTGVLAASTGPQQGTTAK---------AAS
Vocar20005591m.g|Vocar20005591m           258 -------------GDV----FVMGDNRNNS----YDSHL-WGPLPKENI	 284VGRAVVKY----------WPPWKIGGLQDYTEVTPGTAR---GTGP*----------
GRMZM5G800751|GRMZM5G800751_T03           162 ------GHV----FVMGDNRNNS----CDSRA-WGPLPVANI	 188VGRYMTSF----------TRSSFQ*-----------------------------------	 202
GSVIVG01008821001|GSVIVT01008821001       133 -----DHV----FVLGDNRNNS----SDSHE-WGPLPIKNI	 159IGRFVTHV----------YRLTYN*-----------------------------------	 173-
121429|121429                             130 -----GCV----FVLGDNRNLS----NDSHV-WGPLPLKNI	 156MGRSAGRF----------WPPFPHKYSKLHINRTSPHLKP*-------------------	 186-
Glyma05g35480|Glyma05g35480.1             224 -----------NYV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 250IDRSVFRY----------WPPNRIAGTVSKESCSVETTQTQESAET----------SLP
Glyma08g04250|Glyma08g04250.1             226 -----------NYV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 252IGRSVFRY----------WPPNRIAGTVSKETCSVETTQTQESAET----------ALP
Medtr8g103470|Medtr8g103470.1             227 -----------NSV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 253IGRSVLRY----------WPPNRIAATVAKGGCPVDTKQETPSTTL----------ASQ
Bra015061|Bra015061                       238 -----------NSV----FVMGDNRNNS----YDSHV-WGPLPLKNI	 264IGRSVFRY----------WPPNRVSGTVLEGGCAVDIQQ*-------------------
Carubv10014271m.g|Carubv10014271m         247 ------------NSV----FVMGDNRNNS----YDSHV-WGPLPLKNI	 273IGRSVFRY----------WPPNRVNGTVLEGGCAVDKQ*-------------------
Potri.006G157900|Potri.006G157900.1       258 ------------NSV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 284IGRSIFRY----------WPPYRIGRTVLETGCAVDKQDSTSSSK*------------
Potri.006G160000|Potri.006G160000.1       258 ------------NSV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 284IGRSIFRY----------WPPYRIGRTVLETGCAVDKQDSTSSSK*------------
Potri.018G081800|Potri.018G081800.1       262 ------------NSV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 288IGRSVFRY----------WPPKRIGGTVLETGCAVDNQKNTAASE*------------
Eucgr.C03817|Eucgr.C03817.1               256 ------------NSV----FVMGDNRNNS----YDSHV-WGALPAKNI	 282IGRSVFRY----------WPPNRIGATVLETGCAVDKQETISPSEQ----------KI
PGSC0003DMG400000378|PGSC0003DMT40000102  240 ------------NSV----FVMGDNRNNS----YDSHV-WGALPAKNI	 266IGRSIFRY----------WPPKRIGGTVLPEGCAVDKQESTSDITV----------PQ
29912.t000235|29912.m005509               249 ------------NSV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 275IGRSFFRY----------WPPNRIGGTVLETGCAVDKQESISTSES----------LP
GSVIVG01015377001|GSVIVT01015377001        95 --NAV----FVMGDNRNNS----YDSHV-WGSLPAKNI	 121LGRSIFRY----------WPPNRIGGTVSDAGCAVDKQESSPALSD----------SASS	 161SNPA
Carubv10009515m.g|Carubv10009515m         307 ------------------GYV----FVLGDNRNKS----FDSHN-WGPLPIKNI	 333IGRSVFRY----------WPPSKVSDIIH-HDQVIQKRA-------------
Bra015534|Bra015534                       303 -----------------GYV----FVLGDNRNKS----FDSHN-WGPLPIKNI	 329IGRSMFRY----------WPPSKVSDTIHHHEQVMQKEA--------------
Bra031542|Bra031542                       297 ------------------GYV----FVLGDNRNKS----FDSHN-WGPLPIKNI	 323VGRSVFRY----------WPPSKVSDTIHHHEQAIQKGA-------------
LOC_Os03g55640|LOC_Os03g55640.1           426 ------------------GYV----FVLGDNRNNS----FDSHN-WGPLPVKNI	 452LGRSVLRY----------WPPSKITYGL*-----------------------
Bra021634|Bra021634                       352 -----------------GYV----FVLGDNRNKS----FDSHN-WGPLPIENI	 378VGRSVFRY----------WPPSKVSDTIYHDQAVAKGSVA-------------
Cucsa.232550|Cucsa.232550.1               311 ------------------GYV----YVMGDNRNNS----CDSHN-WGPLPIENI	 337VGRSLFKY----------WPPSKGSAMVDELRVGKINL--------------
Carubv10023541m.g|Carubv10023541m         291 -----------------GHV----FVLGDNRNKS----FDSHN-WGPLPIENI	 317LGRSVFRY----------WPPSKVSDTIYHDQAIPKGP---------------
30170.t000351|30170.m013939               331 ------------------GYV----FVMGDNRNNS----FDSHN-WGPLPIKNI	 357VGRHYDQW----------LGDVGSRSSFFLLPLCCGRRVEE-ASD-------
GRMZM2G107798|GRMZM2G107798_T01           404 ------------------GYV----FVLGDNRNNS----FDSHN-WGPLPFKNI	 430LGRSVLRY----------WPPSRITDTIYEHDI--VQY--------------
GRMZM2G114557|GRMZM2G114557_T03           419 ------------------GYV----FVLGDNRNNS----FDSHN-WGPLPVKNI	 445LGRSVLRY----------WPPSRITDTIYQHDM--VQH--------------
Eucgr.F00038|Eucgr.F00038.1               319 ------------------GYV----FVMGDNRNNS----FDSHN-WGPLPIENI	 345VGRSVFRY----------WPPSRVSDTRYDPLS--ANK--------------
LOC_Os09g28000|LOC_Os09g28000.1           354 ------------------GYV----FVLGDNRNNS----FDSHN-WGPLPVRNI	 380IGRSVFRY----------WPPSRITDTIYEPRA--EYS--------------
PGSC0003DMG401011681|PGSC0003DMT40003049  316 ------------------GYV----FVMGDNRNNS----FDSHN-WGPLPVANI	 342VGRSVFRY----------WPPSRVSDTLHGSVM--EKR--------------
GRMZM2G024865|GRMZM2G024865_T01           339 ------------------GYV----FVLGDNRNNS----FDSHN-WGPLPVRNI	 365VGRSILRY----------WPPSKINDTIYEPDV--SRL--------------
Eucgr.F02385|Eucgr.F02385.1               290 ------------------GYV----FVMGDNRNNS----FDSHN-WGPLPIKNI	 316VGRSWFRY----------WPPSSVPDTLHEAHS--INN--------------
Cucsa.123370|Cucsa.123370.1               315 ------------------GYV----FVLGDNRNNS----FDSHN-WGPLPVENI	 341VGRSVFRY----------WPPSKVSDKDQNAEK--EVV--------------
GSVIVG01009580001|GSVIVT01009580001        95 --GYV----FVLGDNRNNS----FDSHN-WGPLPIKNI	 121VGRSVLRY----------WPPSKVSDTIYEPEA--RKT------------------AMAI	 151S*--
Potri.014G036400|Potri.014G036400.1       323 ------------------GYV----FVMGDNRNNS----FDSHN-WGPLPIKNI	 349VGRSVFRY----------WPPSKVSDTIYDPHV--AKN--------------
Phpat.020G038400|Phpat.020G038400.1       373 ---------------------DHV----FVMGDNRNNS----YDSHV-WGPLPTKDI	 399LGRSVLRY----------WPPERLGSTVFDTTDLLKSSLPLLQSK----
Phpat.023G022200|Phpat.023G022200.1       230 -----------DHV----FVMGDNRNYS----FDSSV-WGPLPNKDI	 256LGRSVVRY----------WPLERLGSTVFDATELLKSSLPLLESK-----------ETA
18112|18112                                97 --DHV----FVMGDNRNQS----YDSCH-WGPLPVKNI	 123LGRSVLRY----------WP----------------------------------------	 133----
Medtr2g059220|Medtr2g059220.1             290 -----------------GHV----FVMGDNRNQS----FDSHN-WGPLPIKNI	 316VGRSMFRY----------WPPSKEDQTVMVHNT---SP----STA--------
Glyma04g03840|Glyma04g03840.5             303 ------------------GYV----FVMGDNRNNS----FDSHN-WGPLPVENI	 329VGRSMFRY----------WPPSKVSDTDTLSKL---PP----GNK-------
Medtr3g100960|Medtr3g100960.1             316 ------------------GHV----FVMGDNRNKS----FDSHN-WGPLPIENI	 342VGRSMFRY----------WPPSKVSDTVMVHKS---SP----GNK-------
86052|86052                                92 --GHV----FVMGDNRNNS----YDSHI-WGPLPVSSI	 118RGRSVLRY----------WPLTRLGSTLGWIRQSM*------------------------	 143----
58024|58024                               135 -----GSV----FVLGDNRNRS----DDSHI-WGPLPINHI	 161LGRLVLRY----------WPPS--------------------------------------	 173-
GRMZM2G039930|GRMZM2G039930_T02           236 --------------NSV----FVMGDNRNNS----YDSHV-WGPLPAKNI	 262LGRSIFRY----------WPPGRIGGTTKGCFSPELSP----GAK-----------
LOC_Os02g16709|LOC_Os02g16709.1           234 --------------NSV----FVMGDNRNNS----YDSHV-WGPLPSKNI	 260LGRSIFRY----------WPPGRIGSTTTDCLIPETNP------------------
47339|47339                               156 ------GYV----FVMGDNRNNS----YDSHI-WGPLPVKNI	 182IGRSVLRY----------WPPTRLGSTVLE------------------------------	 202
Phpat.023G051200|Phpat.023G051200.1       246 ----------------GFV----FVMGDNRNNS----YDSHI-WGPLPVKSI	 272LGRSVVRY----------WPPTRLGSTVLEPEAPGVR-----------------
272208|272208                             124 -------GQC----WVVSDNEALSSKEAYDSRT-FGPLPMKNI	 154FGRAIYCS----------HSAVDHGHVLNSSEA----MHKDTPVV-------AVELDLEE	 19
Bra030640|Bra030640                       129 -------DQC----WVVAENKDMKSKEAYDSRS-FGPVSLADI	 159VGRAIYCM----------RTAVDHGPVSNSEFS----MQEDSPIL-------AVELDVDE	 19
Cre01.g027100|Cre01.g027100.t1.2          108 ----GRC----WVEGDNAEAS----GDSRNMYGPVHLGLL	 135EGRVTHVV----------WPPWRWGEVARWYPADKLIVEDTGPGH-------GGK*----	 173--
Vocar20008453m.g|Vocar20008453m           147 PKGGGRC----WLEGDNPEAS----GDSRNMYGPVHLGLL	 178EGRVTHVI----------WPPWRIGAVRRWYPADRLIVEDSGGCC-------CLEGMVCS	 221--
GRMZM2G142938|GRMZM2G142938_T01            73 --GHC----WVEGDNSTRS----WDSRA-FGPGMLCAI	 99*-----------------------------------------------------------	 99------
LOC_Os03g05430|LOC_Os03g05430.1           111 -----GHC----WVEGDNAACS----WDSRS-FGPIPLGLI	 137KGRVAHVI----------WPPSKIGRVDTKMPENRISPL*--------------------	 166-
Bra029738|Bra029738                       109 -----GHC----WVEGDNKASS----LDSRT-FGPIPLGLI	 135RGRVTSVV----------WPPQRVDLLKMGRLFVIDLQGETYSC--------KHCHTPFA	 177L
Carubv10015579m.g|Carubv10015579m          70 --------------------------------------V	 70QGRVTRVV----------WPPQRVSKIGR*------------------------------	 89-----
Bra034045|Bra034045                       109 -----GHC----WVEGDNKASS----LDSRT-FGPIPLGLI	 135GGRVTRVV----------WPPQRLSKIGG*------------------------------	 154-
AT3G08980                                 109 -----GHC----WVEGDNKTSS----LDSRS-FGPIPLGLI	 135QGRVTRVM----------WPPQRISKIGR-------------------------------	 154-
Medtr5g007850|Medtr5g007850.1             111 -----GHC----WVEGDNAASS----TDSKS-YGPVPLGLV	 137RGRVTHVV----------WPPQRIGAVKNTTPERLPSS*---------------------	 165-
Glyma07g18060|Glyma07g18060.1             115 -----GHC----WVEGDNTASS----LDSNS-FGPIPLGII	 141RGRVTHVV----------WPPQRIGAVKNTPPQLDRLQE*--------------------	 170-
Glyma18g42910|Glyma18g42910.1             115 -----GHC----WVEGDNTASS----LDSNS-FGPIPLALI	 141RGRVTHVV----------WPPQRIGAVKSTPPQRLSSF*---------------------	 169-
PGSC0003DMG401008489|PGSC0003DMT40002187   54 GHC----WVEGDNQAWS----LDSRS-FGPVRYILL	 80HILLLMKR--------------NL-----------T*-----------------------	 91--------
PGSC0003DMG401008489|PGSC0003DMT40002187  114 -----GHC----WVEGDNQAWS----LDSRS-FGPVRYILL	 140HILLLMKR--------------NL-----------T*-----------------------	 151-
PGSC0003DMG401008489|PGSC0003DMT40002187   81 ---------------------------------------	 80------------------------------------------------------------	 80-----
PGSC0003DMG401008489|PGSC0003DMT40002187  114 -----GHC----WVEGDNQAWS----LDSRS-FGPIPLGLV	 140RGRVTHVV----------WPPHRVGKVERMTPKSLTPF*---------------------	 168-
Cucsa.176310|Cucsa.176310.1               115 -----GHC----WVEGDNPECS----MDSRS-FGPIPMGLI	 141QGRVSHIV----------WPPQRIGAVEKKYPQGESNPTNSTKTQ-------GRERSSFS	 184-
Potri.016G115100|Potri.016G115100.1       113 -----GHC----WVEGDNPASS----MDSRS-FGPIPLGLV	 139QGRATTIV----------WPPQRICQVERRILQDRFSPSA*-------------------	 169-
GSVIVG01033968001|GSVIVT01033968001       115 -----GHC----WVEGDNSASS----LDSRS-FGPVPLGLA	 141CGRATHIV----------WPPQRIGEVERRIPHDRISFG*--------------------	 170-
29701.t000024|29701.m000603               115 -----GHC----WVEGDNLLSS----MDSRY-FGPVPLGLI	 141SGRVTHIV----------WPPQRIGEVEKKIPQGRLSSS---------------------	 170-
Eucgr.A00507|Eucgr.A00507.1               168 -----------GHF----WVEGDNSVSS----LDSRS-FGPIPLGLI	 194RGRVTHVV----------WPPQRMGRVERETNQRPLSSLQDRPE--------------F
Eucgr.A00507|Eucgr.A00507.3               109 ----GHF----WVEGDNSVSS----LDSRS-FGPIPLGLI	 135RGRVTHVV----------WPPQRMGRVERETNQRPLSSLQDRPE--------------FY	 171--
Eucgr.A00507|Eucgr.A00507.4               109 ----GHF----WVEGDNSVSS----LDSRS-FGPIPLGLI	 135RGRVTHVV----------WPPQRMGRVERETNQRPLSSLQDRPE--------------FY	 171--
GRMZM2G029141|GRMZM2G029141_T01           104 ----GHC----WVEGDNAGNS----WDSRH-YGPVPLDLM	 130EGKITHII----------WPPHRVRRVDRMVPEGRIMPLSATPRR-------KQQ*----	 168--
GRMZM2G042164|GRMZM2G042164_T01           108 ----GRC----WVEGDNAATS----FDSRS-YGPVSYSCC	 134-------Y----------WTQLRYWPRINCL*----------------------------	 148--
LOC_Os04g08340|LOC_Os04g08340.1           109 ----GHC----WVEGDNPDVS----WDSRS-YGPIPLGLM	 135QGRVTHIV----------WPPNRIGPVERKMPEGRVMQR*--------------------	 164--
91609|91609                               108 ----GRC----WVEGDNANVS----LDSRN-MGPIPMALL	 134KARVTRVV----------WPPERFGRVESILPTGRIVAHGERP---------IR*-----	 169--
Phpat.009G097900|Phpat.009G097900.1       117 -----GHC----WVEGDNAEIS----LDSKS-FGPIPLGLM	 143KGKVTHVV----------WPPSRFGPVASHLPEGRVLSQKAGTRT-------YP*-----	 180-
CMR333C|CMR333CT                          121 -----GHC----WLVGDNRTVS----RDSASHYGPVPLGLL	 148EGRAVAVI----------WPPRRWQVLATSPSTGLWLDTRNSEGD-------QLPAKKQV	 191L
CMR326C|CMR326CT                          121 -----GHC----WLVGDNRTVS----RDSASHYGPVPLGLL	 148EGRAVAVI----------WPPRRWQVLATSPSTGLWLDTRNSEGD-------QLPAKKQV	 191L
Esi0324_0009                              116 -----GYC----WVEGDNHGVS----GDS-NHFGPIPLALI	 142EAKVTHVL----------WPPGRMRSLGQDLPEIHRGLNPSQA*----------------	 175-
gi|17543654                               107 ----GHY----WMEGDNPEHR----HDS-NVYGPVSTSLV	 133KGRATHII----------WPPNRWQRLSK-------------------------------	 152--
gi|14211845                               116 -----GHI----WVEGDHHGHS----FDS-NSFGPVSLGLL	 142HAHATHIL----------WPPERWQKLESVLPPERLPVQREEE-----------------	 175-
Medtr8g040010|Medtr8g040010.1             103 ----AHI----AVVRRERIVD------LQS-SGPCFK---	 124--EICWIHLRVHVISDARSPLLAFPSFHQLHCSWLLLNNLLNWVASERPSELSSERSDQL	 182SD
Medtr8g040050|Medtr8g040050.1             233 -------------GHV----LVEGDNK*---------------------	 242---------------------------------------------------------
Glyma13g26540|Glyma13g26540.1             138 -----GAV----WVEGDNKYNS----NYSRK-FGPVPYDLI	 164DGKMFWRI----------TPLKKFGPFWNK*-----------------------------	 184-
Glyma13g25940|Glyma13g25940.1             133 -----GAV----WVEGDNKYNS----NDSRK-FGPVPYDLI	 159DGKMFWRI----------TPLKKFGPFWNK*-----------------------------	 179-
Glyma13g26010|Glyma13g26010.1             133 -----GAV----WVEGDNKYNS----NDSRK-FGPVPYDLI	 159DGKMFWRI----------TPLKKFGPFWNK*-----------------------------	 179-
Glyma13g25981|Glyma13g25981.1              90 --GAV----WVGGR*-----------------------	 97------------------------------------------------------------	 97------
Medtr8g039980|Medtr8g039980.1             116 -----GHV----WIEGDNKYKS----NDSRN-FGPVPYGLI	 142ESRLFWKV----------SPLKDFGSFWNK*-----------------------------	 162-
Medtr8g039990|Medtr8g039990.1             116 -----GHV----WVEGDNKFSS----YDSRS-FGPVPYGLI	 142ESKIFWRV----------SLYGRVKILDRSGIND------------LKPSIIKTY---HK	 177L
gi|66811204                               242 ------------DYV----WIEGDNYDTS----RDSRI-YGAIPKRLI	 268TGKVLMRV----------SLNFIIQYLYIVD-------------------LLLIYFFF
YMR150C                                   124 -----GHV----WVTGDNLSHS----LDSRT-YNALPMGLI	 150MGKIVAAN----------NF-----------------DKPFWD-----GSIRNIWGFKW-	 177-
YMR035W                                   117 -----GHI----WVEGDNYFHS----IDSNT-FGPISSGLV	 143IGKAITIV----------WPPSRWGTDLKLSTGRD----CISK-----RAILE*------	 177-
Esi0009_0118                              190 -----------GHV----WLAGDNVDNS----KDSRN-FGSVPQALV	 216LGTVLLRV----------WPTKDFGFIE*------------------------------
g11585|g11585.t1                          124 -----GHV----WIQGDNLTHS----LDSRQ-YGPVPLAMV	 150RGRVLLQV----------WPRLQWVDNSLDAVRKF*------------------------	 175-
Vocar20005047m.g|Vocar20005047m           125 -----GHV----WIQGDNLTQS----LDSRQ-YGAVPRAMV	 151RGRVIFQV----------FPNPGWVDNSIESVRR*-------------------------	 175-
gi|71982173                                74 ---GHV----FLRGDNGPVS----TDSRH-FGPVPEALV	 100QIRLSLRI----------WPPERAGWISDHWFWDKSDRNAEK------------------	 132---
gi|21450679                               111 ----GHV----WLEGDNLQNS----TDSRC-YGPIPYGLI	 137RGRIFFKI----------WPLSDFGFLRASPNGHRFSDD---------------------	 166--
CMB077C|CMB077CT                          134 -----GHV----WLEGDNAINS----TDSRQ-YGPVSVSLI	 160RGRVLCRV----------LPLNAAGRVD--------------------------------	 178-
PGSC0003DMG400008317|PGSC0003DMT40002143  121 -----GHV----WIEGDNKFNT----NDSRN-FGPVPYGLV	 147QGRVFWIV----------SDSSLF*-----------------------------------	 161-
PGSC0003DMG400008317|PGSC0003DMT40002143  121 -----GHV----WIEGDNKFNT----NDSRN-FGPVPYGLV	 147QGRVFWIV----------WPPEDFGSVGREVQ*---------------------------	 169-
Potri.005G092900|Potri.005G092900.1       121 -----GHI----WVEGDNIYNS----KDSRN-FGAVPYGLL	 147RGKMLWKI----------WPPKDFGYIGKKEQNS*-------------------------	 171-
Potri.007G071400|Potri.007G071400.1       166 ----------GHI----WVEGDNIYKS----KDSRN-FGAVSYGLL	 192QGKMFWKI----------WPPKDFGPLGNKEQNS*-------------------------
GSVIVG01021415001|GSVIVT01021415001       121 -----GHV----WIAGDNIYAS----TDSRN-FGAVPYGLL	 147QGKVFWRV----------CLFHLLIS-----FHNTFFYRLLHF-------IL-LWGYIK-	 183-
Cucsa.047590|Cucsa.047590.1               122 -----GHV----WIEGDNIYDS----RDSRN-FGAVPYSLL	 148QGKIFWRI----------WPPKSFGQLEKRKSNETVL*----------------------	 175-
29693.t000082|29693.m002044               121 -----GHI----WIEGDNVYDS----NDSRK-FGAVPYGLL	 147HAKVFWRK----------GDPITVPLTKENGFEGKHVYP---------------------	 176-
30026.t000080|30026.m001516               119 -----GHI----WIEGDNVYDS----NDSRK-FGAVPYGLL	 145HAKVFWRV----------IVVSS-------------------------------------	 158-
Eucgr.D00315|Eucgr.D00315.1               121 -----GNI----WIQGDNIYNS----RDSRT-FGAVPYGLV	 147EGKLFWRI----------WPLKSFGSLHGEAKEDS*------------------------	 172-
LOC_Os11g40500|LOC_Os11g40500.1           125 -----GHV----WVQGDNIYAS----RDSRQ-FGPVPYGLI	 151TGKIFCRN----------PGLSLYLYLSEPTFFYPFAPEFIED-------GMHILRFL*-	 192-
GRMZM2G162274|GRMZM2G162274_T01           124 ------------WSPLG*-----------------------	 128------------------------------------------------------------	 128-
GRMZM2G066469|GRMZM2G066469_T01           126 -----DHV----WVQGDNIFAS----NDSRQ-FGAVPYGLI	 152TGKIFCRV----------WPPESFGAIDDATKQS*-------------------------	 176-
GRMZM5G833660|GRMZM5G833660_T01            74 --DHV----WVQGDNIFAS----NDSRQ-FGAVPYGLI	 100TGKIFCRV----------WPPESFGAIDDATKQS*-------------------------	 124----
Bra009418|Bra009418                       114 ----GHV----WVEGDYIQNS----RDSRS-FGPVPYGLI	 140QGRLLWRV----------WPFQDFGPIGPPTTT*--------------------------	 163--
Carubv10010493m.g|Carubv10010493m         118 -----GHV----FVQGDYTHNS----RDSRT-FGPVPYGLI	 144QGRVLWRV----------WPFQDFGPLGPTPT*---------------------------	 166-
AT1G29960                                 121 -----GHV----FVQGDYTHNS----RDSRN-FGTVPYGLI	 147QGRVLWRV----------WPFQDFGPLGPTPT----------------------------	 169-
Bra006087|Bra006087                       122 -----GLATTMLWVIEVTI-----------T-FELFQL-LL	 144E*----------------------------------------------------------	 145-
Bra008992|Bra008992                       122 -----GHV----WIQGDNLYAS----TDSRN-FGPVPYSLI	 148EGKALLRV----------WPPRFFGSLR*-------------------------------	 166-
Carubv10010481m.g|Carubv10010481m         124 -----GHV----WIQGDNLYAS----TDSRH-FGPIPYSLI	 150EGKALLRV----------WPPEYFGSLR*-------------------------------	 168-
Carubv10010481m.g|Carubv10010684m          74 --GHV----WIQGDNLYAS----TDSRH-FGPIPYSLI	 100EGKALLRV----------WPPEYFGSLR*-------------------------------	 118----
Potri.001G380400|Potri.001G380400.1       116 -----GHI----WIQGDNMYAS----CDSRH-YGPVPYGLV	 142QGKLFFRD------------PTCWDRTIIRLKLRHLSCRCGFQ-----------------	 173-
Glyma13g33660|Glyma13g33660.1             121 -----GHV----WIQGDNIYAS----RDSRH-FGPVPYGLI	 147EGKVFFRV----------WPPDSFGPLGR*------------------------------	 166-
Glyma15g39140|Glyma15g39140.1              70 --RHV----WIQGDNIYAS----RDSRH-FGPVPYGLI	 96EGKVFFRV----------WPPDSFGLDQ*-------------------------------	 114-----
Cucsa.273860|Cucsa.273860.1               116 -----GHV----WIQGDNVYAS----RDSRH-FGPVPYGLI	 142EGKAFLRV----------WPPDCFGRLDQ*------------------------------	 161-
Eucgr.F03218|Eucgr.F03218.1               122 -----GHV----WIQGDNIYAS----SDSRQ-FGPVPYGLI	 148EGKMLCRV----------WPLDGFGSLNH*------------------------------	 167-
Eucgr.L03207|Eucgr.L03207.1               122 -----GHV----WIQGDNIYAS----SDSRQ-FGPVPYGLI	 148EGKMLCRV----------WPLDGFGSLNH*------------------------------	 167-
GSVIVG01014071001|GSVIVT01014071001       122 -----GHV----WIQGDNIYAS----HDSRN-FGPVPYGLI	 148QGKVFFRV----------WPLNGFGSLRQ*------------------------------	 167-
PGSC0003DMG400007080|PGSC0003DMT40001824   80 ---GHV----WIQGDNIFAS----KDSRQ-LGPIPCGLI	 106LGKVLYRV----------WPPEGFGSL*--------------------------------	 123---
Esi0007_0117                               88 ---GHV----WLEGDNPSNS----SDSRT-YGPIPLAMV	 114RGRVFFKA----------WPPSEIGRVARRVPEAASAVLPRET-----AADSSISGGLE-	 158---
85448|85448                                80 ---GHV----WLQGDNFHKS----RDSRE-YGPVPSALL	 106QGRVFYRI----------WPPQGWGFVGRIPSQSV*------------------------	 131---
Phpat.012G075300|Phpat.012G075300.1       114 -----GHV----WLQGDNAYNS----TDSRH-YGPVPYALI	 140QGKVFYRI----------WPPEGWGPVLSQPTS*--------------------------	 163-



g8013|g8013.t1                            292 S	 292S*----------------------------------------------------------	 293-----------------------------------------
Vocar20005591m.g|Vocar20005591m           318 ---	 317------------------------------------------------------------	 317---------------------------------------
GRMZM5G800751|GRMZM5G800751_T03           203 ------------------------------------------------------------	 202----------------------------------------------
GSVIVG01008821001|GSVIVT01008821001       174 -----------------------------------------------------------	 173-----------------------------------------------
121429|121429                             187 -----------------------------------------------------------	 186-----------------------------------------------
Glyma05g35480|Glyma05g35480.1             290 S	 290Q*----------------------------------------------------------	 291-----------------------------------------
Glyma08g04250|Glyma08g04250.1             292 S	 292Q*----------------------------------------------------------	 293-----------------------------------------
Medtr8g103470|Medtr8g103470.1             293 *	 292------------------------------------------------------------	 292-----------------------------------------
Bra015061|Bra015061                       294 -	 293------------------------------------------------------------	 293-----------------------------------------
Carubv10014271m.g|Carubv10014271m         302 --	 301------------------------------------------------------------	 301----------------------------------------
Potri.006G157900|Potri.006G157900.1       320 --	 319------------------------------------------------------------	 319----------------------------------------
Potri.006G160000|Potri.006G160000.1       320 --	 319------------------------------------------------------------	 319----------------------------------------
Potri.018G081800|Potri.018G081800.1       324 --	 323------------------------------------------------------------	 323----------------------------------------
Eucgr.C03817|Eucgr.C03817.1               321 QP	 322EASTQ*------------------------------------------------------	 327----------------------------------------
PGSC0003DMG400000378|PGSC0003DMT40000102  305 *-	 304------------------------------------------------------------	 304----------------------------------------
29912.t000235|29912.m005509               314 --	 313------------------------------------------------------------	 313----------------------------------------
GSVIVG01015377001|GSVIVT01015377001       166 LSVSSWSLIH*---------------------------------------------	 175--------------------------------------------------
Carubv10009515m.g|Carubv10009515m         362 -----VDV	 364S*----------------------------------------------------------	 365----------------------------------
Bra015534|Bra015534                       359 ----VDV	 361S*----------------------------------------------------------	 362-----------------------------------
Bra031542|Bra031542                       353 -----VDI	 355S*----------------------------------------------------------	 356----------------------------------
LOC_Os03g55640|LOC_Os03g55640.1           471 --------	 470------------------------------------------------------------	 470----------------------------------
Bra021634|Bra021634                       409 ------V	 409S*----------------------------------------------------------	 410-----------------------------------
Cucsa.232550|Cucsa.232550.1               366 ------GI	 367S*----------------------------------------------------------	 368----------------------------------
Carubv10023541m.g|Carubv10023541m         346 ---VA-V	 348S*----------------------------------------------------------	 349-----------------------------------
30170.t000351|30170.m013939               392 ----VATL	 395SRA--KHTFWIYVLLNL------------AIDELDDRQESRLLASQAVDVESNINNAMNC	 441RRLPCSLIFLLFQTLPTLILAINIPDPNHHITNN
GRMZM2G107798|GRMZM2G107798_T01           457 ----TAAA	 460S*----------------------------------------------------------	 461----------------------------------
GRMZM2G114557|GRMZM2G114557_T03           472 ----TAVA	 475S*----------------------------------------------------------	 476----------------------------------
Eucgr.F00038|Eucgr.F00038.1               372 ----DVVS	 375*-----------------------------------------------------------	 375----------------------------------
LOC_Os09g28000|LOC_Os09g28000.1           407 ----VAGL	 410S*----------------------------------------------------------	 411----------------------------------
PGSC0003DMG401011681|PGSC0003DMT40003049  369 ----VVAV	 372S*----------------------------------------------------------	 373----------------------------------
GRMZM2G024865|GRMZM2G024865_T01           392 ----TVPS	 395S*----------------------------------------------------------	 396----------------------------------
Eucgr.F02385|Eucgr.F02385.1               343 ----AISF	 346S*----------------------------------------------------------	 347----------------------------------
Cucsa.123370|Cucsa.123370.1               368 ----VS*-	 369------------------------------------------------------------	 369----------------------------------
GSVIVG01009580001|GSVIVT01009580001       153 --------------------------------------------------------	 152--------------------------------------------------
Potri.014G036400|Potri.014G036400.1       376 ----AIS*	 378------------------------------------------------------------	 378----------------------------------
Phpat.020G038400|Phpat.020G038400.1       435 -------ETTI	 438S*----------------------------------------------------------	 439-------------------------------
Phpat.023G022200|Phpat.023G022200.1       295 I	 295S*----------------------------------------------------------	 296-----------------------------------------
18112|18112                               134 --------------------------------------------------------	 133--------------------------------------------------
Medtr2g059220|Medtr2g059220.1             345 ---*---	 344------------------------------------------------------------	 344-----------------------------------
Glyma04g03840|Glyma04g03840.5             358 ----PVAI	 361S*----------------------------------------------------------	 362----------------------------------
Medtr3g100960|Medtr3g100960.1             371 ----SVAV	 374S*----------------------------------------------------------	 375----------------------------------
86052|86052                               144 --------------------------------------------------------	 143--------------------------------------------------
58024|58024                               174 -----------------------------------------------------------	 173-----------------------------------------------
GRMZM2G039930|GRMZM2G039930_T02           294 PESL	 297TDV--KSTK*--------------------------------------------------	 304--------------------------------------
LOC_Os02g16709|LOC_Os02g16709.1           289 -SSL	 291IDV--KLAK*--------------------------------------------------	 298--------------------------------------
47339|47339                               203 ------------------------------------------------------------	 202----------------------------------------------
Phpat.023G051200|Phpat.023G051200.1       300 --LTPV	 303LPL--LQAQSAMR----------------------PS*----------------------	 316------------------------------------
272208|272208                             194 3LRKQA*------------------------------------------------------	 198---------------------------------------------
Bra030640|Bra030640                       199 8LAKDHKA*----------------------------------------------------	 205---------------------------------------------
Cre01.g027100|Cre01.g027100.t1.2          174 ----------------------------------------------------------	 173------------------------------------------------
Vocar20008453m.g|Vocar20008453m           222 -------WLCG------------------GEME---AL-----------AGWIMSHDS	 240GRVYVE-------VLPPLEVDS--DDATSTVDEFNPYTTADALSAPAE
GRMZM2G142938|GRMZM2G142938_T01           100 ------------------------------------------------------	 99-----------------------------------------------------
LOC_Os03g05430|LOC_Os03g05430.1           167 -----------------------------------------------------------	 166-----------------------------------------------
Bra029738|Bra029738                       179 TDDLISKSFHCKHGRA---YLFENVVNVTVGEMEHRIMM-----------TGWHTVADI	 223FCVCC------------------------------------------
Carubv10015579m.g|Carubv10015579m          90 -------------------------------------------------------	 89----------------------------------------------------
Bra034045|Bra034045                       155 -----------------------------------------------------------	 154-----------------------------------------------
AT3G08980                                 155 -----------------------------------------------------------	 154-----------------------------------------------
Medtr5g007850|Medtr5g007850.1             166 -----------------------------------------------------------	 165-----------------------------------------------
Glyma07g18060|Glyma07g18060.1             171 -----------------------------------------------------------	 170-----------------------------------------------
Glyma18g42910|Glyma18g42910.1             170 -----------------------------------------------------------	 169-----------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   92 ----------------------------------------------------	 91-------------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  152 -----------------------------------------------------------	 151-----------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   81 -------------------------------------------------------	 80----------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  169 -----------------------------------------------------------	 168-----------------------------------------------
Cucsa.176310|Cucsa.176310.1               185 -----------------------*-----------------------------------	 184-----------------------------------------------
Potri.016G115100|Potri.016G115100.1       170 -----------------------------------------------------------	 169-----------------------------------------------
GSVIVG01033968001|GSVIVT01033968001       171 -----------------------------------------------------------	 170-----------------------------------------------
29701.t000024|29701.m000603               171 -----------------------------------------------------------	 170-----------------------------------------------
Eucgr.A00507|Eucgr.A00507.1               230 Y	 230------------------------*-----------------------------------	 230-----------------------------------------
Eucgr.A00507|Eucgr.A00507.3               172 ----------------------*-----------------------------------	 171------------------------------------------------
Eucgr.A00507|Eucgr.A00507.4               172 ----------------------*-----------------------------------	 171------------------------------------------------
GRMZM2G029141|GRMZM2G029141_T01           169 ----------------------------------------------------------	 168------------------------------------------------
GRMZM2G042164|GRMZM2G042164_T01           149 ----------------------------------------------------------	 148------------------------------------------------
LOC_Os04g08340|LOC_Os04g08340.1           165 ----------------------------------------------------------	 164------------------------------------------------
91609|91609                               170 ----------------------------------------------------------	 169------------------------------------------------
Phpat.009G097900|Phpat.009G097900.1       181 -----------------------------------------------------------	 180-----------------------------------------------
CMR333C|CMR333CT                          193 AKSATTK----------------------------------------------------	 199-----------------------------------------------
CMR326C|CMR326CT                          193 AKSATTK----------------------------------------------------	 199-----------------------------------------------
Esi0324_0009                              176 -----------------------------------------------------------	 175-----------------------------------------------
gi|17543654                               153 ----------------------------------------------------------	 152------------------------------------------------
gi|14211845                               176 -----------------------------------------------------------	 175-----------------------------------------------
Medtr8g040010|Medtr8g040010.1             185 ---QHSE-----LTF----*--------------------------------------	 191------------------------------------------------
Medtr8g040050|Medtr8g040050.1             243 ---	 242------------------------------------------------------------	 242---------------------------------------
Glyma13g26540|Glyma13g26540.1             185 -----------------------------------------------------------	 184-----------------------------------------------
Glyma13g25940|Glyma13g25940.1             180 -----------------------------------------------------------	 179-----------------------------------------------
Glyma13g26010|Glyma13g26010.1             180 -----------------------------------------------------------	 179-----------------------------------------------
Glyma13g25981|Glyma13g25981.1              98 ------------------------------------------------------	 97-----------------------------------------------------
Medtr8g039980|Medtr8g039980.1             163 -----------------------------------------------------------	 162-----------------------------------------------
Medtr8g039990|Medtr8g039990.1             179 D---TEAEIICNALIF----LYRCVGQVLV*----------------------------	 201-----------------------------------------------
gi|66811204                               298 F-	 298-----------SLHLKFYPPSLLKGPAPITLTEKIN------------------------	 323----------------------------------------
YMR150C                                   178 -----------INNTF------LDV-----QAKSN*-----------------------	 190-----------------------------------------------
YMR035W                                   178 -----------------------------------------------------------	 177-----------------------------------------------
Esi0009_0118                              235 -	 234------------------------------------------------------------	 234-----------------------------------------
g11585|g11585.t1                          176 -----------------------------------------------------------	 175-----------------------------------------------
Vocar20005047m.g|Vocar20005047m           176 -----------------------------------------------------------	 175-----------------------------------------------
gi|71982173                               133 ---------------------------------------------------------	 132-------------------------------------------------
gi|21450679                               167 ----------------------------------------------------------	 166------------------------------------------------
CMB077C|CMB077CT                          179 -----------------------------------------------------------	 178-----------------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  162 -----------------------------------------------------------	 161-----------------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  170 -----------------------------------------------------------	 169-----------------------------------------------
Potri.005G092900|Potri.005G092900.1       172 -----------------------------------------------------------	 171-----------------------------------------------
Potri.007G071400|Potri.007G071400.1       217 	 216------------------------------------------------------------	 216------------------------------------------
GSVIVG01021415001|GSVIVT01021415001       184 -----------WNIIF------DCLENFRIE-KDNILNH-----------MPRK*----	 208-----------------------------------------------
Cucsa.047590|Cucsa.047590.1               176 -----------------------------------------------------------	 175-----------------------------------------------
29693.t000082|29693.m002044               177 -----------------------------------------------------------	 176-----------------------------------------------
30026.t000080|30026.m001516               159 -----------------------------------------------------------	 158-----------------------------------------------
Eucgr.D00315|Eucgr.D00315.1               173 -----------------------------------------------------------	 172-----------------------------------------------
LOC_Os11g40500|LOC_Os11g40500.1           193 -----------------------------------------------------------	 192-----------------------------------------------
GRMZM2G162274|GRMZM2G162274_T01           129 -----------------------------------------------------------	 128-----------------------------------------------
GRMZM2G066469|GRMZM2G066469_T01           177 -----------------------------------------------------------	 176-----------------------------------------------
GRMZM5G833660|GRMZM5G833660_T01           125 --------------------------------------------------------	 124--------------------------------------------------
Bra009418|Bra009418                       164 ----------------------------------------------------------	 163------------------------------------------------
Carubv10010493m.g|Carubv10010493m         167 -----------------------------------------------------------	 166-----------------------------------------------
AT1G29960                                 170 -----------------------------------------------------------	 169-----------------------------------------------
Bra006087|Bra006087                       146 -----------------------------------------------------------	 145-----------------------------------------------
Bra008992|Bra008992                       167 -----------------------------------------------------------	 166-----------------------------------------------
Carubv10010481m.g|Carubv10010481m         169 -----------------------------------------------------------	 168-----------------------------------------------
Carubv10010481m.g|Carubv10010684m         119 --------------------------------------------------------	 118--------------------------------------------------
Potri.001G380400|Potri.001G380400.1       174 -----------------------------F*----------------------------	 174-----------------------------------------------
Glyma13g33660|Glyma13g33660.1             167 -----------------------------------------------------------	 166-----------------------------------------------
Glyma15g39140|Glyma15g39140.1             115 -------------------------------------------------------	 114---------------------------------------------------
Cucsa.273860|Cucsa.273860.1               162 -----------------------------------------------------------	 161-----------------------------------------------
Eucgr.F03218|Eucgr.F03218.1               168 -----------------------------------------------------------	 167-----------------------------------------------
Eucgr.L03207|Eucgr.L03207.1               168 -----------------------------------------------------------	 167-----------------------------------------------
GSVIVG01014071001|GSVIVT01014071001       168 -----------------------------------------------------------	 167-----------------------------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824  124 ---------------------------------------------------------	 123-------------------------------------------------
Esi0007_0117                              159 ---------SDA------------PVRFVATETVVDE-----------RGRGGQGET	 183RR*----------------------------------------------
85448|85448                               132 ---------------------------------------------------------	 131-------------------------------------------------
Phpat.012G075300|Phpat.012G075300.1       164 -----------------------------------------------------------	 163-----------------------------------------------



g8013|g8013.t1                            294 -------------------	 293------------------------------------------------------------	 293-----------------------
Vocar20005591m.g|Vocar20005591m           318 ---------------------	 317------------------------------------------------------------	 317---------------------
GRMZM5G800751|GRMZM5G800751_T03           203 --------------	 202------------------------------------------------------------	 202----------------------------
GSVIVG01008821001|GSVIVT01008821001       174 -------------	 173------------------------------------------------------------	 173-----------------------------
121429|121429                             187 -------------	 186------------------------------------------------------------	 186-----------------------------
Glyma05g35480|Glyma05g35480.1             292 -------------------	 291------------------------------------------------------------	 291-----------------------
Glyma08g04250|Glyma08g04250.1             294 -------------------	 293------------------------------------------------------------	 293-----------------------
Medtr8g103470|Medtr8g103470.1             293 -------------------	 292------------------------------------------------------------	 292-----------------------
Bra015061|Bra015061                       294 -------------------	 293------------------------------------------------------------	 293-----------------------
Carubv10014271m.g|Carubv10014271m         302 --------------------	 301------------------------------------------------------------	 301----------------------
Potri.006G157900|Potri.006G157900.1       320 --------------------	 319------------------------------------------------------------	 319----------------------
Potri.006G160000|Potri.006G160000.1       320 --------------------	 319------------------------------------------------------------	 319----------------------
Potri.018G081800|Potri.018G081800.1       324 --------------------	 323------------------------------------------------------------	 323----------------------
Eucgr.C03817|Eucgr.C03817.1               328 --------------------	 327------------------------------------------------------------	 327----------------------
PGSC0003DMG400000378|PGSC0003DMT40000102  305 --------------------	 304------------------------------------------------------------	 304----------------------
29912.t000235|29912.m005509               314 --------------------	 313------------------------------------------------------------	 313----------------------
GSVIVG01015377001|GSVIVT01015377001       176 ----------	 175------------------------------------------------------------	 175--------------------------------
Carubv10009515m.g|Carubv10009515m         366 --------------------------	 365------------------------------------------------------------	 365----------------
Bra015534|Bra015534                       363 -------------------------	 362------------------------------------------------------------	 362-----------------
Bra031542|Bra031542                       357 --------------------------	 356------------------------------------------------------------	 356----------------
LOC_Os03g55640|LOC_Os03g55640.1           471 --------------------------	 470------------------------------------------------------------	 470----------------
Bra021634|Bra021634                       411 -------------------------	 410------------------------------------------------------------	 410-----------------
Cucsa.232550|Cucsa.232550.1               369 --------------------------	 368------------------------------------------------------------	 368----------------
Carubv10023541m.g|Carubv10023541m         350 -------------------------	 349------------------------------------------------------------	 349-----------------
30170.t000351|30170.m013939               476 NTDILEDVLKE-ISERHNWDLERIRT	 500SKLKVSKIRFGTAQRYEFRIRFGKMSLIFKFPDEVYSWKRYNKKNDDFENSVKEIGTAAV	 560LDTFKVEGPFDLWIGG
GRMZM2G107798|GRMZM2G107798_T01           462 --------------------------	 461------------------------------------------------------------	 461----------------
GRMZM2G114557|GRMZM2G114557_T03           477 --------------------------	 476------------------------------------------------------------	 476----------------
Eucgr.F00038|Eucgr.F00038.1               376 --------------------------	 375------------------------------------------------------------	 375----------------
LOC_Os09g28000|LOC_Os09g28000.1           412 --------------------------	 411------------------------------------------------------------	 411----------------
PGSC0003DMG401011681|PGSC0003DMT40003049  374 --------------------------	 373------------------------------------------------------------	 373----------------
GRMZM2G024865|GRMZM2G024865_T01           397 --------------------------	 396------------------------------------------------------------	 396----------------
Eucgr.F02385|Eucgr.F02385.1               348 --------------------------	 347------------------------------------------------------------	 347----------------
Cucsa.123370|Cucsa.123370.1               370 --------------------------	 369------------------------------------------------------------	 369----------------
GSVIVG01009580001|GSVIVT01009580001       153 ----------	 152------------------------------------------------------------	 152--------------------------------
Potri.014G036400|Potri.014G036400.1       379 --------------------------	 378------------------------------------------------------------	 378----------------
Phpat.020G038400|Phpat.020G038400.1       440 -----------------------------	 439------------------------------------------------------------	 439-------------
Phpat.023G022200|Phpat.023G022200.1       297 -------------------	 296------------------------------------------------------------	 296-----------------------
18112|18112                               134 ----------	 133------------------------------------------------------------	 133--------------------------------
Medtr2g059220|Medtr2g059220.1             345 -------------------------	 344------------------------------------------------------------	 344-----------------
Glyma04g03840|Glyma04g03840.5             363 --------------------------	 362------------------------------------------------------------	 362----------------
Medtr3g100960|Medtr3g100960.1             376 --------------------------	 375------------------------------------------------------------	 375----------------
86052|86052                               144 ----------	 143------------------------------------------------------------	 143--------------------------------
58024|58024                               174 -------------	 173------------------------------------------------------------	 173-----------------------------
GRMZM2G039930|GRMZM2G039930_T02           305 ----------------------	 304------------------------------------------------------------	 304--------------------
LOC_Os02g16709|LOC_Os02g16709.1           299 ----------------------	 298------------------------------------------------------------	 298--------------------
47339|47339                               203 --------------	 202------------------------------------------------------------	 202----------------------------
Phpat.023G051200|Phpat.023G051200.1       317 ------------------------	 316------------------------------------------------------------	 316------------------
272208|272208                             199 ---------------	 198------------------------------------------------------------	 198---------------------------
Bra030640|Bra030640                       206 ---------------	 205------------------------------------------------------------	 205---------------------------
Cre01.g027100|Cre01.g027100.t1.2          174 ------------	 173------------------------------------------------------------	 173------------------------------
Vocar20008453m.g|Vocar20008453m           280 GLVGGEPALE--	 289SLL-----AEG-----GSDLSADRICAIFPFPLDTFQRRALEL--FLEGRSVVVCAPTGA	 337GKTAIAEAAAAATLARGQRVIYTTPLKALS
GRMZM2G142938|GRMZM2G142938_T01           100 -------	 99------------------------------------------------------------	 99-------------------------------------
LOC_Os03g05430|LOC_Os03g05430.1           167 -------------	 166------------------------------------------------------------	 166-----------------------------
Bra029738|Bra029738                       229 GSLVGWKY-----	 236-----------------------------EIAYEKSQKYKEGK--FIIER-FKVLGPDGG	 264GYDMNEDEPMIG---SDEE*---------
Carubv10015579m.g|Carubv10015579m          90 --------	 89------------------------------------------------------------	 89------------------------------------
Bra034045|Bra034045                       155 -------------	 154------------------------------------------------------------	 154-----------------------------
AT3G08980                                 155 -------------	 154------------------------------------------------------------	 154-----------------------------
Medtr5g007850|Medtr5g007850.1             166 -------------	 165------------------------------------------------------------	 165-----------------------------
Glyma07g18060|Glyma07g18060.1             171 -------------	 170------------------------------------------------------------	 170-----------------------------
Glyma18g42910|Glyma18g42910.1             170 -------------	 169------------------------------------------------------------	 169-----------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   92 -----	 91------------------------------------------------------------	 91---------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  152 -------------	 151------------------------------------------------------------	 151-----------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   81 --------	 80------------------------------------------------------------	 80------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  169 -------------	 168------------------------------------------------------------	 168-----------------------------
Cucsa.176310|Cucsa.176310.1               185 -------------	 184------------------------------------------------------------	 184-----------------------------
Potri.016G115100|Potri.016G115100.1       170 -------------	 169------------------------------------------------------------	 169-----------------------------
GSVIVG01033968001|GSVIVT01033968001       171 -------------	 170------------------------------------------------------------	 170-----------------------------
29701.t000024|29701.m000603               171 -------------	 170------------------------------------------------------------	 170-----------------------------
Eucgr.A00507|Eucgr.A00507.1               231 -------------------	 230------------------------------------------------------------	 230-----------------------
Eucgr.A00507|Eucgr.A00507.3               172 ------------	 171------------------------------------------------------------	 171------------------------------
Eucgr.A00507|Eucgr.A00507.4               172 ------------	 171------------------------------------------------------------	 171------------------------------
GRMZM2G029141|GRMZM2G029141_T01           169 ------------	 168------------------------------------------------------------	 168------------------------------
GRMZM2G042164|GRMZM2G042164_T01           149 ------------	 148------------------------------------------------------------	 148------------------------------
LOC_Os04g08340|LOC_Os04g08340.1           165 ------------	 164------------------------------------------------------------	 164------------------------------
91609|91609                               170 ------------	 169------------------------------------------------------------	 169------------------------------
Phpat.009G097900|Phpat.009G097900.1       181 -------------	 180------------------------------------------------------------	 180-----------------------------
CMR333C|CMR333CT                          200 -------------	 199------------------------------------------------------------	 199-----------------------------
CMR326C|CMR326CT                          200 -------------	 199------------------------------------------------------------	 199-----------------------------
Esi0324_0009                              176 -------------	 175------------------------------------------------------------	 175-----------------------------
gi|17543654                               153 ------------	 152------------------------------------------------------------	 152------------------------------
gi|14211845                               176 -------------	 175------------------------------------------------------------	 175-----------------------------
Medtr8g040010|Medtr8g040010.1             192 ------------	 191------------------------------------------------------------	 191------------------------------
Medtr8g040050|Medtr8g040050.1             243 ---------------------	 242------------------------------------------------------------	 242---------------------
Glyma13g26540|Glyma13g26540.1             185 -------------	 184------------------------------------------------------------	 184-----------------------------
Glyma13g25940|Glyma13g25940.1             180 -------------	 179------------------------------------------------------------	 179-----------------------------
Glyma13g26010|Glyma13g26010.1             180 -------------	 179------------------------------------------------------------	 179-----------------------------
Glyma13g25981|Glyma13g25981.1              98 -------	 97------------------------------------------------------------	 97-------------------------------------
Medtr8g039980|Medtr8g039980.1             163 -------------	 162------------------------------------------------------------	 162-----------------------------
Medtr8g039990|Medtr8g039990.1             202 -------------	 201------------------------------------------------------------	 201-----------------------------
gi|66811204                               324 --------------------	 323------------------------------------------------------------	 323----------------------
YMR150C                                   191 -------------	 190------------------------------------------------------------	 190-----------------------------
YMR035W                                   178 -------------	 177------------------------------------------------------------	 177-----------------------------
Esi0009_0118                              235 -------------------	 234------------------------------------------------------------	 234-----------------------
g11585|g11585.t1                          176 -------------	 175------------------------------------------------------------	 175-----------------------------
Vocar20005047m.g|Vocar20005047m           176 -------------	 175------------------------------------------------------------	 175-----------------------------
gi|71982173                               133 -----------	 132------------------------------------------------------------	 132-------------------------------
gi|21450679                               167 ------------	 166------------------------------------------------------------	 166------------------------------
CMB077C|CMB077CT                          179 -------------	 178------------------------------------------------------------	 178-----------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  162 -------------	 161------------------------------------------------------------	 161-----------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  170 -------------	 169------------------------------------------------------------	 169-----------------------------
Potri.005G092900|Potri.005G092900.1       172 -------------	 171------------------------------------------------------------	 171-----------------------------
Potri.007G071400|Potri.007G071400.1       217 ------------------	 216------------------------------------------------------------	 216------------------------
GSVIVG01021415001|GSVIVT01021415001       209 -------------	 208------------------------------------------------------------	 208-----------------------------
Cucsa.047590|Cucsa.047590.1               176 -------------	 175------------------------------------------------------------	 175-----------------------------
29693.t000082|29693.m002044               177 -------------	 176------------------------------------------------------------	 176-----------------------------
30026.t000080|30026.m001516               159 -------------	 158------------------------------------------------------------	 158-----------------------------
Eucgr.D00315|Eucgr.D00315.1               173 -------------	 172------------------------------------------------------------	 172-----------------------------
LOC_Os11g40500|LOC_Os11g40500.1           193 -------------	 192------------------------------------------------------------	 192-----------------------------
GRMZM2G162274|GRMZM2G162274_T01           129 -------------	 128------------------------------------------------------------	 128-----------------------------
GRMZM2G066469|GRMZM2G066469_T01           177 -------------	 176------------------------------------------------------------	 176-----------------------------
GRMZM5G833660|GRMZM5G833660_T01           125 ----------	 124------------------------------------------------------------	 124--------------------------------
Bra009418|Bra009418                       164 ------------	 163------------------------------------------------------------	 163------------------------------
Carubv10010493m.g|Carubv10010493m         167 -------------	 166------------------------------------------------------------	 166-----------------------------
AT1G29960                                 170 -------------	 169------------------------------------------------------------	 169-----------------------------
Bra006087|Bra006087                       146 -------------	 145------------------------------------------------------------	 145-----------------------------
Bra008992|Bra008992                       167 -------------	 166------------------------------------------------------------	 166-----------------------------
Carubv10010481m.g|Carubv10010481m         169 -------------	 168------------------------------------------------------------	 168-----------------------------
Carubv10010481m.g|Carubv10010684m         119 ----------	 118------------------------------------------------------------	 118--------------------------------
Potri.001G380400|Potri.001G380400.1       175 -------------	 174------------------------------------------------------------	 174-----------------------------
Glyma13g33660|Glyma13g33660.1             167 -------------	 166------------------------------------------------------------	 166-----------------------------
Glyma15g39140|Glyma15g39140.1             115 ---------	 114------------------------------------------------------------	 114---------------------------------
Cucsa.273860|Cucsa.273860.1               162 -------------	 161------------------------------------------------------------	 161-----------------------------
Eucgr.F03218|Eucgr.F03218.1               168 -------------	 167------------------------------------------------------------	 167-----------------------------
Eucgr.L03207|Eucgr.L03207.1               168 -------------	 167------------------------------------------------------------	 167-----------------------------
GSVIVG01014071001|GSVIVT01014071001       168 -------------	 167------------------------------------------------------------	 167-----------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824  124 -----------	 123------------------------------------------------------------	 123-------------------------------
Esi0007_0117                              186 -----------	 185------------------------------------------------------------	 185-------------------------------
85448|85448                               132 -----------	 131------------------------------------------------------------	 131-------------------------------
Phpat.012G075300|Phpat.012G075300.1       164 -------------	 163------------------------------------------------------------	 163-----------------------------



g8013|g8013.t1                            294 -------------------------------------	 293------------------------------------------------------------	 293-----
Vocar20005591m.g|Vocar20005591m           318 ---------------------------------------	 317------------------------------------------------------------	 317---
GRMZM5G800751|GRMZM5G800751_T03           203 --------------------------------	 202------------------------------------------------------------	 202----------
GSVIVG01008821001|GSVIVT01008821001       174 -------------------------------	 173------------------------------------------------------------	 173-----------
121429|121429                             187 -------------------------------	 186------------------------------------------------------------	 186-----------
Glyma05g35480|Glyma05g35480.1             292 -------------------------------------	 291------------------------------------------------------------	 291-----
Glyma08g04250|Glyma08g04250.1             294 -------------------------------------	 293------------------------------------------------------------	 293-----
Medtr8g103470|Medtr8g103470.1             293 -------------------------------------	 292------------------------------------------------------------	 292-----
Bra015061|Bra015061                       294 -------------------------------------	 293------------------------------------------------------------	 293-----
Carubv10014271m.g|Carubv10014271m         302 --------------------------------------	 301------------------------------------------------------------	 301----
Potri.006G157900|Potri.006G157900.1       320 --------------------------------------	 319------------------------------------------------------------	 319----
Potri.006G160000|Potri.006G160000.1       320 --------------------------------------	 319------------------------------------------------------------	 319----
Potri.018G081800|Potri.018G081800.1       324 --------------------------------------	 323------------------------------------------------------------	 323----
Eucgr.C03817|Eucgr.C03817.1               328 --------------------------------------	 327------------------------------------------------------------	 327----
PGSC0003DMG400000378|PGSC0003DMT40000102  305 --------------------------------------	 304------------------------------------------------------------	 304----
29912.t000235|29912.m005509               314 --------------------------------------	 313------------------------------------------------------------	 313----
GSVIVG01015377001|GSVIVT01015377001       176 ----------------------------	 175------------------------------------------------------------	 175--------------
Carubv10009515m.g|Carubv10009515m         366 --------------------------------------------	 365------------------------------------------------------------	 3
Bra015534|Bra015534                       363 -------------------------------------------	 362------------------------------------------------------------	 36
Bra031542|Bra031542                       357 --------------------------------------------	 356------------------------------------------------------------	 3
LOC_Os03g55640|LOC_Os03g55640.1           471 --------------------------------------------	 470------------------------------------------------------------	 4
Bra021634|Bra021634                       411 -------------------------------------------	 410------------------------------------------------------------	 41
Cucsa.232550|Cucsa.232550.1               369 --------------------------------------------	 368------------------------------------------------------------	 3
Carubv10023541m.g|Carubv10023541m         350 -------------------------------------------	 349------------------------------------------------------------	 34
30170.t000351|30170.m013939               577 QDHLSLSLPLNVSH-SSL-------KRMLVG-----------EG	 601ITVEVKDAQQLSIFQTFDPSF-SMNG---RVKINKGKSGFCLFWRQLCMPLLPIR-----	 6
GRMZM2G107798|GRMZM2G107798_T01           462 --------------------------------------------	 461------------------------------------------------------------	 4
GRMZM2G114557|GRMZM2G114557_T03           477 --------------------------------------------	 476------------------------------------------------------------	 4
Eucgr.F00038|Eucgr.F00038.1               376 --------------------------------------------	 375------------------------------------------------------------	 3
LOC_Os09g28000|LOC_Os09g28000.1           412 --------------------------------------------	 411------------------------------------------------------------	 4
PGSC0003DMG401011681|PGSC0003DMT40003049  374 --------------------------------------------	 373------------------------------------------------------------	 3
GRMZM2G024865|GRMZM2G024865_T01           397 --------------------------------------------	 396------------------------------------------------------------	 3
Eucgr.F02385|Eucgr.F02385.1               348 --------------------------------------------	 347------------------------------------------------------------	 3
Cucsa.123370|Cucsa.123370.1               370 --------------------------------------------	 369------------------------------------------------------------	 3
GSVIVG01009580001|GSVIVT01009580001       153 ----------------------------	 152------------------------------------------------------------	 152--------------
Potri.014G036400|Potri.014G036400.1       379 --------------------------------------------	 378------------------------------------------------------------	 3
Phpat.020G038400|Phpat.020G038400.1       440 -----------------------------------------------	 439-----------------------------------------------------------
Phpat.023G022200|Phpat.023G022200.1       297 -------------------------------------	 296------------------------------------------------------------	 296-----
18112|18112                               134 ----------------------------	 133------------------------------------------------------------	 133--------------
Medtr2g059220|Medtr2g059220.1             345 -------------------------------------------	 344------------------------------------------------------------	 34
Glyma04g03840|Glyma04g03840.5             363 --------------------------------------------	 362------------------------------------------------------------	 3
Medtr3g100960|Medtr3g100960.1             376 --------------------------------------------	 375------------------------------------------------------------	 3
86052|86052                               144 ----------------------------	 143------------------------------------------------------------	 143--------------
58024|58024                               174 -------------------------------	 173------------------------------------------------------------	 173-----------
GRMZM2G039930|GRMZM2G039930_T02           305 ----------------------------------------	 304------------------------------------------------------------	 304--
LOC_Os02g16709|LOC_Os02g16709.1           299 ----------------------------------------	 298------------------------------------------------------------	 298--
47339|47339                               203 --------------------------------	 202------------------------------------------------------------	 202----------
Phpat.023G051200|Phpat.023G051200.1       317 ------------------------------------------	 316------------------------------------------------------------	 316
272208|272208                             199 ---------------------------------	 198------------------------------------------------------------	 198---------
Bra030640|Bra030640                       206 ---------------------------------	 205------------------------------------------------------------	 205---------
Cre01.g027100|Cre01.g027100.t1.2          174 ------------------------------	 173------------------------------------------------------------	 173------------
Vocar20008453m.g|Vocar20008453m           368 NQKLFETRRRFGHVRCGLQTGDVSLNPDAN	 397IVVMTTEILRNIMYRTAELAEENNTGSLSTREARLGNVGLIVLDELLCMSATVQNPQDLG	 457DWIAKEHMPCET
GRMZM2G142938|GRMZM2G142938_T01           100 -----------------------	 99------------------------------------------------------------	 99---------------------
LOC_Os03g05430|LOC_Os03g05430.1           167 -------------------------------	 166------------------------------------------------------------	 166-----------
Bra029738|Bra029738                       281 -------------------------------	 280------------------------------------------------------------	 280-----------
Carubv10015579m.g|Carubv10015579m          90 ------------------------	 89------------------------------------------------------------	 89--------------------
Bra034045|Bra034045                       155 -------------------------------	 154------------------------------------------------------------	 154-----------
AT3G08980                                 155 -------------------------------	 154------------------------------------------------------------	 154-----------
Medtr5g007850|Medtr5g007850.1             166 -------------------------------	 165------------------------------------------------------------	 165-----------
Glyma07g18060|Glyma07g18060.1             171 -------------------------------	 170------------------------------------------------------------	 170-----------
Glyma18g42910|Glyma18g42910.1             170 -------------------------------	 169------------------------------------------------------------	 169-----------
PGSC0003DMG401008489|PGSC0003DMT40002187   92 ---------------------	 91------------------------------------------------------------	 91-----------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  152 -------------------------------	 151------------------------------------------------------------	 151-----------
PGSC0003DMG401008489|PGSC0003DMT40002187   81 ------------------------	 80------------------------------------------------------------	 80--------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  169 -------------------------------	 168------------------------------------------------------------	 168-----------
Cucsa.176310|Cucsa.176310.1               185 -------------------------------	 184------------------------------------------------------------	 184-----------
Potri.016G115100|Potri.016G115100.1       170 -------------------------------	 169------------------------------------------------------------	 169-----------
GSVIVG01033968001|GSVIVT01033968001       171 -------------------------------	 170------------------------------------------------------------	 170-----------
29701.t000024|29701.m000603               171 -------------------------------	 170------------------------------------------------------------	 170-----------
Eucgr.A00507|Eucgr.A00507.1               231 -------------------------------------	 230------------------------------------------------------------	 230-----
Eucgr.A00507|Eucgr.A00507.3               172 ------------------------------	 171------------------------------------------------------------	 171------------
Eucgr.A00507|Eucgr.A00507.4               172 ------------------------------	 171------------------------------------------------------------	 171------------
GRMZM2G029141|GRMZM2G029141_T01           169 ------------------------------	 168------------------------------------------------------------	 168------------
GRMZM2G042164|GRMZM2G042164_T01           149 ------------------------------	 148------------------------------------------------------------	 148------------
LOC_Os04g08340|LOC_Os04g08340.1           165 ------------------------------	 164------------------------------------------------------------	 164------------
91609|91609                               170 ------------------------------	 169------------------------------------------------------------	 169------------
Phpat.009G097900|Phpat.009G097900.1       181 -------------------------------	 180------------------------------------------------------------	 180-----------
CMR333C|CMR333CT                          200 -------------------------------	 199------------------------------------------------------------	 199-----------
CMR326C|CMR326CT                          200 -------------------------------	 199------------------------------------------------------------	 199-----------
Esi0324_0009                              176 -------------------------------	 175------------------------------------------------------------	 175-----------
gi|17543654                               153 ------------------------------	 152------------------------------------------------------------	 152------------
gi|14211845                               176 -------------------------------	 175------------------------------------------------------------	 175-----------
Medtr8g040010|Medtr8g040010.1             192 ------------------------------	 191------------------------------------------------------------	 191------------
Medtr8g040050|Medtr8g040050.1             243 ---------------------------------------	 242------------------------------------------------------------	 242---
Glyma13g26540|Glyma13g26540.1             185 -------------------------------	 184------------------------------------------------------------	 184-----------
Glyma13g25940|Glyma13g25940.1             180 -------------------------------	 179------------------------------------------------------------	 179-----------
Glyma13g26010|Glyma13g26010.1             180 -------------------------------	 179------------------------------------------------------------	 179-----------
Glyma13g25981|Glyma13g25981.1              98 -----------------------	 97------------------------------------------------------------	 97---------------------
Medtr8g039980|Medtr8g039980.1             163 -------------------------------	 162------------------------------------------------------------	 162-----------
Medtr8g039990|Medtr8g039990.1             202 -------------------------------	 201------------------------------------------------------------	 201-----------
gi|66811204                               324 --------------------------------------	 323------------------------------------------------------------	 323----
YMR150C                                   191 -------------------------------	 190------------------------------------------------------------	 190-----------
YMR035W                                   178 -------------------------------	 177------------------------------------------------------------	 177-----------
Esi0009_0118                              235 -------------------------------------	 234------------------------------------------------------------	 234-----
g11585|g11585.t1                          176 -------------------------------	 175------------------------------------------------------------	 175-----------
Vocar20005047m.g|Vocar20005047m           176 -------------------------------	 175------------------------------------------------------------	 175-----------
gi|71982173                               133 -----------------------------	 132------------------------------------------------------------	 132-------------
gi|21450679                               167 ------------------------------	 166------------------------------------------------------------	 166------------
CMB077C|CMB077CT                          179 -------------------------------	 178------------------------------------------------------------	 178-----------
PGSC0003DMG400008317|PGSC0003DMT40002143  162 -------------------------------	 161------------------------------------------------------------	 161-----------
PGSC0003DMG400008317|PGSC0003DMT40002143  170 -------------------------------	 169------------------------------------------------------------	 169-----------
Potri.005G092900|Potri.005G092900.1       172 -------------------------------	 171------------------------------------------------------------	 171-----------
Potri.007G071400|Potri.007G071400.1       217 ------------------------------------	 216------------------------------------------------------------	 216------
GSVIVG01021415001|GSVIVT01021415001       209 -------------------------------	 208------------------------------------------------------------	 208-----------
Cucsa.047590|Cucsa.047590.1               176 -------------------------------	 175------------------------------------------------------------	 175-----------
29693.t000082|29693.m002044               177 -------------------------------	 176------------------------------------------------------------	 176-----------
30026.t000080|30026.m001516               159 -------------------------------	 158------------------------------------------------------------	 158-----------
Eucgr.D00315|Eucgr.D00315.1               173 -------------------------------	 172------------------------------------------------------------	 172-----------
LOC_Os11g40500|LOC_Os11g40500.1           193 -------------------------------	 192------------------------------------------------------------	 192-----------
GRMZM2G162274|GRMZM2G162274_T01           129 -------------------------------	 128------------------------------------------------------------	 128-----------
GRMZM2G066469|GRMZM2G066469_T01           177 -------------------------------	 176------------------------------------------------------------	 176-----------
GRMZM5G833660|GRMZM5G833660_T01           125 ----------------------------	 124------------------------------------------------------------	 124--------------
Bra009418|Bra009418                       164 ------------------------------	 163------------------------------------------------------------	 163------------
Carubv10010493m.g|Carubv10010493m         167 -------------------------------	 166------------------------------------------------------------	 166-----------
AT1G29960                                 170 -------------------------------	 169------------------------------------------------------------	 169-----------
Bra006087|Bra006087                       146 -------------------------------	 145------------------------------------------------------------	 145-----------
Bra008992|Bra008992                       167 -------------------------------	 166------------------------------------------------------------	 166-----------
Carubv10010481m.g|Carubv10010481m         169 -------------------------------	 168------------------------------------------------------------	 168-----------
Carubv10010481m.g|Carubv10010684m         119 ----------------------------	 118------------------------------------------------------------	 118--------------
Potri.001G380400|Potri.001G380400.1       175 -------------------------------	 174------------------------------------------------------------	 174-----------
Glyma13g33660|Glyma13g33660.1             167 -------------------------------	 166------------------------------------------------------------	 166-----------
Glyma15g39140|Glyma15g39140.1             115 ---------------------------	 114------------------------------------------------------------	 114---------------
Cucsa.273860|Cucsa.273860.1               162 -------------------------------	 161------------------------------------------------------------	 161-----------
Eucgr.F03218|Eucgr.F03218.1               168 -------------------------------	 167------------------------------------------------------------	 167-----------
Eucgr.L03207|Eucgr.L03207.1               168 -------------------------------	 167------------------------------------------------------------	 167-----------
GSVIVG01014071001|GSVIVT01014071001       168 -------------------------------	 167------------------------------------------------------------	 167-----------
PGSC0003DMG400007080|PGSC0003DMT40001824  124 -----------------------------	 123------------------------------------------------------------	 123-------------
Esi0007_0117                              186 -----------------------------	 185------------------------------------------------------------	 185-------------
85448|85448                               132 -----------------------------	 131------------------------------------------------------------	 131-------------
Phpat.012G075300|Phpat.012G075300.1       164 -------------------------------	 163------------------------------------------------------------	 163-----------



g8013|g8013.t1                            294 -------------------------------------------------------	 293---------------------------------------------------
Vocar20005591m.g|Vocar20005591m           318 ---------------------------------------------------------	 317-------------------------------------------------
GRMZM5G800751|GRMZM5G800751_T03           203 --------------------------------------------------	 202--------------------------------------------------------
GSVIVG01008821001|GSVIVT01008821001       174 -------------------------------------------------	 173---------------------------------------------------------
121429|121429                             187 -------------------------------------------------	 186---------------------------------------------------------
Glyma05g35480|Glyma05g35480.1             292 -------------------------------------------------------	 291---------------------------------------------------
Glyma08g04250|Glyma08g04250.1             294 -------------------------------------------------------	 293---------------------------------------------------
Medtr8g103470|Medtr8g103470.1             293 -------------------------------------------------------	 292---------------------------------------------------
Bra015061|Bra015061                       294 -------------------------------------------------------	 293---------------------------------------------------
Carubv10014271m.g|Carubv10014271m         302 --------------------------------------------------------	 301--------------------------------------------------
Potri.006G157900|Potri.006G157900.1       320 --------------------------------------------------------	 319--------------------------------------------------
Potri.006G160000|Potri.006G160000.1       320 --------------------------------------------------------	 319--------------------------------------------------
Potri.018G081800|Potri.018G081800.1       324 --------------------------------------------------------	 323--------------------------------------------------
Eucgr.C03817|Eucgr.C03817.1               328 --------------------------------------------------------	 327--------------------------------------------------
PGSC0003DMG400000378|PGSC0003DMT40000102  305 --------------------------------------------------------	 304--------------------------------------------------
29912.t000235|29912.m005509               314 --------------------------------------------------------	 313--------------------------------------------------
GSVIVG01015377001|GSVIVT01015377001       176 ----------------------------------------------	 175------------------------------------------------------------
Carubv10009515m.g|Carubv10009515m         366 65------------------------------------------------------------	 365--------------------------------------------
Bra015534|Bra015534                       363 2------------------------------------------------------------	 362---------------------------------------------
Bra031542|Bra031542                       357 56------------------------------------------------------------	 356--------------------------------------------
LOC_Os03g55640|LOC_Os03g55640.1           471 70------------------------------------------------------------	 470--------------------------------------------
Bra021634|Bra021634                       411 0------------------------------------------------------------	 410---------------------------------------------
Cucsa.232550|Cucsa.232550.1               369 68------------------------------------------------------------	 368--------------------------------------------
Carubv10023541m.g|Carubv10023541m         350 9------------------------------------------------------------	 349---------------------------------------------
30170.t000351|30170.m013939               653 52-----------------------------------------VIGSASLIAYKTRNPDAPV	 671ETTLLSEGTI-KLLSEKCYSDDLYKNQAQLSHFLSLKIDRLGKL
GRMZM2G107798|GRMZM2G107798_T01           462 61------------------------------------------------------------	 461--------------------------------------------
GRMZM2G114557|GRMZM2G114557_T03           477 76------------------------------------------------------------	 476--------------------------------------------
Eucgr.F00038|Eucgr.F00038.1               376 75------------------------------------------------------------	 375--------------------------------------------
LOC_Os09g28000|LOC_Os09g28000.1           412 11------------------------------------------------------------	 411--------------------------------------------
PGSC0003DMG401011681|PGSC0003DMT40003049  374 73------------------------------------------------------------	 373--------------------------------------------
GRMZM2G024865|GRMZM2G024865_T01           397 96------------------------------------------------------------	 396--------------------------------------------
Eucgr.F02385|Eucgr.F02385.1               348 47------------------------------------------------------------	 347--------------------------------------------
Cucsa.123370|Cucsa.123370.1               370 69------------------------------------------------------------	 369--------------------------------------------
GSVIVG01009580001|GSVIVT01009580001       153 ----------------------------------------------	 152------------------------------------------------------------
Potri.014G036400|Potri.014G036400.1       379 78------------------------------------------------------------	 378--------------------------------------------
Phpat.020G038400|Phpat.020G038400.1       440 -	 439------------------------------------------------------------	 439-----------------------------------------
Phpat.023G022200|Phpat.023G022200.1       297 -------------------------------------------------------	 296---------------------------------------------------
18112|18112                               134 ----------------------------------------------	 133------------------------------------------------------------
Medtr2g059220|Medtr2g059220.1             345 4------------------------------------------------------------	 344---------------------------------------------
Glyma04g03840|Glyma04g03840.5             363 62------------------------------------------------------------	 362--------------------------------------------
Medtr3g100960|Medtr3g100960.1             376 75------------------------------------------------------------	 375--------------------------------------------
86052|86052                               144 ----------------------------------------------	 143------------------------------------------------------------
58024|58024                               174 -------------------------------------------------	 173---------------------------------------------------------
GRMZM2G039930|GRMZM2G039930_T02           305 ----------------------------------------------------------	 304------------------------------------------------
LOC_Os02g16709|LOC_Os02g16709.1           299 ----------------------------------------------------------	 298------------------------------------------------
47339|47339                               203 --------------------------------------------------	 202--------------------------------------------------------
Phpat.023G051200|Phpat.023G051200.1       317 ------------------------------------------------------------	 316----------------------------------------------
272208|272208                             199 ---------------------------------------------------	 198-------------------------------------------------------
Bra030640|Bra030640                       206 ---------------------------------------------------	 205-------------------------------------------------------
Cre01.g027100|Cre01.g027100.t1.2          174 ------------------------------------------------	 173----------------------------------------------------------
Vocar20008453m.g|Vocar20008453m           470 VQTRFRPVPLHWHFAFHKAPKAGRGMCVCLIGAEEAWQIIRGGPEPLV	 517SQFSISYGLVLNLLSV-------------------NTLDQAREFVSRSFGNYLSTEGN
GRMZM2G142938|GRMZM2G142938_T01           100 ---------------------------------------	 99------------------------------------------------------------	 99-----
LOC_Os03g05430|LOC_Os03g05430.1           167 -------------------------------------------------	 166---------------------------------------------------------
Bra029738|Bra029738                       281 -------------------------------------------------	 280---------------------------------------------------------
Carubv10015579m.g|Carubv10015579m          90 ----------------------------------------	 89------------------------------------------------------------	 89----
Bra034045|Bra034045                       155 -------------------------------------------------	 154---------------------------------------------------------
AT3G08980                                 155 -------------------------------------------------	 154---------------------------------------------------------
Medtr5g007850|Medtr5g007850.1             166 -------------------------------------------------	 165---------------------------------------------------------
Glyma07g18060|Glyma07g18060.1             171 -------------------------------------------------	 170---------------------------------------------------------
Glyma18g42910|Glyma18g42910.1             170 -------------------------------------------------	 169---------------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   92 -------------------------------------	 91------------------------------------------------------------	 91-------
PGSC0003DMG401008489|PGSC0003DMT40002187  152 -------------------------------------------------	 151---------------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   81 ----------------------------------------	 80------------------------------------------------------------	 80----
PGSC0003DMG401008489|PGSC0003DMT40002187  169 -------------------------------------------------	 168---------------------------------------------------------
Cucsa.176310|Cucsa.176310.1               185 -------------------------------------------------	 184---------------------------------------------------------
Potri.016G115100|Potri.016G115100.1       170 -------------------------------------------------	 169---------------------------------------------------------
GSVIVG01033968001|GSVIVT01033968001       171 -------------------------------------------------	 170---------------------------------------------------------
29701.t000024|29701.m000603               171 -------------------------------------------------	 170---------------------------------------------------------
Eucgr.A00507|Eucgr.A00507.1               231 -------------------------------------------------------	 230---------------------------------------------------
Eucgr.A00507|Eucgr.A00507.3               172 ------------------------------------------------	 171----------------------------------------------------------
Eucgr.A00507|Eucgr.A00507.4               172 ------------------------------------------------	 171----------------------------------------------------------
GRMZM2G029141|GRMZM2G029141_T01           169 ------------------------------------------------	 168----------------------------------------------------------
GRMZM2G042164|GRMZM2G042164_T01           149 ------------------------------------------------	 148----------------------------------------------------------
LOC_Os04g08340|LOC_Os04g08340.1           165 ------------------------------------------------	 164----------------------------------------------------------
91609|91609                               170 ------------------------------------------------	 169----------------------------------------------------------
Phpat.009G097900|Phpat.009G097900.1       181 -------------------------------------------------	 180---------------------------------------------------------
CMR333C|CMR333CT                          200 -------------------------------------------------	 199---------------------------------------------------------
CMR326C|CMR326CT                          200 -------------------------------------------------	 199---------------------------------------------------------
Esi0324_0009                              176 -------------------------------------------------	 175---------------------------------------------------------
gi|17543654                               153 ------------------------------------------------	 152----------------------------------------------------------
gi|14211845                               176 -------------------------------------------------	 175---------------------------------------------------------
Medtr8g040010|Medtr8g040010.1             192 ------------------------------------------------	 191----------------------------------------------------------
Medtr8g040050|Medtr8g040050.1             243 ---------------------------------------------------------	 242-------------------------------------------------
Glyma13g26540|Glyma13g26540.1             185 -------------------------------------------------	 184---------------------------------------------------------
Glyma13g25940|Glyma13g25940.1             180 -------------------------------------------------	 179---------------------------------------------------------
Glyma13g26010|Glyma13g26010.1             180 -------------------------------------------------	 179---------------------------------------------------------
Glyma13g25981|Glyma13g25981.1              98 ---------------------------------------	 97------------------------------------------------------------	 97-----
Medtr8g039980|Medtr8g039980.1             163 -------------------------------------------------	 162---------------------------------------------------------
Medtr8g039990|Medtr8g039990.1             202 -------------------------------------------------	 201---------------------------------------------------------
gi|66811204                               324 --------------------------------------------------------	 323--------------------------------------------------
YMR150C                                   191 -------------------------------------------------	 190---------------------------------------------------------
YMR035W                                   178 -------------------------------------------------	 177---------------------------------------------------------
Esi0009_0118                              235 -------------------------------------------------------	 234---------------------------------------------------
g11585|g11585.t1                          176 -------------------------------------------------	 175---------------------------------------------------------
Vocar20005047m.g|Vocar20005047m           176 -------------------------------------------------	 175---------------------------------------------------------
gi|71982173                               133 -----------------------------------------------	 132-----------------------------------------------------------
gi|21450679                               167 ------------------------------------------------	 166----------------------------------------------------------
CMB077C|CMB077CT                          179 -------------------------------------------------	 178---------------------------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  162 -------------------------------------------------	 161---------------------------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  170 -------------------------------------------------	 169---------------------------------------------------------
Potri.005G092900|Potri.005G092900.1       172 -------------------------------------------------	 171---------------------------------------------------------
Potri.007G071400|Potri.007G071400.1       217 ------------------------------------------------------	 216----------------------------------------------------
GSVIVG01021415001|GSVIVT01021415001       209 -------------------------------------------------	 208---------------------------------------------------------
Cucsa.047590|Cucsa.047590.1               176 -------------------------------------------------	 175---------------------------------------------------------
29693.t000082|29693.m002044               177 -------------------------------------------------	 176---------------------------------------------------------
30026.t000080|30026.m001516               159 -------------------------------------------------	 158---------------------------------------------------------
Eucgr.D00315|Eucgr.D00315.1               173 -------------------------------------------------	 172---------------------------------------------------------
LOC_Os11g40500|LOC_Os11g40500.1           193 -------------------------------------------------	 192---------------------------------------------------------
GRMZM2G162274|GRMZM2G162274_T01           129 -------------------------------------------------	 128---------------------------------------------------------
GRMZM2G066469|GRMZM2G066469_T01           177 -------------------------------------------------	 176---------------------------------------------------------
GRMZM5G833660|GRMZM5G833660_T01           125 ----------------------------------------------	 124------------------------------------------------------------
Bra009418|Bra009418                       164 ------------------------------------------------	 163----------------------------------------------------------
Carubv10010493m.g|Carubv10010493m         167 -------------------------------------------------	 166---------------------------------------------------------
AT1G29960                                 170 -------------------------------------------------	 169---------------------------------------------------------
Bra006087|Bra006087                       146 -------------------------------------------------	 145---------------------------------------------------------
Bra008992|Bra008992                       167 -------------------------------------------------	 166---------------------------------------------------------
Carubv10010481m.g|Carubv10010481m         169 -------------------------------------------------	 168---------------------------------------------------------
Carubv10010481m.g|Carubv10010684m         119 ----------------------------------------------	 118------------------------------------------------------------
Potri.001G380400|Potri.001G380400.1       175 -------------------------------------------------	 174---------------------------------------------------------
Glyma13g33660|Glyma13g33660.1             167 -------------------------------------------------	 166---------------------------------------------------------
Glyma15g39140|Glyma15g39140.1             115 ---------------------------------------------	 114------------------------------------------------------------	
Cucsa.273860|Cucsa.273860.1               162 -------------------------------------------------	 161---------------------------------------------------------
Eucgr.F03218|Eucgr.F03218.1               168 -------------------------------------------------	 167---------------------------------------------------------
Eucgr.L03207|Eucgr.L03207.1               168 -------------------------------------------------	 167---------------------------------------------------------
GSVIVG01014071001|GSVIVT01014071001       168 -------------------------------------------------	 167---------------------------------------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824  124 -----------------------------------------------	 123-----------------------------------------------------------
Esi0007_0117                              186 -----------------------------------------------	 185-----------------------------------------------------------
85448|85448                               132 -----------------------------------------------	 131-----------------------------------------------------------
Phpat.012G075300|Phpat.012G075300.1       164 -------------------------------------------------	 163---------------------------------------------------------



g8013|g8013.t1                            294 ---------	 293------------------------------------------------------------	 293---------------------------------
Vocar20005591m.g|Vocar20005591m           318 -----------	 317------------------------------------------------------------	 317-------------------------------
GRMZM5G800751|GRMZM5G800751_T03           203 ----	 202------------------------------------------------------------	 202--------------------------------------
GSVIVG01008821001|GSVIVT01008821001       174 ---	 173------------------------------------------------------------	 173---------------------------------------
121429|121429                             187 ---	 186------------------------------------------------------------	 186---------------------------------------
Glyma05g35480|Glyma05g35480.1             292 ---------	 291------------------------------------------------------------	 291---------------------------------
Glyma08g04250|Glyma08g04250.1             294 ---------	 293------------------------------------------------------------	 293---------------------------------
Medtr8g103470|Medtr8g103470.1             293 ---------	 292------------------------------------------------------------	 292---------------------------------
Bra015061|Bra015061                       294 ---------	 293------------------------------------------------------------	 293---------------------------------
Carubv10014271m.g|Carubv10014271m         302 ----------	 301------------------------------------------------------------	 301--------------------------------
Potri.006G157900|Potri.006G157900.1       320 ----------	 319------------------------------------------------------------	 319--------------------------------
Potri.006G160000|Potri.006G160000.1       320 ----------	 319------------------------------------------------------------	 319--------------------------------
Potri.018G081800|Potri.018G081800.1       324 ----------	 323------------------------------------------------------------	 323--------------------------------
Eucgr.C03817|Eucgr.C03817.1               328 ----------	 327------------------------------------------------------------	 327--------------------------------
PGSC0003DMG400000378|PGSC0003DMT40000102  305 ----------	 304------------------------------------------------------------	 304--------------------------------
29912.t000235|29912.m005509               314 ----------	 313------------------------------------------------------------	 313--------------------------------
GSVIVG01015377001|GSVIVT01015377001       176 	 175------------------------------------------------------------	 175------------------------------------------
Carubv10009515m.g|Carubv10009515m         366 ----------------	 365------------------------------------------------------------	 365--------------------------
Bra015534|Bra015534                       363 ---------------	 362------------------------------------------------------------	 362---------------------------
Bra031542|Bra031542                       357 ----------------	 356------------------------------------------------------------	 356--------------------------
LOC_Os03g55640|LOC_Os03g55640.1           471 ----------------	 470------------------------------------------------------------	 470--------------------------
Bra021634|Bra021634                       411 ---------------	 410------------------------------------------------------------	 410---------------------------
Cucsa.232550|Cucsa.232550.1               369 ----------------	 368------------------------------------------------------------	 368--------------------------
Carubv10023541m.g|Carubv10023541m         350 ---------------	 349------------------------------------------------------------	 349---------------------------
30170.t000351|30170.m013939               715 LRTFLGNQMELSGFLR	 730SNVKAA-----------------TIIRFQLELEKNIGSSAT--LHDALEDWRTRPTIERV	 771YFEVLARVEDEKLRPVVVKKVRPFIA
GRMZM2G107798|GRMZM2G107798_T01           462 ----------------	 461------------------------------------------------------------	 461--------------------------
GRMZM2G114557|GRMZM2G114557_T03           477 ----------------	 476------------------------------------------------------------	 476--------------------------
Eucgr.F00038|Eucgr.F00038.1               376 ----------------	 375------------------------------------------------------------	 375--------------------------
LOC_Os09g28000|LOC_Os09g28000.1           412 ----------------	 411------------------------------------------------------------	 411--------------------------
PGSC0003DMG401011681|PGSC0003DMT40003049  374 ----------------	 373------------------------------------------------------------	 373--------------------------
GRMZM2G024865|GRMZM2G024865_T01           397 ----------------	 396------------------------------------------------------------	 396--------------------------
Eucgr.F02385|Eucgr.F02385.1               348 ----------------	 347------------------------------------------------------------	 347--------------------------
Cucsa.123370|Cucsa.123370.1               370 ----------------	 369------------------------------------------------------------	 369--------------------------
GSVIVG01009580001|GSVIVT01009580001       153 	 152------------------------------------------------------------	 152------------------------------------------
Potri.014G036400|Potri.014G036400.1       379 ----------------	 378------------------------------------------------------------	 378--------------------------
Phpat.020G038400|Phpat.020G038400.1       440 -------------------	 439------------------------------------------------------------	 439-----------------------
Phpat.023G022200|Phpat.023G022200.1       297 ---------	 296------------------------------------------------------------	 296---------------------------------
18112|18112                               134 	 133------------------------------------------------------------	 133------------------------------------------
Medtr2g059220|Medtr2g059220.1             345 ---------------	 344------------------------------------------------------------	 344---------------------------
Glyma04g03840|Glyma04g03840.5             363 ----------------	 362------------------------------------------------------------	 362--------------------------
Medtr3g100960|Medtr3g100960.1             376 ----------------	 375------------------------------------------------------------	 375--------------------------
86052|86052                               144 	 143------------------------------------------------------------	 143------------------------------------------
58024|58024                               174 ---	 173------------------------------------------------------------	 173---------------------------------------
GRMZM2G039930|GRMZM2G039930_T02           305 ------------	 304------------------------------------------------------------	 304------------------------------
LOC_Os02g16709|LOC_Os02g16709.1           299 ------------	 298------------------------------------------------------------	 298------------------------------
47339|47339                               203 ----	 202------------------------------------------------------------	 202--------------------------------------
Phpat.023G051200|Phpat.023G051200.1       317 --------------	 316------------------------------------------------------------	 316----------------------------
272208|272208                             199 -----	 198------------------------------------------------------------	 198-------------------------------------
Bra030640|Bra030640                       206 -----	 205------------------------------------------------------------	 205-------------------------------------
Cre01.g027100|Cre01.g027100.t1.2          174 --	 173------------------------------------------------------------	 173----------------------------------------
Vocar20008453m.g|Vocar20008453m           557 TR	 558KEAEASALEEEARGLVESFKALATVRAKELNVSGSSGSEGVPRGFRAAGAWALQTTQGNP	 618TTSAVTRQLQS-------RVPYTFVELDQQ----------
GRMZM2G142938|GRMZM2G142938_T01           100 -------------------------------------------------------	 99----------------------------------------------------
LOC_Os03g05430|LOC_Os03g05430.1           167 ---	 166------------------------------------------------------------	 166---------------------------------------
Bra029738|Bra029738                       281 ---	 280------------------------------------------------------------	 280---------------------------------------
Carubv10015579m.g|Carubv10015579m          90 --------------------------------------------------------	 89---------------------------------------------------
Bra034045|Bra034045                       155 ---	 154------------------------------------------------------------	 154---------------------------------------
AT3G08980                                 155 ---	 154------------------------------------------------------------	 154---------------------------------------
Medtr5g007850|Medtr5g007850.1             166 ---	 165------------------------------------------------------------	 165---------------------------------------
Glyma07g18060|Glyma07g18060.1             171 ---	 170------------------------------------------------------------	 170---------------------------------------
Glyma18g42910|Glyma18g42910.1             170 ---	 169------------------------------------------------------------	 169---------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   92 -----------------------------------------------------	 91------------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  152 ---	 151------------------------------------------------------------	 151---------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187   81 --------------------------------------------------------	 80---------------------------------------------------
PGSC0003DMG401008489|PGSC0003DMT40002187  169 ---	 168------------------------------------------------------------	 168---------------------------------------
Cucsa.176310|Cucsa.176310.1               185 ---	 184------------------------------------------------------------	 184---------------------------------------
Potri.016G115100|Potri.016G115100.1       170 ---	 169------------------------------------------------------------	 169---------------------------------------
GSVIVG01033968001|GSVIVT01033968001       171 ---	 170------------------------------------------------------------	 170---------------------------------------
29701.t000024|29701.m000603               171 ---	 170------------------------------------------------------------	 170---------------------------------------
Eucgr.A00507|Eucgr.A00507.1               231 ---------	 230------------------------------------------------------------	 230---------------------------------
Eucgr.A00507|Eucgr.A00507.3               172 --	 171------------------------------------------------------------	 171----------------------------------------
Eucgr.A00507|Eucgr.A00507.4               172 --	 171------------------------------------------------------------	 171----------------------------------------
GRMZM2G029141|GRMZM2G029141_T01           169 --	 168------------------------------------------------------------	 168----------------------------------------
GRMZM2G042164|GRMZM2G042164_T01           149 --	 148------------------------------------------------------------	 148----------------------------------------
LOC_Os04g08340|LOC_Os04g08340.1           165 --	 164------------------------------------------------------------	 164----------------------------------------
91609|91609                               170 --	 169------------------------------------------------------------	 169----------------------------------------
Phpat.009G097900|Phpat.009G097900.1       181 ---	 180------------------------------------------------------------	 180---------------------------------------
CMR333C|CMR333CT                          200 ---	 199------------------------------------------------------------	 199---------------------------------------
CMR326C|CMR326CT                          200 ---	 199------------------------------------------------------------	 199---------------------------------------
Esi0324_0009                              176 ---	 175------------------------------------------------------------	 175---------------------------------------
gi|17543654                               153 --	 152------------------------------------------------------------	 152----------------------------------------
gi|14211845                               176 ---	 175------------------------------------------------------------	 175---------------------------------------
Medtr8g040010|Medtr8g040010.1             192 --	 191------------------------------------------------------------	 191----------------------------------------
Medtr8g040050|Medtr8g040050.1             243 -----------	 242------------------------------------------------------------	 242-------------------------------
Glyma13g26540|Glyma13g26540.1             185 ---	 184------------------------------------------------------------	 184---------------------------------------
Glyma13g25940|Glyma13g25940.1             180 ---	 179------------------------------------------------------------	 179---------------------------------------
Glyma13g26010|Glyma13g26010.1             180 ---	 179------------------------------------------------------------	 179---------------------------------------
Glyma13g25981|Glyma13g25981.1              98 -------------------------------------------------------	 97----------------------------------------------------
Medtr8g039980|Medtr8g039980.1             163 ---	 162------------------------------------------------------------	 162---------------------------------------
Medtr8g039990|Medtr8g039990.1             202 ---	 201------------------------------------------------------------	 201---------------------------------------
gi|66811204                               324 ----------	 323------------------------------------------------------------	 323--------------------------------
YMR150C                                   191 ---	 190------------------------------------------------------------	 190---------------------------------------
YMR035W                                   178 ---	 177------------------------------------------------------------	 177---------------------------------------
Esi0009_0118                              235 ---------	 234------------------------------------------------------------	 234---------------------------------
g11585|g11585.t1                          176 ---	 175------------------------------------------------------------	 175---------------------------------------
Vocar20005047m.g|Vocar20005047m           176 ---	 175------------------------------------------------------------	 175---------------------------------------
gi|71982173                               133 -	 132------------------------------------------------------------	 132-----------------------------------------
gi|21450679                               167 --	 166------------------------------------------------------------	 166----------------------------------------
CMB077C|CMB077CT                          179 ---	 178------------------------------------------------------------	 178---------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  162 ---	 161------------------------------------------------------------	 161---------------------------------------
PGSC0003DMG400008317|PGSC0003DMT40002143  170 ---	 169------------------------------------------------------------	 169---------------------------------------
Potri.005G092900|Potri.005G092900.1       172 ---	 171------------------------------------------------------------	 171---------------------------------------
Potri.007G071400|Potri.007G071400.1       217 --------	 216------------------------------------------------------------	 216----------------------------------
GSVIVG01021415001|GSVIVT01021415001       209 ---	 208------------------------------------------------------------	 208---------------------------------------
Cucsa.047590|Cucsa.047590.1               176 ---	 175------------------------------------------------------------	 175---------------------------------------
29693.t000082|29693.m002044               177 ---	 176------------------------------------------------------------	 176---------------------------------------
30026.t000080|30026.m001516               159 ---	 158------------------------------------------------------------	 158---------------------------------------
Eucgr.D00315|Eucgr.D00315.1               173 ---	 172------------------------------------------------------------	 172---------------------------------------
LOC_Os11g40500|LOC_Os11g40500.1           193 ---	 192------------------------------------------------------------	 192---------------------------------------
GRMZM2G162274|GRMZM2G162274_T01           129 ---	 128------------------------------------------------------------	 128---------------------------------------
GRMZM2G066469|GRMZM2G066469_T01           177 ---	 176------------------------------------------------------------	 176---------------------------------------
GRMZM5G833660|GRMZM5G833660_T01           125 	 124------------------------------------------------------------	 124------------------------------------------
Bra009418|Bra009418                       164 --	 163------------------------------------------------------------	 163----------------------------------------
Carubv10010493m.g|Carubv10010493m         167 ---	 166------------------------------------------------------------	 166---------------------------------------
AT1G29960                                 170 ---	 169------------------------------------------------------------	 169---------------------------------------
Bra006087|Bra006087                       146 ---	 145------------------------------------------------------------	 145---------------------------------------
Bra008992|Bra008992                       167 ---	 166------------------------------------------------------------	 166---------------------------------------
Carubv10010481m.g|Carubv10010481m         169 ---	 168------------------------------------------------------------	 168---------------------------------------
Carubv10010481m.g|Carubv10010684m         119 	 118------------------------------------------------------------	 118------------------------------------------
Potri.001G380400|Potri.001G380400.1       175 ---	 174------------------------------------------------------------	 174---------------------------------------
Glyma13g33660|Glyma13g33660.1             167 ---	 166------------------------------------------------------------	 166---------------------------------------
Glyma15g39140|Glyma15g39140.1             115 114------------------------------------------------------------	 114-------------------------------------------
Cucsa.273860|Cucsa.273860.1               162 ---	 161------------------------------------------------------------	 161---------------------------------------
Eucgr.F03218|Eucgr.F03218.1               168 ---	 167------------------------------------------------------------	 167---------------------------------------
Eucgr.L03207|Eucgr.L03207.1               168 ---	 167------------------------------------------------------------	 167---------------------------------------
GSVIVG01014071001|GSVIVT01014071001       168 ---	 167------------------------------------------------------------	 167---------------------------------------
PGSC0003DMG400007080|PGSC0003DMT40001824  124 -	 123------------------------------------------------------------	 123-----------------------------------------
Esi0007_0117                              186 -	 185------------------------------------------------------------	 185-----------------------------------------
85448|85448                               132 -	 131------------------------------------------------------------	 131-----------------------------------------
Phpat.012G075300|Phpat.012G075300.1       164 ---	 163------------------------------------------------------------	 163---------------------------------------



g8013|g8013.t1                            294 ---------------------------	 293          
Vocar20005591m.g|Vocar20005591m           318 -----------------------------	 317        
GRMZM5G800751|GRMZM5G800751_T03           203 ----------------------	 202               
GSVIVG01008821001|GSVIVT01008821001       174 ---------------------	 173                
121429|121429                             187 ---------------------	 186                
Glyma05g35480|Glyma05g35480.1             292 ---------------------------	 291          
Glyma08g04250|Glyma08g04250.1             294 ---------------------------	 293          
Medtr8g103470|Medtr8g103470.1             293 ---------------------------	 292          
Bra015061|Bra015061                       294 ---------------------------	 293          
Carubv10014271m.g|Carubv10014271m         302 ----------------------------	 301         
Potri.006G157900|Potri.006G157900.1       320 ----------------------------	 319         
Potri.006G160000|Potri.006G160000.1       320 ----------------------------	 319         
Potri.018G081800|Potri.018G081800.1       324 ----------------------------	 323         
Eucgr.C03817|Eucgr.C03817.1               328 ----------------------------	 327         
PGSC0003DMG400000378|PGSC0003DMT40000102  305 ----------------------------	 304         
29912.t000235|29912.m005509               314 ----------------------------	 313         
GSVIVG01015377001|GSVIVT01015377001       176 ------------------	 175                   
Carubv10009515m.g|Carubv10009515m         366 ----------------------------------	 365   
Bra015534|Bra015534                       363 ---------------------------------	 362    
Bra031542|Bra031542                       357 ----------------------------------	 356   
LOC_Os03g55640|LOC_Os03g55640.1           471 ----------------------------------	 470   
Bra021634|Bra021634                       411 ---------------------------------	 410    
Cucsa.232550|Cucsa.232550.1               369 ----------------------------------	 368   
Carubv10023541m.g|Carubv10023541m         350 ---------------------------------	 349    
30170.t000351|30170.m013939               798 VDSASWSNLMSNLSFTKFPSILVPPEALTLDVKW	 831   
GRMZM2G107798|GRMZM2G107798_T01           462 ----------------------------------	 461   
GRMZM2G114557|GRMZM2G114557_T03           477 ----------------------------------	 476   
Eucgr.F00038|Eucgr.F00038.1               376 ----------------------------------	 375   
LOC_Os09g28000|LOC_Os09g28000.1           412 ----------------------------------	 411   
PGSC0003DMG401011681|PGSC0003DMT40003049  374 ----------------------------------	 373   
GRMZM2G024865|GRMZM2G024865_T01           397 ----------------------------------	 396   
Eucgr.F02385|Eucgr.F02385.1               348 ----------------------------------	 347   
Cucsa.123370|Cucsa.123370.1               370 ----------------------------------	 369   
GSVIVG01009580001|GSVIVT01009580001       153 ------------------	 152                   
Potri.014G036400|Potri.014G036400.1       379 ----------------------------------	 378   
Phpat.020G038400|Phpat.020G038400.1       440 -------------------------------------	 439
Phpat.023G022200|Phpat.023G022200.1       297 ---------------------------	 296          
18112|18112                               134 ------------------	 133                   
Medtr2g059220|Medtr2g059220.1             345 ---------------------------------	 344    
Glyma04g03840|Glyma04g03840.5             363 ----------------------------------	 362   
Medtr3g100960|Medtr3g100960.1             376 ----------------------------------	 375   
86052|86052                               144 ------------------	 143                   
58024|58024                               174 ---------------------	 173                
GRMZM2G039930|GRMZM2G039930_T02           305 ------------------------------	 304       
LOC_Os02g16709|LOC_Os02g16709.1           299 ------------------------------	 298       
47339|47339                               203 ----------------------	 202               
Phpat.023G051200|Phpat.023G051200.1       317 --------------------------------	 316     
272208|272208                             199 -----------------------	 198              
Bra030640|Bra030640                       206 -----------------------	 205              
Cre01.g027100|Cre01.g027100.t1.2          174 --------------------	 173                 
Vocar20008453m.g|Vocar20008453m           642 -------LADK---------	 645                 
GRMZM2G142938|GRMZM2G142938_T01           100 --------	 99                              
LOC_Os03g05430|LOC_Os03g05430.1           167 ---------------------	 166                
Bra029738|Bra029738                       281 ---------------------	 280                
Carubv10015579m.g|Carubv10015579m          90 ---------	 89                             
Bra034045|Bra034045                       155 ---------------------	 154                
AT3G08980                                 155 ---------------------	 154                
Medtr5g007850|Medtr5g007850.1             166 ---------------------	 165                
Glyma07g18060|Glyma07g18060.1             171 ---------------------	 170                
Glyma18g42910|Glyma18g42910.1             170 ---------------------	 169                
PGSC0003DMG401008489|PGSC0003DMT40002187   92 ------	 91                                
PGSC0003DMG401008489|PGSC0003DMT40002187  152 ---------------------	 151                
PGSC0003DMG401008489|PGSC0003DMT40002187   81 ---------	 80                             
PGSC0003DMG401008489|PGSC0003DMT40002187  169 ---------------------	 168                
Cucsa.176310|Cucsa.176310.1               185 ---------------------	 184                
Potri.016G115100|Potri.016G115100.1       170 ---------------------	 169                
GSVIVG01033968001|GSVIVT01033968001       171 ---------------------	 170                
29701.t000024|29701.m000603               171 ---------------------	 170                
Eucgr.A00507|Eucgr.A00507.1               231 ---------------------------	 230          
Eucgr.A00507|Eucgr.A00507.3               172 --------------------	 171                 
Eucgr.A00507|Eucgr.A00507.4               172 --------------------	 171                 
GRMZM2G029141|GRMZM2G029141_T01           169 --------------------	 168                 
GRMZM2G042164|GRMZM2G042164_T01           149 --------------------	 148                 
LOC_Os04g08340|LOC_Os04g08340.1           165 --------------------	 164                 
91609|91609                               170 --------------------	 169                 
Phpat.009G097900|Phpat.009G097900.1       181 ---------------------	 180                
CMR333C|CMR333CT                          200 ---------------------	 199                
CMR326C|CMR326CT                          200 ---------------------	 199                
Esi0324_0009                              176 ---------------------	 175                
gi|17543654                               153 --------------------	 152                 
gi|14211845                               176 ---------------------	 175                
Medtr8g040010|Medtr8g040010.1             192 --------------------	 191                 
Medtr8g040050|Medtr8g040050.1             243 -----------------------------	 242        
Glyma13g26540|Glyma13g26540.1             185 ---------------------	 184                
Glyma13g25940|Glyma13g25940.1             180 ---------------------	 179                
Glyma13g26010|Glyma13g26010.1             180 ---------------------	 179                
Glyma13g25981|Glyma13g25981.1              98 --------	 97                              
Medtr8g039980|Medtr8g039980.1             163 ---------------------	 162                
Medtr8g039990|Medtr8g039990.1             202 ---------------------	 201                
gi|66811204                               324 ----------------------------	 323         
YMR150C                                   191 ---------------------	 190                
YMR035W                                   178 ---------------------	 177                
Esi0009_0118                              235 ---------------------------	 234          
g11585|g11585.t1                          176 ---------------------	 175                
Vocar20005047m.g|Vocar20005047m           176 ---------------------	 175                
gi|71982173                               133 -------------------	 132                  
gi|21450679                               167 --------------------	 166                 
CMB077C|CMB077CT                          179 ---------------------	 178                
PGSC0003DMG400008317|PGSC0003DMT40002143  162 ---------------------	 161                
PGSC0003DMG400008317|PGSC0003DMT40002143  170 ---------------------	 169                
Potri.005G092900|Potri.005G092900.1       172 ---------------------	 171                
Potri.007G071400|Potri.007G071400.1       217 --------------------------	 216           
GSVIVG01021415001|GSVIVT01021415001       209 ---------------------	 208                
Cucsa.047590|Cucsa.047590.1               176 ---------------------	 175                
29693.t000082|29693.m002044               177 ---------------------	 176                
30026.t000080|30026.m001516               159 ---------------------	 158                
Eucgr.D00315|Eucgr.D00315.1               173 ---------------------	 172                
LOC_Os11g40500|LOC_Os11g40500.1           193 ---------------------	 192                
GRMZM2G162274|GRMZM2G162274_T01           129 ---------------------	 128                
GRMZM2G066469|GRMZM2G066469_T01           177 ---------------------	 176                
GRMZM5G833660|GRMZM5G833660_T01           125 ------------------	 124                   
Bra009418|Bra009418                       164 --------------------	 163                 
Carubv10010493m.g|Carubv10010493m         167 ---------------------	 166                
AT1G29960                                 170 ---------------------	 169                
Bra006087|Bra006087                       146 ---------------------	 145                
Bra008992|Bra008992                       167 ---------------------	 166                
Carubv10010481m.g|Carubv10010481m         169 ---------------------	 168                
Carubv10010481m.g|Carubv10010684m         119 ------------------	 118                   
Potri.001G380400|Potri.001G380400.1       175 ---------------------	 174                
Glyma13g33660|Glyma13g33660.1             167 ---------------------	 166                
Glyma15g39140|Glyma15g39140.1             115 -----------------	 114                    
Cucsa.273860|Cucsa.273860.1               162 ---------------------	 161                
Eucgr.F03218|Eucgr.F03218.1               168 ---------------------	 167                
Eucgr.L03207|Eucgr.L03207.1               168 ---------------------	 167                
GSVIVG01014071001|GSVIVT01014071001       168 ---------------------	 167                
PGSC0003DMG400007080|PGSC0003DMT40001824  124 -------------------	 123                  
Esi0007_0117                              186 -------------------	 185                  
85448|85448                               132 -------------------	 131                  
Phpat.012G075300|Phpat.012G075300.1       164 ---------------------	 163                




