
LOC_Os03g30220|LOC_Os03g30220.1             1 -----------------------------------------------MAY---------A	 4RGGKEESWNFVFAGAATSGFLRLRQGAVTAGRDALWSAAF--FALAEG
gi|66806813                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|392899672                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|17539600                                 1 ------------------------------------------------------------	 0------------------------------------------------
Esi0117_0080                                1 ------------------------------------------------------------	 0------------------------------------------------
YJL143W                                     1 ------------------------------------------------------------	 0------------------------------------------------
gi|85095902                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|5454120                                  1 ------------------------------------------------------------	 0------------------------------------------------
gi|269784613                                1 ------------------------------------------------------------	 0------------------------------------------------
Cre10.g452650|Cre10.g452650.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20010628m.g|Vocar20010628m             1 ------------------------------------------------------------	 0------------------------------------------------
CMS471C|CMS471CT                            1 ------------------------------------------------------------	 0------------------------------------------------
Bra016467|Bra016467                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra016468|Bra016468                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra016469|Bra016469                         1 ------------------------------------------------------------	 0------------------------------------------------
AT5G11690                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10002239m.g|Carubv10002239m           1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g30200|LOC_Os03g30200.1             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os05g07250|LOC_Os05g07250.1             1 MASERSLPPPTSLLLPPTQPEFAHPRRLPRVLPRGRPLPPGARPVGRVAAGGGGVHHGAD	 60VGGHETGVRVGLHH--LEQLRRVKAVVCLRSSGIDWMLAGSNITCSC
AT1G20350                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10010213m.g|Carubv10010213m           1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.019G021000|Phpat.019G021000.1         1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G437270|GRMZM2G437270_T01             1 ------------------------------------------------------------	 0------------------------------------------------
89766|89766                                 1 ------------------------------------------------------------	 0------------------------------------------------
medicago                                    1 ------------------------------------------------------------	 0------------------------------------------------
Glyma20g02120|Glyma20g02120.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma01g01110|Glyma01g01110.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma16g08520|Glyma16g08520.2               1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01015301001|GSVIVT01015301001         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400030451|PGSC0003DMT40007824    1 ------------------------------------------------------------	 0------------------------------------------------
29912.t000159|29912.m005433                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.008G176500|Potri.008G176500.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.006G165000|Potri.006G165000.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.018G087900|Potri.018G087900.1         1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.116650|Cucsa.116650.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.288810|Cucsa.288810.1                 1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os07g41330|LOC_Os07g41330.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G167463|GRMZM2G167463_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G321404|GRMZM2G321404_T01             1 ------------------------------------------------------------	 0------------------------------------------------
Bra006109|Bra006109                         1 ------------------------------------------------------------	 0------------------------------------------------
AT2G37410                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10023975m.g|Carubv10023975m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra005199|Bra005199                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra030980|Bra030980                         1 ------------------------------------------------------------	 0------------------------------------------------

LOC_Os03g30220|LOC_Os03g30220.1            51 ASLAIH--RAL-	 59-------DDLPPADGRRGLAARA-----------------------P-VGRPRRLPASPG	 88FPGQLIVVKEVAVADNEDDSGFSDGFFAEERH
gi|66806813                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|392899672                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|17539600                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0117_0080                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
YJL143W                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85095902                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|5454120                                  1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|269784613                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre10.g452650|Cre10.g452650.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20010628m.g|Vocar20010628m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMS471C|CMS471CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra016467|Bra016467                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra016468|Bra016468                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra016469|Bra016469                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT5G11690                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10002239m.g|Carubv10002239m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os03g30200|LOC_Os03g30200.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os05g07250|LOC_Os05g07250.1           106 GSNLKEHLPKLLE	 118VMQAEADAGLVPSGCRRAVAILAAADVVNDDVLALVVFKSGCPTRGAYWRRGRRTPTAP-	 177----------------APGPGYRASMWSR
AT1G20350                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10010213m.g|Carubv10010213m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.019G021000|Phpat.019G021000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G437270|GRMZM2G437270_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
89766|89766                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
medicago                                    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma20g02120|Glyma20g02120.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma01g01110|Glyma01g01110.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma16g08520|Glyma16g08520.2               1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01015301001|GSVIVT01015301001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400030451|PGSC0003DMT40007824    1 ------------	 0------------------------------------------------------------	 0----------------------------------
29912.t000159|29912.m005433                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.008G176500|Potri.008G176500.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.006G165000|Potri.006G165000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.018G087900|Potri.018G087900.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.116650|Cucsa.116650.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.288810|Cucsa.288810.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os07g41330|LOC_Os07g41330.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G167463|GRMZM2G167463_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G321404|GRMZM2G321404_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra006109|Bra006109                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT2G37410                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10023975m.g|Carubv10023975m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra005199|Bra005199                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra030980|Bra030980                         1 ------------	 0------------------------------------------------------------	 0----------------------------------

LOC_Os03g30220|LOC_Os03g30220.1           121 ASQAQLSLLRAPIMASPSPPRPDERDTD	 148LPLPSPPRKPYPGFILDDAGGGFLIGGGVGSAYHAARGLLGSSS----------------	 192--------------
gi|66806813                                 1 --------------------------	 0------MEAPCPDKIWQDAGGAFAIGYVLMGVVNIGLGFKRSPP----------------	 38-------------------
gi|392899672                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|17539600                                 1 --------------------------	 0--MEEYTREPCPYRIGDDIGSAFAMGLVGGSIFQAFGGYKNAAK----------------	 42-------------------
Esi0117_0080                                1 --------------------------	 0----MGDRDPCPHRIVGDVGGAFAFGLAGGGIWHSVKGFRNSPK----------------	 40-------------------
YJL143W                                     1 --------------------------	 0-MSADHSRDPCPIVILNDFGGAFAMGAIGGVVWHGIKGFRNSPL----------------	 43-------------------
gi|85095902                                 1 --------------------------	 0---MDHTRDPCPWVILNDFGGAFAMGAIGGTIWHGIKGFRNSPY----------------	 41-------------------
gi|5454120                                  1 --------------------------	 0--MEEYAREPCPWRIVDDCGGAFTMGTIGGGIFQAIKGFRNSPV----------------	 42-------------------
gi|269784613                                1 --------------------------	 0--MEEYAREPCPWRIVDDCGGAFTMGVIGGGVFQAIKGFRNAPVCRLLSEAPLFIYSCSR	 58SVSPTVNVSSERAESRPTL
Cre10.g452650|Cre10.g452650.t1.2            1 -----------------MAHAPNQQG	 9QPMVDHKREPCPDRILNDIGGAFAMGAVGGGIWHLIKGTRNSPS----------------	 53-------------------
Vocar20010628m.g|Vocar20010628m             1 -----------------MAAPNQQQQ	 9QPMVDHKREPCPDRILNDIGGAFAMGAVGGGIWHLIKGTKNSPS----------------	 53-------------------
CMS471C|CMS471CT                            1 ---------------------MASTG	 5SAPIEHAREPCPDRILDDVGGAFCMGAIGGSIWHFVKGMRNSPR----------------	 49-------------------
Bra016467|Bra016467                         1 --------------------------	 0METPESTIELCPDLILDDVGGAFGMGIAGGSVFYMIKGIYNSPA----------------	 44-------------------
Bra016468|Bra016468                         1 --------------------------	 0MGTPDTTREPCPDRIIDDMGGAFGMGITGGSVYHFIRGIYNSPA----------------	 44-------------------
Bra016469|Bra016469                         1 --------------------------	 0MGTPENTREPCPDRILDDIGDAFGMGIAGGSVFHFIRGINNSPS----------------	 44-------------------
AT5G11690                                   1 --------------------------	 0MDTKKKSKEHGLYRIVNAIGYAFGAGAVGGSVYHFVRGAYNSPI----------------	 44-------------------
Carubv10002239m.g|Carubv10002239m           1 --------------------------	 0MDTHKESRDRGLYGLVNKIGYAFGMGAIGGSVYHFIKGAYNSPI----------------	 44-------------------
LOC_Os03g30200|LOC_Os03g30200.1             1 --------------------------	 0--MTTSEREPCPDRILDDVGGAFAMGAVGGTAFHFLRGAYNSPN----------------	 42-------------------
LOC_Os05g07250|LOC_Os05g07250.1           191 SRPRGSPAASRGDG---RATACPISKPARRR	 218SHSAPSNAAPDPTHAANNVGGAFGMGAVRGSLFHFLKGTYNSLN----------------	 262-----------
AT1G20350                                   1 --------------------------	 0MGTPESSREPCPDRILDDVGGAFAMGAVGGSAYHLIRGIYNSPG----------------	 44-------------------
Carubv10010213m.g|Carubv10010213m           1 ------------NSFSCKA---KLKP	 11MGTPESAREPCPDRILDDAGSAFGMGAVGASAVYLIKGMYNSPA----------------	 55------------------
Phpat.019G021000|Phpat.019G021000.1         1 --------------------------	 0MSTPEHSREPCPDRILDDIGGAFSMGAVGGSAWHFVKGMKNSPK----------------	 44-------------------
GRMZM2G437270|GRMZM2G437270_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
89766|89766                                 1 --------------------------	 0MATPDHAREPCPDRILDDIGGAFSMGAIGGSVYHFIRGVYNSPR----------------	 44-------------------
medicago                                    1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGLYNSPK----------------	 44-------------------
Glyma20g02120|Glyma20g02120.1               1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGLYNAPR----------------	 44-------------------
Glyma01g01110|Glyma01g01110.1               1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGLYNSPK----------------	 44-------------------
Glyma16g08520|Glyma16g08520.2               1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGLYNSPK----------------	 44-------------------
GSVIVG01015301001|GSVIVT01015301001         1 --------------------------	 0MGTPETSREPCPDRILDDVGGAFGMGAVGGSAFHFLKGIYNSPK----------------	 44-------------------
PGSC0003DMG400030451|PGSC0003DMT40007824    1 --------------------------	 0MGTPETSREPCPDRILDDVGGAFGMGAVGGSAFHFLKGIYNSPK----------------	 44-------------------
29912.t000159|29912.m005433                 1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFIKGIYNSPT----------------	 44-------------------
Potri.008G176500|Potri.008G176500.1         1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGVHNSPS----------------	 44-------------------
Potri.006G165000|Potri.006G165000.1         1 --------------------------	 0MGTPETSREPCPDRIIDDIGGAFGMGAVGGSAFHFIKGVYNSPS----------------	 44-------------------
Potri.018G087900|Potri.018G087900.1         1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSVFHFIKGVHSSPT----------------	 44-------------------
Cucsa.116650|Cucsa.116650.1                 1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFIKGLYNSPR----------------	 44-------------------
Cucsa.288810|Cucsa.288810.1                 1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGIYSSPK----------------	 44-------------------
LOC_Os07g41330|LOC_Os07g41330.1             1 --------------------------	 0MGTPETSREPCPDRILDDVGGAFGMGAVGGSLFHFLKGTYNSPN----------------	 44-------------------
GRMZM2G167463|GRMZM2G167463_T01             1 --------------------------	 0MGTPETSREPCPDRILDDVGGAFGMGAVGGSAFHFIKGIYNSPN----------------	 44-------------------
GRMZM2G321404|GRMZM2G321404_T01             1 --------------------------	 0MGTPETSREPCPDRILDDVGGAFGMGAVGGSAYHFIKGIYNSPN----------------	 44-------------------
Bra006109|Bra006109                         1 --------------------------	 0METQKKTREHSLHHIVDDIGAAFGMGAIGGSVVHFIKGTQNSPK----------------	 44-------------------
AT2G37410                                   1 --------------------------	 0MGTPETSREPCPDRILDDIGGAFGMGAVGGSAFHFIKGTYNSPK----------------	 44-------------------
Carubv10023975m.g|Carubv10023975m           1 --------------------------	 0MGTPETSREPCPDRILDDLGGAFGMGAVGGAAFHFIKGTYNSPK----------------	 44-------------------
Bra005199|Bra005199                         1 --------------------------	 0MGTPESSREPCPDRILDDIGGAFGMGAVGGGAFHFIKGTYNSPK----------------	 44-------------------
Bra030980|Bra030980                         1 --------------------------	 0MGTPESSREPCPDRILDDIGGAFGMGAVGGSAFHFLKGTYNSPK----------------	 44-------------------



LOC_Os03g30220|LOC_Os03g30220.1           193 ----------------------GHRLAGAARAVRANAPRISATWAA	 216RCGLYGAFKCALSLPRATDGDPVVSVLAAGAAGAAHCLRRGPLAVGRGALV------GAA
gi|66806813                                39 -----------------NKRVLYTFALLRKKSPKFGGNFAI	 62WGSLFSGFDCTLSYIRK-TEDTVNPIAAGALTGGILAARSGWKHSVQAAAF------GGI	 115--
gi|392899672                                1 -----------------------MREVRMRSTLAGVQFAA	 17WGGLFSTIDCCLVANRK-KEDSINSIVSGGLTGALLAIRSPKMERIRLEVIELGELMGYV	 76HLQK
gi|17539600                                43 -----------------GKKLVGMMREVRMRSTLTGVQFAA	 66WGGMFSTIDCCLVAIRK-KEDPINSIVSGGLTGALLAIRSGPKVMAGSAIL------GSV	 119--
Esi0117_0080                               41 -----------------GQGTQGALKAVMYRAPVLGGNFAV	 64WGALFSVCDCSLVAVRH-KEDAWNPILSGAATGGILALRAGPRTAAKNAVV------GGA	 117--
YJL143W                                    44 -----------------GERGSGAMSAIKARAPVLGGNFGV	 67WGGLFSTFDCAVKAVRK-REDPWNAIIAGFFTGGALAVRGGWRHTRNSSIT------CAC	 120--
gi|85095902                                42 -----------------GERRIGAITAIKMRAPALGGNFGV	 65WGGLFSTFDCAIKGLRNHKEDPWNSILAGFFTGGALAVRGGYKAARNGAIG------CAV	 119--
gi|5454120                                 43 ---------------GVNHRLRGSLTAIKTRAPQLGGSFAV	 68WGGLFSMIDCSMVQVRG-KEDPWNSITSGALTGAILAARNGPVAMVGSAAM------GGI	 121--
gi|269784613                               78 FMAVSLHMAWCLAHIGIRHRLRGSANAVRIRAPQIGGSFAV	 118WGGLFSTIDCGLVRLRG-KEDPWNSITSGALTGAVLAARSGPLAMVGSAMM------GGI	 171-
Cre10.g452650|Cre10.g452650.t1.2           54 -----------------GYRTRGAIEAVRREAPRLGGSFAN	 77WGLTFALFDCSLQYVRK-KEDPWNAIGAGAMTGGFLQLRFGLGSAAKSAMF------GGF	 130--
Vocar20010628m.g|Vocar20010628m            54 -----------------GYRMRGAIEAVRREGPRLGGSFAN	 77WGLTFALFDCSLQYVRK-KEDPWNAIGAGALTGGFLQLRFGLSSAAKSAAF------GGF	 130--
CMS471C|CMS471CT                           50 -----------------GQRLLGSIDAVKLRAPTLGGSFAV	 73WGGLFSTFDCAIGGLRG-VEDPYNAIASGAITGGVLSARSGLRASARSALI------GGV	 126--
Bra016467|Bra016467                        45 -----------------GARLSGGAEYVRMNAPRVGGSFAV	 68WGGLVSSFACAMEYARQ-KEDSWNLIFASVPTGGLLSLRQGFRTSRNTALF------SGA	 121--
Bra016468|Bra016468                        45 -----------------GARLSGGAQYVRMNVPKLGGSFAV	 68WGGLFSPMDCAMVHARQ-KEDPWNSIIAGAATGGLLSLRQGFRASGRAALF------GGA	 121--
Bra016469|Bra016469                        45 -----------------GARLSGGAQYVRMNAPKLGGSFDV	 68WGGLFSTKDCAMVYARQ-KEDPWNSIFAGAATGGLLSLRQGFRASARAVL----------	 117--
AT5G11690                                  45 -----------------GARYVGGTQAASMNAPRLGGTFAV	 68FGGLLSTFDYALVRIRK-KEDPWNSIVAGAATGGVLSIRKGVVAASTSAVM------FGF	 121--
Carubv10002239m.g|Carubv10002239m          45 -----------------GGRLVGGAQAANMNAPRLGGRFAA	 68YGGLFSAFDCTLVYIRK-KEDPWNSIMAGAATGGFLSLRHGIVAASTSAVM------GGV	 121--
LOC_Os03g30200|LOC_Os03g30200.1            43 -----------------GHRLSGGSQAVRMSVPRTGGNFAA	 66WGGLFSAFDCAMVHARQ-KEDPWNSILAGAATGAVLSLRQGPRATATSALV------GAS	 119--
LOC_Os05g07250|LOC_Os05g07250.1           263 -------------------------GECLVGSAQAVRMNAPRVGGSFAV	 286WGDLFSAFDCTMVFMHQ-KEDLWNSIIAGATTSGFLSMRQGLDTAGRSALM------
AT1G20350                                  45 -----------------GARLSGGVQALRMSGPRSGGSFSV	 68WGGLYSTFDCALVYARQ-KEDPWNSILSGAATGGFLSLRQGLGASARSALV------GGV	 121--
Carubv10010213m.g|Carubv10010213m          56 ------------------GARLSGGVQAIRMNAPRYGGNFAV	 79WGGLFSTFDCAMVYARQ-KEDPWNSIISGAATGGFLSLRQGFAATARSALV------GGV	 132-
Phpat.019G021000|Phpat.019G021000.1        45 -----------------GERVLGGTQAVRLNAPRIGGSFAV	 68WGGLFSTFDCSMVYLRQ-KEDPWNSIAAGAATGGFLQLRAGARSATRSAIF------GGL	 121--
GRMZM2G437270|GRMZM2G437270_T01             1 ----------------------------------------	 0-----------MVYARM-KEDPWNSIVMGAATGGFLSMRQGMGAAGRFTLM------GGI	 42-----
89766|89766                                45 -----------------GERLLGGAQGVRMNAPRVGGSFAV	 68WGGLFSTFDCTMVYLRQ-KEDPWNSIAAGAATGGFLQLRAGMKSATRSAIF------GGV	 121--
medicago                                   45 -----------------GARFTGATQAVRLNAPRIGGSFAV	 68WGGLFSTFDCTMVYVRQ-KEDPWNSIVAGAATGGFLAMRQGLAASARSAAF------GGV	 121--
Glyma20g02120|Glyma20g02120.1              45 -----------------GARVVAASQAVRLNAPRVGGSFAV	 68WGGLFSSFDCTMVYLRQ-KEDPWNSIFAGAATGGFLSMRQGLPAAARSAAF------GGV	 121--
Glyma01g01110|Glyma01g01110.1              45 -----------------GDRFVGATQAVRLNAPRVGGSFAV	 68WGGLFSAFDCTMVYARQ-KEDPWNSIVAGAATGGFLSMRQGLGASARSAAF------GGV	 121--
Glyma16g08520|Glyma16g08520.2              45 -----------------GDRFVGATQAVRLNAPRVGGSFAV	 68WGGLFSAFDCTMVYARQ-KEDPWNSIVAGAATGGFLSMRQGLGASARSAAF------GGV	 121--
GSVIVG01015301001|GSVIVT01015301001        45 -----------------GERVIGGSQAVRMNAPRVGGSFAV	 68WGGLFSAFDCTMVYVRQ-KEDPWNSIIAGAATGGFLQMRQGLAASTRSAIF------GGV	 121--
PGSC0003DMG400030451|PGSC0003DMT40007824   45 -----------------GERLIGGTQAVRMNAPRIGGSFAV	 68WGGLFSTFDCTMVYLRQ-KEDPWNSIIAGAATGGFLQMRQGLGAASRSAMF------GGV	 121--
29912.t000159|29912.m005433                45 -----------------GARLIGGTQAVRMNAPRVGGSFAV	 68WGGLFSAFDCTMVYARQ-KEDPWNSIFAGAATGGFLSMRQGLGASARAALF------GGI	 121--
Potri.008G176500|Potri.008G176500.1        45 -----------------GARLMGGTQAVRMNAPRVGGSFAV	 68WGGLFSAFDCSMVYLRQ-KEDPWNSIIAGAATGGFLSMRQGLGASARSAVF------GGV	 121--
Potri.006G165000|Potri.006G165000.1        45 -----------------GTRLIGGTQAVRMNAPRVGGSFAV	 68WGGLFSAFDCSMVYLRQ-KEDPWNSIIAGAATGGFLSMRQGLGASGRSALF------GGV	 121--
Potri.018G087900|Potri.018G087900.1        45 -----------------GTRLIGGTQAVRMNAPRVGGSFAV	 68WGGLFSAFDCSMVYLRQ-KEDPWNSIIAGASTGGFLSMRQGLGASARSAMF------GGV	 121--
Cucsa.116650|Cucsa.116650.1                45 -----------------GTRIIGGTQAVRMNAPRVGGSFAV	 68WGGLFSAFDCTMVYVRQ-KEDPWNSIIAGAATGGFLQMRQGPASAARSALF------GGV	 121--
Cucsa.288810|Cucsa.288810.1                45 -----------------GSRLLGGSQAVRMNAPRIGGSFAV	 68WGGLFSTFDCSMVYLRQ-KEDPWNSIIAGAATGGFLQMRQGVGASARSALF------GGV	 121--
LOC_Os07g41330|LOC_Os07g41330.1            45 -----------------GERLVGGAQAVRMNAPRVGGSFAV	 68WGGLFSAFDCTMVFMRQ-KEDPWNSIIAGAATGGFLSMRQGPGAAGRSALM------GGM	 121--
GRMZM2G167463|GRMZM2G167463_T01            45 -----------------GMRMSGGAQAVRMNAPRVGGSFAV	 68WGGLFSTFDCAMVYARQ-KEDPWNSIIAGAATGGFLSMRQGMGAAGRSALM------GGV	 121--
GRMZM2G321404|GRMZM2G321404_T01            45 -----------------GMRLSGGAQTVRMNAPRVGGSFAV	 68WGGLFSTFDCAMVYARQ-KEDPWNSIVAGAATGGFLSMRQGMGAAGRSALM------GGI	 121--
Bra006109|Bra006109                        45 -----------------GRRFVGGAQAVSMNAPRIGGSFAV	 68FGGLFSAFDYTMVYIRK-KEDPLNSIVAGAATGGFLSMRQGLAAASRSALM------GGL	 121--
AT2G37410                                  45 -----------------GSRFVGGTQSVSMNAPRTGGSFAV	 68WGGLFSTFDCTMVYLRQ-KEDPWNSIIAGAATGGFLSMRQGAGAASRSAIF------GGV	 121--
Carubv10023975m.g|Carubv10023975m          45 -----------------GSRFVGGAQAVSMNAPRVGGSFAV	 68WGGLFSTFDCSMVYLRQ-KEDPWNSIIAGAATGGFLSMRQGVGAASRSAAF------GGV	 121--
Bra005199|Bra005199                        45 -----------------GSRFMGGRQAVTMNAPRLGGSFAV	 68WGGLFSTFDCSMVYLRQ-KEDPWNSIFAGAATGGFLAMRQGPSSAVRSALF------GGV	 121--
Bra030980|Bra030980                        45 -----------------GSRFLGGKQAVAMNAPRLGGSFAV	 68WGGLFSTFDCSMVYLRQ-KEDPWNSIIAGAATGGFLSMRQGPNAAVRSALV------GGV	 121--

LOC_Os03g30220|LOC_Os03g30220.1           271 	 270-------------SMAVIERADAALDNLRSWVHYHRRLVP-EEDIDGGGGSDPKPDDEPP	 316IGFLG---VPPKPVVVEEVPAG*-------------------
gi|66806813                               116 -----------FIGIIEAFQHMMQKRMQAQQEEMTQ--QHLEERKRYEEERKQREGER	 160K-KLN----ENGKSKKNK------------------------------
gi|392899672                               81 KVPKAHVNSLLILIDTLSIRAIDVKDTLAESDI------EEFNSVVEEVL-AA-MR	 128RDCLTM---------P----------------------------------
gi|17539600                               120 -----------ILAMIEGVGLVTTRWMGAMMDPTQPPPEALDDPRSLGQKSQ--AEPG	 164LDQTRPFGIPTGLPNLS-------------------------------
Esi0117_0080                              118 -----------LLAVIEGMGILLSRYMAQVEPPPM---EAGGDAGGAGGGLGAPQAPR	 161PLGLAPPLPPVGAP-AGYRPMGDGGEVDSSATRSHDVVTGSGFETGSR
YJL143W                                   121 -----------LLGVIEGVGLMFQRYAAWQAKPMA---PP------------LPEAPS	 152SQPLQA---*--------------------------------------
gi|85095902                               120 -----------LLAVIEGVGIGFQKMLAGATKLEA---PA------------PPPS-N	 150EKVLA-------------------------------------------
gi|5454120                                122 -----------LLALIEGAGILLTRFASAQFPNGP---QFAE-------DPS--QLPS	 156TQL--P---SSPFG--DYRQ----------------------------
gi|269784613                              172 ------------LLALIEGVGILLTRYTAQQFRNAP---PFLE-------DPS--QLPP	 206KDG-TP---APGYP--SYQQ---------------------------
Cre10.g452650|Cre10.g452650.t1.2          131 -----------LLALIEGLGIALTKLTSPPPPGLP----M---------QPMGPGGPG	 164GPGMG-----PGGPMPPP---GMPGTPGMAM-----------------
Vocar20010628m.g|Vocar20010628m           131 -----------LLALIEGLGIALTKLTSPPPPGLP----P---------PTMG-----	 159-GPMG-----PGGPMPPP---VG-------------------------
CMS471C|CMS471CT                          127 -----------LLAIIEGLGIMLTRMTAEMGPTPE---EVERMRREFAEQQHRQRLEG	 170GAGTRT---ADGFAAPADERLGMGANDVV-LT----------------
Bra016467|Bra016467                       122 -----------LAALTVGVWNAVDKFTSAAQN-EE---AFMD-------DA--ASLP-	 154----------SCVH---I------------------------------
Bra016468|Bra016468                       122 -----------ILALIQGVQLAKDKVASAAQQ-QQ---VFMG-------EA--ASLP-	 154----------PAQV---Y------------------------------
Bra016469|Bra016469                       118 -----------VLTLLQGVQIALDKLANAAQQHEQ---ASMG-------DA--ASLP-	 151----------PAQV---Y------------------------------
AT5G11690                                 122 -----------FLAVLNPPFGSK-----------------------------------	 133------------------------------------------------
Carubv10002239m.g|Carubv10002239m         122 -----------LFGLFTGSALMNK*---------------------------------	 134------------------------------------------------
LOC_Os03g30200|LOC_Os03g30200.1           120 -----------LLALVEGAGILLTRTMATLPQEDH----AY----------PFPVVP-	 151------------------------------------------------
LOC_Os05g07250|LOC_Os05g07250.1           337 GGM	 339-------------LLALIEGAGLMLNCVLATPSPLPV------D-------DPNLAAAMA	 373PG--RC---RSGRG---R---------------------
AT1G20350                                 122 -----------LLAMIEGVGIMLNKVQSTAHNEQF----MED-------HA-ATSLPY	 156----G-----MGQI---SGQ----------------------------
Carubv10010213m.g|Carubv10010213m         133 ------------LLALIEGASIMTNKFGSVLQNEQF----MEG-------AA--ASVPY	 166----GV---TMGQV---FGQ---------------------------
Phpat.019G021000|Phpat.019G021000.1       122 -----------LLGLIEGASIMLNRVMANVAQPPM------E-------EMPPMAGA-	 154SAGLGY---PSGAY---AGYAGVGG---PSTA----------------
GRMZM2G437270|GRMZM2G437270_T01            43 --------LLALIKGAGLMLNRVLVLANPP-L----PAN-------DPNLTATIC	 77G---NP---FPGLP---QAP--------------------------------
89766|89766                               122 -----------LLALIEGAGLMLNRMMTPPPPP-M------E-------EPIPQTGPP	 154S-SGIF---PFPAP---NTA-GMGGQFPSSPGG---------------
medicago                                  122 -----------LLALIEGAGIALNKFLSAQQPLPM----MIE-------DMPPENSNS	 157NA----------------------------------------------
Glyma20g02120|Glyma20g02120.1             122 -----------LLALIEGAGIMLNKFLSAQQPMPM----IVD-------EPLPPNGLP	 157GQ----------------------------------------------
Glyma01g01110|Glyma01g01110.1             122 -----------LLALIEGAGIMLNKFLSAQQPMPM----IMD-------ELPPQ----	 153------------------------------------------------
Glyma16g08520|Glyma16g08520.2             122 -----------LLALIEGAGIMLNKFLSAQQPMPM----IMD-------EPQPQ----	 153------------------------------------------------
GSVIVG01015301001|GSVIVT01015301001       122 -----------LLGLIEGAGIMLNKVLSAPQNLPM----TME-------E-PVPG---	 153-----M---T--------------------------------------
PGSC0003DMG400030451|PGSC0003DMT40007824  122 -----------LLALIEGAGIMLNKVMSAPQNFPP----M-D-------E-PLPNVPG	 155VP--GY---PPGQL---PGQ-PMGK----LPG----------------
29912.t000159|29912.m005433               122 -----------LLGLIEGAGIMLNKVMSAQQNMPV----MID-------D-SAPAMAG	 156LPS--L---PGQEP----------------------------------
Potri.008G176500|Potri.008G176500.1       122 -----------LLGLIEGAGIMLNKVMGDQQSMPI----MID-------EDPIPAMAG	 157GGPGGF---PMGQA----------------------------------
Potri.006G165000|Potri.006G165000.1       122 -----------LLALIEGAGIMLNKVMSAQQEMPI----MIE--------DPVPSMAG	 156GH--GS---PMGQP---HAH----------------------------
Potri.018G087900|Potri.018G087900.1       122 -----------LLALIEGAGIMLNKVMSAQQDMPV----IIE--------DPVPAMAG	 156GP--GF---PMGQP---HAQ----------------------------
Cucsa.116650|Cucsa.116650.1               122 -----------LLALIEGAGIMLNKVLSQQQNMPV----VIE-------EPAG--MGG	 155VP--GY---PTGQL---PGR-APPM----SLP----------------
Cucsa.288810|Cucsa.288810.1               122 -----------LLALIEGAGIMLNKVLSQPQNAPI----MID-------DAGA--MAG	 155VP--GY---PMDQI---PGL-TPPG----T------------------
LOC_Os07g41330|LOC_Os07g41330.1           122 -----------LLALIEGAGLMLNRVLATPPPLPV------D-------DPNLPAVMG	 155G--GGG---IPGIP---QVP----------------------------
GRMZM2G167463|GRMZM2G167463_T01           122 -----------LLALIEGAGLMLNRVLAN-PPLPA------E-------DPNLTAAMG	 154D--N-P---FPGLP---QAP----------------------------
GRMZM2G321404|GRMZM2G321404_T01           122 -----------LLALIEGAGLMLNRVLAN-PPLPA------D-------DPNLTAAMG	 154G--N-P---FPGLP---QAP----------------------------
Bra006109|Bra006109                       122 -----------LLALIKGVH*-------------------------------------	 130------------------------------------------------
AT2G37410                                 122 -----------LLALIEGAGIMLNKVLAQPQNMMM------E-------DPGMQGMPG	 155MQGMQG---MPGMP---GMQ-GMPGMQGMQMGQM--------------
Carubv10023975m.g|Carubv10023975m         122 -----------LLALIEGAGIMLNKLLAQPQNMMM------E-------EP----MPG	 151MQGMPG---MQGMP---GMQ----GMPGMQMGQM--------------
Bra005199|Bra005199                       122 -----------LLALIEGAGIALNKMLAQPQHMQM------E-------EGMMPGMPG	 155MQ----------------------------MGQV--------------
Bra030980|Bra030980                       122 -----------LLALIEGAGIALNKMMAEPQHMQM------E-------EG----MPG	 151MQ----------------------------MGQQ--------------

LOC_Os03g30220|LOC_Os03g30220.1           336 ------------------	 335------------------------------------------------------------	 335------------------------
gi|66806813                               174 -----------Q	 174QQNGENDLD---------------------------------------------------	 183------------------------------
gi|392899672                              136 ----------	 135----QRVLE---------------------------------------------------	 140------------------------------	 1
gi|17539600                               182 ------------	 181------------------------------------------------------------	 181------------------------------
Esi0117_0080                              209 FEDTLATQDPFA	 220SNTGDRYLEGGAAPRGAGDAAAAAAEGAESRGWFGRMIGRGGGK*---------------	 264------------------------------
YJL143W                                   159 ------------	 158------------------------------------------------------------	 158------------------------------
gi|85095902                               156 ------------	 155------------------------------------------------------------	 155------------------------------
gi|5454120                                170 ----------YQ	 171------------------------------------------------------------	 171------------------------------
gi|269784613                              221 -----------YH	 222------------------------------------------------------------	 222-----------------------------
Cre10.g452650|Cre10.g452650.t1.2          188 ------------	 187-----------------PGPDGAASSGGDGGGFFASLFGGSAPAPAPVQQV---TDLSED	 227PFQP---PPLPK-EFAMHSDGGDGSFKHN*
Vocar20010628m.g|Vocar20010628m           174 ------------	 173------------------------------GHYVC-------SSKTESAYV---TDLSAD	 193PFQP---PPLPK-EFVMHAEGGDGSFKQH*
CMS471C|CMS471CT                          199 --------ENSG	 202V-----RVGGSADP---SSHSGQNEPERRGGGFLRSLFGS--------------------	 234------------------------------
Bra016467|Bra016467                       160 -----------C	 160Q-----VLGQ-------SVPETSSASVAGSRSWFGGWFESGKE--SE--DKSVSTTQILE	 204SFDA-P--HAPTNEFN*-------------
Bra016468|Bra016468                       160 -----------G	 160Q-------SV-------PVPETSSASEAGSGSWFGGLFGKGKQKGSE--DKSGSKTQVLE	 204SFDA-P--PVPTYEFN*-------------
Bra016469|Bra016469                       157 -----------E	 157---------------------TSSAPEAGSGSWFGGLFGSGKKEESE--DKSGSKTRVLE	 194SCDA-P--PVST*-----------------
AT5G11690                                 134 ------------	 133------------------------------------------------------------	 133------------------------------
Carubv10002239m.g|Carubv10002239m         135 ------------	 134------------------------------------------------------------	 134------------------------------
LOC_Os03g30200|LOC_Os03g30200.1           152 ------------	 151------------------PPEEVSAHESSPIAWVRGIFGRKEEKP--AAAGGDRKSDVLE	 191SFET-PSPPIPSFDYRDI*-----------
LOC_Os05g07250|LOC_Os05g07250.1           384 ---------------------	 383------------------ENE-----------------ERKKRRE--R-EGGGRKD--GE	 403MMTCGPVG--PTIILC*----
AT1G20350                                 165 -----------S	 165V----------------PVPETS-SSSSGSVSWFGSLFKKKKETE---DHHSESRTHILE	 205SFDA-P--PVPTYEFK--------------
Carubv10010213m.g|Carubv10010213m         177 ------------S	 177V----------------PETTSSSGSKAGSGSWFGSLFKKKQTED-----DSGSKTHILE	 216SFDA-P--PVPTYEFK*------------
Phpat.019G021000|Phpat.019G021000.1       178 ---------QFP	 180Q-----SYQD-------QSTAPAPETSSEGGGFFGSWFGGKKEESQPL------RSEKLD	 222SFDGNSKPPTPGFDLK*-------------
GRMZM2G437270|GRMZM2G437270_T01            89 --------	 88---------------------PEATTSSGAGGLFGDCLAGRRRRRNQVQAGAS-R----R	 122SWRASTRPAV*-------------------	 132 
89766|89766                               180 -----------G	 180------SGGG-------GGASDGSSSSSGSSSWYSGWFGGTKEEPKPY-------NEKLD	 220SFEANPPPPMPGFEVK*-------------
medicago                                  160 ------------	 159----------------------NSEENKGGKPWFGGFGGIFGQKEEEKIGGGGSEVKVLE	 197SFDA-P--PVPNFEYK--------------
Glyma20g02120|Glyma20g02120.1             160 ------------	 159-------------------PVASAPDAASQSSWLGGWFGDGKKDEAAAEATGGSETKVLE	 200SFDA-P--PVPNFEYK*-------------
Glyma01g01110|Glyma01g01110.1             154 ------------	 153--------------------------SSTEQSWLGGWFGGGNKEETATTAGSGSETKILE	 187SFDA-P--PVPNFEYK*-------------
Glyma16g08520|Glyma16g08520.2             154 ------------	 153------------------------PPQSSEQPWLGGWFGGGNREETAGS--GGSETKILE	 187SFDA-P--PVPNFEYK*-------------
GSVIVG01015301001|GSVIVT01015301001       156 ------------	 155----------------------PGPPSSGSSSWFGGLFGGGKKQE-PA-ANSGSKTEILE	 191SFDT-PT-PMPSFEYK*-------------
PGSC0003DMG400030451|PGSC0003DMT40007824  175 ---------QAP	 177V-----SIDG-------MMTESSAPSSSSSTSWFGGLFGGGKKEE-TT-SSGGSKTQVLE	 223SFDA-PS-P-PTFEYK*-------------
29912.t000159|29912.m005433               166 ------------	 165--------------------ASTSSGSESGSSWFGGWFGGGKTEE-PI-TSKGGKTEILE	 203SFDA-P--PVPNFEYK--------------
Potri.008G176500|Potri.008G176500.1       169 ------------	 168-------------------QE------GESGSWFGGWFGGEKKKK-ES-TAASSKTEVLE	 201SFDA-P--PVPTFEYK*-------------
Potri.006G165000|Potri.006G165000.1       169 ------------	 168------------------AQEGASASGTNSGSWFGGWFGGGKK-ESEA-NISGSKTEILE	 208SFDA-P--PVPNFEYK*-------------
Potri.018G087900|Potri.018G087900.1       169 ------------	 168------------------TQEGASVSGSESGSWLGGWFGGGKKKESEA-SSSGSKTEILE	 209SFDA-P--PVPNFEYK*-------------
Cucsa.116650|Cucsa.116650.1               175 ---------QAE	 177L-----ASIS-------SSSSSSSSSDSGNGSWFGGWFGGGKKKESEV-SSGGSETTILE	 224SFDA-P--PVPNFEFK*-------------
Cucsa.288810|Cucsa.288810.1               173 ------------	 172------------------SSGSPGSSDAGSGSWFGGLFGGGQKKDSEA-NRGDGETKILE	 213SFDS-P--PVPNFEFK*-------------
LOC_Os07g41330|LOC_Os07g41330.1           168 ------------	 167-----------------VAPPEVASSSGGGSGWFGSLFGKKEEEK-KA-SPSGGKSEMLE	 208SFDT-PSTPIPTFEYK*-------------
GRMZM2G167463|GRMZM2G167463_T01           166 ------------	 165--------PV-------VAPPEV-ASSSGAGGWFGGLIGRKDEEK-KS-SA--GKSEILE	 205SFDT-PSSPIPSFEYK*-------------
GRMZM2G321404|GRMZM2G321404_T01           166 ------------	 165--------PV-------VAPPEA-TTSSGVGGLFGGLFGRKEEEK-KP-SAGGGKSEILE	 207SFDT-PSSPIPSFEYK*-------------
Bra006109|Bra006109                       131 ------------	 130------------------------------------------------------------	 130------------------------------
AT2G37410                                 183 --------QSQA	 186------QIRS-------ESQNQNTASSSSSSSWFGGLFDKKKEEV-Q--PGSESKTEVLE	 230SFDA-P--PVPSFEFK--------------
Carubv10023975m.g|Carubv10023975m         176 --------QNHS	 179------QTMS-------ESQNQSTAS-SSSSSWFGGLFGKKNEEV-Q--PGSGSKTEVLE	 222SFDA-P--PVPSFEYK*-------------
Bra005199|Bra005199                       162 --------PGMQ	 165M-----PSQV-------QAQAIPEDTSSSSSSWLGGLFGKKNDEA-QGQTSSGSETKVLE	 212SFDA-P--PVPSFEYK*-------------
Bra030980|Bra030980                       158 --------QQ-Q	 160V-------PN-------QGQMIPPPENTASSSWFGGLFGKKNEEP-Q-QTSSGSETKVLE	 204SFDA-P--PVPSFEYK*-------------



LOC_Os03g30220|LOC_Os03g30220.1           336 ------	 335   
gi|66806813                               184 	 183         
gi|392899672                              141 40           
gi|17539600                               182 	 181         
Esi0117_0080                              265 	 264         
YJL143W                                   159 	 158         
gi|85095902                               156 	 155         
gi|5454120                                172 	 171         
gi|269784613                              223 -	 222        
Cre10.g452650|Cre10.g452650.t1.2          253 	 252         
Vocar20010628m.g|Vocar20010628m           219 	 218         
CMS471C|CMS471CT                          235 	 234         
Bra016467|Bra016467                       218 	 217         
Bra016468|Bra016468                       218 	 217         
Bra016469|Bra016469                       204 	 203         
AT5G11690                                 134 	 133         
Carubv10002239m.g|Carubv10002239m         135 	 134         
LOC_Os03g30200|LOC_Os03g30200.1           209 	 208         
LOC_Os05g07250|LOC_Os05g07250.1           418 ---------	 417
AT1G20350                                 219 	 218         
Carubv10010213m.g|Carubv10010213m         230 -	 229        
Phpat.019G021000|Phpat.019G021000.1       239 	 238         
GRMZM2G437270|GRMZM2G437270_T01                            
89766|89766                               237 	 236         
medicago                                  211 	 210         
Glyma20g02120|Glyma20g02120.1             214 	 213         
Glyma01g01110|Glyma01g01110.1             201 	 200         
Glyma16g08520|Glyma16g08520.2             201 	 200         
GSVIVG01015301001|GSVIVT01015301001       206 	 205         
PGSC0003DMG400030451|PGSC0003DMT40007824  237 	 236         
29912.t000159|29912.m005433               217 	 216         
Potri.008G176500|Potri.008G176500.1       215 	 214         
Potri.006G165000|Potri.006G165000.1       222 	 221         
Potri.018G087900|Potri.018G087900.1       223 	 222         
Cucsa.116650|Cucsa.116650.1               238 	 237         
Cucsa.288810|Cucsa.288810.1               227 	 226         
LOC_Os07g41330|LOC_Os07g41330.1           224 	 223         
GRMZM2G167463|GRMZM2G167463_T01           221 	 220         
GRMZM2G321404|GRMZM2G321404_T01           223 	 222         
Bra006109|Bra006109                       131 	 130         
AT2G37410                                 244 	 243         
Carubv10023975m.g|Carubv10023975m         236 	 235         
Bra005199|Bra005199                       226 	 225         
Bra030980|Bra030980                       218 	 217         


