
Esi0227_0023                                1 ------------------------------------------------------------	 0----------------------------------------MRATTATA
Cre06.g251900|Cre06.g251900.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20003543m.g|Vocar20003543m             1 ------------------------------------------------------------	 0------------------------------------------------
Esi0099_0095                                1 ------------------------------------------------------------	 0------------------------------------------------
CMT063C|CMT063CT                            1 ---------------------------------------------MGALQILSTQRICG-	 14-----RLLEVSGRKLDTEAEANDTNSIARSEQRLLFRFVPVLATGPT
Cre17.g729800|Cre17.g729800.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20010438m.g|Vocar20010438m             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g62750|LOC_Os03g62750.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G136854|GRMZM2G136854_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G426200|GRMZM2G426200_T01             1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400010740|PGSC0003DMT40002790    1 ------------------------------------------------------------	 0------------------------------------------------
Potri.008G182000|Potri.008G182000.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.010G051900|Potri.010G051900.1         1 MKPQDRYSA---TSGCTHYWRAPPSSVHDKPFLNTKEEKVFAPLSGDALEPTPTTMILGA	 57ASRWKRRMSVAS---NSDAEMKQEHGQPRERD----------TIPPS
29929.t000274|29929.m004771                 1 ------------------------------------------------------------	 0------------------------------------------------
Bra032799|Bra032799                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra040623|Bra040623                         1 ------------------------------------------------------------	 0------------------------------------------------
AT1G24490                                   1 ------------------------------------------------------------	 0------------------------------------------------
Bra012507|Bra012507                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10009320m.g|Carubv10009320m           1 ------------------------------------------------------------	 0------------------------------------------------
Medtr3g086250|Medtr3g086250.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma11g37590|Glyma11g37590.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma18g01540|Glyma18g01540.1               1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.394650|Cucsa.394650.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01000594001|GSVIVT01000594001         1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.B03237|Eucgr.B03237.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.003G132900|Phpat.003G132900.1         1 ------------------------------------------------------------	 0------------------------------------------MATLSI
Phpat.010G066400|Phpat.010G066400.1         1 ------------------------------------------------------------	 0------------------------------------------MSTLST
LOC_Os01g05800|LOC_Os01g05800.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G110063|GRMZM2G110063_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G839422|GRMZM5G839422_T01             1 ------------------------------------------------------------	 0------------------------------------------------
12954|12954                                 1 ------------------------------------------------------------	 0------------------------------------------------
Bra035669|Bra035669                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10023172m.g|Carubv10023172m           1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01024995001|GSVIVT01024995001         1 ------------------------------------------------------------	 0-----------------------------------------------M
Cucsa.213790|Cucsa.213790.1                 1 ------------------------------------------------------------	 0-----------------------------------------------M
PGSC0003DMG400000401|PGSC0003DMT40000106    1 ------------------------------------------------------------	 0-----------------------------------------------M
Glyma11g14960|Glyma11g14960.1               1 ------------------------------------------------------------	 0-----------------------------------------------M
Glyma12g06920|Glyma12g06920.1               1 ------------------------------------------------------------	 0-----------------------------------------------M
Eucgr.B02380|Eucgr.B02380.1                 1 ------------------------------------------------------------	 0-----------------------------------------------M
29876.t000003|29876.m000246                 1 ------------------------------------------------------------	 0-----------------------------------------------M
Potri.001G237800|Potri.001G237800.1         1 ------------------------------------------------------------	 0-----------------------------------------------M
Potri.009G029100|Potri.009G029100.1         1 ------------------------------------------------------------	 0-----------------------------------------------M
Bra004536|Bra004536                         1 ------------------------------------------------------------	 0------------------------------------------MAS---
Bra040305|Bra040305                         1 ------------------------------------------------------------	 0------------------------------------------MS----
Phpat.008G051300|Phpat.008G051300.1         1 ------------------------------------------------------------	 0------------------------------------------MS----
Carubv10016975m.g|Carubv10016975m           1 ------------------------------------------------------------	 0------------------------------------------MA----
Eucgr.B01387|Eucgr.B01387.1                 1 ------------------------------------------------------------	 0------------------------------------------MA----
Glyma18g47545|Glyma18g47545.1               1 ------------------------------------------------------------	 0------------------------------------------MA----
30128.t000480|30128.m009019                 1 ------------------------------------------------------------	 0------------------------------------------MA----
GSVIVG01019145001|GSVIVT01019145001         1 ------------------------------------------------------------	 0------------------------------------------MA----
gi|85104274                                 1 ------------------------------------------------------------	 0------------------------------------------ML----
Cre16.g690200|Cre16.g690200.t1.2            1 ------------------------------------------------------------	 0------------------------------------------MA----
Vocar20001462m.g|Vocar20001462m             1 ------------------------------------------------------------	 0------------------------------------------MA----
Esi0170_0057                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|268637951                                1 ------------------------------------------------------------	 0------------------------------------------MI----
Esi0025_0161                                1 ------------------------------------------------------------	 0------------------------------------------ML----
gi|66811452                                 1 -------------------------------MFNRILNN---NV----------------	 10-----------------------------------------------
gi|28395049                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|71980488                                 1 ------------------------------------------------------------	 0------------------------------------------------
Esi0028_0040                                1 ------------------------------------------------------------	 0------------------------------------------------
YER154W                                     1 ------------------------------------------------------------	 0------------------------------------------------
gi|223718097                                1 ------------------------------------------------------------	 0----------------------------------MVTWLYRFLPTSNM
CMC118C|CMC118CT                            1 ------------------------------------------------------------	 0-------------------------------------------M----
GRMZM2G064804|GRMZM2G064804_T02             1 ------------------------------------------------------------	 0----------------------------------------MAFA----
LOC_Os10g37690|LOC_Os10g37690.1             1 ------------------------------------------------------------	 0----------------------------------------MAFA----
GRMZM2G055880|GRMZM2G055880_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g02480|LOC_Os03g02480.1             1 ------------------------------------------------------------	 0----------------------------------------MAFS----
Phpat.011G106700|Phpat.011G106700.1         1 -----------------------------------------------------------M	 1AF-------------------------LVRRVHP-------KAL----
Bra040348|Bra040348                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra000424|Bra000424                         1 ------------------------------------------------------------	 0------------------------------------------MA----
AT2G46470                                   1 ------------------------------------------------------------	 0-----------------------------------------MAT----
Carubv10023251m.g|Carubv10023251m           1 ------------------------------------------------------------	 0------------------------------------------MA----
73518|73518                                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.001G091800|Potri.001G091800.1         1 ------------------------------------------------------------	 0------------------------------------------MA----
Potri.003G139800|Potri.003G139800.1         1 ------------------------------------------------------------	 0------------------------------------------MA----
Eucgr.E00058|Eucgr.E00058.1                 1 ------------------------------------------------------------	 0------------------------------------------MA----
Eucgr.E00060|Eucgr.E00060.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Bra010053|Bra010053                         1 MKTKPKVKTDWIRFGFKPKPTGST-----KTLNFHIFIK---QDCATQI---HHRHFCSA	 49VF-------------------------CIAVTVFLFLFHYSAMA---
AT5G62050                                   1 ------------------------------------------------------------	 0------------------------------------------MA----
Carubv10026454m.g|Carubv10026454m           1 ------------------------------------------------------------	 0------------------------------------------MA----
PGSC0003DMG400005839|PGSC0003DMT40001495    1 ------------------------------------------------------------	 0------------------------------------------MA----
GSVIVG01019529001|GSVIVT01019529001         1 ------------------------------------------------------------	 0------------------------------------------MA----
Eucgr.E00860|Eucgr.E00860.1                 1 ------------------------------------------------------------	 0------------------------------------------MA----
29651.t000009|29651.m000289                 1 ------------------------------------------------------------	 0------------------------------------------MA----
30190.t000068|30190.m010832                 1 ------------------------------------------------------------	 0------------------------------------------MA----
Potri.006G073000|Potri.006G073000.1         1 ------------------------------------------------------------	 0------------------------------------------MA----
Potri.018G140100|Potri.018G140100.1         1 ------------------------------------------------------------	 0------------------------------------------MA----
Potri.T145700|Potri.T145700.1               1 ------------------------------------------------------------	 0------------------------------------------MA----
Cucsa.107400|Cucsa.107400.1                 1 ------------------------------------------------------------	 0------------------------------------------MA----
Medtr7g036950|Medtr7g036950.1               1 ------------------------------------------------------------	 0------------------------------------------MA----
Glyma07g31320|Glyma07g31320.1               1 ------------------------------------------------------------	 0------------------------------------------MA----
Glyma13g25140|Glyma13g25140.2               1 -------------MGVVSRLESESSSVPTNPFFYSILFG---TLRKAAP---PPPPPSST	 41AS-------------------------CLRSFHFFYNWLRIIMA---
Glyma07g36311|Glyma07g36311.1               1 ------------------------------------------------------------	 0------------------------------------------MA----



Esi0227_0023                                9 ALLGCAA-----	 15---------------------------------I---A-----PTAAFTG----------	 24-GVG----------------------------
Cre06.g251900|Cre06.g251900.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20003543m.g|Vocar20003543m             1 ------------	 0----------------------------MATLRY---R-----PVAQRVKRNA-------	 17-HFR-----------------YA--------IR
Esi0099_0095                                1 ------------	 0--------------------------------MG---R-----PLTALVAACAMANAGTV	 20SAFAPPGLAVS----------AR--------SR
CMT063C|CMT063CT                           57 AGSCGCKIGFVA-	 68------------------GLYASGTG------SV---R-----SLATASRQCGYT-----	 91AAGC---------------------------
Cre17.g729800|Cre17.g729800.t1.2            1 ------------	 0---------------------------------------------------MALQMKQSP	 9-SMG------------------------------
Vocar20010438m.g|Vocar20010438m             1 ------------	 0---------------------------------------------------MALAMKQYP	 9SALG------------------------------
LOC_Os03g62750|LOC_Os03g62750.1             1 ---------MD-	 2------------------AHL-----------LL-----------LARPRALALAAARAP	 22GGVA-----------------------------
GRMZM2G136854|GRMZM2G136854_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G426200|GRMZM2G426200_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400010740|PGSC0003DMT40002790    1 ---------MA-	 2----------------------TLFPSLGPNSIL---S-----PFVDRTKTLN-------	 25-P-------------------------------
Potri.008G182000|Potri.008G182000.1         1 ---------MA-	 2------------------SSLSCTTPSLIP-LSL---------PFIDRTKTST-------	 27-SLP-----------------------------
Potri.010G051900|Potri.010G051900.1        92 TPAKSCNRLLMA-	 103------------------SHLSCTIPNLIP-LPP---S-----PFTDRTKTSN-------	 129-SL--------------------------
29929.t000274|29929.m004771                 1 ------------	 0-------------------MVVVSLSSSLPNLVL---S-----PFHNQIKTTAFN----P	 29LLRP-----------------------------
Bra032799|Bra032799                         1 ------------	 0---------------------------MATSISL---K-----PT--NLLLSSFS----T	 19GRVL-----------------------------
Bra040623|Bra040623                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT1G24490                                   1 ------------	 0---------------------------MSSTISL---K-----PT--HLILSSFS----T	 19GKVL-----------------------------
Bra012507|Bra012507                         1 ------------	 0---------------------------MASAISL---R-----PT-SLILSSSFS----T	 20GRVL-----------------------------
Carubv10009320m.g|Carubv10009320m           1 ------------	 0---------------------------MASPISL---K-----PATNLILLSSFS----T	 21GKVL-----------------------------
Medtr3g086250|Medtr3g086250.1               1 ---------MS-	 2------------------ALL-----PCTPTILS---A-----PFGNRSRT---------	 22NHLP-----------------------------
Glyma11g37590|Glyma11g37590.1               1 ---------MA-	 2------------------ALL-----PCAPNIVY---G-----PLLGNRST---------	 22SHLP-----------------------------
Glyma18g01540|Glyma18g01540.1               1 ---------MA-	 2------------------ALL-----PCAPNVVS---A-----P-LGNRST---------	 21CHFP-----------------------------
Cucsa.394650|Cucsa.394650.1                 1 ---------MA-	 2------------------SIS-----PYRPNFVF---S-----SFPSRVPNSN-------	 24---P-----------------------------
GSVIVG01000594001|GSVIVT01000594001         1 ---------MS-	 2------------------TFF----AFHTSPLHL---S-----PFPHRTQI---------	 23---------------------------------
Eucgr.B03237|Eucgr.B03237.1                 1 ---------MS-	 2------------------HSLSV----AASNHVL---S-----PFPRPAAAPAAA----T	 28SQLL-----------------------------
Phpat.003G132900|Phpat.003G132900.1         7 HACSP---SLS-	 14------------------TALAVETNVAVKPYVV---L-----SLLPAARG---------	 39--LR----------------------------
Phpat.010G066400|Phpat.010G066400.1         7 HARVSSLSSVS-	 17------------------TASNVVANVAVRPCMI---V-----SLLPVARG---------	 42--LC----------------------------
LOC_Os01g05800|LOC_Os01g05800.1             1 ----MAKALLS-	 7------------------SSL-----------------------LPSLQPR---------	 17--AA-----------------------------
GRMZM2G110063|GRMZM2G110063_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM5G839422|GRMZM5G839422_T01             1 ----MAKALLS-	 7------------------SSL-----------------------LPALPGA---------	 17--AG-----------------------------
12954|12954                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra035669|Bra035669                         1 ----MARVLIS-	 7------------------SPS---------SFFG---S-----PLLKPSSS---------	 23--SR-----------------------------
Carubv10023172m.g|Carubv10023172m           1 ----MARVLVS-	 7------------------SPS---------SFFG---S-----PLIKPSSS---------	 23--FR-----------------------------
GSVIVG01024995001|GSVIVT01024995001         2 HVCVREINLIT-	 12------------------NKV---------KVVE---F-----YI---------------	 22--------------------------------
Cucsa.213790|Cucsa.213790.1                 2 A-----KTLIS-	 7------------------SS----------PFVG---S-----SLPSLSRH---------	 22--LP-----------------------------
PGSC0003DMG400000401|PGSC0003DMT40000106    2 A-----KTLIS-	 7------------------SPS---------SFIG---T-----PLPSLSRH---------	 23--VF-----------------------------
Glyma11g14960|Glyma11g14960.1               2 A-----KTLIS-	 7------------------SQ----------SFIG---T-----PLPSLPRH---------	 22--HL-----------------------------
Glyma12g06920|Glyma12g06920.1               2 A-----KTLIS-	 7------------------SP----------SFIG---T-----PLPSLPRH---------	 22--HL-----------------------------
Eucgr.B02380|Eucgr.B02380.1                 2 A-----RTLIS-	 7------------------SP----------QFLG---T-----PLPPPPRR---------	 22--GL-----------------------------
29876.t000003|29876.m000246                 2 A-----KTLIS-	 7------------------SP----------SFIG---A-----PLPSSSSR---------	 22--HG-----------------------------
Potri.001G237800|Potri.001G237800.1         2 A-----RTLLS-	 7------------------SP----------PFIG---T-----PLPSLSR----------	 21---------------------------------
Potri.009G029100|Potri.009G029100.1         2 A-----RTLLS-	 7------------------SP----------PFIA---T-----SLPSLSR----------	 21---------------------------------
Bra004536|Bra004536                         4 -AALRS------	 8-------------------FSRRKL---SPKWFCKTSSSTIPSLVLHHDVKTYNTK----	 42------PTTFS----DSSILLSRSFHRQVF---
Bra040305|Bra040305                         3 --LVRCLSLRS-	 11------------------VLNARRY---RSSYACL--VPF-----NSRRDEEEEEEATRR	 43-------F-----------PETRSYHSFIH--
Phpat.008G051300|Phpat.008G051300.1         3 -FTSRGRL----	 9---------------HVAAILRRTH---KCSLLSS--SPT--SPSLHAQRSR--SFSQLR	 45AVSG-PPFEFAQ---LWGGCLYPSHGGVLGNPT
Carubv10016975m.g|Carubv10016975m           3 -FRRV-------	 6---------------LLSHLRRSRH---TYSSLSP--H-------------------HVS	 27APAQ-PSI-------------------------
Eucgr.B01387|Eucgr.B01387.1                 3 -TASR-------	 6---------------LWSHLRRSRP---RFSSLSA--APSL-SPCPHSRAH---P-RSGP	 41CPLP-PPL-------------------------
Glyma18g47545|Glyma18g47545.1               3 -TAAA-------	 6---------------LFSRLRRARP---SSSLSLL--SP---------------P-RVLS	 30SPLP-PPL-------------------------
30128.t000480|30128.m009019                 3 -VPRL-------	 6---------------LFSHIRRSRP-----LCSLS-------------------------	 21---------------------------------
GSVIVG01019145001|GSVIVT01019145001         3 -TSEK-------	 6---------------LLTHLRRRRF---REISSLS--N-------------------SLS	 27FAVP-PPI-------------------------
gi|85104274                                 3 --PSRGLLRST-	 11-----------------------------PA-----------------------------	 13-------LGLARASFKA--PSSRQFGTALR--
Cre16.g690200|Cre16.g690200.t1.2            3 -QRWRALQRGA-	 12------------------ALLAHHT---ESAAST----------------------Q--V	 27-------LS-ACSTSASSLLQQITL-------
Vocar20001462m.g|Vocar20001462m             3 -QRWRSLQRGA-	 12------------------ALLLHHA---EPSASG----------------------A--P	 27G------LL-SAYPSASSLILNLKS-------
Esi0170_0057                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|268637951                                3 -NALKRVPING-	 12-------------------MNKKLF---IKSFSTT--T--V-SPILFSSS----------	 35-------QSLSSTSKILPTFSKSNF-------
Esi0025_0161                                3 --TGARLSRQS-	 11-----------------RRLVGRVH---GNGASLT--APAIAENRLTHHDGSDNSKRTCR	 49GYLRPPQHLLQAQTLHVPALQQRGHRSSSV--
gi|66811452                                11 ---CKKTLLNQS-	 19-------------------------------FNL----------INKN------------	 26------NFK------FSLYKNSSNFSGVIL-
gi|28395049                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|71980488                                 1 ------------	 0------------------------------------------------------------	 0---------------MLS----VS----------
Esi0028_0040                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
YER154W                                     1 ------------	 0------------MFKLTSRLVTSRF---AASSRL----------AT----A---RTIVLP	 28R-----PHP------SWISFQAK----------
gi|223718097                               15 AAKLRSLLPPD-	 25-----LRLQFWLHARLQKCFLSRGC---GSYCAG----------AKA---------SPLP	 58G-----KMA------MGLMCGRRELLRLLQ--
CMC118C|CMC118CT                            2 --LRQCLFGVGR	 11LLSGEQGLKN------ASRFLARGI---HARAAH----------ALPVTRA---------	 43------STP------GATLVQRDPFRRL----
GRMZM2G064804|GRMZM2G064804_T02             5 --ARRSIATRL-	 13--------SH---------HLTRRL---HPCVPH----------SRTSDSLDEQ--ASRP	 41S--PPLPLP------LPPLHVQLKQ-------
LOC_Os10g37690|LOC_Os10g37690.1             5 --ARRSLASRL-	 13--------SH---------HLTRRL---HPATAP----------HLLASHSDDD--PSPP	 41P--ELPPFP------HSPS--PRHP-------
GRMZM2G055880|GRMZM2G055880_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os03g02480|LOC_Os03g02480.1             5 --ARRSLASGL-	 13--------SR---------HLSRRL---HPSVSH----------LLPSHHDDHSENPSPP	 43A--QPPPLP------SALRSPSRSQ-------
Phpat.011G106700|Phpat.011G106700.1        14 --FTHQLIASG-	 22--------VR------FHTQNHLHA---EPSCLN----------SNLEEDDDDNDTAPIS	 55S----RPFR------NSN-FAAVPLGGF----
Bra040348|Bra040348                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra000424|Bra000424                         3 --CLRGISRRV-	 11---------N---------LLQRRV---YPTCGH----------LISDDRDETK---PSS	 37D------TM------IRKVFAFNG---G----
AT2G46470                                   4 --CLRGITKRV-	 12---------N---------LLQRRV---YPSCGH----------LIRDDRDETKS--GSS	 39D------TM------IREVLARNG---T----
Carubv10023251m.g|Carubv10023251m           3 --CLRGITKRV-	 11---------N---------VLQRRA---YPSCGH----------LIPDDRDDTRSTSSSS	 40D------TM------FRKVLARNA---T----
73518|73518                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.001G091800|Potri.001G091800.1         3 --YVRSLSTRA-	 11---------N---------IVRRRY---NASFSY----------ILHDDDRKHNSIEEGP	 40S-----SKG------MSNLFQQRSFGSS----
Potri.003G139800|Potri.003G139800.1         3 --CLFSLSTRA-	 11---------N---------IVRRRY---NASFSY----------VLND-DRKHNSIDEGP	 39P-----LEG------MGNLFQQKPFGSS----
Eucgr.E00058|Eucgr.E00058.1                 3 --WRRSLSTTG-	 11---------T---------LIARRL---RPSFFH----------IHRDNRDEPIICSPGR	 40H-YSSPSTS------INS-LPR----------
Eucgr.E00060|Eucgr.E00060.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra010053|Bra010053                        69 ---FRRALSIRS-	 77---------T---------LISRRN---QLAFHI----------IPRDNDHDHDHEEGSF	 106T----SQRS------YHSFLHQKN------
AT5G62050                                   3 --FRQTLSIRS-	 11---------R---------LFARRN---QPVYHI----------IPRESDHERDSF-CQE	 39T----SQRS------YHSFLHQRSV-------
Carubv10026454m.g|Carubv10026454m           3 --FRRTLSIRS-	 11---------T---------LFARRN---QPVYHI----------IPRPNDHERESF-CQE	 39T----SQRS------YHSFLHQSSI-------
PGSC0003DMG400005839|PGSC0003DMT40001495    3 --YRRSLTTRA-	 11--------KF---------LYQQKG---AAPAIC----------YTHDDDRKTHDLPSCE	 41N------PR------ISSFFQPHYARSE----
GSVIVG01019529001|GSVIVT01019529001         3 --YRRSVITRG-	 11---------G---------FLARRI---HPSFGY----------ISHDEDRKQRSADSYQ	 40S-----PQR------ISDFLLRRSF-------
Eucgr.E00860|Eucgr.E00860.1                 3 --FRHSLCKRS-	 11---------G---------LVAQRY---RASFTY----------IPHRDEDHGGNTLDV-	 39---DANQGM------LNNVSQRRSF-------
29651.t000009|29651.m000289                 3 --YIRSLTTRS-	 11---------T---------LLKQQY---RPAFTF----------SLHHQDHYDDHKQHNN	 40S------ID------EFSYVQERG---F----
30190.t000068|30190.m010832                 3 --YIRSLTTRS-	 11---------T---------LLKRHC---HPSFTF----------FLHQHS----DDHNNT	 36S------ID------EFSSVQGRG---F----
Potri.006G073000|Potri.006G073000.1         3 --YMRSLSTRS-	 11---------T---------ILKRQH---NPRFTY----------ILHDDNDNDDHHHHHK	 40--NNQEQLN------PTNYVPQRSF-NI----
Potri.018G140100|Potri.018G140100.1         3 --YMRSLSSRS-	 11---------T---------ILKRQY---YPRFAY----------ILHDDHQQKEKNQEQL	 40NPSEKPAIT------PTNYFPQRSF-YT----
Potri.T145700|Potri.T145700.1               3 --YMRSLSSRS-	 11---------T---------ILKRQY---YPRFTY----------ILHDDHQQKEKNQEQL	 40NPSEKPAIT------PTNYFPQRSF-YT----
Cucsa.107400|Cucsa.107400.1                 3 --YRRSLCTRA-	 11---------N---------LIARQY---HPSIGV----------FGQTDDRKKQHLDEDS	 40I----SHDR------INSFLQRRS---F----
Medtr7g036950|Medtr7g036950.1               3 --YRRCLLQRG-	 11--------KN---------LIDRRC---NPSFTY----------ILHSDDEGKQRDQPDS	 41A-----GRI------SNSFTQTRSF-GF----
Glyma07g31320|Glyma07g31320.1               3 --YRRCLLIRG-	 11---------N---------LVDRRC---HPSFSY----------VLHSDQGKHENTNEKS	 40S-----SGG------DGDFTQTRS---F----
Glyma13g25140|Glyma13g25140.2              61 ---YRRCLLIRG-	 69---------S---------LVDRRC---HLSFSY----------VLHSNEGKRERTNEKS	 98S-----SGG------VGDFTQTRS---F---
Glyma07g36311|Glyma07g36311.1               3 --HRRCLLIRG-	 11---------N---------LMNRKC---HPSFSY----------VLHSNEGKRECPDEKS	 40S-----SAG------ISNSIQRRM---F----



Esi0227_0023                               28 --LART----------------------	 31---------AGG---R-------D----------RRAAS---STAGVRM-MAIDPATVHS	 58IGEHVNAVGSAGLDHT
Cre06.g251900|Cre06.g251900.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20003543m.g|Vocar20003543m            25 YAARNVL--------------------	 31---------VDL---P-------CPG------RLRGSSY----RAGSEITL---------	 53L--------TSHLSAG-
Esi0099_0095                               36 FVAANSWTSRSSAP-------------	 49---------AA-----------------------RPSASG---ARGLQ--AMVDPGM---	 69---------MHGVDPA-
CMT063C|CMT063CT                           96 ---GLGGAWRRCRLRP-------------	 108---------GGE---P-------NRRRVGLMSPRRRSVGVQSLRLQ----F-VDPSQSLA	 144-----------AL
Cre17.g729800|Cre17.g729800.t1.2           13 VRR-------ASQ-------------	 18---------PVL---P-----------------PRPIVHR-----GVGSVS---------	 35------------------
Vocar20010438m.g|Vocar20010438m            14 ARK-------PCQ-------------	 19---------PLL---P-----------------PRPSVRR--PGAGIGSGS---------	 39------------------
LOC_Os03g62750|LOC_Os03g62750.1            27 -GFR-----------------------	 29---------RPA---S-------ARR-----VAPRRVVLRPVAALGGG------------	 53--------------GG-
GRMZM2G136854|GRMZM2G136854_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G426200|GRMZM2G426200_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400010740|PGSC0003DMT40002790   27 -VFH------RTHF-------------	 33---------GNL---P-------LNK-----PFSRGMLGV--ARFGLGQDPFPDPET---	 64---------------A-
Potri.008G182000|Potri.008G182000.1        31 -PIH------PPHR-------------	 37---------P--------------KP-----LIPRGSLCV--ARFGFRPGLFPDPDN---	 64---------------A-
Potri.010G051900|Potri.010G051900.1       132 -----LLH------PTHL-------------	 138---------P--------------KP-----LIPRGSLCV--ARFGLKPGFFPDPDK---	 165-----------
29929.t000274|29929.m004771                34 -QFG------SFST-------------	 40---------THK---P----------------FLRGSVFV--ARYGFKPGLFPDPDE---	 67-----------------
Bra032799|Bra032799                        24 -HLR------RSRF-------------	 30---------SHR---P-------SPS-----SS-CRRTLV--AQFGFSPGPV--------	 55-----------------
Bra040623|Bra040623                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT1G24490                                  24 -QFR------RSRF-------------	 30---------SHT---P-------SSS------SSRYRTLV--AQLGFRPDS---------	 54-----------------
Bra012507|Bra012507                        25 -HFR------RFPF-------------	 31---------SHR---P-------PSS-----SSSRRRTLV--AQFGLGPGSFPDPGF---	 62-----------------
Carubv10009320m.g|Carubv10009320m          26 -HFR------RSRF-------------	 32---------SHS---P-------SS-------SYRYRTLV--AQFGFRPGSFPDPGD---	 61-----------------
Medtr3g086250|Medtr3g086250.1              27 -LRPH------SHA-------------	 33---------LPG---S-------T-K-----RFLRGSLSV--TRFGFHPGFLPEPED---	 63---------------A-
Glyma11g37590|Glyma11g37590.1              27 -HRPH------SHA-------------	 33---------FSG---S-------TTR-----HFLRGSLTV--ARFGFKPDFLPEPDE---	 64---------------A-
Glyma18g01540|Glyma18g01540.1              26 -HRPY------SHA-------------	 32---------FSG---S-------TAR-----HFLRGSLTV--ARFGFQPGFLPEPDE---	 63---------------A-
Cucsa.394650|Cucsa.394650.1                26 -LFHG------VQF-------------	 32---------RGL---S-------HHK-----PFLRGSLAV--ARFGFKPEFLPDPD----	 62--------------NA-
GSVIVG01000594001|GSVIVT01000594001        24 --------R-TPIL-------------	 28---------HPS---H-------FPG-----LPNRRSLGV--ARFGFRPF----------	 52-----------HSDGA-
Eucgr.B03237|Eucgr.B03237.1                33 -LRRSLFGALSPPL-------------	 45---------RPL---P-------PPP-----PPLRGALCV--ARLGFN----PDPESA--	 73-----------------
Phpat.003G132900|Phpat.003G132900.1        42 --PRRGLLSRGP----------------	 51-----------S---L-------RKH-----SVRRNGLVV--PKAYSG-QL-PDPEHVRL	 81A--------LSALSKT
Phpat.010G066400|Phpat.010G066400.1        45 --SRKGLMSRGP----------------	 54-----------L-----------RRH-----SCMKSVSVM--PRASLG-QL-PDPEQVDL	 83Y--------INALSQT
LOC_Os01g05800|LOC_Os01g05800.1            20 -A---AR--LPMLT-------------	 27---------LPS---L-------RRH-----GGRRASACR--VRASLH-GL-DS------	 53--------------IA-
GRMZM2G110063|GRMZM2G110063_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM5G839422|GRMZM5G839422_T01            20 -GSRSAA--RPMLL-------------	 30---------PPL---R-------LRR-----GRRGASACE--VRAGLH-GL-DS------	 56--------------VG-
12954|12954                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra035669|Bra035669                        26 -HVAG-GGGGSLQF-------------	 37-----------------------------------RNKHL--VRFSLN-EL-PP------	 52---------LHG-----
Carubv10023172m.g|Carubv10023172m          26 -YGGSNAGGGSVQF-------------	 38---------LPY------------RS-----NKLFSTSTT--VRFSLN-EI-PP------	 62---------FHGL-DS-
GSVIVG01024995001|GSVIVT01024995001        23 ----Y-----------------------	 23-----------E------------LY-----FQLRNSLKH--VFRIFHKLI-PN------	 46----------FSLCSS
Cucsa.213790|Cucsa.213790.1                25 -L-HT--L-------------------	 28---------PHR------------R----------HLTTR--VNFSFH-QL-PP------	 47---------VHTF-HS-
PGSC0003DMG400000401|PGSC0003DMT40000106   26 -HRR-----------------------	 28-------------------------R---------LISTR--VKFSFH-DL-PP------	 44---------IQSL-HS-
Glyma11g14960|Glyma11g14960.1              25 -PHR-----------------------	 27------------------------TR---------LVATK--VLVSLH-EI-PP------	 44---------IHSI-SR-
Glyma12g06920|Glyma12g06920.1              25 -PHR-----------------------	 27------------------------TR---------FVTTK--VHVSLH-EI-PP------	 44---------IQSL-SH-
Eucgr.B02380|Eucgr.B02380.1                25 -LLRG--P-------------------	 29---------PHL------------RR-----LAPHTAATR--VKFSFH-DI-PP------	 53---------VHSFDSS-
29876.t000003|29876.m000246                25 -LQHS--L-------------------	 29---------LPS------------RR-----F---ISTTK--VKFSLH-EI-PP------	 50---------ITH--LD-
Potri.001G237800|Potri.001G237800.1        22 ---HA--L-------------------	 24---------TTN------------RR-----F---ISTR---IKLSLHDNI-PP------	 45---------IHHHLHS-
Potri.009G029100|Potri.009G029100.1        22 ---HT--L-------------------	 24---------TTN------------RR-----F---ISTR---IKLSLHDNI-PP------	 45---------IHHHLDS-
Bra004536|Bra004536                        63 ---------------------------	 62-------FFEDRKK----MTFAQPLGASGVFL-CR---HI-------SS--SS-------	 91--------GKPA-----
Bra040305|Bra040305                        56 -------------HQ-------------	 57-----SSLIGG-----------------VSNF-SRNRSSF-------HS--PAIPS----	 81---------HR-----
Phpat.008G051300|Phpat.008G051300.1        75 WVRRFSWWRWGGVNSVPDSVSNSTAQL	 101DNGEGEAVVEASARLPSSTFRQEDEVVAGESV-HE---SF-------PS--AGDDR----	 144---------------
Carubv10016975m.g|Carubv10016975m          35 -----S---------------------	 35---------------------------LGLFQ-SR---FF-------ST--PSDMD----	 51-----------------
Eucgr.B01387|Eucgr.B01387.1                49 -----LWPG------------------	 52---------------------------RRFSS-SA---PW-------GA--DDGDG----	 68-----------------
Glyma18g47545|Glyma18g47545.1              38 -----PAP-------------------	 40----------------ASPHSPTL-AFLDAFR-SR---AF-------SS--HISDN----	 66-----------------
30128.t000480|30128.m009019                22 ------YWRLSNPNLNCSQ--------	 34------------SPTPSHKFANSL-AAFHFLD-SR---SF-------SS--PSNHD----	 64-----------------
GSVIVG01019145001|GSVIVT01019145001        35 -----SHRSLINPNSHYQLHH------	 50-H----GLFKSRHNLYFPSNLISL-APFSFSH-SR---SF-------SS--GD-------	 84-----------------
gi|85104274                                35 ----------SSFPQ-------------	 39----GSRRIGG--PLGTTAT-AAASHQ-LLSS-LRQVRYA-------ST--GPDAAVA--	 79---------------A
Cre16.g690200|Cre16.g690200.t1.2           45 -------------D--------------	 45-------QRGSG------GSWQQHQHAWGSSS-HRTFFSF-------AR--KKP--DAGA	 80VAAA-S-TGD------
Vocar20001462m.g|Vocar20001462m            46 -------------DQ-------------	 47------HQHKGG------ASWHQ-NHAWTGFI-GVRHA----------S--TKS--SSAS	 79VPSS-S-SG-------
Esi0170_0057                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|268637951                               54 ----------------------------	 53-----------------------LENNIKNFN-KR---FF-------ST--ENNNNNS--	 75-------NNNNN---V
Esi0025_0161                               80 --------TRLGGDG-----SA------	 88---IGAAALGGGRGLDLSAAWRGAAAAGGTVG-ARRSFWG-------RS--GGDGSQAGS	 135SGSG-SDSGSGSEDS
gi|66811452                                45 ---------NSN-----------------	 47----------------------------NNN---NNRFYT-------ST--------T--	 59-----NNNNNNN--N
gi|28395049                                 1 --------------------------	 0------------------------------ML-CR-------------------------	 4-------LGGRWLRPL----
gi|71980488                                 6 -------IRTAAA------S------	 12---FRLAPT---------R-LRLIRPVIATCQ-TR---NI-------SS--------N--	 38------------------
Esi0028_0040                                1 --------------------------	 0---------------------------------------M-------ST--------A--	 4-----A--GTGH--SG----
YER154W                                    41 ---------------------------	 40----------------------------------R---FN-------ST-----------	 45--------GPNA---N-
gi|223718097                               78 --------SGRRVHS------V------	 85---AGPSQW--LGK-PLTT---RLLFPAAPCC-CRPH-YL-------FL--------A--	 117-----A-SGPRSLST
CMC118C|CMC118CT                           60 ---------DC-----------------	 61-------------------------IDLGKLQ-VRRLQSE-------SS--------R--	 78-----A-VGR-A--ES
GRMZM2G064804|GRMZM2G064804_T02            59 ---------RSREVQ------I------	 65---LGFLPFSLR-LAGPTR---------------R---TF-------SS--------S--	 86-----A----------
LOC_Os10g37690|LOC_Os10g37690.1            57 ---------RAGQAL------D------	 63---RHLLPFSLHHLAGLRR---------------R---GF-------SS--------A--	 85-----A----------
GRMZM2G055880|GRMZM2G055880_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os03g02480|LOC_Os03g02480.1            61 ---------AL-----------------	 62---GLPLPFGLLHAS---R---------------R---SL-------ST--------S--	 81-----PRSNDEL--DA
Phpat.011G106700|Phpat.011G106700.1        73 ---------GYLAAA------S------	 79----GI---QSRGRCGMRS-----SFAAGFLQ-HRNVCYA-------ST--------D--	 109-----A-VA--S--S
Bra040348|Bra040348                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra000424|Bra000424                        51 ----------NKLTS------M------	 56---FMER-------------QGAAPLGLGLSS-CR---FM-------SS--------S--	 79-----N-TPPEW--SD
AT2G46470                                  53 ----------NKLSS------M------	 58---FADRHY---------QSFATGPLGLGLSS-CR---HM-------SS-----------	 84-------TPPEW--SD
Carubv10023251m.g|Carubv10023251m          54 ---------TSKLSS------S------	 60---FEARHY---------QSFA-GPLGLGLSS-CR---YM-------SS-----------	 85-------TPPEW--SE
73518|73518                                 1 --------------------------	 0---------------------------------------M-------SE--------S--	 4-----------A--AE----
Potri.001G091800|Potri.001G091800.1        58 ---------RKRFDN------N------	 64-----LAVFGFFHN--RRCLDLSLSPSIGVSF-CR---DM-------ST-----------	 95-------IGGGS---E
Potri.003G139800|Potri.003G139800.1        57 ---------SDRFNN------N------	 63---NDSAVFGLFHN--RRCSDFSPSPSIGVPF-CR---HM-------ST--------K--	 97-------IGGGS---E
Eucgr.E00058|Eucgr.E00058.1                55 -----------AASG------S------	 59---RNLLSPR---SMERQGLLFMPPPGISSSL-CR---YM-------SN--------A--	 92-------SGDDS--SF
Eucgr.E00060|Eucgr.E00060.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra010053|Bra010053                       121 ------------------------------	 120---ADLSHFPGG-G--LRVP-LAPSSASAFAF-YR---YM-------SS--------A--	 152-------HGVGS
AT5G62050                                  55 --------------N------N------	 56---SDFSKVSGG-S--LHLP-LAPT--SGFAF-YR---YM-------SS--------A--	 86-------PGVGS---E
Carubv10026454m.g|Carubv10026454m          55 --------------N------N------	 56---SDFSKILGG-G--LHMP-LAPA--SGFAF-YR---YM-------SS--------A--	 86-------PGVGS---E
PGSC0003DMG400005839|PGSC0003DMT40001495   58 ---------INSFNG------S------	 64---KN--PFQN---RRFFPSHLMIPMNSGPMF-SR---SM-------SS--------S--	 95-------VGGGA---E
GSVIVG01019529001|GSVIVT01019529001        55 ---------GSKINT------S------	 61---GGFGAFFQGKGFSP----LSHQVAVGSSY-SR---YM-------ST--------A--	 93-------IGEGS--EN
Eucgr.E00860|Eucgr.E00860.1                56 ---------TNNVNK------S------	 62---AGLGAFFKSGSCSARSSLLFSSSIGISSF-HR---HM-------ST--------T--	 98-------VGE-S--AD
29651.t000009|29651.m000289                54 ---------RSKSSG------S------	 60---FNIKSFQEI---RLRDA-YSLSPSIGASF-CR---YM-------ST--------T--	 92-----T-VGEGS--DH
30190.t000068|30190.m010832                50 ---------HSKSSG------S------	 56---FDIRPFQEI---RFRDA-YSLSPSIGASF-CR---YM-------SS-----------	 87-----T-VGEGS--DH
Potri.006G073000|Potri.006G073000.1        60 ----------NS--T------S------	 63---FAS----------LLQE-ANHSHFAGVCF-VR---YM-------ST--------T--	 88-------TTA-A--AD
Potri.018G140100|Potri.018G140100.1        62 ---------APT--A------S------	 66---FGS----------LLRE-PNHTHFAGACL-VR---YM-------ST--------T--	 91-------TATSA--AE
Potri.T145700|Potri.T145700.1              62 ---------APT--A------S------	 66---FGS----------LLRE-PNHTHFAGACL-VR---YM-------ST--------T--	 91-------TTTSA--AE
Cucsa.107400|Cucsa.107400.1                56 ---------GTSFNK------S------	 62---YRSNFFDLG---RKYPN-TFVSPSAGSFF-CR---YM-------SS--------T--	 94-------IGEGS--E-
Medtr7g036950|Medtr7g036950.1              58 ---------GNSLNG------S------	 64---MGFSPSSPF------------AAGYYNNF-CR---NM-------ST--------T--	 88-------PDQGF--DK
Glyma07g31320|Glyma07g31320.1              55 ---------GSSLNG------P------	 61---MGFFAHS--------RD-RFLSPCSRYGF-CR---YM-------ST--------V--	 88-------NQGSD--KI
Glyma13g25140|Glyma13g25140.2             113 ----------GSSLNG------Q------	 119---MGFFSPS--------RD-RFLSPCTGYGF-CQ---YM-------ST--------V--	 146-------NRGSD-
Glyma07g36311|Glyma07g36311.1              55 ---------GNSVDG------S------	 61---MRFVSYSGQ---RMHSN-RFLSPYSGYNF-CR---HM-------ST--------V--	 93-------NQGSD--KI



Esi0227_0023                               75 ----------W------------------------LSHVMHGLS	 84DA-AAVP----------------LEAVEE-----------------EAKGPNPFNMWIEF	 11
Cre06.g251900|Cre06.g251900.t1.2            1 -----------------------------------MYVLA	 5DA-SAST----------------AAAAVMPTAV-----DSAAG-AAPQRAGGWVAPVADA	 42LEQVL
Vocar20003543m.g|Vocar20003543m            62 ---------IPDYLD---------------RADLLPTFSFPLA	 80NA-GAAS----------------ESVAAAVTAN-----ILSAS-PTDQRAGGWVAPLADV	 117
Esi0099_0095                               77 ---------W------------------------LHQVLTGIA	 86DG-DVAA----------------AVAEEA---AKGGGGGFH-----------PIQLLTGV	 115
CMT063C|CMT063CT                          147 QDS----------WHTVTF---------------ALASASLLLVDAA	 168DG-STSA----------------AA--------------AATA-AAGAQKAGLWNGFVH
Cre17.g729800|Cre17.g729800.t1.2           36 -----------RRP---------------AVV----VKASLL	 47DA-ASAA----------------SAVDAVH---------HATQ-LYTLAEGGPIDVLAQF	 80FE
Vocar20010438m.g|Vocar20010438m            40 -----------RRA---------------AVC----VKASLL	 51DP-STAA----------------STVEAVQ---------HAQN-LYTLADGGPIDLLAQF	 84FT
LOC_Os03g62750|LOC_Os03g62750.1            56 ---------FAEVGE---------------LFGRVEAFLYTVA	 74DA-AVSA----------------SPEVVQ-----GGGGGT------KEAAGDWLSGITNS	 106
GRMZM2G136854|GRMZM2G136854_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G426200|GRMZM2G426200_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400010740|PGSC0003DMT40002790   66 ---------ELLFKD---------------LFTRAEGFLYTVA	 84DA-AVSG----------------SADTVV-----------DTT-ESVKQNSDWLSGITNG	 115
Potri.008G182000|Potri.008G182000.1        66 ---------EAVIKN---------------LFGRAESIIYTIA	 84DA-AVSN----------------PEQVV--------------D-SSTKQNSDWLSGITSC	 112
Potri.010G051900|Potri.010G051900.1       166 ----A----------EAVIKD---------------LFGRAESIVYTIA	 185DA-AVSN----------------SDQVV--------------D-SSTTQNSDWLSGI
29929.t000274|29929.m004771                68 ----------GLIKD---------------LFTKAESLLYTIA	 85DA-AVSS----------------SDTINT-------------T-TKQTNNNDWLSGITSY	 114
Bra032799|Bra032799                        56 ----------SL-DL---------------IKEHVESLLYTIA	 72DA-AVSS----------------SETFDSFS-------GTTTT-TTTNQNSDWFTGIANY	 107
Bra040623|Bra040623                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
AT1G24490                                  55 -----------F-DF---------------IKDHAENLLYTIA	 70DA-AVSS----------------SETFESVA-------GTTTK---TTQSNDWFSGIANY	 103
Bra012507|Bra012507                        63 ----------SL-DL---------------IKDHAESLLYTIA	 79DA-AVSS----------------SETFESVS-------GTTT-----KQNSDWFSGIANY	 110
Carubv10009320m.g|Carubv10009320m          62 ----------SL-DF---------------IKDHAENLLYTIA	 78DA-AVSS----------------SETFESVA-------GTTT-----TKNNDWFTGIANY	 109
Medtr3g086250|Medtr3g086250.1              65 ---------EFVLRE---------------LFNRAEGFLYTIA	 83DA-AVSS----------------SDI-----A--------ITT-TTAKQNNDWFSGITNY	 112
Glyma11g37590|Glyma11g37590.1              66 ---------EGVLRE---------------LFGRAEGLLYTIA	 84DA-AVSS----------------SSSSSSDTV--------AAS-YAAKQSNDWLSGIANY	 118
Glyma18g01540|Glyma18g01540.1              65 ---------EGVLRE---------------LFGRAEGLLYTIA	 83DA-AVSS---------------------SDTV--------AAS-TTAKQSNDWLSGIANY	 112
Cucsa.394650|Cucsa.394650.1                65 ---------EGFVRD---------------LFGKAESFLYTIA	 83DA-AVSA----------------SPDNV----------------TTVKQTDDWFTGITNY	 110
GSVIVG01000594001|GSVIVT01000594001        58 ---------DAVIGD---------------LFGRVETLLYTIA	 76DA-AVSA----------------SD---------------------GKQSGDWLSGITNY	 98M
Eucgr.B03237|Eucgr.B03237.1                74 ---------EVFVRE---------------VFGRAEGLLYTIA	 92DA-AVSS----------------SSPDAV-----------AGE-TVAKQNGDWLSGITSY	 123
Phpat.003G132900|Phpat.003G132900.1        90 ----------PDALEG---------------LLTRTEGLFFTLA	 108DA-AVAT----------------DPGQVT------------DA-VVQKQDGGWLGGITNT	 1
Phpat.010G066400|Phpat.010G066400.1        92 ----------PDALQG---------------LLSRTEGLFFTLA	 110DV-AVAT----------------DPSQVT------------DA-VVQKQDGGWLGGVSNS	 1
LOC_Os01g05800|LOC_Os01g05800.1            56 ---------GLDLHA---------------ALERAEAALYTLA	 74DA-AVVA----------------ADAAAGGGGGGGGGGGEAAA-SVAQKNGGWFGFISEA	 116
GRMZM2G110063|GRMZM2G110063_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM5G839422|GRMZM5G839422_T01            59 ---------GPHLQA---------------ALERAEAALYTLA	 77DA-AVAA----------------ADTAAGAGADAG------QA-AAVQKNSGWFGFISEA	 113
12954|12954                                 1 ----------------------------LARVEGFLYTVA	 12DA-AVAT----------------DVVTDGT----------SET-VQQAQQSDWFSGVTTV	 44MEAV
Bra035669|Bra035669                        56 ---------SVDIGA---------------ILTRAESFLYTVA	 74DA-AVVG----------------GAAD----SA------VSTD-PAVQKSGGWFGFISDG	 106
Carubv10023172m.g|Carubv10023172m          69 ---------SIDIGA---------------MLTRAESLLYTIA	 87DA-AVVG----------------ADS-----VV------STDS-PAVQKSGGWFGFISDG	 118
GSVIVG01024995001|GSVIVT01024995001        53 ----------QFPT-P---------------KAFYQIHLLYTLA	 70DA-AVSA----------------DPAAAG-PAS------GTAD-AAVQKNGGWFGFISEG	 10
Cucsa.213790|Cucsa.213790.1                54 ---------SLDFQA---------------IVSRTEGLLYTLA	 72DA-AVAV----------------DSTLSAAATS------TSPD-TAVQKNGGWFGFISDA	 108
PGSC0003DMG400000401|PGSC0003DMT40000106   51 ---------NFDFEA---------------VVSRAEGLLYTLA	 69DA-AVAA----------------DPGVASDVTA---------A-GTAQKSGGWFAFISDA	 102
Glyma11g14960|Glyma11g14960.1              51 ---------NIDFAG---------------IVTRAEGLLYTLA	 69DA-AVAA----------------DPAVAADSAA------STTD-AAVQKSGGWFGFISEA	 105
Glyma12g06920|Glyma12g06920.1              51 ---------SIDFAG---------------IVTRAEGLLYTLA	 69DA-AVAA----------------DPAVAADTAA------STTD-AAVQKSGGWFGFISEA	 105
Eucgr.B02380|Eucgr.B02380.1                61 ---------PLDLSS---------------ALGRAEGLLYTLA	 79DA-AVAA----------------ADSAAAGADP------SSTD-VAAQKSGGWFGFISDG	 115
29876.t000003|29876.m000246                56 ---------SVDFNS---------------IVSRAESLLYTLA	 74DA-AVAV----------------DSSAA--T-----------D-TAVQKNNGWFGFISEG	 103
Potri.001G237800|Potri.001G237800.1        53 ---------SVDFNT---------------IISRAEGFLYTLA	 71DA-AVAV----------------DSAAS--TTS------SDTA-DAAQKNGGWFGFISDG	 105
Potri.009G029100|Potri.009G029100.1        53 ---------SIDFNS---------------IISRAEGFLYTLA	 71DA-AVAV----------------DSAAS--TTS------TD----TAQKSGGWFGFISDG	 102
Bra004536|Bra004536                        96 --------EESSITL---------------------DAL----	 105-----------------------GDIVEGLVPE-----KSV------EAAID---GAFEN	 12
Bra040305|Bra040305                        84 ---------TISTFNFA--------------GAIGTVEILT---	 101-D---WVL---------------KSAVSNV-------------------------HALHN	 1
Phpat.008G051300|Phpat.008G051300.1       145 --------------------------------------EQ-----	 146---------LGLGRGN--L--QL---DDGVASV-----DT-NGAIAEDAGGS---MFWST	
Carubv10016975m.g|Carubv10016975m          52 ------------------------------------SELTRLR	 58DDSIDGFVSNGHGLEF--G--DLS-----------------ND----LIGAS-----VSN	 88F
Eucgr.B01387|Eucgr.B01387.1                69 ------------------------------------D------	 69----GDFGFRGPGESA--A--FVPDVARGAGID-----DV-IA----AAASG-----AEE	 106
Glyma18g47545|Glyma18g47545.1              67 ------------------------------------R------	 67----EPEL-NSFGVDS--P--LNSE-LLKVI----------AD----TSGGG-----EDD	 98A
30128.t000480|30128.m009019                65 ------------------------------------G------	 65----SDFLANSAAEPS--S--IVSDVIETVG----------NI----TTNGG-----NEE	 98S
GSVIVG01019145001|GSVIVT01019145001        85 -------------------------------------------	 84--------------------------SDYVG----------TD----VAVES-----AIE	 99S
gi|85104274                                81 ---------DAATAAAA----------A---------------P	 90SSSPVDAVAAT---PVELTGSDLLNLPEQIG-------------FL----KT---LGLDY	 12
Cre16.g690200|Cre16.g690200.t1.2           89 ----------ETSISGS-----EP-VAD---PTPVGPPEFFPLP	 113ES---------------------APDAIEVASA-----IHQACSALERASIM---SAKAD	 1
Vocar20001462m.g|Vocar20001462m            87 -------------FPDD-----APSNSG---MDLTPPPEFFPLP	 109ES---------------------S--AAEVATA-----IHQACDALERASLL---GAKAD	 1
Esi0170_0057                                1 ----------------------------------------	 0------------------------------------------------------------	 0-MHVMG
gi|268637951                               82 ---------DTD-INT--PISDFSSTASSSSASTTTTEVITDTI	 113SNKVLPSY----------------ILKPTMGPD-----AFT--------------ITEWS	 1
Esi0025_0161                              150 AGFPETGGAADADGWSAP-PDAW---------APDEVPPEI---P	 181QDASVPGFDVGEGFSVDSAA-AALDAVAGAAPD-----ASA-VGTAMTATGL---SAADL	
gi|66811452                                68 N--------NNQNVIT------------TPT-STATKTTELTELT	 91ESTSYDPNKLGGGIDETLKI-NLEDFKHVLDPE----------------------MVPI-	 1
gi|28395049                                14 ----PALQLWARDLPLA---PVPT---SGAKR-PTL---P	 39----VWAVAPV----------S-AVHANGW-------------------------YEALA	 59ASSP
gi|71980488                                39 -------DVFKITESASIPDLPPLPT---------PPI---P	 61-GMSVDELIA-----------SGASVLE----E----------------------LGLWT	 83WW
Esi0028_0040                               12 -----DVATTA------------D---LG---PDAM---A	 25GGADAAMAAAG-------TA-DQAQAALEVAPE----------------------TFKMA	 55LYTP
YER154W                                    51 --------DVSEIQTQLPSIDELTSSAPS-LSASTSDLI---A	 81-NTTQTVG-EL--------S-SHIGYLNSI-------------------------GLAQT	 105
gi|223718097                              127 S---------AISFAEVQV---QAPPVVAAT-PSPTAVPEV---A	 155SGETADVV-------------Q-TAAEQSFA------------------------ELGLG	
CMC118C|CMC118CT                           86 ---------ATAVLGAESPKSTGPGTTT---VDSEATAKI---A	 114DDLRASSNAA--------ST-DLASEAAEAA------------------------LSAER	 1
GRMZM2G064804|GRMZM2G064804_T02            88 ---------PAPNLEAA-PA----AEVD---AA----GVL---A	 107-DAA-EAA-A---------S-VPAPFPGEVA------------------------AAAAD	 1
LOC_Os10g37690|LOC_Os10g37690.1            87 ---------G--------------EVDA---AA----GVL---A	 97-DAA-AAA-E---------A-VPAPFPGEVA------------------------AAAAD	 12
GRMZM2G055880|GRMZM2G055880_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os03g02480|LOC_Os03g02480.1            91 ---------SAEVLSDA-AS----SVSV---PA----DVL---A	 110-DAAASVP-V---------S-APAPFPGEVA------------------------AAAAD	 1
Phpat.011G106700|Phpat.011G106700.1       115 T---------ELRFVEGETGD----TVQA---VAAGGVDQV---V	 140SDQVLS-------------A-GTSSSLGEVA------------------------AAAAD	
Bra040348|Bra040348                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra000424|Bra000424                        88 ---------KVDGI------------DF---VA----PEV---V	 100PDQIVEAVTTS----------QAVPVVNEVA------------------------IAAAD	 1
AT2G46470                                  92 ---------KVDGI------------DF---VA----TEV---V	 104PDEIIEAVTTT-------SQ-AVVPAINEVA------------------------IAAAD	 1
Carubv10023251m.g|Carubv10023251m          93 ---------KVDGI------------DF---AA----TEV---V	 105PDEIVEAVTMT-------SQ-A-APAINEVA------------------------IAAAD	 1
73518|73518                                 8 -----SIRFP------------ET---LA----DAA---Q	 20---EIVSGAA---------G-ATYDLSKEIV------------------------LAVSE	 43SFPW
Potri.001G091800|Potri.001G091800.1       102 ---------NIELI------------ND---VA----DVL---T	 114-DTTFEAV-S---------A-Q-APVVNEVA------------------------IAAAD	 1
Potri.003G139800|Potri.003G139800.1       104 ---------KIEFI------------ND---VA----DVI---T	 116-DTTVEAV-A---------A-Q-APAMDEVA------------------------VAAAD	 1
Eucgr.E00058|Eucgr.E00058.1               100 ---------KIDDF------------VR----------EA---T	 109PEKVMDVV-T---------S-Q-PSAMSEVA------------------------LAAAD	 1
Eucgr.E00060|Eucgr.E00060.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra010053|Bra010053                       158 ---E---------KIGVI------------ND---IA----EVI---T	 171DSTTLQDVPA---------Q-AAAAAVGEVA------------------------LAA
AT5G62050                                  93 ---------KIGVM------------SD---IA----EVI---T	 105DS-TLQDVPA---------Q-AA-AAVSEVT------------------------LAAAD	 1
Carubv10026454m.g|Carubv10026454m          93 ---------NIGVM------------TD---IA----EVI---S	 105ES-TLQDAPA---------Q-AA-AAVSEVT------------------------IAAAD	 1
PGSC0003DMG400005839|PGSC0003DMT40001495  102 ---------KIEYI------------SE---VA----ELA----	 113-DKAVEAV-A---------S-Q-VPAVNEVA------------------------IATAD	 1
GSVIVG01019529001|GSVIVT01019529001       101 ----------IGVI------------AE---TP-----------	 108----VDLI-A---------N-ATVDVASEVS------------------------IAAAD	 1
Eucgr.E00860|Eucgr.E00860.1               105 ---------KIELI------------SD---VA----EAI---T	 117-DTTIQAV-A---------S-Q-APAVSEVA------------------------VAAAD	 1
29651.t000009|29651.m000289               101 ---------KIELM------------SD---VA----DVV---I	 113TDTSAQSVAA-------------ASAVNEVA------------------------AAAAD	 1
30190.t000068|30190.m010832                96 ---------KIELI------------SD---VA----DVV---L	 108TDASAQSVAT---------N-VTAPVVNEVA------------------------AAAAD	 1
Potri.006G073000|Potri.006G073000.1        95 ---------KINVV------------MD----------------	 101-------T-V---------A-QAAPAANEVA------------------------IAAAD	 1
Potri.018G140100|Potri.018G140100.1        99 ---------NIDVV------------MD----------------	 105---------------------MAAPAVNEVA------------------------IAAAD	 1
Potri.T145700|Potri.T145700.1              99 ---------NIDVV------------MD----------------	 105---------------------MAAPAVNEVA------------------------IAAAD	 1
Cucsa.107400|Cucsa.107400.1               101 ---------NIEFM------------SN---VA----EVL---T	 113-DTTVQSA-A---------S-Q-AAAANEVV------------------------LAAAD	 1
Medtr7g036950|Medtr7g036950.1              96 ---------ITELT------------TD---VA----HVL---S	 108-DTAVDAI-S---------S-QAAPVVSEVA------------------------IAAAD	 1
Glyma07g31320|Glyma07g31320.1              96 ---------SSDVM------------TD---VA----DVL---T	 108-NTTMDAV-V---------S-Q-APVVNEVA------------------------IAAAD	 1
Glyma13g25140|Glyma13g25140.2             152 -KI---------GSDVM------------TD---VA----DVL---A	 166-DTTMDSV-A---------S-Q-APVVNEVA------------------------IAAA
Glyma07g36311|Glyma07g36311.1             101 -----------DIM------------TD---IA----DVL---K	 111-DTTVEAV-T---------S-Q-APIVKEVA------------------------IAAAD	 1



Esi0227_0023                              111 0IRSSVLGINEFYKGIGIE--QSFGLAIVTFT-LGVKTL-LVPLQAIQLQSSEKMKVLQPT	 166VK--EINAKFGQNK-------------------------------
Cre06.g251900|Cre06.g251900.t1.2           48 YALQEGLDKLHVP--YSYGYSIILLT-LIVKLL-TYPLTKQQVESAMAVQALKPR	 98ID--LIKDRFGEDK------------------------------------DK
Vocar20003543m.g|Vocar20003543m           118 LEQVLYVLKDCLDLLHVP--YSYGYSIILLT-LIVKIV-TYPLTKQQVESTLAVQALKPR	 173VD--LIKDRFGDDK--------------------------------
Esi0099_0095                              116 TEGAITGLHDVLASMGVP--SAYGISIICFT-LFVKGI-TFPLTYQQLSSTTKMQTLGPK	 171VK--ELQARYANNP--------------------------------
CMT063C|CMT063CT                          196 L	 196IETIITGTGDTLAALGVP--GSYGFAIIFLT-IIVKAI-TFPLNYKQMKSTMAMQALAPK	 252VR--ELQARYRDNP---------------------------
Cre17.g729800|Cre17.g729800.t1.2           83 FVLQTLDEGLESAKIP--YSYGFAIIALT-VLVKVA-TFPLTQKQVESTLSLQALQPR	 136VK--ELQAKYADDP----------------------------------
Vocar20010438m.g|Vocar20010438m            87 SVLRTLDDGLENAHVP--YSYGFAIITLT-VLVKLA-TFPLTQKQVESTLSLQALQPR	 140VK--ELQAKHADDP----------------------------------
LOC_Os03g62750|LOC_Os03g62750.1           107 METVLKVLKDGLSALHVP--YPYGFAIILLT-VLVKAA-TFPLTKKQVESAIAMRSLQPQ	 162VK--AIQERYAGDQ--------------------------------
GRMZM2G136854|GRMZM2G136854_T01             1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM2G426200|GRMZM2G426200_T01             1 ------------------------------------------------------	 0------------------------------------------------------
PGSC0003DMG400010740|PGSC0003DMT40002790  116 METVLKVLKDGLSTLHVP--YSYGFAIILLT-ILVKAA-TFPLTKKQVESSLAMRSMAPQ	 171IK--AIQERYAGDQ--------------------------------
Potri.008G182000|Potri.008G182000.1       113 LESTLKVLKDGLSALHVP--YAYGFAIILLT-VLVKAA-TFPLSKKQVESAMAMRSLQPQ	 168IK--AVQQLYAGDQ--------------------------------
Potri.010G051900|Potri.010G051900.1       211 TYG	 213LESTLKVLKDGLSAVHLP--YAYGFAIILLT-VLVKAA-TFPLSKKQVESAMAMRSLQPQ	 269IK--AIQQRYAGDQ-------------------------
29929.t000274|29929.m004771               115 METVLKVLQNGLSGLHVP--YAYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMRSLQPQ	 170IK--AIQQQYAGNQ--------------------------------
Bra032799|Bra032799                       108 METILKVLKDGLSTVNVP--YSYGFAIILLT-VLVKAA-TFPLTKKQVESTMAMKSLQPQ	 163IK--AIQERYAGDQ--------------------------------
Bra040623|Bra040623                         1 ------------------------------------------------------	 0------------------------------------------------------
AT1G24490                                 104 METILKVLKDGLSTVHVP--YSYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMKSLTPQ	 159IK--AIQERYAGDQ--------------------------------
Bra012507|Bra012507                       111 METILKVLKDGLSTVHVP--YSYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMKSLQPQ	 166IK--AIQERYAGDQ--------------------------------
Carubv10009320m.g|Carubv10009320m         110 METILKVLKDGLSTVNVP--YSYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMKSLTPQ	 165IK--AIQERYAGDQ--------------------------------
Medtr3g086250|Medtr3g086250.1             113 MEIILKVLKDGLSTLHVP--YAYGFAIIMLT-ILVKVA-TFPLTRKQVESAMAMRSLQPQ	 168VK--AIQKQYARDQ--------------------------------
Glyma11g37590|Glyma11g37590.1             119 METVLKVLKDGLSALHVP--YAYGFAIILLT-VLVKAA-TFPLTKKQVESSLAMRTLQPQ	 174VK--AIQQRYAGDQ--------------------------------
Glyma18g01540|Glyma18g01540.1             113 METVLKVLKDGLSALHVP--YAYGFAIILLT-VLVKAA-TFPLTKKQVESALAMRTLQPQ	 168VK--AIQQQYAGDQ--------------------------------
Cucsa.394650|Cucsa.394650.1               111 MESVLKILKDGLSTLHVP--YAYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMRSLQPQ	 166VK--AVQQRYAGDQ--------------------------------
GSVIVG01000594001|GSVIVT01000594001       100 ETVLKVLKGGLSTLHVP--YAYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMRSLQPQ	 154IK--AIQQRYAGDQ---------------------------------
Eucgr.B03237|Eucgr.B03237.1               124 MESVLKVLKDGLSTVHVP--YAYGFAIILLT-VLVKAA-TFPLTKKQVESAMAMRSLQPQ	 179IK--AIQERYAGDQ--------------------------------
Phpat.003G132900|Phpat.003G132900.1       139 38LELALTFLKDGIAKIGLP--YSYGFAIILLT-VIVKAA-TYPLTKKQVESTLAMQNLQPK	 194IK--AIQTRYQGDQ------------------------------
Phpat.010G066400|Phpat.010G066400.1       141 40LEIALTFLKDTIAKLGIP--YSYGFAIILLT-ILVKAA-TYPLTKKQVESTLAMQNLQPK	 196IK--AIQTRYQGDQ------------------------------
LOC_Os01g05800|LOC_Os01g05800.1           117 LEVVLKVLKDGLSAVHVP--YSYGFAIILLT-VIVKAA-TLPLTKQQVESTLAMQNLQPQ	 172IK--AIQQRYAGNQ--------------------------------
GRMZM2G110063|GRMZM2G110063_T01             1 ---------------------------------------------MAMQNLQPQ	 9LK--AIQQRYAGNQ------------------------------------ERIQ
GRMZM5G839422|GRMZM5G839422_T01           114 LEVVLKVLKDGLSAVHVP--YSYGFAIILLT-IIVKAA-TLPLTKKQVESTLAMQNLQPQ	 169IK--AIQQRYAGNQ--------------------------------
12954|12954                                49 LKVLKDGLTTLKVP--YAYGFAIILLT-VLVKVL-TFPLTKSQAESTISMQNLQPK	 100LK--AIQQRYAGDQ------------------------------------
Bra035669|Bra035669                       107 MELVLKFLKDGLTAVHVP--YAYGFAIILLT-IIVKAA-TYPLTKQQVESTMAMQNLQPK	 162IK--AIQQRYAGNQ--------------------------------
Carubv10023172m.g|Carubv10023172m         119 MELVLKILKDGLSAVHVP--YAYGFAIILLT-LIVKAA-TYPLTKQQVESTLAMQNLQPK	 174IK--AIQQRYAGNQ--------------------------------
GSVIVG01024995001|GSVIVT01024995001       106 5MEVVLKVLEDGLTAVHVP--YAYGFAIILLT-VIVKIA-TYPLTKKQVESTLAMQNLQPK	 161IK--AIQERYKGNQ-------------------------------
Cucsa.213790|Cucsa.213790.1               109 MEVVLKVLKGSLEAVHIP--YSYGFAIILLT-IIVKVA-TFPLTKQQVESTLAMQNLQPK	 164IK--AIQQRYAGNQ--------------------------------
PGSC0003DMG400000401|PGSC0003DMT40000106  103 MEVVLKVMKDGLQAVHVP--YSYGFAIILLT-LLVKAA-TFPLTKQQVESTLAMQNLQPK	 158IK--AIQQRYAGNQ--------------------------------
Glyma11g14960|Glyma11g14960.1             106 MEFVLKVLKDGLSAVHVP--YAYGFAIILLT-VIVKAA-TLPLTKQQVESTLAMQNLQPK	 161IK--AIQDRYAGNQ--------------------------------
Glyma12g06920|Glyma12g06920.1             106 MEFVLKVLKDGLSAVHVP--YAYGFAIILLT-VIVKAA-TLPLTKQQVESTLAMQNLQPK	 161IK--AIQDRYAGNQ--------------------------------
Eucgr.B02380|Eucgr.B02380.1               116 MEFVLKVLKDGLSAVHVP--YAYGFAIILLT-VIVKIA-TLPLTKQQVESTLAMQNLQPK	 171IK--AIQQRYAGNQ--------------------------------
29876.t000003|29876.m000246               104 MEFVLKVLKDGLSSVHVP--YSYGFAIILLT-VIVKIA-TLPLTKQQVESTLAMQNLQPK	 159IK--AIQQRYAGNQ--------------------------------
Potri.001G237800|Potri.001G237800.1       106 MEFVLKVLKGGLSAVHVP--YAYGFAIILLT-IAVKVA-TLPLTKKQVESTLAMQNLQPK	 161IK--AIQQRYAGNQ--------------------------------
Potri.009G029100|Potri.009G029100.1       103 MEFVLKVLKDGLSAVHVP--YAYGFAIILLT-VFVKVA-TLPLTKKQVESTLAMQNLQPK	 158IK--AIQQRYAGNQ--------------------------------
Bra004536|Bra004536                       129 8LYFPLNCVQYVINGIHDLTGFNWWIMSIVLTAFLVNGL-MSPLSLRIERQVWELKILRMC	 187IQ--KVRRVMQTCDPKGLA---------KHKK---WE--------
Bra040305|Bra040305                       118 17VADALASLQHLLALLNAFTFSQWWVCIIVTS-LLIRGV-TIPVMIDWLNNIAD---FFKN	 172VG--LHSASAQGE---------------------ALNK------
Phpat.008G051300|Phpat.008G051300.1       182 181LQIPTDAIIVTLDRFQNFSGVPWWLTIIGST-LALRAA-LFPLTVTQLRKASLLARLSSQ	 239LP--PP-----------------------------VP------
Carubv10016975m.g|Carubv10016975m          90 DYLTRPVISLLDSYHDLTGLPWWVVIASST-VAFRTA-LLPVLILQRKQTKRISQFLPK	 146LP--PF-----------------------------WP--------PQ
Eucgr.B01387|Eucgr.B01387.1               107 SILPVKALISLLDGYHDVTGLPWWVVIASST-LALRAA-LFPVLVLQLKKMKRISELFPK	 164LP--PP-----------------------------LP--------P
Glyma18g47545|Glyma18g47545.1             100 VFPVRAAISMLESFHDLSGFPWWLTIISST-LALRIV-VLCPLILSLHKLKTIGEFFPK	 156LP--PP-----------------------------FP--------PP
30128.t000480|30128.m009019               100 ILPVRVLVSVLDEFHDLSGLPWWLVIASAT-VAMRVT-LFPLLVLQLHKLKKISELFPK	 156LP--PP-----------------------------FP--------PP
GSVIVG01019145001|GSVIVT01019145001       101 IPPVRFLVSLLDGYHDVTGWPWWIIIASST-LALRIA-LFPILVLQLKKMKRIAELLPK	 157LP--PP-----------------------------LP--------PP
gi|85104274                               128 7GWGVTSMMQWLTEHVYVYSGLPWWATLAAVA-AIVRVA-IFKPSLGASQESQKMQDLNKN	 185PKYAAIMAKVKE---------------------ASFD--------
Cre16.g690200|Cre16.g690200.t1.2          145 44AFFSASWCISGLQAVHDLLDTPWFLSIAIFN-ITLRLL-TFPLMVVAQKGSAKMMEFNHN	 202LI---HAKKLQE---------------------AAMK-------
Vocar20001462m.g|Vocar20001462m           139 38AFFAASWCISGLQAVHEMLDTPWWVSIMLFN-ISLRLC-TFPLMVLAQRGSAKMMEFNYA	 196LL---HAKKLQE---------------------AAMK-------
Esi0170_0057                                6 GVQSGVQAVHHTTGLPWWATIAVAT-IGVKIS-LLPVVVYQAGHMDRMRAAWPE	 57IQ--ILRGYLATSL----------------------E------EIPQERVLER
gi|268637951                              139 38HQFN-FDLIAKLNELHVQYGLPWVSIFVGTA-IAIRVL-TLPLAIRNQRDAAKMRLVKQD	 195ME--KHSYLNDG--------------------------------
Esi0025_0161                              232 231GMYPHHLFMHVIEYVQATAGVPYWEAIVMVS-VAARIA-VLPAVATFLGMSKRLNMIKPE	 289MA--VHQGKMQDIK-------------------NRMEANPEIK
gi|66811452                               128 27-TGLPSFIEVCLNQLHHLTSLPWLVIVPVFT-LFIRSA-LFPLSIKHRINSMRLLEIRPQ	 184LD--KFKEQQKINR-------------------KNK--------
gi|28395049                                64 VRVAEEVLLGVHAATGLPWWGSILLST-VALRGAVTLPLAAYQHYILAKVENLQPE	 118IK--TIARHLNQEVAV----------RANQLGWSKRD-------ARLTYL
gi|71980488                                86 KPSSYFRWALESIHVHLDIPWWVTIVAAT-VTLRAL-LIGVPVMSQKLVAKQSMYRKE	 141MN--EFRDRIDEAR-------------------KENN---------QL
Esi0028_0040                               60 PQVAMMAVDYVHATTGMPYWMTIVAIT-VGIRTA-ILPIGLLAARNGARTAAMKPE	 113MD--ELQAAIKGDQ-------------------QSSQ---------PRKA
YER154W                                   106 WYWPSDIIQHVLEAVHVYSGLPWWGTIAATT-ILIRCL-MFPLYVKSSDTVARNSHIKPE	 163LD--ALNNKLMSTT----------------------D---------
gi|223718097                              178 177SYTPVGLIQNLLEFMHVDLGLPWWGAIAACT-VFARCL-IFPLIVTGQREAARIHNHLPE	 235IQ--KFSSRIREAK-------------------LAGD------
CMC118C|CMC118CT                          142 41NW--YDPVVQGIIMFQEYTDLPWWATVAAVT-VLARIL-VLPLTLNTFRNAARMQSIKPD	 197VD--AIKERMQAAM-------------------HSGD-------
GRMZM2G064804|GRMZM2G064804_T02           131 30SFPPVAALQHIIDAIHTFTGLNWWVCIALTT-FIIRIA-TVPLLVNQLKATTKLRAINPE	 188ME--VIKDQM-----------------------NSMD-------
LOC_Os10g37690|LOC_Os10g37690.1           121 0SFFPVAALQHVIDYIHTFTGLNWWACIALAT-VLIRSA-TVPLLVNQLKATQKLNAIRPE	 178ME--AIKEEM-----------------------NAMD--------
GRMZM2G055880|GRMZM2G055880_T01             1 ------------------------------------------MIQ----EMRPE	 8IE--AINEEMR----------------------NSTD---------PRSMEVGK
LOC_Os03g02480|LOC_Os03g02480.1           135 34SFAPVAALQHLIDGVHSLTGLNWWACIALTS-LLIRTL-TVPLLLNQMKAT----AMRPE	 188IE--AINLEMRTISSTRIAGNEKSSTRVTDEGSMSTD-------
Phpat.011G106700|Phpat.011G106700.1       163 162CSAPTAALQHLIDFVHTQGGLPWWLSIAATT-VGIRVM-VLPVLVWQMKATARLTLMRPE	 220LE--RITNTIKE---------------------SGYD------
Bra040348|Bra040348                         1 ---------------------------MGRGK---------IEIKKIENVNSPQ	 18VTFSKRRNRLIK---------------------KANE-LSFLCEVDVIVFSNT
Bra000424|Bra000424                       127 26SAFPVAALQHLIDGVHSFTGLNWWASIALTT-VLIRGV-TIPILLNQLKATYKLNLLRPQ	 184LE--ELRQEMGT---------------------KGTD-------
AT2G46470                                 133 32SAFPVAALQHLIDAVHSFTGLNWWASIALTT-VLIRGV-TIPILLNQLKATYKLNVLRPQ	 190LE--ELRQEMST---------------------KAQD-------
Carubv10023251m.g|Carubv10023251m         133 32SAFPVAALQHLIDGVHSFTGLNWWASIALTT-VIIRGV-TVPILLNQLKATYKLNVLRPQ	 190LE--ELRREMST---------------------KAQD-------
73518|73518                                48 TAAVQYVIYATHVVTGLPWWLSIALTT-VAVRTM-VLPLVIYQVKSTARFALLRPD	 101LE--KIKVDMEQ---------------------ANYD---------PVAL
Potri.001G091800|Potri.001G091800.1       138 37SYFPVAALQHVIDAVHSFTGFNWWASIIVTT-LLIRGA-TVPLLINQLKATTKLTLMRPH	 195LE--EIRQQMSD---------------------KAMD-------
Potri.003G139800|Potri.003G139800.1       140 39SYFPVAALQHVLLFYEVVDLVVFHLRIY*-------------------------------	 167--------------------------------------------
Eucgr.E00058|Eucgr.E00058.1               134 33SSYPVAGIEYLIGAVHSFTGLNWWASIALTT-VLIRGA-TVPLQINQMRSTAKLSLMRPR	 191VE--ELNQTLRE---------------------TAND-------
Eucgr.E00060|Eucgr.E00060.1                 1 ----------MRDPNVRWASIALTT-VLIRGA-TVPLQINQMRSTAKLSLMRPR	 42VE--ELNQTLRE---------------------TANA---------PDAASKY
Bra010053|Bra010053                       196 ND	 197SFLPIAALQHCIDMVHCYTGLEWWASIVLAT-VLIRSS-TVPLLIKQMKDTMKLSLMKPR	 255LE--AIREEMQN---------------------KGMD---
AT5G62050                                 130 29SFFPIAALQQCIDMVHTFTGFEWWASIVVAT-ILIRSS-TVPLLIKQMKDTTKLALMRPR	 187LE--SIREEMQN---------------------KGMD-------
Carubv10026454m.g|Carubv10026454m         130 29SFPPIAALQHCIDMVHSFTGFGWWASIVVAT-ILIRSA-TVPLLIKQMKDTTKLALMKPR	 187LE--SIREEMQN---------------------KGMD-------
PGSC0003DMG400005839|PGSC0003DMT40001495  137 36SYLPVKALQYLIDYVHIFTGFDWWASIIATT-IVIRCI-TLPLMINQLKATTKFAILKPK	 194LD--EINEEMQN---------------------RGMA-------
GSVIVG01019529001|GSVIVT01019529001       130 29SFFLVGILQHLIGGVHSYTGLSWAASIALTT-LLIRGM-TVPLLVNQLKSTSKLTLMRPH	 187LE--AIREEMQA---------------------KGME-------
Eucgr.E00860|Eucgr.E00860.1               141 40SYLPVQALQYVIDYVHQFTGLNWWASIVVTT-LLIRTV-TIPLLINQLKSTTKLSIIKPR	 198ME--EIKAEMDA---------------------KGMD-------
29651.t000009|29651.m000289               137 36CFPPVAVLHHIIDAVHNLTGFNWWASIVLTT-LVIRTL-MVPLMINQLKATSKLTLMRPR	 194LE--EIKQQMQD---------------------TGMD-------
30190.t000068|30190.m010832               135 34CFAPVAVLQHVIDAVHNLTGFNWWASIVLTT-LIIRTM-MVPLMINQLKATSKLTLMRPR	 192LE--EIKQQMDN---------------------TAMD-------
Potri.006G073000|Potri.006G073000.1       120 19SYLPVAALQYVIDAVHNFTGLNWWASMVVTT-LLIRSA-MLPLLINQLKATSKLSILRPH	 177LE--EVKQRVDC---------------------QVMD-------
Potri.018G140100|Potri.018G140100.1       121 20SFLPVAVLQHAIDAVHNFTGFNWWASIVVTT-LLIRSF-TLPLLINQLKATSKLSIVRPH	 178LE--EVKQRVER---------------------QGMD-------
Potri.T145700|Potri.T145700.1             121 20SFLPVAVLQHAIDAVHNFTGFNWWASIVVTT-LLIRSF-TLPLLINQLKATSKLSIVRPH	 178LE--EVKQRVER---------------------QGMD-------
Cucsa.107400|Cucsa.107400.1               137 36SFLPVKGVQYFIDAIHSYTGLNWWACIVLTT-LLIRGA-TFPLLINQLKSTAKLTLLRPH	 194LE--EVKKEMQE---------------------KGMD-------
Medtr7g036950|Medtr7g036950.1             133 32SFLPVQVLQYAIDAVHTYTGLNWWSAIVVTT-LLIRIA-TVPLLINQLKTTSKLTIMRPR	 190LE--ELKAEMDG---------------------KTFD-------
Glyma07g31320|Glyma07g31320.1             132 31SFLPVQALQYVIDAVHSYTGLNWWAAIVLTT-LLIRTA-TVPLLINQLKATSKLTLMRPH	 189LE--EIKQQMEG---------------------LTMD-------
Glyma13g25140|Glyma13g25140.2             189 D	 189SFLPVQALQYVIDAVHFYTGLNWWAAIVLTT-LLIRTA-TVPLLINQLKATSKLTLMRPH	 247LE--EIKQEMEG---------------------LTMD----
Glyma07g36311|Glyma07g36311.1             135 34SALPVKALQYIIDAVHSYTGLNWWASIVLTT-LLIRSA-TVPLLINQLKATSKLTIMRPH	 192ME--KIKQEIED---------------------KAMD-------



Esi0227_0023                              179 -----EAAT------	 182-AATNRLYAETKVNPLIGC--------------LPALLQFPVFIGL--YRAIIGFGTDAV	 225----------A-SEGFLWLPSLQGPTF
Cre06.g251900|Cre06.g251900.t1.2          113 IQ------	 114-KETSVLYEQAGVNPLAGC--------------LPTLATIPIFIGL--FSSLTNVANDGL	 157----------LDTQGFYFVPSLAGPTTMAMRQ--
Vocar20003543m.g|Vocar20003543m           186 ----EKIQ------	 189-KETSILYEQAGVNPLAGC--------------LPTLATTPIFIGL--YSSLTNVANEGL	 232----------LDTQGFYWIPSLAV----
Esi0099_0095                              184 ----EAAN------	 187-QAVQQLYQTENVNPLAGC--------------LPALAQIPIFISL--YRSLLNLAKENK	 230----------L-TESFLWIPSLEGPTFD
CMT063C|CMT063CT                          265 ---------QLLN------	 268-LETARLYQEAKVNPLTGC--------------LPVFVQLPVWIAL--YRALMNLAADNR	 311----------L-DQGFFWLPSLE
Cre17.g729800|Cre17.g729800.t1.2          149 --ENLQ------	 152-LETARLYKEAGVNPLAGC--------------FPTLATIPVFIGL--YNALSNAAKEGL	 195----------L-TEGFFWIPSLGGPTTI--
Vocar20010438m.g|Vocar20010438m           153 --ETLQ------	 156-LETARMYKEAGVNPLAGC--------------LPTLATIPVFIGL--YNALSNAAKAGL	 199----------L-TEGFFWIPSLSGPTTI--
LOC_Os03g62750|LOC_Os03g62750.1           175 ----ERIQ------	 178-LETARLYKLSDVDPLAGC--------------LPTLVTIPVWIGL--YRALSNVANEGL	 221----------L-TEGFFWIPSLAGPTTI
GRMZM2G136854|GRMZM2G136854_T01             1 ------	 0------------------------------------------------------------	 0----------------------------------------
GRMZM2G426200|GRMZM2G426200_T01             1 ------	 0-----------MLVIRKGY--------------SSKL------LAY--TNYLVLTHLQGL	 27----------L-TEGFFWIPSLAGPTTIAAQQ--NGQGI
PGSC0003DMG400010740|PGSC0003DMT40002790  184 ----ERIQ------	 187-LETARLYKLAGVNPLAGC--------------LPTLATIPIWIGL--YRVLSNVANEGL	 230----------L-TEGFFWIPSLAGPTTV
Potri.008G182000|Potri.008G182000.1       181 ----ERIQ------	 184-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVANEGL	 227----------L-TEGFFWIPSLAGPTTI
Potri.010G051900|Potri.010G051900.1       282 -----------ERIQ------	 285-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVANEGL	 328----------L-TEGFFWIPS
29929.t000274|29929.m004771               183 ----EKIQ------	 186-LETARLYKLAGINPFAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 229----------L-TEGFFWIPSLAGPTTV
Bra032799|Bra032799                       176 ----EKIQ------	 179-LETARLYKLAGINPFAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 222----------L-TEGFFWIPSLAGPTTV
Bra040623|Bra040623                         1 ------	 0------------------------------------------------------------	 0----------------------------------------
AT1G24490                                 172 ----EKIQ------	 175-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 218----------L-TEGFFWIPSLAGPTTV
Bra012507|Bra012507                       179 ----ERIQ------	 182-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 225----------L-TEGFFWIPSLAGPTTV
Carubv10009320m.g|Carubv10009320m         178 ----ERIQ------	 181-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 224----------L-TEGFFWIPSLAGPTTV
Medtr3g086250|Medtr3g086250.1             181 ----ERIQ------	 184-LETARLYTLANINPLAGC--------------LPVLLTTPVWIGL--YRAFSNVADEGL	 227----------L-NEGFFWIPSLSGPTTI
Glyma11g37590|Glyma11g37590.1             187 ----ERIQ------	 190-LETARLYKLANINPLAGC--------------LPTLATIPVWIGL--YRALSSVADEGL	 233----------L-TEGFFWIPSLAGPTTV
Glyma18g01540|Glyma18g01540.1             181 ----ERIQ------	 184-LETARLYKLANINPLAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 227----------L-TEGFFWIPSLAGPTTV
Cucsa.394650|Cucsa.394650.1               179 ----ERIQ------	 182-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVANEGL	 225----------L-TEGFFWIPSLAGPTTI
GSVIVG01000594001|GSVIVT01000594001       167 ---ERIQ------	 170-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 213----------L-TEGFFWIPSLSGPTTIA
Eucgr.B03237|Eucgr.B03237.1               192 ----ERIQ------	 195-LETARLYKLAGINPLAGC--------------LPTLATIPVWIGL--YRALSNVADEGL	 238----------L-TEGFFWIPSLAGPTTI
Phpat.003G132900|Phpat.003G132900.1       207 ------ERIQ------	 210-LETARLYKQAGVNPLAGC--------------LPTLATLPVWIGL--YRALSNVANEGL	 253----------L-TEGFFWIPSLAGPT
Phpat.010G066400|Phpat.010G066400.1       209 ------ERIQ------	 212-LETARLYKQAGVNPLAGC--------------LPTLATLPVWIGL--YRALSNVANEGL	 255----------L-TEGFFWIPSLAGPT
LOC_Os01g05800|LOC_Os01g05800.1           185 ----ERIQ------	 188-LETARLYKQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 231----------L-TEGFFWIPSLGGPTTI
GRMZM2G110063|GRMZM2G110063_T01            26 ------	 25-LETARLYRQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 68----------L-TEGFFWIPSLGGPTTIAARQ--SGAG
GRMZM5G839422|GRMZM5G839422_T01           182 ----ERIQ------	 185-LETARLYKQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 228----------L-TEGFFWIPSLGGPTTI
12954|12954                               113 ERIQ------	 116-METARLYKQAGVNPLAGC--------------LPTLATLPVWIGL--YRALSNVANEGL	 159----------L-SEGFFWIPSLAGPTTIAARQ
Bra035669|Bra035669                       175 ----ERIQ------	 178-LETSRLYKQAGVNPLAGC--------------LPTLATIPVWIGL--YQALSNVANEGL	 221----------F-TEGFFWIPSLGGPTSI
Carubv10023172m.g|Carubv10023172m         187 ----ERIQ------	 190-LETSRLYKQAGVNPLAGC--------------LPTLATIPVWIGL--YQALSNVANEGL	 233----------F-TEGFFWIPSLGGPTSI
GSVIVG01024995001|GSVIVT01024995001       174 -----ERIQ------	 177-LETSRLYKQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 220----------L-TEGFFWIPSLGGPTT
Cucsa.213790|Cucsa.213790.1               177 ----ERIQ------	 180-LETSRLYRQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 223----------L-TEGFFWIPSLGGPTTI
PGSC0003DMG400000401|PGSC0003DMT40000106  171 ----ERIQ------	 174-LETSRLYKQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 217----------L-TEGFFWIPSLGGPTTI
Glyma11g14960|Glyma11g14960.1             174 ----ERIQ------	 177-LETSRLYRQAGVNPLAGC--------------LPTLATIPVWIGL--YQALSNVANEGL	 220----------L-TEGFLWIPSLGGPTTI
Glyma12g06920|Glyma12g06920.1             174 ----ERIQ------	 177-LETSRLYRQAGVNPLAGC--------------LPTLATIPVWIGL--YQALSNVANEGL	 220----------L-TEGFLWIPSLGGPTTI
Eucgr.B02380|Eucgr.B02380.1               184 ----ERIQ------	 187-LETSRLYRQAGVNPLAGC--------------LPTLATIPVWIGL--YQALSNVANEGL	 230----------L-TEGFFWIPSLGGPTTI
29876.t000003|29876.m000246               172 ----ERIQ------	 175-LETSRLYRQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGL	 218----------L-TEGFFWIPSLGGPTTI
Potri.001G237800|Potri.001G237800.1       174 ----ERIQ------	 177-LETSRLYRQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGV	 220----------L-TEGFFWIPSLGGPTTI
Potri.009G029100|Potri.009G029100.1       171 ----ERIQ------	 174-LETSRLYRQAGVNPLAGC--------------FPTLATIPVWIGL--YQALSNVANEGV	 217----------L-TEGFFWIPSLGGPTTI
Bra004536|Bra004536                       211 -AECTQKFGECYKSY	 224-------RRLRLIDPFIIISFISGVKKKKRMSLFIMFSLLPTYSLYLSSKQINTMAKK--	 275---------------IPGFTDLLTPEH
Bra040305|Bra040305                       188 -ASLLTKSGRVMYTVL	 202EKE---FLG-----VKGSI--------------SGKGIQVPVFWLS--TAELRQNMAGI-	 237------LVS-CLRG-KTFSAELIRNR
Phpat.008G051300|Phpat.008G051300.1       246 --PRGSGVSLASQYRIF	 260TKR----RLELGAPSPMWL--I-----------AVPLIQVPLFIYW--IVAVRQMAMA--	 299------SHPGFDTGGILWFTDLTVP
Carubv10016975m.g|Carubv10016975m         155 GSGRSVIDQWKLF	 167RKE----RKAIGCPSVLWV--P-----------AYFSIQISCFFLW--ITSIRRMSLN--	 206------HHPGFDSGGALWFQNLTEIPNGL
Eucgr.B01387|Eucgr.B01387.1               172 PFSGRSYINQISLF	 185QRE----RKASGCPSLLWF--L-----------AYLSVQVPFFLLW--MTSIRRMSLD--	 224------HHPGFDCGGILWFQNLSELPHG
Glyma18g47545|Glyma18g47545.1             165 FSGKSYIRQFLFF	 177QKK----RKAIGCPSYVWP--L-----------VPFIVQVPCFFLW--MISIRKMSLD--	 216------GHPGFDCGGALWFQNLTELSHGY
30128.t000480|30128.m009019               165 LSGKSFVDQISLF	 177HKE----RRALGCPSYLWF--L-----------AYVSAQVPCFLLW--MTSIRRMSLD--	 216------HHPGFDCGGTLWFQNLTEYPHGI
GSVIVG01019145001|GSVIVT01019145001       166 LSGRSYFDQISLF	 178RKE----KRAIGCPSFLWF--L-----------ASLSTQVPCFILW--MMSIRWMSLD--	 217------HHPGFDSGGALWFQNLTEFPNGV
gi|85104274                               202 -----TTKQNDLVKY	 211RQEMALMTKNAGINYFKVF---------------IPFIQVPIGFGM--FRLIRGMAAL--	 252------PVESLETGGTLWFPDLTVADP
Cre16.g690200|Cre16.g690200.t1.2          216 --ATSQEEHQRLFQAF	 229RNEYNVQTAKHGDPVKTALVVP-----------GVMILNGAIFLSI--FNGVSKLMAA-K	 275------VPS-LTTGGALWFSDLTSPD
Vocar20001462m.g|Vocar20001462m           210 --ATNRAEHDRLFNAF	 223RTEYTAQVSKHGDPVKTALMVP-----------GVMIFNGFVFLSI--FNGISKLMAA-K	 269VLRRCAVPS-LTTGGALWFSDLTQPD
Esi0170_0057                               81 WRKYKVF	 87FSGARGVLGLHGTHLRGMF--------------ATPLVNLPVFITF--VWSIRGMLRDG-	 130-----TVPG-LDTGEADTV-------HS--------
gi|268637951                              206 -TQEGRIKIA------	 214-ELQKKSFAKHDTSPMKTL--------------GLNMLQMPFIIYP--FIFLRQLSGD--	 255------TNL-LVDAGALWFKNLSMAD
Esi0025_0161                              312 EAAMAEMMLVS------	 322-QEMGNLLKQHRIHFPKMM--------------LSMFAQFPVFISL--FLATRDMGTY--	 363------FPG-YMTGGLDWMMNLNAP
gi|66811452                               200 ASIQVRAQTS------	 209-QKITTLLKEKGCHPVLSY--------------ILPMANLPFLISS--IIAFRDMAAN--	 250------YPS-LKDAGMLWFTDLSQSD
gi|28395049                               150 KNMR------	 153-RLISELYVRDNCHPFKAT--------------VLVWIQLPMWIFM--SFALRNLSTGAA	 196HSEGFSVQEQLATGGILWFPDLTAPDST----
gi|71980488                               160 LQQQIL------	 165-LEQRDFLRSKDIRLGRQF--------------MVMAANGAVFATQ--FFAIKKMVVV--	 206------NYPGLSTGGTLWFTDLTATDPY--
Esi0028_0040                              134 DRYR------	 137-QETKALFQKHKASLVMNA--------------ALPIVQLPLFIGF--FLGLRRMPDV--	 178------VPE-FATGGVLWFQDLGAPDPY----
YER154W                                   177 LQQGQLVA------	 184-MQRKKLLSSHGIKN-RWL--------------AAPMLQIPIALGF--FNALRHMANY--	 224------PVDGFANQGVAWFTDLTQADPY
gi|223718097                              252 ---HIEYYKAS------	 259-SEMALYQKKHGIKLYKPL--------------ILPVTQAPIFISF--FIALREMANL--	 300------PVPSLQTGGLWWFQDLTVS
CMC118C|CMC118CT                          214 --QQRIRALQ------	 221-QQVFRLLRENQISPLRSL--------------VNPLVQMPLFISF--FLGLRKIAKI--	 262------YPDELRNGGLGWFRDLSLPD
GRMZM2G064804|GRMZM2G064804_T02           201 --PKSVQEGQ------	 208-AKMKALFKKHGVSPLTPM--------------KGLLIQGPIFMSF--FFAISNMVEK--	 249------VPS-FKGGGTLWFTDLTTPD
LOC_Os10g37690|LOC_Os10g37690.1           191 -PKSAKEGK------	 198-AKMTALFQKHGVSPFTPL--------------KGLLIQGPIFMSF--FFAIRNMIDK--	 239------VPS-MKGGGSLWFTDLTTPDP
GRMZM2G055880|GRMZM2G055880_T01            30 ------	 29-QKLGELFLRHGVTPLTPL--------------KGLFIQGPIFMSF--FFAISNMVEK--	 70------VPS-MKGGGVYWFTDLTTPDNL----------
LOC_Os03g02480|LOC_Os03g02480.1           224 --PQSMLEGK------	 231-RKLGELFLRHGVTPLTPL--------------KGLFIQAPIFMSF--FFAISNMVEK--	 272------VPS-FKGGGIYWFTDLTTPD
Phpat.011G106700|Phpat.011G106700.1       235 ---PKVTEVNQ------	 242-KRMKELFAQHNTNPFMPL--------------MGAFVQAPLFISF--FFAIRNMAER--	 283------VPS-FKEGGALWFTDLTTA
Bra040348|Bra040348                        50 V------	 50-KVYYFSSGRHGVTSFTPL--------------KGLIIQGPIFISF--FFAIRNMAEK--	 91------VPS-FKTGGTLWFTDLTTADTT---------
Bra000424|Bra000424                       199 --PEAMAEGQ------	 206-RRMQLLFKQHGVTPFTPL--------------KGLIIQGPIFISF--FFAIRNMAEK--	 247------VPS-FKTGGTLWFTDLTTAD
AT2G46470                                 205 --PEAMAEGQ------	 212-RRMQLLFKEHGVTPFTPL--------------KGLIIQGPIFISF--FFAIRNMAEK--	 253------VPS-FKTGGTLWFTDLTTTD
Carubv10023251m.g|Carubv10023251m         205 --PEAMAEGQ------	 212-RRMQLLFKEHGVTPFTPL--------------KGLIIQGPIFISF--FFAIRNMAEK--	 253------VPS-FKTGGTLWFTDLTTGD
73518|73518                               120 AENK------	 123-RKMAELFAKHKTDPFTPL--------------IGALLQGPIFMCF--FFGLRTMAEK--	 164------MDS-FKEGGAFWFTDLTTPDEL----
Potri.001G091800|Potri.001G091800.1       210 --PMALAEGQ------	 217-KQMKKLFKEYGVSPLTPL--------------KGLFIQGPIFVSF--FLAISNMTEK--	 258------VPS-FKSGGAYWFLDLTTPD
Potri.003G139800|Potri.003G139800.1       168 ----------------	 167------------------------------------------------------------	 167--------------------------
Eucgr.E00058|Eucgr.E00058.1               206 --PDAASKYL------	 213-QSFASLFKEYGISPFTPL--------------KGLLMRGPIFISF--FFAIKNMAEK--	 254------IPS-FQTGGTLWFVNLATPD
Eucgr.E00060|Eucgr.E00060.1                64 L------	 64-QSFTSLFKEYGVSPFTPL--------------KGLLMRGPIFISF--FFAIKNMAEK--	 105------IPS-FQTGGTLWFVNLATPDSL--------
Bra010053|Bra010053                       270 ------QVTMAEGQ------	 277-KKMKNLFKEYGVTPFTPM--------------KGMLIQGPLFICF--FLAIRNMAEK--	 318------VPS-FQTGGALWFTDL
AT5G62050                                 202 --SVTMAEGQ------	 209-KKMKNLFKEYGVTPFTPM--------------KGMFIQGPLFICF--FLAIRNMAEK--	 250------VPS-FQTGGALWFTDLTTPD
Carubv10026454m.g|Carubv10026454m         202 --AVTMAEGQ------	 209-KKMKNLFKEYGVTPFTPM--------------KGMLIQGPLFISF--FLAIRNMAEK--	 250------VPS-FQTGGALWFTDLTTPD
PGSC0003DMG400005839|PGSC0003DMT40001495  209 --PAAVAEGQ------	 216-QRMQAAMKEYGVTPFTPL--------------KGILIQGPIFVSF--FMAISNMVEK--	 257------VPS-FKQGGVLWFTDLTVTD
GSVIVG01019529001|GSVIVT01019529001       202 --PSAVAEGN------	 209-KRMQQIFKEYGVTPFTPL--------------KGLIIQGPVFVSF--FLGISNMVQK--	 250------VPS-FKTGGALWFTDLTTPD
Eucgr.E00860|Eucgr.E00860.1               213 --PIAVAEGQ------	 220-RKMKQLFNESGVSPFTPL--------------KGIFIQGPIFISF--FLAVSNMAEK--	 261------VPS-FKTGGAYWFTDLTTPD
29651.t000009|29651.m000289               209 --PATIAEGN------	 216-KQMKMLFKEYGVSPFTPM--------------KGLFIQGPVFVCF--FLAIRNMAEN--	 257------VPS-FKNGGAFWFVDLSTPD
30190.t000068|30190.m010832               207 --PAAIAEGN------	 214-KRMKMLFKEYGASPFTPM--------------KGIFVQGPVFVCF--FLAIRNMAEK--	 255------VPS-FKNGGAFWFVDLSTPD
Potri.006G073000|Potri.006G073000.1       192 --PTAVSEGQ------	 199-KEMQKLFKEHGVSPFTPL--------------KGIFIQGPVFISF--FLAISNMAEK--	 240------VPS-FKSGGAYWFVDLTTPD
Potri.018G140100|Potri.018G140100.1       193 --PTAVSEGQ------	 200-KEMKKLFKEHGVSPFTPL--------------KGLFIQAPVFISF--FLAITNMAEK--	 241------VPS-FKSGGAFWFVDLTTAD
Potri.T145700|Potri.T145700.1             193 --PTAVSEGQ------	 200-KEMKKLFKEHGVSPFTPL--------------KGLFIQAPVFISF--FLAITNMAEK--	 241------VPS-FKSGGAFWFVDLTTAD
Cucsa.107400|Cucsa.107400.1               209 --PGAVAEGQ------	 216-RKMKNLFNEFGVSPFTPL--------------KGLFIQGPVFISF--FLAVSNMAEK--	 257------MPS-FKNGGAYWFVDLTTPD
Medtr7g036950|Medtr7g036950.1             205 --PQAVAEGQ------	 212-EKMKQLFKEYGVTPFSPL--------------KGLLIQGPVFISF--FLAITNMAEK--	 253------MPS-FKHGGAFWFTDLTTPD
Glyma07g31320|Glyma07g31320.1             204 --PVAVAKGQ------	 211-QQMKKLFKEYGVSPFTPL--------------KGLFIQGPIFVSF--FLAITNMAEK--	 252------VPS-FKHGGASWFIDLSTPD
Glyma13g25140|Glyma13g25140.2             262 -----PVAVAKGQ------	 269-QQMKKLFKEYGVSPFTPL--------------KGLFIQGPIFVSF--FLAITNMAEK--	 310------VPS-FKHGGASWFIDLS
Glyma07g36311|Glyma07g36311.1             207 --PVAVAEGQ------	 214-KRMKKLFKEYGASPFTPL--------------KGLFIQGPVFISF--FLAIRNMAEK--	 255------MPS-FKHGGAYWFVDLTTPD



Esi0227_0023                              242 E------NGRGIGWLTTF-VDGHPILGWHDTLC	 267YMSIPAILVLSQKLSMTLLTPPDDGP--DDA-------TGSSLKGGGDRGHWGPDDAAGS	 318SLK-FGAL-
Cre06.g251900|Cre06.g251900.t1.2          180 SGLGTSWLWPLGPDGAPPIGWEDAAA	 205YLTLPLLLVAVQYASSSVTSPPID---PKDE-------NAN---------------TQRA	 240LLV-FLPLMVGWFSLN
Vocar20003543m.g|Vocar20003543m           247 --------------------------------	 246-----------QYASLYSTGPTSD---ATDV-------NAR---------------LQRA	 270LLL-GLPVMI
Esi0099_0095                              248 SP----PTEMMSWIKDW-SDGAPKLGWHDTIA	 274YMTIPIILVITQSISTRIMQPAKDPSQPVDE-------SQA---------------ASQN	 312IVK-FLPLMI
CMT063C|CMT063CT                          324 GPVR----Q--GQGLSSWLFPF-QNGAPPIGWHDAIA	 353YLVLPCLLVVSQSISQKILQPP-----VQDP-------QQQ---------------QANA	 386ILR-F
Cre17.g729800|Cre17.g729800.t1.2          213 -----GGGLEWLVPF-ENGAPPVGWANAAA	 236YLVMPVLLVASQYASQKIISS-Q---NNQDP-------SQQ---------------QAQA	 270ILK-FLPLMIGW
Vocar20010438m.g|Vocar20010438m           217 -----GGGLEWLFPF-QDGAPPVGWANAAA	 240YLVMPVLLVASQYASQKIISTTQ---NSNDP-------AQQ---------------QSQA	 275ILK-FLPLMIGW
LOC_Os03g62750|LOC_Os03g62750.1           239 AARQ--SGQGISWLFPF-TDGHPPLGWSDTLA	 267YLVLPVLLVISQYVSSQVMQPPQ----NNDP-------SQQ---------------GAQA	 301VVK-FLPLLI
GRMZM2G136854|GRMZM2G136854_T01             1 --------------------	 0------------------MQPPQ----SNDP-------NQQ---------------GAQA	 16VTK-FLPLLIGYFALSVPSGLRLYW
GRMZM2G426200|GRMZM2G426200_T01            54 SWLFPF-TDGHPPLGWSDTLA	 73YLVLPVLLVISQYISSQVMQPPQ----SNDP-------SQQ---------------GAQA	 107VTK-FLPLLIGYFALSVPSGLG
PGSC0003DMG400010740|PGSC0003DMT40002790  248 AARQ--TGSGTSWLFPF-VDGHPPLGWSDTFA	 276YLVLPVLLVVSQYISIQIMQPSQ---QSDDP-------NVK---------------NSQA	 311ITK-FLPLML
Potri.008G182000|Potri.008G182000.1       245 AERQ--NGSGISWLFPF-VDGQPPLGWSDTVA	 273YLVLPAMLVVLQYMSVQIMQSS----QSDDP-------NVK---------------NSQA	 307IMK-FLPLMI
Potri.010G051900|Potri.010G051900.1       339 LAGPTAIASRQ--NGSGISWLFPF-VDGHPPLGWSDTVA	 374YLVLPVMLVVSQYISVQIMQSSQF--QSDDP-------NVK---------------NSQA	 410ITK
29929.t000274|29929.m004771               247 AARQ--NGSGISWLFPF-VDGHPPLGWYDTFA	 275YLVLPVLLVVSQYISVQIMQSS----QNNDP-------NMK---------------SSQA	 309ITQ-LLPLMI
Bra032799|Bra032799                       240 AARQ--SGSGISWLFPF-IEGHPPLGLSDTLA	 268YLVLPLLLIFSQYLSIQIMQSSQP--QSDDP-------AMK---------------SSQA	 304VTK-FLPLMI
Bra040623|Bra040623                         1 --------------------	 0---------------------------------------MK---------------SSQA	 6VTK-FLPLMIGYFALSVPSGLSLYWL
AT1G24490                                 236 AARQ--NGSGISWLFPF-IEGHPPLGWPDTLA	 264YLVLPLLLVFSQYLSIQIMQSS----QSNDP-------AMK---------------SSQA	 298VTK-LLPLMI
Bra012507|Bra012507                       243 AARQ--SGSGISWLFPF-IEGHPPLGWSDTLA	 271YLVLPLLLIFSQYLSIQIMQSSQP--QSNDP-------AMK---------------SSQA	 307VTK-LLPLMI
Carubv10009320m.g|Carubv10009320m         242 AARQ--SGSGISWLFPF-IEGHPPLGWPDTLA	 270YLVLPLLLVFSQYLSIQIMQSS----QSNDP-------AMK---------------SSQA	 304VTK-LLPLMI
Medtr3g086250|Medtr3g086250.1             245 AARQ--NGSAISWLFPF-VDGHPPLGWPDTLA	 273YLVLPVLLVVSQYISLQIMQSSQ----ATGP-------NAK---------------SSQV	 307LNK-VLPLVI
Glyma11g37590|Glyma11g37590.1             251 AARQ--NGSGISWLFPF-VDGHPPLGWSDTLA	 279YLVLPVLLVVSQYISVQIMQSSQ----PNDP-------NMK---------------SSQA	 313LTN-FLPLMI
Glyma18g01540|Glyma18g01540.1             245 AARQ--NGSGISWIFPF-VDGHPPLGWSDTLA	 273YLVLPVLLIVSQYISVQIMQSSQ----PNDP-------NMK---------------SSQA	 307LTK-VLPLMI
Cucsa.394650|Cucsa.394650.1               243 ASRQ--NGSGISWLFPF-VDGHPPLGWSDTFA	 271YLVLPVLLVVSQYISVQIMQSSQ----NNDP-------SMK---------------SSQA	 305ITQ-FLPLMI
GSVIVG01000594001|GSVIVT01000594001       232 ARQ--NGSGISWLFPF-VDGHPPLGWSDTLA	 259YLVLPMLLIVSQYISVQIMQSSQ----SNDP-------SLK---------------TSQA	 293LTK-FLPLMIG
Eucgr.B03237|Eucgr.B03237.1               256 ASRQ--NGSGISWLFPF-VDGHPPLGWSDTLA	 284YLVLPVLLVFSQYVSVQIMQSSQ----SNDP-------SMK---------------SSQA	 318ITK-FLPLMI
Phpat.003G132900|Phpat.003G132900.1       269 TIAARS--SGSGISWLFPF-VDGAPPLGWGDTIA	 299YLVLPVLLIGSQYVSMQIMQPAT---ASNDP-------AQN---------------QSQL	 334ILK-FLPL
Phpat.010G066400|Phpat.010G066400.1       271 TIAARS--SGSGISWLFPF-VDGAPSLGWADTIA	 301YLVLPVLLIGSQYVSMQIMQPPT----TNDP-------AQN---------------QSQL	 335ILK-FLPL
LOC_Os01g05800|LOC_Os01g05800.1           249 AARQ--SGAGISWLLPF-VDGHPPLGWHDTIC	 277YLVLPVLLVASQFVSMEIMKPPQ----TDDP-------SQK---------------NTLL	 311VLK-FLPFMI
GRMZM2G110063|GRMZM2G110063_T01            94 ISWLFPF-VDGHPPLGWYDTIC	 114YLVLPVLLVASQYVSMEIMKPPQ----SDDP-------SQK---------------NTLL	 148VLK-FLPFMIGYFSLSVPSG
GRMZM5G839422|GRMZM5G839422_T01           246 AARQ--SGSGITWLFPF-VDGHPPLGWHDTIC	 274YLVLPVLLVASQYVSMEIMKPPQ----SDDP-------SQK---------------NTML	 308ILK-FLPFMI
12954|12954                               181 --SGSGISWLFPF-VDGHPPLGWGDTIA	 205YLVLPVLLIGSQYASMQIMQPPQ----T-DP-------SQK---------------NTQL	 238ILK-FLPLMIGYFA
Bra035669|Bra035669                       239 AARQ--SGSGVSWLFPF-VDGHPPLGWGDTAA	 267YLVLPVLLIVSQYVSMEIMKPPQ----TDDP-------AQK---------------NTLL	 301VFK-FLPLMI
Carubv10023172m.g|Carubv10023172m         251 AARQ--SGSGISWLFPF-VDGHPPLGWYDTAA	 279YLVLPVLLIASQYVSMEIMKPPQ----TDDP-------AQK---------------NTLL	 313VFK-FLPLMI
GSVIVG01024995001|GSVIVT01024995001       237 IAARQ--SGSGISWLIPF-VDGHPPLGWQDTAA	 266YLVLPVLLVISQYVSMELMKPPQ----TDDP-------SQK---------------NTLL	 300VFK-FLPLM
Cucsa.213790|Cucsa.213790.1               241 AARQ--SGAGISWLLPF-VDGHPPLGWSDTAA	 269YLVLPVLLVISQYVSMELMKPPQ----TDDP-------AQK---------------NTLL	 303IFK-FLPLMI
PGSC0003DMG400000401|PGSC0003DMT40000106  235 AARQ--SGSGVSWLFPF-VDGHPPLGWHDTVA	 263YLILPVLLIVSQYVSMEIMKPPQ----TDDP-------SQK---------------NTLL	 297VFK-FLPLMI
Glyma11g14960|Glyma11g14960.1             238 AARQ--SGAGISWLFPF-VDGHPPLGWQDTAA	 266YLVLPILLVVSQYVSMEIMKPPQ----T-DP-------SQK---------------NQLL	 299ILK-FLPLMI
Glyma12g06920|Glyma12g06920.1             238 AARQ--SGAGISWLFPF-VDGHPPLGWQDTAA	 266YLVLPILLVVSQYVSMEIMKPPQ----T-DP-------SQK---------------NQLL	 299ILK-FLPLMI
Eucgr.B02380|Eucgr.B02380.1               248 AARQ--SGSGISWLFPF-VDGHPPLGWSDTVA	 276YLVLPVLLVVSQFVSMELMKPPQ----SDDP-------AQK---------------NTLL	 310VFK-FLPLMI
29876.t000003|29876.m000246               236 AARQ--SGSGISWLFPF-VDGHPPLGWYDTAA	 264YLVLPVLLVVSQYVSMEIMKPPQ----TDDP-------AQK---------------NTLL	 298VFK-FLPLMI
Potri.001G237800|Potri.001G237800.1       238 AARQ--SGSGISWLFPF-VDGHPPLGWHDTAA	 266YLVLPVLLIASQYVSMEIMKPPQ----TDDP-------TQK---------------NTLL	 300VFK-FLPIMI
Potri.009G029100|Potri.009G029100.1       235 AARQ--SGSGISWLFPF-VDGHPPLGWNDTAA	 263YLVLPVLLVVSQYVSMEIMKPPQ----TDDP-------TQK---------------NTLL	 297VFK-FLPLMI
Bra004536|Bra004536                       288 MIQ*-----------------------------	 290------------------------------------------------------------	 290---------
Bra040305|Bra040305                       256 VLSKGRLVIVVGDGF-------------------	 270--GLEIQI-------FDLDFSLILRRRQVQK-------QAQ---------------QY--	 297-HQYLLE*
Phpat.008G051300|Phpat.008G051300.1       319 VQGAL---------GA-------------------	 325--LFPVIVAATYFTNLQLSFKG--IE-QQKG---IMGIVMK---------------FYKW	 362WLE-AAT
Carubv10016975m.g|Carubv10016975m         230 Y---------GP-------------------	 232--LFPFLIAGLHYTNTQITLTASSVN-KVEN---LA-ELAK---------------AFKT	 270FLN-FLTVALY
Eucgr.B01387|Eucgr.B01387.1               247 TL---------GH-------------------	 250--ILPLVIAGLHFMNVQVSFSRREVR-EVSG---VFGLLAK---------------IYEY	 289YLY-LMSAPI
Glyma18g47545|Glyma18g47545.1             240 S---------GF-------------------	 242--IFPFLIAGLHYVTVQISFRKPLVA-ETRD---IFDLLAK---------------FYKQ	 281YLD-FLTIPIA
30128.t000480|30128.m009019               240 A---------GP-------------------	 242--IFPLLIACLHYINIQLAFEKFSVQ-KTTG---LLSLLAK---------------YYKL	 281YLD-LLTLPLF
GSVIVG01019145001|GSVIVT01019145001       241 L---------GP-------------------	 243--IFPILISGLHFINVQISFSTSSVG-QVPG---LLGLLAK---------------YYKF	 282YLE-ILTVPIF
gi|85104274                               274 Y------------F-------------------	 275--ALPIASACLFVASMRKPIPYM------AP---QQARMMK---------------SM--	 307--GLVLVPV
Cre16.g690200|Cre16.g690200.t1.2          295 PY------------F-------------------	 297--GLPLMCTAVTLAMVEYGINLAGDAGPMPEDRAKMTNGLK---------------NF--	 338-MR-VMAF
Vocar20001462m.g|Vocar20001462m           295 PF------------F-------------------	 297--GLPIMCTLVTLAMVEYGINLAGDAGPMPSERQQATKTMK---------------WV--	 338-FR-VLAF
Esi0170_0057                              146 ----L-------------------	 146--MLPIIGTLCTYTSLEIVKMKGAT-----G-------WMK---------------FFQD	 177GMQ-TFIILMLPWVSTFP
gi|268637951                              275 PY------------Y-------------------	 277--ILPLVSSIFQYGSVRFSMTDDT-----SP-------MMK---------------TI--	 306-MT-SFCF
Esi0025_0161                              382 DPT------------W-------------------	 385--TLPILTSGSMILLMELGSDMPAAHGPDKP-----NFNPK---------------VM--	 421-FR-VMS
gi|66811452                               270 PI------------F-------------------	 272--VLPVICSSLYLIATELAFSKN--TNPLMV-------ALK---------------WV--	 304-SR-GMSL
gi|28395049                               225 --------W-------------------	 225--ILPISVGVINLLIVEICALQKIGMSRFQT-------YIT---------------YF--	 259-VR-AMSVLMIPIA
gi|71980488                               229 ----------Y-------------------	 229--ALPFISAATMALVTKVGIEMGTSADQMPP-------IMR---------------AF--	 263-MTYGLPVVIFG
Esi0028_0040                              200 --------M-------------------	 200--IFPVMTGVMMMAMAELGGEGGALAGS-SV-------KMK---------------AG--	 233-MR-GMALLVTPLT
YER154W                                   247 ------------L-------------------	 247--GLQVITAAVFISFTRLGGETGAQ--QFSS-------PMK---------------RL--	 279-FT-ILPIIS
gi|223718097                              320 DPI------------Y-------------------	 323--ILPLAVTATMWAVLELGAETGVQSSD-LQ-------WMR---------------NV--	 356-IR-MMP
CMC118C|CMC118CT                          283 PF------------Y-------------------	 285--GLPALTSATMLFMIQMGTETGGA--QLPP-------FAL---------------NL--	 317-MR-IFAL
GRMZM2G064804|GRMZM2G064804_T02           269 SL------------Y-------------------	 271--ILPMLTGLTFLATVELNLQEGMEGNPMAG-------KMK---------------YF--	 305-SR-GVAV
LOC_Os10g37690|LOC_Os10g37690.1           260 L------------Y-------------------	 261--ILPVLTALIFLVTVELNLQEGMEGNPMAR-------KMK---------------NF--	 295-SR-GMAVL
GRMZM2G055880|GRMZM2G055880_T01            92 --L-------------------	 92--ILPVLTSLTFLATVELNMQDGMEGNHMLK-------PMK---------------KF--	 126-SR-FFGVLFVPFTIGFPKAI
LOC_Os03g02480|LOC_Os03g02480.1           292 EL------------L-------------------	 294--ILPMLTSLTFLVTVELNMQDGMEGNPMLK-------TMK---------------NF--	 328-SR-VMAV
Phpat.011G106700|Phpat.011G106700.1       302 DPY------------F-------------------	 305--ILPIMSGLFTLATIELGAMDGMQGQPMIG-------KMK---------------MF--	 339-FR-GFA
Bra040348|Bra040348                       113 ---Y-------------------	 113--ILPLLTAITFIIMVESNMQEGMEGNPVAG-------TMK---------------KF--	 147-SR-IIAFLSIPILMGIEK
Bra000424|Bra000424                       267 TT------------Y-------------------	 269--ILPLLTAITFIIMVESNMQEGMEGNPVAG-------TMK---------------KF--	 303-SR-IIAF
AT2G46470                                 273 TT------------Y-------------------	 275--ILPLLTAVTFLIMVESNMQEGLEGNPVAG-------TMK---------------KF--	 309-SR-IIAF
Carubv10023251m.g|Carubv10023251m         273 TT------------Y-------------------	 275--ILPLLTAVTFLIMVESNMQEGLEGNPVAG-------TMK---------------KF--	 309-SR-IIAF
73518|73518                               186 --------Y-------------------	 186--ILPFITTATFLITVELNAVDGMQGQPNQK-------TMK---------------NI--	 220-LR-GMGVLFLPLT
Potri.001G091800|Potri.001G091800.1       278 SL------------Y-------------------	 280--ILPILTGLTFWITVECNMQEGLEGNPIAA-------TMK---------------KV--	 314-SR-VFAV
Potri.003G139800|Potri.003G139800.1       168 ----------------------------------	 167------------------------------------------------------------	 167--------
Eucgr.E00058|Eucgr.E00058.1               274 SL------------Y-------------------	 276--ILPILTALTFWIAVEFHLEEGLNGTAVAG-------TMK---------------KF--	 310-FR-VFTV
Eucgr.E00060|Eucgr.E00060.1               127 ----Y-------------------	 127--ILPILTALTFWIAVEFHLEEGLDGTAVVG-------TLK---------------KF--	 161-FR-VFTILSIPVMMCFP
Bra010053|Bra010053                       334 TTPDSL------------Y-------------------	 340--ILPVITALTFLITVELNAQEGMEGNPMAG-------TIK---------------NV--	 374-FR-
AT5G62050                                 270 SL------------Y-------------------	 272--ILPVITGLTFLITVECNAQEGMEGNPMAG-------TVK---------------TV--	 306-CR-VFAL
Carubv10026454m.g|Carubv10026454m         270 SL------------Y-------------------	 272--ILPVITGLTFLITVECNAQEGMEGNPMAG-------TIK---------------NV--	 306-FR-GFAL
PGSC0003DMG400005839|PGSC0003DMT40001495  277 SM------------Y-------------------	 279--IFPVLTALTFWITVECNAQEGLEGNPSAK-------TIK---------------NV--	 313-SR-AFAA
GSVIVG01019529001|GSVIVT01019529001       270 SF------------Y-------------------	 272--IMPILAGLTFLITVEFNMQDGMQGNPTAG-------TMK---------------KF--	 306-SR-ALAF
Eucgr.E00860|Eucgr.E00860.1               281 AL------------Y-------------------	 283--VFPVLTGLTFLITVESNAQEGMEGNPMAG-------TMK---------------NV--	 317-FR-AFAV
29651.t000009|29651.m000289               277 SL------------Y-------------------	 279--IFPVLTALTFWITIELNMQEGLEGNPVAG-------TMK---------------NI--	 313-SR-VFAA
30190.t000068|30190.m010832               275 SL------------Y-------------------	 277--IFPVLTALTFWITVELNMQEGLEGNPVAG-------TMK---------------NI--	 311-SR-VFAA
Potri.006G073000|Potri.006G073000.1       260 GL------------Y-------------------	 262--IFPVLTALTFLLTVECNTQEGMEGNPAAG-------TMK---------------NV--	 296-SR-ALAV
Potri.018G140100|Potri.018G140100.1       261 DL------------Y-------------------	 263--IFPVLTALTFLITVECNTQEGMEGNPAAG-------TMK---------------NV--	 297-SR-ALAA
Potri.T145700|Potri.T145700.1             261 DL------------Y-------------------	 263--IFPVLTALTFLITVECNTQEGMEGNPAAG-------TMK---------------NV--	 297-SR-VLAA
Cucsa.107400|Cucsa.107400.1               277 TM------------Y-------------------	 279--IFPVLTAVTFWVTVEYNMQEGMEGNPIAG-------TMK---------------NV--	 313-MR-GLAI
Medtr7g036950|Medtr7g036950.1             273 AL------------Y-------------------	 275--VFPVLTALSFLVVVEFNMQEGMEGNPMGD-------TMK---------------KF--	 309-SR-VLAF
Glyma07g31320|Glyma07g31320.1             272 AL------------Y-------------------	 274--IFPALTALSFLITVECNMQEGMEGNPVAG-------TMK---------------NV--	 308-SR-GLAV
Glyma13g25140|Glyma13g25140.2             327 TPDAL------------Y-------------------	 332--VFPVLTALSFLITVECNMQEGMEGNPVAG-------TMK---------------NV--	 366-SR-G
Glyma07g36311|Glyma07g36311.1             275 SL------------Y-------------------	 277--ILPVLTALSFLITVECNMQEGLEGNPVAG-------TMK---------------KF--	 311-SR-GLAV



Esi0227_0023                              326 ------FVVTRVTAPWYGYESTH*---------------------------	 342-------------------------------------------------------
Cre06.g251900|Cre06.g251900.t1.2          256 VPAGLSLYYLAN-------TVLSSAIQI----------------	 276-----YLKKLGGANVVMNELG---------PVTKPGS-GRRNG-----------V-----	 3
Vocar20003543m.g|Vocar20003543m           280 GWFALNVPSGLSLYYLSN-------TILSTAQQV----------------	 306-----YLKKLGGAKVAIKKLG---------PIMKPGS-GRRSG-----------A-
Esi0099_0095                              322 GWFSLSVPSALGLYWILN-------NFISTATSV----------------	 348-----FIRNQIADETGDPNMKAPKIT---LPFMEEEP-EVVTMPIPREALPDSAVV
CMT063C|CMT063CT                          391 LPFMVGWFSLNVPSGLGLYWVTN-------NIVSTIQTI----------------	 422-----GIKRYLASKQPERV-GAPRTLDGA--V----D-ERLN---------
Cre17.g729800|Cre17.g729800.t1.2          282 FSLNVPSGLTLYWFVN-------NLLSTGQQL----------------	 306-----YLKATVKVNIPEAI-KAPATAGSSTPIVKPKE-ERVKK-----------VTGK
Vocar20010438m.g|Vocar20010438m           287 FSLNVPSGLTLYWFVN-------NLLSTAQQL----------------	 311-----YLKATVKVNVPESI-KAPVAAT-SATVVKPKE-ERVKR-----------ITGK
LOC_Os03g62750|LOC_Os03g62750.1           311 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 337-----WLQKLGGAKNPVKE-------YIDKLAKEEST-NLGK--------------
GRMZM2G136854|GRMZM2G136854_T01            41 LTN-------NILSTAQQV----------------	 52-----WLQKLGGAKNPVKE-------YIDKLSREETT-TVQK------------------	 81---------
GRMZM2G426200|GRMZM2G426200_T01           129 LYWLTN-------NILSTAQQV----------------	 143-----WLQKLGGAKNPVKE-------YIDKLSREEST-NVQK------------------	 172----
PGSC0003DMG400010740|PGSC0003DMT40002790  321 GYFSLSVPSGLSLYWLTN-------NILSTGQQV----------------	 347-----WLQKFGGAKVPTLK-------LSDDTPRKE---------------------
Potri.008G182000|Potri.008G182000.1       317 GYFSLSVPSGLSLYWLTN-------NILSTTQQV----------------	 343-----WLQKLGGAKNPVTK-------FSNDIVKED---------------------
Potri.010G051900|Potri.010G051900.1       414 -FLPLMIGYFSLSVPSGLSLYWLTN-------NILSTAQQV----------------	 446-----WLQKSGGAKNPMMK-------SSDDIVKED--------------
29929.t000274|29929.m004771               319 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 345-----WLQKLGGAKNPVSQ-------EDHL---------RVQK-----------SV
Bra032799|Bra032799                       314 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 340-----WLQKYGGAKNPMEK-------LTNLVTKEDKT-QKVDK-----------SI
Bra040623|Bra040623                        32 TN-------NILSTAQQV----------------	 42-----WLQKYGGAKNPMEK-------LTNLVTKEDKT-QKVDK-----------SI----	 74---------S
AT1G24490                                 308 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 334-----WLQKYGGAKNPVEK-------FTNLVTKEDKT-QQIEK-----------SF
Bra012507|Bra012507                       317 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 343-----WLQKYGGAKNPMEK-------LTNLVMKEDKT-QKVEK-----------SI
Carubv10009320m.g|Carubv10009320m         314 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 340-----WLQKYGGAKNPVEK-------LTNLVMKEDKT-QKVEK-----------SI
Medtr3g086250|Medtr3g086250.1             317 GYFALSVPSGLSLYWFTN-------NILSTLQQI----------------	 343-----WLQKLGGAKNPLRQ-------VLDDNVKNVDL-MQVQK-------------
Glyma11g37590|Glyma11g37590.1             323 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 349-----WLQKLGGAKNPVRQ-------VPDDIMK-NDL-TQVQK-------------
Glyma18g01540|Glyma18g01540.1             317 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 343-----WLQKLGGAKNPVRQ-------VPDDIMK-NDL-TQVQK-------------
Cucsa.394650|Cucsa.394650.1               315 GYFALSVPSGLSLYWLTN-------NILSTAQQA----------------	 341-----WLQKAGGAKTLDKQ-------FIDEIMKQEEK-QVRVQ-----------SE
GSVIVG01000594001|GSVIVT01000594001       304 YFALSVPSGLSLYWFTN-------NILSTAQQV----------------	 329-----WLQKLGGAQIPVKQ-------FSDDIEKEELS-QIQK---------------
Eucgr.B03237|Eucgr.B03237.1               328 GYFALSVPSGLSLYWLTN-------NILSTAQQV----------------	 354-----WLQKLGGANNPLKQ-------FRNNTIKLDEA-QNQK--------------
Phpat.003G132900|Phpat.003G132900.1       342 MIGYFSLSVPSGLSLYWLTN-------NVLSTAQQV----------------	 370-----YLRQLGGAQPIVDK-------EGSGIISAGQA-KRTP------------
Phpat.010G066400|Phpat.010G066400.1       343 MIGYFSLSVPSGLSLYWLTN-------NVLSTAQQV----------------	 371-----YLRQLGGAQPIVDK-------EGSGIISAGQA-KRTP------------
LOC_Os01g05800|LOC_Os01g05800.1           321 GWFSLSVPSGLSIYWFTN-------NILSTAQQV----------------	 347-----WLRKLGGAKPVVNQ-------GGSGIITAGRA-KRTS--------------
GRMZM2G110063|GRMZM2G110063_T01           168 LSIYWFTN-------NVLSTAQQV----------------	 184-----WLRKMGGAKPVVSE-------GDRRIITAGRA-KRSN------------------	 213--
GRMZM5G839422|GRMZM5G839422_T01           318 GWFSLSVPSGLSIYWFTN-------NVLSTAQQV----------------	 344-----WLRKMGGAKPVVTE-------GGSGIITAGRA-KRSN--------------
12954|12954                               252 LSVPSGLSLYWLSTENRVANKHILSTGQQV----------------	 281-----WLRKLGGRKPVVAS-------GGGDIISAGQA-KRST------------------
Bra035669|Bra035669                       311 GYFALSVPSGLSIYWFTN-------NVLSTAQQV----------------	 337-----WLRKLGGAAPAVNE-------NASGIITAGRA-KRSI--------------
Carubv10023172m.g|Carubv10023172m         323 GYFALSVPSGLSIYWFTN-------NVLSTAQQV----------------	 349-----YLRKLGGAKANMDE-------NASKIISAGRA-KRSI--------------
GSVIVG01024995001|GSVIVT01024995001       309 IGYFSLSVPSGLSIYWFTN-------NVLSTAQQV----------------	 336-----WLRKLGGAKPVVNE-------DASGIITAGRA-KRSA-------------
Cucsa.213790|Cucsa.213790.1               313 GYFSLSVPSGLSIYWFTN-------NVLSTAQQV----------------	 339-----WLRKLGGAKPVVNE-------NAPGIITAGRA-KRTP--------------
PGSC0003DMG400000401|PGSC0003DMT40000106  307 GYFSLSVPSGLTIYWFTN-------NVLTTAQQV----------------	 333-----WLRKLGGAKPAVSG-------DAGGIISAGRA-KRTT--------------
Glyma11g14960|Glyma11g14960.1             309 GYFSLSVPSGLTIYWFIN-------NVLSTAQQV----------------	 335-----WLRKLGGAKPVVNE-------NAGGIITAGRA-KRSD--------------
Glyma12g06920|Glyma12g06920.1             309 GYFSLSVPSGLTIYWFIN-------NVLSTAQQV----------------	 335-----WLRKLGGAKPVVNE-------NAGGIITAGRA-KRSD--------------
Eucgr.B02380|Eucgr.B02380.1               320 GYFSLSVPSGLSIYWFTN-------NVLSTAQQV----------------	 346-----WLRKLGGAKPVVTE-------NASGIITAGRA-KRSA--------------
29876.t000003|29876.m000246               308 GYFSLSVPSGLSIYWFVN-------NVLSTAQQV----------------	 334-----WLRKLGGAKPVVDQ-------NASGIITAGRA-KRSA--------------
Potri.001G237800|Potri.001G237800.1       310 GYFSLSVPSGLSIYWFTN-------NVLSTAQQV----------------	 336-----WLRKLGGAKPVVNE-------NASGIITAGRA-KRSA--------------
Potri.009G029100|Potri.009G029100.1       307 GYFSLSVPSGLSIYWFTN-------NVLSTAQQV----------------	 333-----WLRQLGGAKPVVNE-------NASGIITAGRA-KRSA--------------
Bra004536|Bra004536                       291 ---------------------------------------------------	 290-------------------------------------------------------
Bra040305|Bra040305                       304 ----------------------------------------------------	 303------------------------------------------------------
Phpat.008G051300|Phpat.008G051300.1       369 IPAFIFGFYLPQGVFMYWITN-------NCCSLAQTI----------------	 398-----ALRQPGVRT----ALGLPSLAELSKLRGSSP------TPPP-----AQ
Carubv10016975m.g|Carubv10016975m         281 FLSFQMPQGSLLYWATN-------LSFSIAQQS----------------	 306-----ILNHPVVSA----KLGIQGKDNVHKEAGN-----------P-----IL----
Eucgr.B01387|Eucgr.B01387.1               299 LYIGHCIPQGSLVYWVTN-------ASVTLFQQI----------------	 325-----ALKHPAVRS----KLGLLVEDISKSAAKPEEMA------------------
Glyma18g47545|Glyma18g47545.1             292 ITGFCIPQGSQLYWVTN-------SSLTLIQQI----------------	 317-----TLRHPAVLA----KLGLLDNSQKGASEQIAASK---TAPSP-----GL----
30128.t000480|30128.m009019               292 FIGYCIPQGSLVYWVTN-------SSLSVIQQM----------------	 317-----SLKHPAVRA----KLGLPAKDAPAASADSEE------MGSP-----Q-----
GSVIVG01019145001|GSVIVT01019145001       293 FTGFYIPQGSLVYWVTN-------SSLSAIQQL----------------	 318-----TIRHPTVRA----KLGLPDKQAPNAAAKEMHTPGEGSLGPP-----TK----
gi|85104274                               315 SIFATAWLPAALQWYFLVS-------AIGQYFQAS----------------	 342-----IFHLPAFRR----WVGLPELVPGGMRGPSPFAK--------AAAPSST--
Cre16.g690200|Cre16.g690200.t1.2          345 MFIPAGGYVAAGTAVLWVSN-------TAFGVVQGL----------------	 373-----TLRNDRFRR----RVGLPTMQALRDMNAKVMAANAAGTPASAGAAGAS-
Vocar20001462m.g|Vocar20001462m           345 MFIPAGNYVAAGTALLWVSN-------TAFGVVQGM----------------	 373-----LLRNDGVRQ----RMGLPSMQELREMNARVLEANSANAPKPSEAPPSI-
Esi0170_0057                              195 QGVFMYWIPS-------AVFQMGQTY----------------	 213-----TMKNNKVRE----LLGLKPLGLPPREAAGATP---------SLAPAPA------P	 249
gi|268637951                              313 LPLVFTIHFAASLNIYWAVN-------SMIFAFTNW----------------	 341-----FLKSERGCK----LFNIPYFKKVDKVKQIIE------------APTID-
Esi0025_0161                              427 VVFVPVAFSMPAGVLVYWTTT-------NVFGMLQRG----------------	 456-----LFEMRPVQQ----ALGWPLPEDMPAPAAPADK---------KEPAEAD
gi|66811452                               311 LLIAFSPTIPSICYLYWIPS-------GLFTIAQSL----------------	 339-----AFNSKRVCK----FLGLPISIKSGDSV----------------------
gi|28395049                               272 ATVPSSIVLYWLCS-------SFVGLSQNL----------------	 294-----LLRSPGFRQ----LCRIPSTKSDSET--------------------PY------K
gi|71980488                               275 VSSQFATGLCVYWTAS-------NAVSLIYAA----------------	 299-----AFKVDAIRK----IFGIPPVVPLPPSAVQKN----------------------
Esi0028_0040                              246 MYVSTGVFVYWTTS-------NFYSILQTL----------------	 268-----AFKSSGIKK----FFDFPDLPPNKLKSNTAE---------------KE------I
YER154W                                   288 IPATMNLSSAVVLYFAFN-------GAFSVLQTM----------------	 314-----ILRNKWVRS----KLKITEVAKPRTPIAG-------------ASPTEN---
gi|223718097                              362 LITLPITMHFPTAVFMYWLSS-------NLFSLVQVS----------------	 391-----CLRIPAVRT----VLKIPQRVVHDLDKLPPRE----------------
CMC118C|CMC118CT                          324 ILLPLTAQFPAILFCYWLPN-------NLFSMLQAF----------------	 352-----ALRHQRVRR----WLGCPPLGARSAAATAGAH--------------TN-
GRMZM2G064804|GRMZM2G064804_T02           312 LTVPFTMNFATAVFCYWTSS-------NIFTLLYGL----------------	 340-----VIRRPAVRK----WFDLPALENTRSL-----------------TAKPV-
LOC_Os10g37690|LOC_Os10g37690.1           303 TVPFTMSFAKGIFCYWITS-------NLFTLTYGF----------------	 330-----VIRRPAVRK----FCNLPALEAQSAS-----------------AKKQM--
GRMZM2G055880|GRMZM2G055880_T01           146 FFYWVTS-------NFFSLVYGA----------------	 161-----VLRNPAVRL----FLNLPRLESQPTT-----------------AEVQP------L	 189NLS
LOC_Os03g02480|LOC_Os03g02480.1           335 LTIPFTMSFPKAIFFYWVTS-------NLFSLGYGF----------------	 363-----VLRKPAVRS----FLDLPPIETQFAP-----------------AQQPT-
Phpat.011G106700|Phpat.011G106700.1       345 VLIVPLTASFPKALFCYWLTT-------NVCSLIQTT----------------	 374-----VLRQPAVKR----TLGIPETAHLAPVTPAAV--------------ASS
Bra040348|Bra040348                       165 GLFCYWLTS-------NLFTLGYGLGKSPPLSLSHRV----	 194---LRPLRRPDVRK----LLNLPDAVTSSSS-GQPK-----------PPSPIP------F	 229S
Bra000424|Bra000424                       310 LSIPILMGIEKALFCYWLTS-------NLFT---------------------	 333------LGRPDVRK----LLNLPDAVTSSSS-GQPK-----------PPSPIP-
AT2G46470                                 316 LSIPVLIGIEKALFCYWLTS-------NLFTLVYGLT---------------	 345------LRRPDVRK----LLNLPDVVNSSTRQPSPS-------------SPLP-
Carubv10023251m.g|Carubv10023251m         316 LSIPVLIGIEKALFCYWLTS-------NLFTLVYGLT---------------	 345------LRRPDVRK----LLNLPDVVNSSTKQPSPS-----------SSSPLP-
73518|73518                               233 AQFPKALFCYWVTS-------NLWSMLQGA----------------	 255-----LLRNKKFKA----YLDIPDTSHLGTPAPPPTI---------TSSKPPA------R
Potri.001G091800|Potri.001G091800.1       321 ASVPLTMGFPNAIFCYWVTS-------NLFSLFYGLGNLGSFNVQQLLDFCY	 365FMNQQTLKAPGVKK----FLGLPEIPV-----APAS-----------TTPPSS-
Potri.003G139800|Potri.003G139800.1       168 ----------------------------------------------------	 167------------------------------------------------------
Eucgr.E00058|Eucgr.E00058.1               317 LSIPVMMCFPKAMFGYWLTS-------NMFSLAFGL----------------	 345-----VVQQPGVKK----FLKVPDIPV-----SPASA-------------SQQ-
Eucgr.E00060|Eucgr.E00060.1               178 KAMFGYWLTS-------NMFSLAFGL----------------	 196-----VVQQPGVKK----FLKVPDIPV-----SPASA-------------SQQ------F	 223
Bra010053|Bra010053                       377 GFALLTVPMTMSFPQAIFCYWITS-------NLFSLTYGL----------------	 409-----VIKRPQVKK----LLKIPELPP-----PPPG-------------Q
AT5G62050                                 313 LTVPMTMSFPQAIFCYWITS-------NLFSLMYGL----------------	 341-----VIKRPQVKK----MLRIPDLPP-----PPPG-------------QQPS-
Carubv10026454m.g|Carubv10026454m         313 LTVPMTMSFPQAIFCYWITS-------NMFSLMYGL----------------	 341-----VIKRPQVKK----MLRIPELPP-----PTPG-------------QQPS-
PGSC0003DMG400005839|PGSC0003DMT40001495  320 LTIPFTAGFPKAVFCYWMTS-------NLFSLSYGL----------------	 348-----C*-----------------------------------------------
GSVIVG01019529001|GSVIVT01019529001       313 LSVPFTMNFAQGIFCYWIPS-------NLFSLAYGF----------------	 341-----AVKQPAVKK----MFGIPEIPV-----PPPPA---------KTSPSTS-
Eucgr.E00860|Eucgr.E00860.1               324 LTVPFTASFPKAIFCYWITT-------NFFSLVYGL----------------	 352-----VLKHTSFKK----IVGVPELPV-----ALKP-----------AQKQPA-
29651.t000009|29651.m000289               320 LTVPLTMGFPKAIFCYWVTT-------NLFSFAYGG----------------	 348-----VLKLHGVKK----FLGVPEIPV-----APPS-----------ATSQSS-
30190.t000068|30190.m010832               318 LTVPLTMGFPKAIFCYWVTT-------NLFSFAYGG----------------	 346-----VLKLPGVKQ----FLGVPKIPV-----APAS-----------STSQSS-
Potri.006G073000|Potri.006G073000.1       303 ASVPLTMNFPKAVFCYWVTS-------NLFSLAYGL----------------	 331-----VLKAPGVKK----FLRVPEVPV-----APPTT----------GAKSSP-
Potri.018G140100|Potri.018G140100.1       304 ASVPLTMSFPKAIFCYWITS-------NLFSLTYGL----------------	 332-----VLKAPGVKE----FLGVPKVPV-----APPTT----------AAKSSS-
Potri.T145700|Potri.T145700.1             304 ASVPLTMSFPKAIFCYWITS-------NLFSLTYGL----------------	 332-----VLKAPGVKE----FLGVPKVPV-----APPTT----------AAKSSS-
Cucsa.107400|Cucsa.107400.1               320 ATVPLTMHFPKAIFCYWVTS-------NLFSLAYGA----------------	 348-----ALKVPGVKK----ALGVPEIPE-----ANRNN----------PTPPPA-
Medtr7g036950|Medtr7g036950.1             316 LSVPFTMSFPKALFCYWLTS-------NLFSFTYGM----------------	 344-----VLKVPGVKK----TLGVPDLPP-----PDPT-----------RSPPAP-
Glyma07g31320|Glyma07g31320.1             315 LTVPFTMGFPKAIFCYWVTS-------NLFSLVYGL----------------	 343-----VLKVPGVKK----TLGIPEIPV-----APPTT---------TSAPQSP-
Glyma13g25140|Glyma13g25140.2             370 LAVLTVPFTMGFPKAIFCYWVTS-------NLFSLVYGL----------------	 401-----VLKVPGVKK----TLGIPEIPV-----APPTT---------TSATQ
Glyma07g36311|Glyma07g36311.1             318 LTVPFTMGFPKAIFCYWITS-------NLFSLVYGL----------------	 346-----VLKFPGVKK----ALRIPIIPQ-----AAPT-----------SGPQSP-



Esi0227_0023                              343 -----	 342------------------------------------------------------------	 342-------------------------------------
Cre06.g251900|Cre06.g251900.t1.2          306 05----------------AAGEWSV---------------------WKP-ATVLTTA--E-A	 324-A--KARAEAEEAVERAREAAEEAAAAA-AFDN-----ASVSLS
Vocar20003543m.g|Vocar20003543m           336 ----	 335----------------PEAELKL---------------------WVS-ATTFKST--AER	 355-G--KNSLNMEGPVELARNALDT---------------
Esi0099_0095                              396 EETK	 399GFVPTPATLDA-EV---EGEIVKEDG------APAPPVSAASAKPPK-GSKKKRK--KKR	 446-------ARK*---------------------------
CMT063C|CMT063CT                          452 -----PEAM	 455GFTPRTSETNGDAVDTEDPSTKSK--------------------RKP-SKK---------	 485----KRR--------------------------
Cre17.g729800|Cre17.g729800.t1.2          347 EL	 348GSRKKRRNDDGEEVEDVEVEVVSSGSSS--------SSGSNGASGRK-GEKFRAL--KAR	 397EA--AAKAASTVSAGA---------G-------GSEEGKD
Vocar20010438m.g|Vocar20010438m           351 EL	 352GARKKRRNEAGEEVEEVDVEIVSTSGSNGAASASPAVNGNGSGSSRK-GEKFRAL--KAR	 409EA--AAKAAA------------------------------
LOC_Os03g62750|LOC_Os03g62750.1           367 ----	 366----------------PEPAIKSDPLP--KVGKPPASQEPEPSGPQR-GERFRKL--KEE	 405ES--RRKVFLEKAEQT----EQAGTQAG-I-VDGK-QN
GRMZM2G136854|GRMZM2G136854_T01            82 -------NDSTVQSEPLS--KHSKPQPSQEPKPSGPQR-GERFRKL--KEE	 120ES--MRKEVMGQGKQS----EQSSSESR-V-TDGT-QNSD---------------
GRMZM2G426200|GRMZM2G426200_T01           173 ------------NGSTVQSKPLP--KLSKAQPSQELKPTGPQR-GERFRKL--KEE	 211ES--RRKEVLGQAEQS----EQSSFESS-V-VDGA-QISD----------
PGSC0003DMG400010740|PGSC0003DMT40002790  371 ----	 370----------QPQIQKLVSEATI------AK---KKDGNLTSDKSRQ-GERLERC--LDL	 408VW--R*--------------------------------
Potri.008G182000|Potri.008G182000.1       367 ----	 366----------QLQVQKPISELNS------IQTKTRQEEKLTPEGSRP-GERFKQL--KEQ	 407EA--RRRQQREEEERT----AEEAAGRGSQMENNE--H
Potri.010G051900|Potri.010G051900.1       470 -----------	 469----------QLQIQKPVSELNS------VQTKTRQEEKFTPEGLRP-GERFKQL--KDQ	 510EA--RKRQQREEEKRK----AEEAAGRGSQM
29929.t000274|29929.m004771               370 ----	 369---------DQLQVQKSVSELDS------TKAKAIQVEKLTPEGLRP-GERFKQL--KEQ	 411EA--KRKQQREEEKRK----AEEAAAISSQTANGSLHA
Bra032799|Bra032799                       373 ----	 372---------SQPLVQKSVSELKI------PRDK--GSEKVTSEGPKP-GERFRLL--KEQ	 412EA--KRRREKEEERQK----AEAALS--NQNTD-SAQE
Bra040623|Bra040623                        76 Q-LVQKSVSELKI------PRDK--GSEKVTSEGPKP-GERFRLL--KEQ	 113EA--KRRREKEEERQK----AEAALS--NQNTD-SAQEHEG--KSDTG--------
AT1G24490                                 367 ----	 366---------SEPLVQKSVSELKI------PREK--GGEKVTPECPKP-GERFRLL--KEQ	 406EA--KRRREKEE-RQK----AEAALS--NQNTD-KAHE
Bra012507|Bra012507                       376 ----	 375---------SEPLVKKSVSELKV------PKEK--GGEKVTSEGPKP-GERFRLL--KEQ	 415EA--KRRREKEEARQK----AEAALS--NQNIG-SVQE
Carubv10009320m.g|Carubv10009320m         373 ----	 372---------SEPLVQKSVSELKM------PREK--GEEKVTPEGPKP-GEK*--------	 405--------------------------------------
Medtr3g086250|Medtr3g086250.1             374 ----	 373----------------SVSNLNST-----KIEEARKDSKLTSEGPRP-GDKFKQL--MEQ	 409EA--KKKQQREEEKRK------AEEAAAKANNHE----
Glyma11g37590|Glyma11g37590.1             379 ----	 378----------------SMSKLNST-----TAEEARLS-EKTSEGPQP-GERFKLI--KEQ	 413EA--RRKQQREEEEEK----RKALEAAARETKVD----
Glyma18g01540|Glyma18g01540.1             373 ----	 372----------------SISKLNST-----KAEEARQS-EKTSEGPQP-GERFKLI--KEQ	 407EA--RRRQRKE---EE----RKALEAAARKAKID----
Cucsa.394650|Cucsa.394650.1               374 ----	 373---------A------PKLNSIS------SSTVARQEEKPTAEGLKP-GERFKRL--KEQ	 409EA--RLRQQREEEERK----AEESAKAESLTVNDGDKS
GSVIVG01000594001|GSVIVT01000594001       359 ---	 358----------------PVFEINS------TKKEPKQTEKLTSEGLRP-GERFKQI--KEQ	 393EA--RRRQQREEEKTK----AEEAAANRIPTTNGGYKNE
Eucgr.B03237|Eucgr.B03237.1               384 ----	 383----------------SESEVVS------T-NKVEEKKILTVEGPRP-GERFKQL--KEQ	 417EE--RRRQEREQQKKD----ATVAVKEIPVADEGREKE
Phpat.003G132900|Phpat.003G132900.1       400 ------	 399----------------LPPPSA-------T-ATATDAPTSTSTKDSR-GTRFKQL--KEE	 432EA--RKKEARRKAAEE----ASKAAAAKAA----EE
Phpat.010G066400|Phpat.010G066400.1       401 ------	 400----------------LPPSAS-------T-SATVTAAPTSSAKDNR-GSRFKQL--KEE	 433DA--KKKGSRRKSAEE----ASKAAAAKGA----EE
LOC_Os01g05800|LOC_Os01g05800.1           377 ----	 376----------------AQP-------------------------AQP-GERFKQL--KEE	 392ES--KRKGNKALAAGD----SDLSAST-----------
GRMZM2G110063|GRMZM2G110063_T01           214 --------------AQP-------------------------A---GERFRQL--KEE	 227ES--MRKVNKALAAGD----SNASSSTY--------------------
GRMZM5G839422|GRMZM5G839422_T01           374 ----	 373----------------AQP-------------------------A---GERFRQL--KEE	 387EN--RRKFSKALAAGD----SDASSSTY----------
12954|12954                               311 	 310----------------PSP-----------------------------------------	 313------------------------------------------
Bra035669|Bra035669                       367 ----	 366----------------AQP-------------------------DDA-GERFRQL--KEQ	 382EK--RSKKNKAVAKDT----VELLESQS----------
Carubv10023172m.g|Carubv10023172m         379 ----	 378----------------AQP-------------------------DDA-GERFRQL--KEQ	 394EK--RSKKNKALAKDT----VVLVESQS----------
GSVIVG01024995001|GSVIVT01024995001       366 -----	 365----------------SQP-------------------------ARA-GDRFRQL--KEE	 381EK--KKKISKALPAEE----IQALASES---------
Cucsa.213790|Cucsa.213790.1               369 ----	 368-----------------ES-------------------------ERT-GDRFRQV--RED	 383EK--KNKLTKAARSED----IQTLASES----------
PGSC0003DMG400000401|PGSC0003DMT40000106  363 ----	 362----------------SQP-------------------------EQS-GERFRQL--KED	 378EK--MKKSTKALPTDK----VELSASIS----------
Glyma11g14960|Glyma11g14960.1             365 ----	 364----------------LQP-------------------------VRN-GERFKQL--KEE	 380DK--KKKVSKALPVEE----VQPLASVS----------
Glyma12g06920|Glyma12g06920.1             365 ----	 364----------------SQL-------------------------ARN-GERFKQL--KEE	 380EK--KKKVSKALPVEE----VQSLASVS----------
Eucgr.B02380|Eucgr.B02380.1               376 ----	 375----------------AQP-------------------------ARQ-GERFRQL--KEE	 391GK---KKLSKALPAED----IDVATGSD----------
29876.t000003|29876.m000246               364 ----	 363----------------SQP-------------------------QRG-GDRFRQL--KEE	 379EK--RKKLGKALPDDE----AQALDSAS----------
Potri.001G237800|Potri.001G237800.1       366 ----	 365----------------SQP-------------------------GQP-GDRFKQL--KEQ	 381DK--SKTLRKALPTEG----VQALDSAS----------
Potri.009G029100|Potri.009G029100.1       363 ----	 362----------------AQP-------------------------GQP-GDRFR-L--KEE	 377EK--GKKLSKALQSED----VQALDSA-----------
Bra004536|Bra004536                       291 -----	 290------------------------------------------------------------	 290-------------------------------------
Bra040305|Bra040305                       304 ------	 303------------------------------------------------------------	 303------------------------------------
Phpat.008G051300|Phpat.008G051300.1       432 -------	 431--------------------------T--GLLKMEAVENMNSDDLLVLAANCIAMQKENE	 463ALEVL------------HYTVEKFPD---------
Carubv10016975m.g|Carubv10016975m         335 --T	 335----------------NINEAQHTDSS--SKGRLVSVHNLTPKELVALSAKYLSGGHKEK	 377SIPLL------------RLALEKDPE-------------
Eucgr.B01387|Eucgr.B01387.1               355 ----	 354------------------TSHPPSDSS--MEQSEVPVQNLSPRQLHSLSVVLIAKGQIYQ	 394AIPLL------------ELALEKDPE------------
Glyma18g47545|Glyma18g47545.1             354 --Q	 354DNIPTAATKET-----VSPEKNPLDSP--EKWHRIPIEEMSPKELVTLAVPFLNSDDKES	 407AIPLL------------KLALDKDPD-------------
30128.t000480|30128.m009019               350 ---	 349---------------------ASLDAP--SKNGKVPVENLNPKQLLAISVQLLSNQHRER	 386AIPLL------------QLALQKDPN-------------
GSVIVG01019145001|GSVIVT01019145001       358 --Q	 358QYISPESVSPQ-----ELPGIKSMYPR--RKQHQIPIESLSPRDLIALSVQILSKGDKDG	 411AIPFI------------RMALDKDPN-------------
gi|85104274                               379 ----I	 379QYVAPRT-MDT-----T---ATPV------------------DSGSILGDIKDSSNFVKE	 412KLEDWKKKNDNTNIHSRAK------------------
Cre16.g690200|Cre16.g690200.t1.2          418 -----A	 418---AATL-----------------------------------------------------	 422------------------------------------
Vocar20001462m.g|Vocar20001462m           418 -----F	 418---SAT------------------------------------------------------	 421------------------------------------
Esi0170_0057                              250 APIPAPKAIGG-------------------------------------------------	 260-------*--------------------------------------
gi|268637951                              374 -----F	 374KNKPAETANSE-----Q---EKKD------------------KLLKELQDRYDLLDKKKQ	 408EIKLFGRKNK--------------------------
Esi0025_0161                              492 ------F	 492-------------------------------------------------------ASK-E	 496DLERWGGGGEGASGEASRAAAE-------------
gi|66811452                               363 -----I	 363SLFNDGENKKP-----E------I------------------KYAPEL------------	 382------------------------------------
gi|28395049                               320 	 319DIFAAFNTKFI-----S------R------------------K-----------------	 333------------------------------------------
gi|71980488                               327 --	 326AISQVLKSYKD-----N------K------------------AIPPSMADLR-----Q-R	 351DASSFKKAGRG-----------------------------
Esi0028_0040                              299 	 298GWLDVLGGD------------------------------------HPIK-EYRKMQDQ-R	 320EVQAWFVEGEGGWTRKAHNAEQGEGGN--VARE----GAPFH
YER154W                                   346 ---M	 346GIFQSLKHNIQ-----K------A------------------RDQA---ERRQLMQD---	 371--------NEKKL----QESFK----------------
gi|223718097                              420 -------	 419GFLESFKKGWK-----N------A------------------EMTRQLREREQRMRNQ-L	 449ELA-----ARGPL----RQTFT-------------
CMC118C|CMC118CT                          383 -----R	 383DAMPDAK--TA------------A------------------IRSYL-------------	 398------------------------------------
GRMZM2G064804|GRMZM2G064804_T02           368 -----F	 368NMFGGSKAIPA------------A------------------QSPVAIA-----------	 387------------------GAQQ--------------
LOC_Os10g37690|LOC_Os10g37690.1           358 ----F	 358NLFGGSKALTT------------A------------------ESPVAIT-----------	 377------------------GGPQ---------------
GRMZM2G055880|GRMZM2G055880_T01           193 GGPEPSPG------------V------------------DSPITDK-----------	 208------------------ETEQ----------------SSSVLS-----
LOC_Os03g02480|LOC_Os03g02480.1           391 -----F	 391NLFGASKSVPA------------A------------------GSSIAES-----------	 410------------------------------------
Phpat.011G106700|Phpat.011G106700.1       405 ------V	 405TLNSPPKRGKK------------S------------------KR*---------------	 419-----------------------------------
Bra040348|Bra040348                       231 FEQPKDQSVV------------V------------------HEDPPLS-----------	 248-----------------------------------------------
Bra000424|Bra000424                       365 -----F	 365SFEQPKDQSVL------------G------------------HDDPPMS-----------	 384------------------------------------
AT2G46470                                 376 -----F	 376SFAEPKDQSVV------------A------------------QEKPPM------------	 394------------------------------------
Carubv10023251m.g|Carubv10023251m         378 -----F	 378SFSEPKDQSVT------------Q------------------EKPPMC------------	 396------------------------------------
73518|73518                               292 	 291----------K------------A------------------I-----------------	 294------------------------------------------
Potri.001G091800|Potri.001G091800.1       399 -----F	 399DLLEALKQQVA------------A------------------RQEP--------------	 415------------------------------------
Potri.003G139800|Potri.003G139800.1       168 ------	 167------------------------------------------------------------	 167------------------------------------
Eucgr.E00058|Eucgr.E00058.1               372 -----F	 372SQAPSSREKDE------------G------------------------N-----------	 385------------------ET----------------
Eucgr.E00060|Eucgr.E00060.1               224 SQAPSSREKDE------------G------------------------N-----------	 236------------------GT--------------------------
Bra010053|Bra010053                       433 QPS------F	 436DLFAALKKMKA------------M------------------TQDNTEN-----------	 455--------------------------------
AT5G62050                                 368 -----F	 368DLFSALKKMKA------------M------------------TQDHTQN-----------	 387------------------------------------
Carubv10026454m.g|Carubv10026454m         368 -----F	 368DLFSALKKMKA------------M------------------TQDHSQN-----------	 387------------------------------------
PGSC0003DMG400005839|PGSC0003DMT40001495  350 ------	 349------------------------------------------------------------	 349------------------------------------
GSVIVG01019529001|GSVIVT01019529001       372 -----F	 372SLSQALKNFKA------------L------------------M-----------------	 385------------------------------------
Eucgr.E00860|Eucgr.E00860.1               381 -----F	 381SIFSALKQPTS------------A------------------VQEP--------------	 397------------------------------------
29651.t000009|29651.m000289               377 -----F	 377SLSSALKRALA------------A------------------KQEP--------------	 393------------------------------------
30190.t000068|30190.m010832               375 -----F	 375SLSAAVKGALS------------A------------------KHEP--------------	 391------------------------------------
Potri.006G073000|Potri.006G073000.1       361 -----F	 361DLFSALKQLSK------------G------------------RKE---------------	 376------------------------------------
Potri.018G140100|Potri.018G140100.1       362 -----F	 362DLFSAIKQLST------------A------------------RKE---------------	 377------------------------------------
Potri.T145700|Potri.T145700.1             362 -----F	 362DLFSAIKQLST------------A------------------RKE---------------	 377------------------------------------
Cucsa.107400|Cucsa.107400.1               378 -----F	 378SFFNAMKQATT------------A------------------SNEATTT-----------	 397------------------NT----------------
Medtr7g036950|Medtr7g036950.1             373 -----F	 373SILEEIKKAAS------------A------------------AKAASAA-----------	 392------------------NA----------------
Glyma07g31320|Glyma07g31320.1             374 -----F	 374SIFPALKQATS------------S------------------------------------	 386------------------------------------
Glyma13g25140|Glyma13g25140.2             430 SP------F	 432SIFPALKQATS------------A------------------------------------	 444---------------------------------
Glyma07g36311|Glyma07g36311.1             375 -----F	 375SIFPALKQATS------------A------------------------------------	 387------------------------------------



Esi0227_0023                              343 -----------------------	 342------------------------------------------------------------	 342-------------------
Cre06.g251900|Cre06.g251900.t1.2          360 VDDSTAAIAGTATMA-	 374VT-A------GATA-------------------AAMDPSKVNRRCKRRR-------LTSL	 401----V-----QDGSTASAAVAG----
Vocar20003543m.g|Vocar20003543m           376 -----DLPETTAALT--DVIK-	 389SS-Q------TDSS-------------------PLVDLSNVNRFCKRRR-------LSSL	 416----V-----QDGANGAQIF
Esi0099_0095                              450 ----------------------	 449------------------------------------------------------------	 449--------------------
CMT063C|CMT063CT                          489 ---------------------------	 488------------------------------------------------------------	 488---------------
Cre17.g729800|Cre17.g729800.t1.2          420 NSA*----------------	 422------------------------------------------------------------	 422----------------------
Vocar20010438m.g|Vocar20010438m           418 --------------------	 417------------------------------------------------------------	 417----------------------
LOC_Os03g62750|LOC_Os03g62750.1           435 SD---------------A-SGD	 440NI-DEQ------ESH-----------------ENEPIIANGNGGLSHSTNEMIP--NGSM	 474KEDII---QESTDSHSSVID
GRMZM2G136854|GRMZM2G136854_T01           152 VSSGD	 156QK-DQQ------GSH-----------------ENGPVVASINGGVNHIRNEKTQ--NLSS	 190E-------KEAADDHS---------------------
GRMZM2G426200|GRMZM2G426200_T01           243 -----ASSGD	 247KN-DEQ------EPH-----------------EIGPIVANSNGGVNHSRNEKTE--NFSS	 281E-------KEAADDHSSVSKP-----------
PGSC0003DMG400010740|PGSC0003DMT40002790  412 ----------------------	 411------------------------------------------------------------	 411--------------------
Potri.008G182000|Potri.008G182000.1       438 DSSSFIRGNGNSP-VGAAVIDD	 458AS-T------AAIHD-----------------SSALKVV--NGDLSGQDQKQDGETNSIV	 492EKSEVSAPTEDY--QAKRE-
Potri.010G051900|Potri.010G051900.1       536 ENDELENESSSFERGNGTSS-VGAVVIDD	 563MS-A------VAFHD-----------------SSALKVV--NGDLSGQDQKQDEETNYVV	 597ETSEVSAPTEVC-
29929.t000274|29929.m004771               444 SER--E--NGVSM-SGADVVDD	 460KF--------AH-DS-----------------SAAGVII--NGEISNSES--------SG	 484------R-VE-Q--QSD---
Bra032799|Bra032799                       442 HEG--KSDTG------------	 449----------AE-ET-----------------GDGSAAV--NGKPSIQKDETTNDKLGVG	 479------HDAEKQ--HSH---
Bra040623|Bra040623                       151 ----	 150----------AE-ET-----------------GDGSAAV--NGKPSIQKDETTNDKLGVG	 180------HDAEKQ--HSH--------------------E
AT1G24490                                 435 QDE--KSDTAIVA--EDDKKTE	 452LS-A------VD-ET-----------------SDGTVAV--NGKPSIQKDETTNGTFGIG	 485------HDTEQQ--HSH---
Bra012507|Bra012507                       445 QED--KSDTADVA-VGNNERAK	 463LS-A------VG-ET-----------------ADGSVAV--NGKPSIH---------GVG	 487------HDTEQH--HSH---
Carubv10009320m.g|Carubv10009320m         406 ----------------------	 405------------------------------------------------------------	 405--------------------
Medtr3g086250|Medtr3g086250.1             436 Q----TVEGGNQ--VVND-LVK	 450NS-Q---SVADDTD------------------PSISGVI--NGN--GKDLEGNQNSTSTS	 484D---------TANDEGSAHL
Glyma11g37590|Glyma11g37590.1             442 KTLEETVEVENQ--TGGDLVVE	 461KS-R---SLASDTD------------------PSISGVV--NGNPLSKDLEGNQNSTSTS	 497E---------TENNEGSAHF
Glyma18g01540|Glyma18g01540.1             433 ETFEKTVEEGNQ--TGGDLVVE	 452KS-R---FVASDTD------------------PSISGVV--NGNPLSKDLEGNQNSTSIS	 488E---------TENNDGSAHF
Cucsa.394650|Cucsa.394650.1               442 ----------------------	 441--------------------------------ATVGVVV--NGSLSRQDVKEDQNSIPTT	 467TMQRVDVDSEPSATQGEGVL
GSVIVG01000594001|GSVIVT01000594001       427 ANS--TKREYR--TGGDLVDG	 443GN-DSFQSLTTTHNS-----------------SNIEVVV--NDELSNEDSKDEQKMYVTR	 483T-------------ESSENSV
Eucgr.B03237|Eucgr.B03237.1               450 SSMPGV-NNETR--P--PLVNK	 466ST-EEPQYANSTYHL-----------------SNGGVVV--NGNLSSPELQEDE--NAS-	 503--------------DKGAAV
Phpat.003G132900|Phpat.003G132900.1       459 RDNILRAQLAQEAQ--KSAASAGE	 480TS-DEAQVESDGEK------------------EDSDNSK------------EQA--L---	 504--------------AANG
Phpat.010G066400|Phpat.010G066400.1       460 RDNLLRAQLAQDAQ--KSTDASEE	 481TS-DEEQYQ-NEEK------------------EDSDTSK------------EEA--L---	 504--------------ATNG
LOC_Os01g05800|LOC_Os01g05800.1           414 -------------------SED	 416EE-S------DDET------------------TEEQGGP------------EER--YNS-	 436--------------SSNKKL
GRMZM2G110063|GRMZM2G110063_T01           250 --------DMED	 253EE-S------DDET------------------TEEGGPV------------EEA--SST-	 273--------------GSDKKPPS-----YSG
GRMZM5G839422|GRMZM5G839422_T01           410 ------------------DMDD	 413EE-S------D-ET------------------IEEGGPV------------EEA--S-T-	 431--------------SSDKKL
12954|12954                               314 ------------------	 313------------------------------------------------------------	 313------------------------
Bra035669|Bra035669                       405 ------------------ESEE	 408GS-D------DEEE----------------------EVR------------EGA--LAS-	 424--------------S-TSKP
Carubv10023172m.g|Carubv10023172m         417 ------------------ESEE	 420GS-D------DEEE----------------------EAR------------EGA--LAS-	 436--------------STTGKP
GSVIVG01024995001|GSVIVT01024995001       404 -------------------DSDE	 407GS-D------EETK------------------DKGDDVL------------EEA--YVS-	 427--------------SGSKQ
Cucsa.213790|Cucsa.213790.1               406 ------------------DTED	 409GY-D------GETT------------------EKGEDGL------------EEA--YAS-	 429--------------SADKDV
PGSC0003DMG400000401|PGSC0003DMT40000106  401 ------------------DSED	 404EQ-D------DDTK------------------PKDEEVL------------EEA--YAS-	 424--------------SSSKEV
Glyma11g14960|Glyma11g14960.1             403 ------------------ASDD	 406GS-D------TESD------------------NKGQEDA------------EEA--YAS-	 426--------------KVGEEV
Glyma12g06920|Glyma12g06920.1             403 ------------------ASDD	 406GS-D------TESD------------------NKGQEDA------------EEA--YAS-	 426--------------KVGEEV
Eucgr.B02380|Eucgr.B02380.1               413 ------------------ADED	 416GS-D------EDSP------------------DKGDEVL------------EGA--YAS-	 436--------------TGSKQT
29876.t000003|29876.m000246               402 ------------------DSDE	 405ES-D------EETK------------------AKGEEVL------------EEA--YAS-	 425--------------SSSKQV
Potri.001G237800|Potri.001G237800.1       404 ------------------GSDE	 407DS-D------EETN------------------DKGEEVL------------EET--YAS-	 427--------------SASKRV
Potri.009G029100|Potri.009G029100.1       399 -------------------SDE	 401DS-D------EETK------------------DKGEEVL------------EEA--YAS-	 421--------------SASKKV
Bra004536|Bra004536                       291 -----------------------	 290------------------------------------------------------------	 290-------------------
Bra040305|Bra040305                       304 ------------------------	 303------------------------------------------------------------	 303------------------
Phpat.008G051300|Phpat.008G051300.1       478 ----KVEAL------FALGKIYS--	 490--EKQLWSKASLYHGLV---------LRKTKERELVIAASLGAGVALFNLGKRSEALEI-	 538-MSVFTEMDVPQDPLSQ
Carubv10016975m.g|Carubv10016975m         392 YLQAM------VILGQALY--	 404--QKDQFAEAAKYLEQAASKLL-DACPTEVEEVDLLIVASQWAGVSNIRQGKTSEGITH-	 460-LERVANMEEPNDPKSKAHYL
Eucgr.B01387|Eucgr.B01387.1               409 -CVSAM------IGLGQALL--	 421--QDEEPAEAAEHLERAISKIFVAHYLTEAEYTDLLVGASQWAGFAYLKQGKKDEALRH-	 478-LERIPLLKEPDEPKSKEIY
Glyma18g47545|Glyma18g47545.1             422 YVRAL------VLMGRVLL--	 434--LKHVNDEANEYFERAISKLSLAGHSADAEEVDLLILSSQWAGIACERQGKRAEGRAH-	 491-FERVANMQEPEDPTSKGYYF
30128.t000480|30128.m009019               401 YIGAL------VVMGQTLL--	 413--QKEMYAEARDHLERAISKLFLAGNPTEVKDVDLLILASQWAGVACIRQGENAEGVAH-	 470-FERVANLEEPEDPKCKVHYF
GSVIVG01019145001|GSVIVT01019145001       426 YVRAL------VVMGQTLL--	 438--QKEQVEEASDYLERAVTKLFLIGHPTE-DEVDLMILASQWAGAACVRQGKTAEGLVH-	 494-LERIANLKEPDEPKSKAHYF
gi|85104274                               432 -----------------------	 431-----------EYEERRAL----EE--HEAYLARLELKKQKQ------------------	 456-------------------
Cre16.g690200|Cre16.g690200.t1.2          423 -----------------AAAADTS	 429APASAAPL-----------------------------LSNSPVGA---------------	 445------------------
Vocar20001462m.g|Vocar20001462m           422 ------------------KPSLDT	 427APAVNVPL-----------------------------MSRPP-GS---------------	 442------------------
Esi0170_0057                              261 --------------	 260------------------------------------------------------------	 260----------------------------
gi|268637951                              419 ------------------------	 418------------------------------------------------------------	 418------------------
Esi0025_0161                              519 -------------------------	 518---------AAERAR-------EAV--AKASKVRHEELKRQHGERS----GED-------	 549-----------------
gi|66811452                               383 ------PS------SSKSKPIFNK	 394KK----------------------------------------------------------	 396------------------
gi|28395049                               334 ------------------	 333------------------------------------------------------------	 333------------------------
gi|71980488                               363 --------------KPIT--	 366------------------------------------------------------------	 366----------------------
Esi0028_0040                              357 AP------PSMAGPVSGK	 368AKTPSFASSAA----------------AGTPKVVLRSVRPKPAGDR----GKTA------	 402------------------------
YER154W                                   382 EK--------------------	 383----------------R-------------QNSKIKIVHKSN------------------	 396--------------------
gi|223718097                              463 ---HNPLLQ------PGKDNP----	 474---PNIPSSSSKPKS-K-------------------------------------------	 487-----------------
CMC118C|CMC118CT                          399 ------------------------	 398-------------------RSSDAN--APVDATRMKILESPP-QR--------S------	 422------------------
GRMZM2G064804|GRMZM2G064804_T02           392 --SGLD------------------	 395----------------------QPD--ASALGYKVKNLEKKV------------------	 413------------------
LOC_Os10g37690|LOC_Os10g37690.1           382 -SSLE------------------	 385----------------------QPD--AAALGYRVKNPEKKA------------------	 403-------------------
GRMZM2G055880|GRMZM2G055880_T01           219 -PGVDSPIADK	 228ECEQSSPAVSPEVNSPMVDKESEQS--SSVLCDRIRDLEIRA------------------	 268-------------------------------
LOC_Os03g02480|LOC_Os03g02480.1           411 ------------------------	 410----------------------DRS--SSVLSQRFSDLENRA------------------	 428------------------
Phpat.011G106700|Phpat.011G106700.1       420 -------------------------	 419------------------------------------------------------------	 419-----------------
Bra040348|Bra040348                       249 ----------SSK	 251DPSMSSSESSSSVPGRRI-----SK--SSVLNQRIRTLERQL------------------	 286-----------------------------
Bra000424|Bra000424                       385 ---------------------SSE	 387DPSMSSSESSSSVPERRI-----SK--SSVLNQRIRTLERQL------------------	 422------------------
AT2G46470                                 395 ------------------------	 394-----SSESSSSVPDRRI-----SR--SSVLNQRIRTLERQL------------------	 424------------------
Carubv10023251m.g|Carubv10023251m         397 ------------------------	 396-----SSESSSSVPDRRI-----SR--SSVLNQRIRTLERQL------------------	 426------------------
73518|73518                               295 ---------------T--	 295-PPPGVSFNPGDS-------------------KKARRLVH*-------------------	 315------------------------
Potri.001G091800|Potri.001G091800.1       416 ------------------------	 415--ASPLPVEPSSKPGVPR----ISP--ASVLSQRLRSLEKQV------------------	 449------------------
Potri.003G139800|Potri.003G139800.1       168 ------------------------	 167------------------------------------------------------------	 167------------------
Eucgr.E00058|Eucgr.E00058.1               388 -----------------------K	 388*-----------------------------------------------------------	 388------------------
Eucgr.E00060|Eucgr.E00060.1               239 -------------K	 239*-----------------------------------------------------------	 239----------------------------
Bra010053|Bra010053                       456 ----------------------------	 455------QTQPPLPVNPRI---S--S--LSPVSKRLKALESQV------------------	 484--------------
AT5G62050                                 388 ------------------------	 387------QIEPPSPVNPRL---SSTS--LSPVSKRLKALESQV------------------	 418------------------
Carubv10026454m.g|Carubv10026454m         388 ------------------------	 387------QTLPPSPVNPRA---TSTS--LSPVSKRLKALESQV------------------	 418------------------
PGSC0003DMG400005839|PGSC0003DMT40001495  350 ------------------------	 349------------------------------------------------------------	 349------------------
GSVIVG01019529001|GSVIVT01019529001       386 -----------------------P	 386KGPSSPPLLPPSSPRKPI-----SS--TAVLSQRIRSLEKQV------------------	 421------------------
Eucgr.E00860|Eucgr.E00860.1               398 ------------------------	 397---TSAPAQPSNLNDRRI-----SS--SSVLSHRLRSLEKEV------------------	 429------------------
29651.t000009|29651.m000289               394 ------------------------	 393-------------------ATSSSS--PSDLSQKIQTLEKQV------------------	 414------------------
30190.t000068|30190.m010832               392 ------------------------	 391-------------------AASSSS--SADLSQKIQTLEKQV------------------	 412------------------
Potri.006G073000|Potri.006G073000.1       377 ------------------------	 376-PTQSLPVEPPKLLQHK-----KSS--SSGIGKRISSLEKEG-ERF----QRRP------	 417------------------
Potri.018G140100|Potri.018G140100.1       378 ------------------------	 377-PTPSLPIEPPKLFEHK-----RSS--SSVITKRIRSLEKEV------------------	 411------------------
Potri.T145700|Potri.T145700.1             378 ------------------------	 377-PTPSLPIEPPKLFEHK-----RSS--SSVITKRIRSLEKEV------------------	 411------------------
Cucsa.107400|Cucsa.107400.1               400 --------------------LTAQ	 403---PSQPSQPSQSQDRK-----NSS--SSLISQRLRILEKEV------------------	 435------------------
Medtr7g036950|Medtr7g036950.1             395 --------------------ASAA	 398NGQTSLPVESSKQPTKKISSSSSSS--AAVISQRLKSLEKQV------------------	 438------------------
Glyma07g31320|Glyma07g31320.1             387 ----------------------TT	 388NGQSSIPEEASKHSNKKISS-------SSVISQRLRSLEKQV------------------	 423------------------
Glyma13g25140|Glyma13g25140.2             445 -------------------------TR	 446NGSSSIPDEASKHSNKKISS-------ASVISQRLRSLEKQV------------------	 481---------------
Glyma07g36311|Glyma07g36311.1             388 -----------------------T	 388NGPNSMPVEPSKHPKKKTS--------SSDVNQRLRRLEKQV------------------	 422------------------



Esi0227_0023                              343 -----------------------------------------	 342------------------------------	 342      
Cre06.g251900|Cre06.g251900.t1.2          415 -ASA*-----------------------------	 417------------------------------	 417             
Vocar20003543m.g|Vocar20003543m           428 PA-----ATTSV*---------------------------	 434------------------------------	 434       
Esi0099_0095                              450 ----------------------------------------	 449------------------------------	 449       
CMT063C|CMT063CT                          489 ---------------------------------------------	 488------------------------------	 488  
Cre17.g729800|Cre17.g729800.t1.2          423 --------------------------------------	 422------------------------------	 422         
Vocar20010438m.g|Vocar20010438m           418 --------------------------------------	 417------------------------------	 417         
LOC_Os03g62750|LOC_Os03g62750.1           492 P---------------------------------------	 492--------TSHDAHKS--RDEENEQDAV*-	 510       
GRMZM2G136854|GRMZM2G136854_T01           200 -----------------------	 199----------PDVHKL--TDRENGNDAV*-	 215                        
GRMZM2G426200|GRMZM2G426200_T01           296 ----------------------------	 295--------MLPDAHKL--TDQDNGNDAV*-	 313                   
PGSC0003DMG400010740|PGSC0003DMT40002790  412 ----------------------------------------	 411------------------------------	 411       
Potri.008G182000|Potri.008G182000.1       510 *---------------------------------------	 509------------------------------	 509       
Potri.010G051900|Potri.010G051900.1       610 -ARDEQ-P----------------DNKRKE---------AVEVNGSV	 629ATTDD--KITEDAHQAKRA*----------	 646
29929.t000274|29929.m004771               492 -----------------ENKQ-----------KVQI----	 499------------------------------	 499       
Bra032799|Bra032799                       489 -----------------ET*--------------------	 490------------------------------	 490       
Bra040623|Bra040623                       191 T*--------------------	 191------------------------------	 191                         
AT1G24490                                 495 -----------------ETEK-----------R-------	 499------------------------------	 499       
Bra012507|Bra012507                       497 -----------------EE*--------------------	 498------------------------------	 498       
Carubv10009320m.g|Carubv10009320m         406 ----------------------------------------	 405------------------------------	 405       
Medtr3g086250|Medtr3g086250.1             496 N---------AV--N-KKNLEKE---------SREVLSTR	 514VTTNK-QAHGEDSDRVSKD*----------	 532       
Glyma11g37590|Glyma11g37590.1             509 N---------NVEIN-EKILDKE---------PREVLTTT	 529TTTNK-QPPAEETKD*--------------	 543       
Glyma18g01540|Glyma18g01540.1             500 N---------NVEIN-EKNLDKE---------PREVLTTT	 520TATNK-QPPAEETKD*--------------	 534       
Cucsa.394650|Cucsa.394650.1               488 ET-----YT-RVAKD-AKLNGEE---------QRE*----	 506------------------------------	 506       
GSVIVG01000594001|GSVIVT01000594001       492 N-----YEVDVRDE-QHINGKL---------EKEVIEV-	 514-CTDN-KPSGEETLQPRREQPTEREEV*--	 539        
Eucgr.B03237|Eucgr.B03237.1               510 TN-----NDA------------------------------	 514-------------------ERSDN-----*	 519       
Phpat.003G132900|Phpat.003G132900.1       509 AVGD-----SSGK-----------------------------	 516----------------QASKRSKRRRSP*-	 528     
Phpat.010G066400|Phpat.010G066400.1       509 AVGN-----SSAK-----------------------------	 516----------------IK-GRSKRRRSP*-	 527     
LOC_Os01g05800|LOC_Os01g05800.1           443 PN-----YSGK-----------------------------	 448-----------------KGKRSKRKRMVQ*	 460       
GRMZM2G110063|GRMZM2G110063_T01           285 K-----------------------------	 285-----------------KGKRSKRKRMVQ*	 297                 
GRMZM5G839422|GRMZM5G839422_T01           438 PN-----YSGK-----------------------------	 443-----------------KGKRSKRKRMVQ*	 455       
12954|12954                               314 ------------------------------------	 313------------------------------	 313           
Bra035669|Bra035669                       430 LP-----DVGQ-----------------------------	 435----------------RRSKRSKRKRAV*-	 447       
Carubv10023172m.g|Carubv10023172m         443 LP-----DVGQ-----------------------------	 448----------------RRSKRSKRKRTV*-	 460       
GSVIVG01024995001|GSVIVT01024995001       433 VPQ-----YAGP-----------------------------	 439----------------RRSKRSKRKRAG*-	 451      
Cucsa.213790|Cucsa.213790.1               436 PA-----YNRQ-----------------------------	 441----------------KRSKRSKRKRAV*-	 453       
PGSC0003DMG400000401|PGSC0003DMT40000106  431 PN-----YSGP-----------------------------	 436----------------RKSKRSKRKRAV*-	 448       
Glyma11g14960|Glyma11g14960.1             433 QN-----YSRE-----------------------------	 438----------------RRSKRSKRKRAV*-	 450       
Glyma12g06920|Glyma12g06920.1             433 QN-----YSRE-----------------------------	 438----------------RRSKRSKRKRAV*-	 450       
Eucgr.B02380|Eucgr.B02380.1               443 PE-----LNRP-----------------------------	 448----------------RRSKRSKRKRAV*-	 460       
29876.t000003|29876.m000246               432 PD-----ISRP-----------------------------	 437----------------KRSKRSKRKRAV--	 449       
Potri.001G237800|Potri.001G237800.1       434 PD-----ISRP-----------------------------	 439----------------KRSKRSKRKRTV*-	 451       
Potri.009G029100|Potri.009G029100.1       428 SD-----ISRP-----------------------------	 433----------------KRSKRSKRKRAV*-	 445       
Bra004536|Bra004536                       291 -----------------------------------------	 290------------------------------	 290      
Bra040305|Bra040305                       304 ------------------------------------------	 303------------------------------	 303     
Phpat.008G051300|Phpat.008G051300.1       555 HRYFKACITLGSVLSQEGRKNEALKLLKKAAKYEPMVEKVFIP	 597QLEKEL-GIRS*------------------	 607    
Carubv10016975m.g|Carubv10016975m         481 DALVLYSSAIFNEGRREEAAKYLRRVVAYDPSFSELL-K	 518QCEEDDTILTSSSSDSTHKTS*--------	 539        
Eucgr.B01387|Eucgr.B01387.1               498 YDGLVLLAVCLSIEGRKAEAAKHLRLAVAYDSSHKYLL-E	 536SLEKDDDNLINDLVNSRRADY*--------	 557       
Glyma18g47545|Glyma18g47545.1             512 DGLLLLASTLFDAGQKAEAAKYLRLVVAYKPGYKKFL-E	 549QCEKDD-DFTSDLARSRRDL*---------	 568        
30128.t000480|30128.m009019               491 DTLIFLASALYNEGRKAEAANYLRLAVAFNPAFKELL-E	 528QCENDE-EFGSDLVNSRRRDY---------	 548        
GSVIVG01019145001|GSVIVT01019145001       515 DGLLLLASTLYREGRNAEAAKHLRKAAAYNPAYKEYL-E	 552ECERED-GFVNDLVSSRRGDY*--------	 572        
gi|85104274                               457 --------------KGRKNH---------------------	 462------------------------------	 462      
Cre16.g690200|Cre16.g690200.t1.2          446 ---------------KARR*----------------------	 449------------------------------	 449     
Vocar20001462m.g|Vocar20001462m           443 ---------------KGTKGP*--------------------	 448------------------------------	 448     
Esi0170_0057                              261 --------------------------------	 260------------------------------	 260               
gi|268637951                              419 ------------------------------------------	 418------------------------------	 418     
Esi0025_0161                              550 -----------------GPK*----------------------	 552------------------------------	 552    
gi|66811452                               397 ------------------------------------------	 396------------------------------	 396     
gi|28395049                               334 ------------------------------------	 333------------------------------	 333           
gi|71980488                               367 --------------------------------------	 366------------------------------	 366         
Esi0028_0040                              403 --------ARGPRKNRG*------------------	 411------------------------------	 411           
YER154W                                   397 ----------------FINNKK*-----------------	 402------------------------------	 402       
gi|223718097                              488 ---------------------------------YPWHDTLG--	 495------------------------------	 495    
CMC118C|CMC118CT                          423 --------------AKAR------------------------	 426------------------------------	 426     
GRMZM2G064804|GRMZM2G064804_T02           414 ---------------KSRGKSRKHR--*--------------	 423------------------------------	 423     
LOC_Os10g37690|LOC_Os10g37690.1           404 --------------KSRGKSRRRR--*--------------	 413------------------------------	 413      
GRMZM2G055880|GRMZM2G055880_T01           269 --KATGESRE*------------------	 276------------------------------	 276                  
LOC_Os03g02480|LOC_Os03g02480.1           429 ---------------KSRRESQD*------------------	 436------------------------------	 436     
Phpat.011G106700|Phpat.011G106700.1       420 -------------------------------------------	 419------------------------------	 419    
Bra040348|Bra040348                       287 ----KDQKKKK*-------------------	 293------------------------------	 293                
Bra000424|Bra000424                       423 ---------------KDQKKKK*-------------------	 429------------------------------	 429     
AT2G46470                                 425 ---------------KDRKIKK--------------------	 431------------------------------	 431     
Carubv10023251m.g|Carubv10023251m         427 ---------------KDQKNKK*-------------------	 433------------------------------	 433     
73518|73518                               316 ------------------------------------	 315------------------------------	 315           
Potri.001G091800|Potri.001G091800.1       450 ---------------KGRKKNNNKR--*--------------	 459------------------------------	 459     
Potri.003G139800|Potri.003G139800.1       168 ------------------------------------------	 167------------------------------	 167     
Eucgr.E00058|Eucgr.E00058.1               389 ------------------------------------------	 388------------------------------	 388     
Eucgr.E00060|Eucgr.E00060.1               240 --------------------------------	 239------------------------------	 239               
Bra010053|Bra010053                       485 -------------------KGRKKNSSKK--R*-------------	 495------------------------------	 495 
AT5G62050                                 419 ---------------KGRKKNSSKK--K--------------	 429------------------------------	 429     
Carubv10026454m.g|Carubv10026454m         419 ---------------KGRKKNSSKK--R*-------------	 429------------------------------	 429     
PGSC0003DMG400005839|PGSC0003DMT40001495  350 ------------------------------------------	 349------------------------------	 349     
GSVIVG01019529001|GSVIVT01019529001       422 ---------------KGRKKNKKRH--GNNASEPHREIL*--	 443------------------------------	 443     
Eucgr.E00860|Eucgr.E00860.1               430 ---------------KGRKKSKKR*-----------------	 438------------------------------	 438     
29651.t000009|29651.m000289               415 ---------------KGRKRNARR------------------	 423------------------------------	 423     
30190.t000068|30190.m010832               413 ---------------KGRKRRTRR------------------	 421------------------------------	 421     
Potri.006G073000|Potri.006G073000.1       418 --------------LQGRKKNKKR*-----------------	 427------------------------------	 427     
Potri.018G140100|Potri.018G140100.1       412 ---------------KGRKKNKKR*-----------------	 420------------------------------	 420     
Potri.T145700|Potri.T145700.1             412 ---------------KGRKKNKKR*-----------------	 420------------------------------	 420     
Cucsa.107400|Cucsa.107400.1               436 ---------------KGRKKMKNKK--K*-------------	 446------------------------------	 446     
Medtr7g036950|Medtr7g036950.1             439 ---------------KGRKKNKK*------------------	 446------------------------------	 446     
Glyma07g31320|Glyma07g31320.1             424 ---------------KGRKKNQK*------------------	 431------------------------------	 431     
Glyma13g25140|Glyma13g25140.2             482 ------------------KGRKKNKK*------------------	 489------------------------------	 489  
Glyma07g36311|Glyma07g36311.1             423 ---------------KGRKKNKN*------------------	 430------------------------------	 430     




