
gi|66806813                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|17506651                                 1 ------------------------------------------------------------	 0------------------------------------------------
YNR017W                                     1 ------------------------------------------------------------	 0------------------------------------------------
gi|85084169|ref|XP_957257.1                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|298712788                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|5454122                                  1 ------------------------------------------------------------	 0------------------------------------------------
CMO311C|CMO311CT                            1 MQSRPDLFGFPYTRALDRDSSSVVVVVVACKKTGYPFCRAISRHGECPELAFRHMGFCVS	 60GYRETRRNLLSVLVQASRRGMCCFEHSHAQLSVGAQRRCRGRWRCAA
LOC_Os04g47900|LOC_Os04g47900.1             1 ------------------------------------------------------------	 0------------------------------------------------
Cre10.g434250|Cre10.g434250.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os02g45100|LOC_Os02g45100.1             1 ------------------------------------------------------------	 0------------------------------------------------
73724|73724                                 1 ------------------------------------------------------------	 0------------------------------------------------
85570|85570                                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01016813001|GSVIVT01016813001         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10016391m.g|Carubv10016391m           1 ------------------------------------------------------------	 0------------------------------------------------
AT3G04800                                   1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.011G020000|Phpat.011G020000.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.011G020100|Phpat.011G020100.1         1 ------------------------------------------------------------	 0------------------------------------------------
Medtr1g081230|Medtr1g081230.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma10g30280|Glyma10g30280.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma20g36660|Glyma20g36660.1               1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.291760|Cucsa.291760.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.B01693|Eucgr.B01693.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.B02109|Eucgr.B02109.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01035979001|GSVIVT01035979001         1 ------------------------------------------------------------	 0------------------------------------------------
30128.t000070|30128.m008609                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.005G051800|Potri.005G051800.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.013G039200|Potri.013G039200.1         1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g02390|LOC_Os03g02390.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G064600|GRMZM2G064600_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G077760|GRMZM2G077760_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G368041|GRMZM2G368041_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os10g37530|LOC_Os10g37530.1             1 ------------------------------------------------------------	 0------------------------------------------------
29706.t000055|29706.m001325                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.001G198100|Potri.001G198100.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.003G044100|Potri.003G044100.1         1 ------------------------------------------------------------	 0------------------------------------------------
Bra016597|Bra016597                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra025966|Bra025966                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10012124m.g|Carubv10012124m           1 ------------------------------------------------------------	 0------------------------------------------------
AT1G17530                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10020993m.g|Carubv10020993m           1 ------------------------------------------------------------	 0------------------------------------------------
AT1G72750                                   1 ------------------------------------------------------------	 0------------------------------------------------
Bra008046|Bra008046                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra016036|Bra016036                         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400002488|PGSC0003DMT40000636    1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400043220|PGSC0003DMT40009364    1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.F03162|Eucgr.F03162.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.360430|Cucsa.360430.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g018780|Medtr8g018780.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr2g099550|Medtr2g099550.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g42300|Glyma13g42300.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma15g03070|Glyma15g03070.1               1 ------------------------------------------------------------	 0------------------------------------------------

gi|66806813                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|17506651                                 1 ------------	 0-----------------MGWF-G-FGG-NPTDTPSSSAEVSAAPIDLSAGMNFSVPGFDA	 40PAPEPSVPDHSPFPAAPVLALD-----------
YNR017W                                     1 ------------	 0-----------------MSWLFGDKT-----PTDDAN---AAV------GGQ--------	 21---DTT--KPKELSLKQSLGFEPNINNIISGPG
gi|85084169|ref|XP_957257.1                 1 ------------	 0-----------------MSGLWNTLTGGNKKQQEQQE---PAAPAP-S-APQTTTTT---	 35-TSAPS--YPSPFDASQPQGVEAF-----LG-S
gi|298712788                                1 ------------	 0------------------------------------------------------------	 0-------------MASEP----------------
gi|5454122                                  1 ------------	 0------------------------------------------------------------	 0--------------ME--------------GGGG
CMO311C|CMO311CT                          108 QRSVHPPCCSTLR	 120RRGASIVLVSTAAERVIMSSIWSRLTDKRRSNKPDDA---SGEKSDIL-GAGTSLDSRAD	 176PAPDHL--WA-------------------
LOC_Os04g47900|LOC_Os04g47900.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre10.g434250|Cre10.g434250.t1.2            1 ------------	 0------------------MGFLDRLSGR----KPRGE------------EPAASVEATPS	 26PAPEPAVSLPSTSPAHDA---------------
LOC_Os02g45100|LOC_Os02g45100.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
73724|73724                                 1 ------------	 0------------------------------------------------------------	 0--------------MS------------------
85570|85570                                 1 ------------	 0------------------------------------------------------------	 0--------------MA------------------
GSVIVG01016813001|GSVIVT01016813001         1 ------------	 0------------------------------------------------------MRLTQR	 6PTPNPTSPIPHKIVVDSPNSLSLSLSLSLSCTQG
Carubv10016391m.g|Carubv10016391m           1 ------------	 0------------------------------------------------------------	 0--------------MADP----------------
AT3G04800                                   1 ------------	 0------------------------------------------------------------	 0--------------MADP----------------
Phpat.011G020000|Phpat.011G020000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.011G020100|Phpat.011G020100.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr1g081230|Medtr1g081230.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma10g30280|Glyma10g30280.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma20g36660|Glyma20g36660.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.291760|Cucsa.291760.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.B01693|Eucgr.B01693.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.B02109|Eucgr.B02109.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01035979001|GSVIVT01035979001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
30128.t000070|30128.m008609                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.005G051800|Potri.005G051800.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.013G039200|Potri.013G039200.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os03g02390|LOC_Os03g02390.1             1 ------------	 0------------------------------------------------------------	 0--------------MADP----------------
GRMZM2G064600|GRMZM2G064600_T01             1 ------------	 0------------------------------------------------------------	 0--------------MADP----------------
GRMZM2G077760|GRMZM2G077760_T01             1 ------------	 0------------------------------------------------------------	 0--------------MADP----------------
GRMZM2G368041|GRMZM2G368041_T01             1 ------------	 0------------------------------------------------------------	 0--------------MDDP----------------
LOC_Os10g37530|LOC_Os10g37530.1             1 ------------	 0------------------------------------------------------------	 0--------------MADP----------------
29706.t000055|29706.m001325                 1 ------------	 0------------------------------------------------------------	 0--------------MAH-----------------
Potri.001G198100|Potri.001G198100.1         1 ------------	 0------------------------------------------------------------	 0--------------MSY-----------------
Potri.003G044100|Potri.003G044100.1         1 ------------	 0------------------------------------------------------------	 0--------------MSY-----------------
Bra016597|Bra016597                         1 ------------	 0------------------------------------------------------------	 0-------------MAT------------------
Bra025966|Bra025966                         1 ------------	 0------------------------------------------------------------	 0--------------MA------------------
Carubv10012124m.g|Carubv10012124m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT1G17530                                   1 ------------	 0------------------------------------------------------------	 0--------------MAI-----------------
Carubv10020993m.g|Carubv10020993m           1 ------------	 0------------------------------------------------------------	 0--------------MAA-----------------
AT1G72750                                   1 ------------	 0------------------------------------------------------------	 0--------------MAA-----------------
Bra008046|Bra008046                         1 ------------	 0------------------------------------------------------------	 0-------------MAAN-----------------
Bra016036|Bra016036                         1 ------------	 0------------------------------------------------------------	 0-------------MAAN-----------------
PGSC0003DMG400002488|PGSC0003DMT40000636    1 ------------	 0------------------------------------------------------------	 0--------------MAY-----------------
PGSC0003DMG400043220|PGSC0003DMT40009364    1 ------------	 0------------------------------------------------------------	 0--------------MAY-----------------
Eucgr.F03162|Eucgr.F03162.1                 1 ------------	 0------------------------------------------------------------	 0--------------MSF-----------------
Cucsa.360430|Cucsa.360430.1                 1 ------------	 0------------------------------------------------------------	 0--------------MAV-----------------
Medtr8g018780|Medtr8g018780.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr2g099550|Medtr2g099550.1               1 ------------	 0------------------------------------------------------------	 0--------------MAF-----------------
Glyma13g42300|Glyma13g42300.1               1 ------------	 0------------------------------------------------------------	 0--------------MAY-----------------
Glyma15g03070|Glyma15g03070.1               1 ------------	 0------------------------------------------------------------	 0--------------MAY-----------------



gi|66806813                                 1 --------------------------	 0---------------------------------------------------------MEA	 3PCPDKIWQDA-----GGAFA
gi|17506651                                63 -----------QL--------------	 64KSAGVGVSRQMTPYVQM---D-------PSMFA-----SQQPQYIMPEGGVAGKGKF-EF	 108ALGHIGWAVGGAFGVG
YNR017W                                    50 ---------------------------	 49--GMHVDTARLHPLAGL--------------------DKG-VEYLDLEEEQLSSLEGSQG	 86LIPSRGWTDDLCYGTGA
gi|85084169|ref|XP_957257.1                60 ---------------------------	 59--SSFADPTQLHPLAGL--------------------NKETLEYISLEDTPLPDAAG-AS	 96VLPSRGFTDDLCYGTGI
gi|298712788                                6 -----------TEESGGV--------	 12QDPYSDASAKYGPL----KLPELQNVDLSKMYGGA-AQGKEPEYLDY------------N	 55-IKGRGFWERMPYNAGAL
gi|5454122                                  7 SGNKTTGGLAGFFGAGG-AGYS---H	 28ADLAGVPLTGMNPLSPYLNVD--------PRYLVQ----DTDEFILPTG---------AN	 67--KTRGRFELAFFTIGGC
CMO311C|CMO311CT                          185 ---------------QVDQVDSVP------D	 194IEEENGPRVDFSNLDRI-QAETV--APALGIYATPRGKSGEVDYLFAEE---------YH	 242EYRHKSWGEQL
LOC_Os04g47900|LOC_Os04g47900.1             1 -----------MAA-------ADQPA	 8YGDRRPSRRTYKPDQPE-GLT----ISFRELYDLP----TSPEFLFHEE---------AL	 50-RSRRTCGEDLTFYTGCGY
Cre10.g434250|Cre10.g434250.t1.2           45 ------------LRDV--QPNATLLGA	 57AGLSAPQGKLYNPYEGLSTQA-I--GTKPHLFRLP----EQPEFVFEEE---------AS	 101-VRRRDWTQHLQFYCG
LOC_Os02g45100|LOC_Os02g45100.1             1 -----------MSRA--------VDA	 7QQEPTEGRRFYSPDRPE-GLA--FPTSYRALYDLP----TSPECLFEED---------KF	 51-RQTRTWGENLTFYTGVSY
73724|73724                                 3 ----------SSSSS-SSSASAQERK	 17FGAEKEIRL-YNPYD-FYGTSGGASSGAADLYRLP----SAPEFLFTEE---------AA	 62-FQRRSLGENIQYYTGVG
85570|85570                                 3 ----------STSSSSSSPAFPERKG	 18FKADADGQLYYSPYSELFG------TMDQHMYKLP----TTPEFLFSEE---------AT	 59-FQRRSLGENIQYYTGCG
GSVIVG01016813001|GSVIVT01016813001        41 EEEDQTLTLESFIH---MDQ----RT	 59SQNDNDNRRLYNPYQDL-QIP-I-----QNIYKLP----TSPEFLFQEE---------SV	 99-AQRP-------------
Carubv10016391m.g|Carubv10016391m           5 ------MNP------------S---T	 9GDQQQQKYRQYNPYQKI-NLP-Y-----RQIYELP----TSPEFLFEEE---------AT	 49-KKRLSWGENLTFFTGWGY
AT3G04800                                   5 ------MNH------------S---T	 9GHQQQQKYRQYNPYQQV-NLP-Y-----RKLYELP----TSPEFLFEEE---------AT	 49-KKRLTWGENLTFFTGWGY
Phpat.011G020000|Phpat.011G020000.1         1 -----------MNDDRQDSQ-SGAVF	 14GEEGQGQGRLYNPYADLYGAADL--KSLESVYRLP----SAPEYLFPDE---------AV	 59-VQRRNWSENLTYHTGCG
Phpat.011G020100|Phpat.011G020100.1         1 -----------MNDDRQDSQ-SGAVF	 14GEEGQGQGRLYNPYADLYGAADL--KSLESVYRLP----SAPEYLFPDE---------AV	 59-VQRRNWSENLTYHTGCG
Medtr1g081230|Medtr1g081230.1               1 -----------M-----ADS-S---T	 6NPKDHQNTRLYHPYQHLNNVP-I-----DKLYNLP----TSPEHLFQED---------II	 47-RKHRSWGENVQYYTGTGY
Glyma10g30280|Glyma10g30280.1               1 -----------M-----ADS-S---S	 6NSKDHHNTRVYHPY-QDLNVP-I-----QKLYNLP----TAPEHLFPEE---------AA	 46-RTHRSWGDNLQYYTGSGY
Glyma20g36660|Glyma20g36660.1               1 -----------M-----ADS-S---S	 6NSKDHHNTRVYHPY-QDLNVP-I-----QKLYNLP----TAPEHLFPEE---------AA	 46-RTHRSWGDNLQYYTGSGY
Cucsa.291760|Cucsa.291760.1                 1 --------------------------	 0-----------------LHVP-I-----TKLYELP----TAPEHLFFEE---------AA	 24-RPHRSWGENLQYYTGIGY
Eucgr.B01693|Eucgr.B01693.1                 1 --------MSTF-----GPS-S---G	 9DPEEGRKTRPYNPY-QDLHVP-I-----KNLYDLP----TSPEYLFHEE---------TL	 49-KPHRSWGETLQYYTGSGY
Eucgr.B02109|Eucgr.B02109.1                 1 --------MSTF-----GPS-S---G	 9DPEEVRKTRPYNPFCQDLHVP-I-----KNLYDLP----TSPEYLFHEE---------AL	 50-KPHRSWGENLQYYTGSGY
GSVIVG01035979001|GSVIVT01035979001         1 -----------M-----AD------Q	 4STDSNRKTRVYHPYQDL-QVP-I-----QNLYNLP----TSPEYLFDEE---------SL	 44-HQRRSWSENLQYYTGSGY
30128.t000070|30128.m008609                 1 -----------M-----M--------	 2DDSNDKKYLTYHPYQDLYNVP-A-----QSLYKLP----TSPEFLFHEE---------AL	 43-CQRRSWSENLQYYTGTGY
Potri.005G051800|Potri.005G051800.1         1 -----------------M--------	 1NDPNDHKYRKYHPYQDLYNVP-A-----QNLYKLP----TSPEFLFHEE---------SL	 42-HQRRSWSESLQYYTGTGY
Potri.013G039200|Potri.013G039200.1         1 -----------------M--------	 1NDPNDHKYRKYHPYQDLYNVP-A-----QNLYNLP----TSPEFLFHEE---------SL	 42-TQRRSWSENLQYYTGTGY
LOC_Os03g02390|LOC_Os03g02390.1             5 ------RLFSSGSGTRDDRT------	 18---DASGRRLYNPYQDL-NIP-Y-----KQLYDLP----TSPEFLFQEE---------SL	 55-AQRRSWGENLTYYTGIG
GRMZM2G064600|GRMZM2G064600_T01             5 ------RLYPTESGSDDRRD-A---A	 20YPG--SERRLYNPYQDL-NLP-Y-----RQLYDLP----TSPEFLFQEE---------AV	 58-AQRRSWGENLTYYTGVG
GRMZM2G077760|GRMZM2G077760_T01             5 ------RPYSTMYGTDDRRD-A---A	 20IPASASERRLYNPYQDL-NMP-Y-----RQLYDLP----TSPEFLFQEE---------AA	 60-AQRRSWGENLTYYTGVG
GRMZM2G368041|GRMZM2G368041_T01             5 ------RMFPSGSDDR----------	 14---SDAERRLYNPYQDL-NMP-Y---SYRTLYDLP----TSPEFLFQEE---------AL	 53-AQRRSWGENLTFYTGVG
LOC_Os10g37530|LOC_Os10g37530.1             5 ------RLFPSGSNSSGD--------	 16--ASGPGRRKYNPYHDL-STP-Y---SYQTLYDLP----TSPEFLFQEE---------SA	 56-AQRRSWGENLTYYTGVG
29706.t000055|29706.m001325                 4 ------------SI---SDH-D---T	 10NRTENPNTRLYNPYQDL-NLP-I-----QTLYQLP----TSPEFLFTEE---------SL	 50-RQRRSWGENLTFYTGSA
Potri.001G198100|Potri.001G198100.1         4 ------------SD----NN-S---D	 9PNQPKPGTRLYNPYQDL-HLP-S-----QTLYHLP----TSPEYLFTEE---------SL	 49-HQRRSWGENLTFYTGSAY
Potri.003G044100|Potri.003G044100.1         4 ------------SD----SN------	 7SDQPSPATRLYNPYQDL-HLP-S-----QTLYHLP----TSPEFLFTEE---------SL	 47-RQRRSWGENLTFYTGSAY
Bra016597|Bra016597                         4 ---------------------T---D	 5HTSSDESSRLYHPYQHF-NVP-I---NAQHLYKLP----TSPEYLFTEE---------SL	 47-KKRRSWGENLTFYTGTGY
Bra025966|Bra025966                         3 ---------------------T---N	 4HSSDDESTRLYHPYQSY-ELP-I---KAQHLYKLP----TSPEYLFTEE---------SL	 46-KKRRSWGENLTFYAGTAY
Carubv10012124m.g|Carubv10012124m           1 --------------------------	 0----------------------------------------MAELLFTEE---------SL	 11-KQRRSWAENLTFYTGICY
AT1G17530                                   4 ------------NR---SSD-H----	 9--ESDENTRLYHPYQNY-QVP-I---KSQYLYKLP----TSPEFLFTEE---------SL	 49-KQRRSWGENLTFYTGTGY
Carubv10020993m.g|Carubv10020993m           4 ------------NN---RSD-H---G	 10---SDENTRLYNPYQNY-EVP-I--NKSQYLYKLP----TSPEFLFTEE---------AL	 50-RQRRSWGENLTFYTGTA
AT1G72750                                   4 ------------NN---RSD-H---G	 10---SDENTRLYNPYQNY-EVP-I--NKSQYLYKLP----TSPEFLFTEE---------AL	 50-RQRRSWGENLTFYTGTA
Bra008046|Bra008046                         5 ------------NN---RSD-Q---E	 11S---DENTRLYNPYQNF-EVP-I---KSQYLYKLP----TSPEYLFTEE---------SL	 50-KQRRSWGENLTFYTGTA
Bra016036|Bra016036                         5 ------------NN---RSD-H---D	 11SSDENNNTRLYNPYQNF-EAP-I---KSQYLYKLP----TSPEYLFTEE---------SL	 53-KQRRSWGENLTFYTGTA
PGSC0003DMG400002488|PGSC0003DMT40000636    4 ------------QQHQSPNH-T---G	 13DNDDGKNRRLYNPYQDL-QVP-I-----KTLYKLP----TSPEFLFQEE---------SV	 53-AQRRSWGENLTYYTGIG
PGSC0003DMG400043220|PGSC0003DMT40009364    4 ------------------HA-G---D	 7NNDDGQNRRLYNPYQNL-QVP-I-----KTLYKLP----SSPEFLFHEE---------SL	 47-AQRRSWGENLTFYTGIGY
Eucgr.F03162|Eucgr.F03162.1                 4 ------------RSSDSNQE-S----	 12-PQNREQDRLYNPYKDL-QAP-I-----QSLYKLP----TSPEFLFAEE---------SL	 51-RQRRSWGENLTFYTGIG
Cucsa.360430|Cucsa.360430.1                 4 ------------HSSNRDTD-S---E	 13FDHSSSQPRLYNPYKDL-QVP-Y-----RN-FQLP----TSPEFLFDEE---------AR	 52-RQRRSWGENLTFYTGCG
Medtr8g018780|Medtr8g018780.1               1 ---------------MANNE-S----	 6--DQDPQTRFYNPYKDL-EVP-I-----QNLYKLP----TSPEYLFDEE---------AK	 44-RKRRSWGENLTFYTGCGY
Medtr2g099550|Medtr2g099550.1               4 ------------HSPDHESN-S----	 12--DSNPPKRLYNPYQDL-EVP-I-----RNLYQLP----TSPEHLFIEE---------AQ	 50-RKHRSWGETLTFYTGCG
Glyma13g42300|Glyma13g42300.1               4 ------------QTPDQDSG-S----	 12--DPKTPTRLYNPYKDL-EVP-I-----RNLYQLP----TSPEYLFVEE---------AR	 50-RKRRSWGENLTFYTGCG
Glyma15g03070|Glyma15g03070.1               4 ------------QTPDQDSS-S----	 12--DPKTPTRLYNPYKDL-EVP-I-----RNLYQLP----TTPEYLFVEE---------AR	 50-RKRRSWGENLTFYTGCG

gi|66806813                                19 IGYVLMGVVNIGLGFKRSPP--------------------	 38----------NKRVLYTFALLRKK-----------------------SPKFGGNFAIWGS	 65LFSG
gi|17506651                               125 CA----------RGALGELMN-PE--------------------	 137----TRKMVGKPWMTRMVNATMKH-----------------------GSGFAQPSGAIVF	 1
YNR017W                                   104 VYLLGLGIGGFSGMMQGLQNIP---------------------	 125-----PNSPGKLQLNTVLNHITKR-----------------------GPFLGNNAGILAL	 15
gi|85084169|ref|XP_957257.1               114 TYLTALTIGGAWGLKEGLQRSA---------------------	 135------GQPPKLRLNSVLNAVTRR-----------------------GPYLGNSAGVVAI	 16
gi|298712788                               73 YITGILGGGAAGVREGFAKAP---------------------	 93------NRRSRVLLNSIMNHAGKK-----------------------GSFYGNTFAVLAT	 124Y
gi|5454122                                 84 CMTGAAFGAMNGLRLGL--KET--------------------	 103----QNMAWSKPRNVQILNMVTRQ-----------------------GALWANTLGSLAL	 136
CMO311C|CMO311CT                          254 TFWAGVSYLGGAIIGGSLGFREGIQKGNEMVAELVSPVTGAGGGPKAAT	 302SLSVSHVSKAKLRLNALLNAVGRR-----------------------GGRMGNAAGV
LOC_Os04g47900|LOC_Os04g47900.1            69 LVGRAAGAAAGLKRAA--EEA--------------------	 87----ERGESMKLRGQPRPQPVRLPRARVRQPARRRRAALRGDREHRGGPPRRRRLGQ---	 140--
Cre10.g434250|Cre10.g434250.t1.2          117 GGYLAGGVVGVGAGLYKFVVTKPE--------------------	 140----VVTDTLKLKTNRVLNTCGSF-----------------------ARPWSNSCGILGL	 1
LOC_Os02g45100|LOC_Os02g45100.1            70 LAGATSGALVGLRRAA--AEA--------------------	 88----ERGESAKLRINRALNQSGSV-----------------------GRAFGNRFGIVAM	 121LF
73724|73724                                80 YLGGAVLGGAKGIFDGI--RSR--------------------	 99----EVDDTTKLRLNRVLNASGHT-----------------------GRSIGNKVGVLGL	 132L
85570|85570                                77 YLGGAVAGGAKGLVDGV--RQI--------------------	 96----ESGDTAKLRVNRLLNSSGHT-----------------------GRMLGNKIGIVGL	 129M
GSVIVG01016813001|GSVIVT01016813001       104 ---------------------S--------------------	 104----EPGDTVKLRINRILNASGHA-----------------------GRKFGNRAGVIGL	 137
Carubv10016391m.g|Carubv10016391m          68 LTGSLLGAAKGTIDGI--RSA--------------------	 86----ERGESLKIRTNRILNSGGLA-----------------------ARRSGNCLGSLGL	 119MF
AT3G04800                                  68 CTGSVLGAFKGTIAGM--RAA--------------------	 86----ERGESLKIRTNRILNSGGLV-----------------------ARRGGNCLGSVGL	 119MF
Phpat.011G020000|Phpat.011G020000.1        77 YLAGAVGGGAKGALEGL--RSQ--------------------	 96----EGSDTMKIRVNRFLNASGHR-----------------------GRAYGNTVGILGL	 129M
Phpat.011G020100|Phpat.011G020100.1        77 YLAGAVGGGAKGALEGL--RSQ--------------------	 96----EGSDTMKIRVNRFLNASGHR-----------------------GRAYGNTVGILGL	 129M
Medtr1g081230|Medtr1g081230.1              66 LSGAIIGGARGTVQGL--REA--------------------	 84----EAGESVKLRVNRVLNSGGQG-----------------------GRRLGNSLGVLGL	 117IF
Glyma10g30280|Glyma10g30280.1              65 LAGALIGAARGTVQGL--REA--------------------	 83----ESGDSLKIRLNRVLNSGGHA-----------------------GRRLGNSLGVVGL	 116IF
Glyma20g36660|Glyma20g36660.1              65 LAGAITGAARGTVQGL--REA--------------------	 83----ESADSLKIRLNRVLNSGGLA-----------------------GRRLGNSLGVVGL	 116IF
Cucsa.291760|Cucsa.291760.1                43 LSGALFGGARGSIQGL--RAA--------------------	 61----EPGDSVKLRLNRVLNSGGQL-----------------------GRRAGNSLGILGL	 94IFA
Eucgr.B01693|Eucgr.B01693.1                68 LAGALAGGARGTLDGL--RSA--------------------	 86----EPGDSLKLRVNRVLNSGGQT-----------------------GRRLGNSLGIVGL	 119IF
Eucgr.B02109|Eucgr.B02109.1                69 LAGALAGGARGTLDGL--RSA--------------------	 87----EPGDSLKLRVNRVLNSGGQA-----------------------GRRLGNSLGIVGL	 120IF
GSVIVG01035979001|GSVIVT01035979001        63 LSGAIIGGAKGSIEGI--RAA--------------------	 81----EAGDTLKLRVNRVLNSGGQT-----------------------GRRFGNSMGVLGL	 114IF
30128.t000070|30128.m008609                62 LSGAIVGAAKGSLDGI--RSA--------------------	 80----EPGDTMKLRVNRVLNSGGHM-----------------------GRKFGNNLGVLGL	 113MF
Potri.005G051800|Potri.005G051800.1        61 LAGAILGGAKGSVEGI--RAA--------------------	 79----EPGETLKLRVNRVLNSGGHM-----------------------GRRFGNNLGVLGL	 112MF
Potri.013G039200|Potri.013G039200.1        61 LSGAILGGAKGSIEGI--RAA--------------------	 79----EPGESLKLRVNRVLNSGGHA-----------------------GRKFGNNLGVLGL	 112MF
LOC_Os03g02390|LOC_Os03g02390.1            73 YLSGAVAGAAVGLRDAA--RNA--------------------	 92----EPGDTAKIRANRVLNSCGSN-----------------------GRRMGNTLGVIGL	 125L
GRMZM2G064600|GRMZM2G064600_T01            76 YLGGAGAGAALGLRDAA--RGA--------------------	 95----EPGEPAKIRANRVLNSCGSS-----------------------GRRVGNTLGVIGL	 128M
GRMZM2G077760|GRMZM2G077760_T01            78 YLGGAVAGATLGLRDAA--RGA--------------------	 97----EPGEPAKIRANRVLNSCGSS-----------------------GRRVGNTLGVIGL	 130M
GRMZM2G368041|GRMZM2G368041_T01            71 YLSGAVGGAVLGLRDAA--RGA--------------------	 90----EPGETAKIRANRVLNACGSS-----------------------GRRVGNTLGVIGL	 123M
LOC_Os10g37530|LOC_Os10g37530.1            74 YLSGAVAGAALGLRDAA--AGA--------------------	 93----EPGDTAKIRANRVLNSCGGG-----------------------GRRLGNRLGVIGL	 126M
29706.t000055|29706.m001325                68 YLSASIGGASVGFFSAL--KSF--------------------	 87----EPTDTLKLKVNRILNSSGHS-----------------------GRVWGNRIGIVGL	 120I
Potri.001G198100|Potri.001G198100.1        68 LSASIAGGAAGFFSAF--RSF--------------------	 86----EPTDTLKLKVNRILNSSGHS-----------------------GRVWGNRVGVVGL	 119IY
Potri.003G044100|Potri.003G044100.1        66 LTASLAGGGSGFFSAL--RSF--------------------	 84----EPTDTLKLKVNRILNSSGHS-----------------------GRIWGNRVGIAGL	 117IY
Bra016597|Bra016597                        66 LGGSLAGAASGFFSGV--RSF--------------------	 84----EYGDTAKLKVNRILNSSGHA-----------------------GRSLGCRIGVVGL	 117IY
Bra025966|Bra025966                        65 LGGSVAGAASGVISGV--KSF--------------------	 83----EYGDTAKLKINRVLNSSGHK-----------------------GRSLGCRIGAVGL	 116IY
Carubv10012124m.g|Carubv10012124m          30 LDGSVASSTAGFFSGM--RSF--------------------	 48----ENGDTTKLKINRILNSSGQA-----------------------GRTWGNRIGVVGL	 81IYA
AT1G17530                                  68 LAGSVAGASAGIFSGI--KSF--------------------	 86----ENGDTTKLKINRILNSSGQA-----------------------GRTWGNRVGIVGL	 119IY
Carubv10020993m.g|Carubv10020993m          68 YLGGSVAGASLGVITGI--KSF--------------------	 87----ESGDTTKLKINRILNSSGQT-----------------------GRTWGNRVGIIGL	 120V
AT1G72750                                  68 YLGGSVAGASVGVITGV--KSF--------------------	 87----ESGDTTKLKINRILNSSGQT-----------------------GRTWGNRIGIIGL	 120V
Bra008046|Bra008046                        68 YLGGSVSGATVGIFTGI--KNF--------------------	 87----ESGDTTKLKINRILNSSGHT-----------------------GRTWGNRIGIIGL	 120M
Bra016036|Bra016036                        71 YLGGSVAGAAVGIVTGV--KNF--------------------	 90----ESGDTTKLKINRILNSSGHT-----------------------GRTWGNRVGIIGL	 123M
PGSC0003DMG400002488|PGSC0003DMT40000636   71 YLSGAVVGAGKGFVEGV--KAS--------------------	 90----EPGDTTKLRINRILNASGHT-----------------------GRKFGNRAGVIGL	 123L
PGSC0003DMG400043220|PGSC0003DMT40009364   66 LSGSVVGAGKGFIEGV--KAS--------------------	 84----EPGDTLKLRINRILNGSGHT-----------------------GRKFGNRVGVIGL	 117MY
Eucgr.F03162|Eucgr.F03162.1                69 YLSGSVAGASSGLVSGV--RAI--------------------	 88----EPSDTLKLKINRLLNASGHS-----------------------GRTWGNRLGVIGL	 121M
Cucsa.360430|Cucsa.360430.1                70 YLAGAVGGASTGLVSGV--KSF--------------------	 89----ESGDTMKLRINRILNSSGHS-----------------------GRLWGNRLGVIGL	 122L
Medtr8g018780|Medtr8g018780.1              63 LGGSIAGAGVGLVEGI--RSF--------------------	 81----ESTDTAKLRVNRILNASGHS-----------------------GRTWGNRVGIIGL	 114LY
Medtr2g099550|Medtr2g099550.1              68 YLGGAIGGAGVGFVEAV--KSF--------------------	 87----EKGDTNKLRLNKILNSSGHA-----------------------GRTWGNRLGVIGL	 120L
Glyma13g42300|Glyma13g42300.1              68 YLSGAVGGAASGLVGGV--KSF--------------------	 87----ESGDTAKLRVNRVLNSSGHA-----------------------GRAWGNRLGVIGL	 120L
Glyma15g03070|Glyma15g03070.1              68 YLAGAVGGAASGLIDGV--KSF--------------------	 87----ESGDTAKLRVNRVLNSSGHA-----------------------GRAWGNRLGVIGL	 120L



gi|66806813                                70 FDCTLSYIRKT-------ED---TVNPIAAGALTGGILAARSGWKHSVQ-------	 108AAAFGGIFIGIIE-AFQHMMQKRMQAQQ-EEMTQQHLEERKRYEEERKQR
gi|17506651                               171 70MYSALEIGLRSVRAE-----------DELNGFGAGALTGAIYRSPHGLKASGV-------	 212GALVGLGIAAAWTLSSTDSRQRLSEMFSNH--------------
YNR017W                                   158 7SYNIINSTIDALRGK-------HD---TAGSIGAGALTGALFKSSKGLKPMGY-------	 200SSAMVAAACA----VWCSVKKRLLEK*------------------
gi|85084169|ref|XP_957257.1               167 6CYNLINAGIGYVRGK-------HD---AANSILAGALSGMLFKSTRGLKPMMI-------	 209SGGIVATIAG----TWAVARRTFFPSPQTNEVD------------
gi|298712788                              126 YTCAETLLDHFEVDQMGPVQQAGLGEIINPLLAGASTGLLYKSSAGPRLALM-------	 177ASVAGLGAVGVAY-AVDKTSA-------------SVLGQGIIF----
gi|5454122                                137 LYSAFGVIIEKTRGA-------ED---DLNTVAAGTMTGMLYKCTGGLRGIAR-------	 179GGLTGLT-----------LTSLYALYNNWEHMKGSLLQQSL-----
CMO311C|CMO311CT                          337 LAI	 339MFSGFESFLHWLRDD-------VD--DSWNYIGAGALTGALYKSTAGLRAVSMWSAGLAT	 390VGLVGLYGARRGV-YGRRLRQLL----------------
LOC_Os04g47900|LOC_Os04g47900.1           141 --------HRRRR-------DR---YRRALPR------GCRPAGGDRRQLR-------	 167RGAHGRRGGRGEA-SADEIRA*--------------------------
Cre10.g434250|Cre10.g434250.t1.2          174 73FFSGAESLYVYQLEP-------YGVPDNACTLLAGFTSGALFRLPRGPRQAAV-------	 219AGAVGVVAAGGIT-ALRKVFPSL*--------------------
LOC_Os02g45100|LOC_Os02g45100.1           124 AGTESFVRDQRDG-------AD--DWVNTVAAGASAGALYRIASGPRSMIV-------	 165AGILGGVLSGAAV-AGKPMLQRFAPKLSARL---DYLR*---------
73724|73724                               134 YAGVESGTWYLRGA-------DD---ILNPVLAGLATGALYKAAAGPRTAAI-------	 175AGALGGIAAGSVV-AGKHIVRRYLPSL*-------------------
85570|85570                               131 YAGMESGAWYLRKS-------DD---LLNSVAAGLATGAFYKAAAGPRTAAI-------	 172AGALGAMAAGGMV-VGKQAAKRYLPL*--------------------
GSVIVG01016813001|GSVIVT01016813001       138 MYAGLESGIVAVRDT-------DD---VVNSVVAGLGTGALYRAAAGVRSAAV-------	 180AGAIALYKVR--------IFRLFVWALQCSV---*-----------
Carubv10016391m.g|Carubv10016391m         122 AAMESGVTYLRDG-------DD--GSLTTVIAGLATGALYRAASGPRSAVV-------	 163AGAVGGVTALAAV-AGRRIVKRFVPI*---------------------
AT3G04800                                 122 AAMESGVTYMRDG-------DD--GSLTTVIAGLATGVLYRAASGPRSAVV-------	 163AGAVGGVAALAAV-AGRRIVKRFVPI----------------------
Phpat.011G020000|Phpat.011G020000.1       131 YAGFESTASHYRAT-------DD---MLNTVIAGLGTGVMYKAAAGPRTAAI-------	 172AGALGGIAAAGLV-AGKQLTKRYLPI*--------------------
Phpat.011G020100|Phpat.011G020100.1       131 YAGFESTASHYRAT-------DD---MLNTVIAGLGTGVMYKAAAGPRTAAI-------	 172AGALGGIAAAGLV-AGKQLTKRYLPI*--------------------
Medtr1g081230|Medtr1g081230.1             120 AGLESGMTYFRDT-------DD---LVNSAVAGLGTGAIYKAAAGPRSAAI-------	 160AGAVGGIVAAVAV-AGRQALKRYVPI*---------------------
Glyma10g30280|Glyma10g30280.1             119 AGLESGMTYLRGT-------DD---LVNSAVAGLGTGTLFRAAAGPRSAAI-------	 159AGAIGGIAAAAAV-SGKQALKRYVPI*---------------------
Glyma20g36660|Glyma20g36660.1             119 AGLESGMTHLRGT-------DD---LVNSAVAGLGTGALYRAAAGPQSAAI-------	 159AGAIGGIAAAAAV-AGKQALKRYVPI*---------------------
Cucsa.291760|Cucsa.291760.1                98 GLESGVIHLRGS-------DD---VLNSIVAGLGTGAVYKAASGPRSAAI-------	 137AGAIGGIAAAAAV-AGKQAVKRYVPI*----------------------
Eucgr.B01693|Eucgr.B01693.1               122 AGLESGLVHWRGT-------DD---LLNSVAAGLGTGALYKAAAGPRSAAI-------	 162AGAIGGIAAAAAV-AGKQAVKRYVPI*---------------------
Eucgr.B02109|Eucgr.B02109.1               123 AGLESGLVHWRGT-------DD---LLNSVAAGLGTGALYKAAAGPRSAAI-------	 163AGAIGGIAAAAAV-AGKQAVKRYVPI*---------------------
GSVIVG01035979001|GSVIVT01035979001       117 SGLESGMIHWRDT-------DD---MLNSVFAGLGTGALYRAAAGPRSAVI-------	 157AGAIGGLAAGAAV-AGKQVMKRYVPI*---------------------
30128.t000070|30128.m008609               116 AGIESVLIHYRDA-------DD---LINTALAGLGTGAIYRAARGPRLSK--------	 155------------------------------------------------
Potri.005G051800|Potri.005G051800.1       115 AGIESGLIHWRDT-------DD---LVNTVLAGLSTGAIYRAAKGPRSAAI-------	 155AGAIGGIAAAAAV-AGKQAVKRYVPI*---------------------
Potri.013G039200|Potri.013G039200.1       115 AGIESGLIHWRDT-------DD---LVNTVLAGLSTGAIYRAAKGPRSAAI-------	 155AGAIGGIAAAGAV-AAKQAVKRYVPI*---------------------
LOC_Os03g02390|LOC_Os03g02390.1           127 YAGIESGMVAVRDR-------DD---WINSVTAGLGTGALFRAANGPRSAAV-------	 168AGAIGGVLAGAAM-AGKQAAKRYVPAL*-------------------
GRMZM2G064600|GRMZM2G064600_T01           130 YAGIESAMVAARDR-------DD---WINSVVAGLGTGALFRAANGPRSAVV-------	 171AGAVGGVLAGAAA-AAKQVGKRYLPAL*-------------------
GRMZM2G077760|GRMZM2G077760_T01           132 YAGIESAMVAARDR-------DD---WINSVAAGLGTGALFRAANGPRSAVV-------	 173AGAVGGVLAGAAA-AAKQVGKRYVPAL*-------------------
GRMZM2G368041|GRMZM2G368041_T01           125 YAGIESAMVAARDR-------DD---WMNSVAAGLGTGTLFRAANGPRSAAV-------	 166AGALGGILAAAAA-GGKQLAKRYVNVI*-------------------
LOC_Os10g37530|LOC_Os10g37530.1           128 YAGMESAMVAARDR-------DD---WVNSVAAGLGTGALFRAANGPRSAAV-------	 169AGAIGGVLAGAAM-AGKQLAKRYVPAI*-------------------
29706.t000055|29706.m001325               122 YAMTESGVVAVTDR-------DD---VWTSVAAGLGTGAVCRAARGVRSAAV-------	 163AGALGGLAAGAVV-AGKQMMKRYAMI---------------------
Potri.001G198100|Potri.001G198100.1       122 AGMESGIVAITDR-------DD---VWSSVAAGLGTGAVCRAARGVRSAAV-------	 162AGALGGLAAGAVV-AGKQALKRYAMI*---------------------
Potri.003G044100|Potri.003G044100.1       120 AMMESGIVAVTDR-------DD---VWSSVAAGLGTGAVCRAARGVRSAAV-------	 160AGALGGLAAGAVV-AGKQALKRYAMI*---------------------
Bra016597|Bra016597                       120 AGIESGVVAYTDR-------DD---AWTKVVAGFGTGAVFRAARGVRAAAV-------	 160AGVLGGMASGAFV-AGKRVLKRYAYI*---------------------
Bra025966|Bra025966                       119 AGIESGVVAYMDR-------DD---VWTSVVAGLGTGAVFRAARGVRSAAV-------	 159AGALGGMVAGGVV-AGKQVLKRYAHI*---------------------
Carubv10012124m.g|Carubv10012124m          85 GIESGVVAVK*----------------------------------------------	 94--------------------------------------------------
AT1G17530                                 122 AGIESGVVAVTDK-------DD---VWTSVVAGLGTGAVFRAARGVRSAAV-------	 162AGAFGGIAAGAVV-AGKQVFKRYAHI----------------------
Carubv10020993m.g|Carubv10020993m         122 YAGIESGVVAGTDR-------DD---VWTSVVAGLGTGAVCRAARGVRSAAV-------	 163AGALGGLAAGAVV-AGKQIVKRYVPI*--------------------
AT1G72750                                 122 YAGIESGIVAATDR-------DD---VWTSVVAGLGTGAVCRAARGVRSAAV-------	 163AGALGGLAAGAVV-AGKQIVKRYVPI---------------------
Bra008046|Bra008046                       122 YAGIESGVVAAMDR-------DD---VWTSVVAGLGTGAVFRAARGVRSAAV-------	 163AGALGGLAAGAVV-AGKQVVKRYVPI*--------------------
Bra016036|Bra016036                       125 YAGIESGVVAALDR-------DD---VWTSVVAGLGTGAVFRAARGVRSAAV-------	 166AGALGGIAAGAVV-AGKQVVKRYVPI*--------------------
PGSC0003DMG400002488|PGSC0003DMT40000636  125 YAGMESGMVAIRDT-------DD---VINSVVAGLGTGAFYRAASGLRSAAV-------	 166AGVIGGVVVGLGV-TGKQALKRYVPI*--------------------
PGSC0003DMG400043220|PGSC0003DMT40009364  120 AGLESGMVAIRDT-------DD---VINSVVAGLGTGAFYRAAAGLRSAAV-------	 160AGVIGGAVVGLGV-AAKQAMKRYVPI*---------------------
Eucgr.F03162|Eucgr.F03162.1               123 YAGLESGIVALRDE-------DD---LWSSVGAGLGTGAIYRAARGVRSAAV-------	 164AGAVGGLAAAAAV-AGKQALKRYVPV*--------------------
Cucsa.360430|Cucsa.360430.1               124 YAGLESGIEAVRDT-------DD---VWNCVAAGLGTGALYRAARGVRSAAV-------	 165AGAVGGVVVGLAV-TGKQMLKRYVPI*--------------------
Medtr8g018780|Medtr8g018780.1             117 AGIESGIEAVRDV-------DD---VWNSVAAGLGTGAVYRAARGVRSAAV-------	 157AGAVGGVLVGAAV-AAKRVAKRYVPI*---------------------
Medtr2g099550|Medtr2g099550.1             122 FAGIESGITAARDT-------DD---VFNSVAAGLGTGALYRAARGVRSAAV-------	 163AGAVGGVVAGVAI-AGKQALKRYVPI*--------------------
Glyma13g42300|Glyma13g42300.1             122 YAGIESGIEATRDT-------DD---VWNSVAAGLGTGALYRAARGVRSAAV-------	 163AGAVGGVVVGVAV-TAKQALKRYVPI*--------------------
Glyma15g03070|Glyma15g03070.1             122 YAGIESGIVAARDT-------DD---VWNSVAAGLGTGALYRAARGVRSAAV-------	 163AGAVGGVVVGVAV-TAKQALKRYVPI*--------------------

gi|66806813                               157 EGERKKLNEN	 166GKSKKNKQQQNGENDLD	 183           
gi|17506651                               243 ----------------	 242-----------------	 242     
YNR017W                                   223 ---------------	 222-----------------	 222      
gi|85084169|ref|XP_957257.1               239 ---------------	 238-----------------	 238      
gi|298712788                              207 -------------	 206-----------------	 206        
gi|5454122                                210 --------------	 209-----------------	 209       
CMO311C|CMO311CT                          413 ---------------------	 412-----------------	 412
LOC_Os04g47900|LOC_Os04g47900.1           188 ------------	 187-----------------	 187         
Cre10.g434250|Cre10.g434250.t1.2          242 ----------------	 241-----------------	 241     
LOC_Os02g45100|LOC_Os02g45100.1           200 ------------	 199-----------------	 199         
73724|73724                               202 -------------	 201-----------------	 201        
85570|85570                               198 -------------	 197-----------------	 197        
GSVIVG01016813001|GSVIVT01016813001       204 --------------	 203-----------------	 203       
Carubv10016391m.g|Carubv10016391m         189 ------------	 188-----------------	 188         
AT3G04800                                 189 ------------	 188-----------------	 188         
Phpat.011G020000|Phpat.011G020000.1       198 -------------	 197-----------------	 197        
Phpat.011G020100|Phpat.011G020100.1       198 -------------	 197-----------------	 197        
Medtr1g081230|Medtr1g081230.1             186 ------------	 185-----------------	 185         
Glyma10g30280|Glyma10g30280.1             185 ------------	 184-----------------	 184         
Glyma20g36660|Glyma20g36660.1             185 ------------	 184-----------------	 184         
Cucsa.291760|Cucsa.291760.1               163 -----------	 162-----------------	 162          
Eucgr.B01693|Eucgr.B01693.1               188 ------------	 187-----------------	 187         
Eucgr.B02109|Eucgr.B02109.1               189 ------------	 188-----------------	 188         
GSVIVG01035979001|GSVIVT01035979001       183 ------------	 182-----------------	 182         
30128.t000070|30128.m008609               156 ------------	 155-----------------	 155         
Potri.005G051800|Potri.005G051800.1       181 ------------	 180-----------------	 180         
Potri.013G039200|Potri.013G039200.1       181 ------------	 180-----------------	 180         
LOC_Os03g02390|LOC_Os03g02390.1           195 -------------	 194-----------------	 194        
GRMZM2G064600|GRMZM2G064600_T01           198 -------------	 197-----------------	 197        
GRMZM2G077760|GRMZM2G077760_T01           200 -------------	 199-----------------	 199        
GRMZM2G368041|GRMZM2G368041_T01           193 -------------	 192-----------------	 192        
LOC_Os10g37530|LOC_Os10g37530.1           196 -------------	 195-----------------	 195        
29706.t000055|29706.m001325               189 -------------	 188-----------------	 188        
Potri.001G198100|Potri.001G198100.1       188 ------------	 187-----------------	 187         
Potri.003G044100|Potri.003G044100.1       186 ------------	 185-----------------	 185         
Bra016597|Bra016597                       186 ------------	 185-----------------	 185         
Bra025966|Bra025966                       185 ------------	 184-----------------	 184         
Carubv10012124m.g|Carubv10012124m          95 ----------	 94-----------------	 94             
AT1G17530                                 188 ------------	 187-----------------	 187         
Carubv10020993m.g|Carubv10020993m         189 -------------	 188-----------------	 188        
AT1G72750                                 189 -------------	 188-----------------	 188        
Bra008046|Bra008046                       189 -------------	 188-----------------	 188        
Bra016036|Bra016036                       192 -------------	 191-----------------	 191        
PGSC0003DMG400002488|PGSC0003DMT40000636  192 -------------	 191-----------------	 191        
PGSC0003DMG400043220|PGSC0003DMT40009364  186 ------------	 185-----------------	 185         
Eucgr.F03162|Eucgr.F03162.1               190 -------------	 189-----------------	 189        
Cucsa.360430|Cucsa.360430.1               191 -------------	 190-----------------	 190        
Medtr8g018780|Medtr8g018780.1             183 ------------	 182-----------------	 182         
Medtr2g099550|Medtr2g099550.1             189 -------------	 188-----------------	 188        
Glyma13g42300|Glyma13g42300.1             189 -------------	 188-----------------	 188        
Glyma15g03070|Glyma15g03070.1             189 -------------	 188-----------------	 188        




