
gi|85116624                                 1 ------------------------------------------------------------	 0------------------------------------------------
YNL310C                                     1 ------------------------------------------------------------	 0------------------------------------------------
CMT595C                                     1 ------------------------------------------------------------	 0------------------------------------------------
gi|66800951|Dd                              1 ------------------------------------------------------------	 0------------------------------------------------
Esi0238_0026                                1 ------------------------------------------------------------	 0------------------------------------------------
Cre07.g334850|Cre07.g334850.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
tr|Q9TXQ4|Q9TXQ4_CAEEL                      1 ------------------------------------------------------------	 0------------------------------------------------
gi|124249392                                1 ------------------------------------------------------------	 0------------------------------------------------
AT3G54826                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10018399m.g|Carubv10018399m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra003197|Bra003197                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra007101|Bra007101                         1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01016242001|GSVIVT01016242001         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400027152|PGSC0003DMT40006983    1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.308490|Cucsa.308490.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.010G079800|Phpat.010G079800.1         1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.G02856|Eucgr.G02856.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Glyma10g35330|Glyma10g35330.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma20g32180|Glyma20g32180.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr1g094720|Medtr1g094720.1               1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G064608|GRMZM2G064608_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os02g57430|LOC_Os02g57430.1             1 ------------------------------------------------------------	 0------------------------------------------------
9162|9162                                   1 ------------------------------------------------------------	 0------------------------------------------------
29595.t000008|29595.m000284                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.008G037300|Potri.008G037300.1         1 ------------------------------------------------------------	 0------------------------------------------------
tr|D8TZD5|D8TZD5_VOLCA                      1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.005G013800|Phpat.005G013800.1         1 ------------------------------------------------------------	 0------------------------------------------------
AT5G27280                                   1 ------------------------------------------------------------	 0------------------------------------------------
58719|58719                                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.021G072000|Phpat.021G072000.1         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400025127|PGSC0003DMT40006469    1 MEILIELKDALIKQQYDKGTSSGQNIKDDELISATISCDEESNKDRTEQEQDIENSIDQV	 60ILDSPRSSELGNPTNINTEDNKSKSSSERAINNQGKSLKIHIPLTNP
AT1G68730                                   1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.284080|Cucsa.284090.2                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.010G132400|Potri.010G132400.1         1 ------------------------------------------------------------	 0------------------------------------------------
Glyma01g23015|Glyma01g23015.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma02g14430|Glyma02g14430.1               1 ------------------------------------------------------------	 0------------------------------------------------

gi|85116624                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
YNL310C                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMT595C                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66800951|Dd                              1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0238_0026                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre07.g334850|Cre07.g334850.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
tr|Q9TXQ4|Q9TXQ4_CAEEL                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|124249392                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT3G54826                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10018399m.g|Carubv10018399m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra003197|Bra003197                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra007101|Bra007101                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01016242001|GSVIVT01016242001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400027152|PGSC0003DMT40006983    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.308490|Cucsa.308490.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.010G079800|Phpat.010G079800.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.G02856|Eucgr.G02856.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma10g35330|Glyma10g35330.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma20g32180|Glyma20g32180.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr1g094720|Medtr1g094720.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G064608|GRMZM2G064608_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os02g57430|LOC_Os02g57430.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
9162|9162                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
29595.t000008|29595.m000284                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.008G037300|Potri.008G037300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
tr|D8TZD5|D8TZD5_VOLCA                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.005G013800|Phpat.005G013800.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT5G27280                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
58719|58719                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.021G072000|Phpat.021G072000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400025127|PGSC0003DMT40006469  108 TRTFSAITYLLRD	 120DMINQSSKKCGPNGRQKLHINRTKLKHAEKMIRGAFIELYKGLEYLKIYRNLNMLAFVKI	 180LKKFDKVTNKQVLPIYLRVVESSYFNSSD
AT1G68730                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.284080|Cucsa.284090.2                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.010G132400|Potri.010G132400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma01g23015|Glyma01g23015.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma02g14430|Glyma02g14430.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------

gi|85116624                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
YNL310C                                     1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMT595C                                     1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|66800951|Dd                              1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0238_0026                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cre07.g334850|Cre07.g334850.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
tr|Q9TXQ4|Q9TXQ4_CAEEL                      1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|124249392                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT3G54826                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10018399m.g|Carubv10018399m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra003197|Bra003197                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra007101|Bra007101                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01016242001|GSVIVT01016242001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400027152|PGSC0003DMT40006983    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.308490|Cucsa.308490.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.010G079800|Phpat.010G079800.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.G02856|Eucgr.G02856.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma10g35330|Glyma10g35330.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma20g32180|Glyma20g32180.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr1g094720|Medtr1g094720.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G064608|GRMZM2G064608_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os02g57430|LOC_Os02g57430.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
9162|9162                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
29595.t000008|29595.m000284                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.008G037300|Potri.008G037300.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
tr|D8TZD5|D8TZD5_VOLCA                      1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.005G013800|Phpat.005G013800.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT5G27280                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
58719|58719                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.021G072000|Phpat.021G072000.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400025127|PGSC0003DMT40006469  210 KALKLADEVEEIFIKHFAEDDKKKAMKYLKP	 240TQKKESHAVTFFIAQTKELKYRDVFLICTTSMTAVIGVLFLHLTLVAKGYSYNQIQAIPA	 300LLLLVFILLLV
AT1G68730                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.284080|Cucsa.284090.2                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.010G132400|Potri.010G132400.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma01g23015|Glyma01g23015.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma02g14430|Glyma02g14430.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------



gi|85116624                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
YNL310C                                     1 ----------------------------------------	 0------------------------------------------------------------	 0------
CMT595C                                     1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|66800951|Dd                              1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0238_0026                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cre07.g334850|Cre07.g334850.t1.2            1 ----------------------------------------	 0------------------------------------------------------------	 0------
tr|Q9TXQ4|Q9TXQ4_CAEEL                      1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|124249392                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
AT3G54826                                   1 ----------------------------------------	 0----------------------------------------------------------MI	 2KKASF-
Carubv10018399m.g|Carubv10018399m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra003197|Bra003197                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra007101|Bra007101                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01016242001|GSVIVT01016242001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400027152|PGSC0003DMT40006983    1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.308490|Cucsa.308490.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.010G079800|Phpat.010G079800.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Eucgr.G02856|Eucgr.G02856.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma10g35330|Glyma10g35330.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma20g32180|Glyma20g32180.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr1g094720|Medtr1g094720.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G064608|GRMZM2G064608_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os02g57430|LOC_Os02g57430.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
9162|9162                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
29595.t000008|29595.m000284                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.008G037300|Potri.008G037300.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
tr|D8TZD5|D8TZD5_VOLCA                      1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.005G013800|Phpat.005G013800.1         1 ----------------------------------------	 0--------------------------MATGAVLLQVGTRYWGVDSCALHSN------RVC	 28GFGTT
AT5G27280                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
58719|58719                                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.021G072000|Phpat.021G072000.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400025127|PGSC0003DMT40006469  312 CPFNIIYKSSRYRFIRVIRNIMFSPLYKVVMLDFFMADQLCSQVPMLRN	 360LEYVACYYITGSYKTQDYGYCMRTKYYRDLAYAVSFLPYYWRAMQCARRWFDEGHKS
AT1G68730                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.284080|Cucsa.284090.2                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.010G132400|Potri.010G132400.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma01g23015|Glyma01g23015.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma02g14430|Glyma02g14430.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------

gi|85116624                                 1 -----------------------MASKRAAA-----------------------	 8S----TLSCI---TRLGSAPAQSL--KT--------------------------
YNL310C                                     1 ------------------------------------------------------	 0------------------------------------------------------
CMT595C                                     1 ---------------FALPLSRTCCCVRVGR-----------------------	 16ATPLRHLTK----------PR---------GYV----------AGNTFA----
gi|66800951|Dd                              1 ------------------------------------------------------	 0--MKRFISNVS-KQILIKNPIIKN--NNNCKIIN--------SFSNIYK-----
Esi0238_0026                                1 ------------------------------------------------------	 0------------------------------------------------------
Cre07.g334850|Cre07.g334850.t1.2            1 -----------------------MSCGA-FA-----------------------	 7P-GQR---------------------------A---------SACTIWR-----
tr|Q9TXQ4|Q9TXQ4_CAEEL                      1 ------------------------------------------------------	 0------------------------------------------------------
gi|124249392                                1 ------------------------------------------------------	 0-MLRTALRG---------------------------------------------
AT3G54826                                   8 IVLRFQNFTENRSVEFLLSLRLSMAA---RL-----------------------	 35LALRRALSLFS-NQQ---HRFP------------------------LSQ----
Carubv10018399m.g|Carubv10018399m           1 -----------------------MAA---RL-----------------------	 5LALRRALSLFS-NQP---HRIP------------------------LSQ-----
Bra003197|Bra003197                         1 -----------------------MAA---RF-----------------------	 5LSLKRALSVYLTNQQ---PRVP------------------------LFQ-----
Bra007101|Bra007101                         1 -----------------------MAA---RF-----------------------	 5LSLRRALSLYLTNQQ---PRLP------------------------LFQ-----
GSVIVG01016242001|GSVIVT01016242001         1 -----------------------MA-ARLLQ-----------------------	 7RIGRSFLGP--------KHPQT---------PI---------IKEPSWQ-----
PGSC0003DMG400027152|PGSC0003DMT40006983    1 -----------------------MAA----R-----------------------	 4QIQRRILSLLS-----------------TKTYI---------SQGLPWS-----
Cucsa.308490|Cucsa.308490.1                 1 -----------------------MA-----------------------------	 2--ARRFLSLAF-RHR--LQTSPSL--ESTCPIH---------SFANSWF-----
Phpat.010G079800|Phpat.010G079800.1         1 -----------------------MT-SRIGQ-----------------------	 7RLLRRALQLV----G--TEPISSA--TS---------------SSVSNY-----
Eucgr.G02856|Eucgr.G02856.1                 1 -----------------------MAAAGAGK-----------------------	 8MLQRRILSL-F-AAD--RAQN--L--LP---------------AEASQR-----
Glyma10g35330|Glyma10g35330.1               1 -----------------------MA-A--RM-----------------------	 5L-QRRFISI-FSRQT--HHPIT---------------------QE-SWY-----
Glyma20g32180|Glyma20g32180.1               1 -----------------------MA-A--RM-----------------------	 5L-QKRLISI-FSRQT--HHPIT---------------------QESSWY-----
Medtr1g094720|Medtr1g094720.1               1 -----------------------MSALA-RF-----------------------	 7LQ-RRFISTQSFHHD--RH--------------------------PIFQ-----
GRMZM2G064608|GRMZM2G064608_T01             1 -----------------------MATTR-LL-----------------------	 7PLLRRRLAA-AIAGS--PAPYS----LR----------------GP--------
LOC_Os02g57430|LOC_Os02g57430.1             1 ------------------------MATR-FL-----------------------	 6PLVRRGLAG-VLNQS--PAPAS----TR----------------GF--------
9162|9162                                   1 ------------------------------------------------------	 0------------------------------------------------------
29595.t000008|29595.m000284                 1 -----------------------MAAAR-NL-----------------------	 7LQIRRVLSV-L-THN--NQLGTSS--FN---------------KEPAWQ-----
Potri.008G037300|Potri.008G037300.1         1 -----------------------MAAAR-NT-----------------------	 7LQLRRLLSA-L-AHN--NQPFTSS--LN---------------KEHSWK-----
tr|D8TZD5|D8TZD5_VOLCA                      1 ------------------------------------------------------	 0------MHGGP------REPSRP----------------VALPSGTLWLLDAMQ
Phpat.005G013800|Phpat.005G013800.1        34 HEHCSWSKLKVNGSREMKLRDRLGFLRSEKMKLLSPIVGAASQRFDDAFEEPAYS	 88D---------S------ETEAGAS----------------------------
AT5G27280                                   1 ------------------------MEATSLSSAATIISSSSSPL-SIFSPKKRT	 29D---------S------SPPPRIV-----------------------------
58719|58719                                 1 ------------------------------------------------------	 0------------------------------------------------------
Phpat.021G072000|Phpat.021G072000.1         1 -----------------------MICSMAMA------QASVNTYPQTVSGSSFS	 25SKLQRPIVLGV------ESPWTSTKG-------------LTLKSSQLSSR---
PGSC0003DMG400025127|PGSC0003DMT40006469  418 HLV	 420NLGKYVSA----MLAAGAKVAYEKEKNMGWLCLVIVM------SSVATVYQLYWDFVKDW	 470G----LLQCHS------KNPWLRNELMLRRKFIYYFSMG
AT1G68730                                   1 ------------------------------M------ANTAAGWSPVLA-PIYS	 17P------------------VNTKP--------IN-----------FHFS----
Cucsa.284080|Cucsa.284090.2                 1 ------------------------------M------ASMAAAYTVIFSSPTLL	 18Q--------HS------FNPSQT----------R-----------PHPS----
Potri.010G132400|Potri.010G132400.1         1 ---------------------------------------MAAA-AATLSQCSFL	 14P----TLTCMK------PNPKRKP--------IY-----------PLLF----
Glyma01g23015|Glyma01g23015.1               1 ------------------------------------------------------	 0------------------------------------------------------
Glyma02g14430|Glyma02g14430.1               1 ------------------------------M------LAPMAA-SALYSSPIFL	 17P----P----------------------------------------LWH----

gi|85116624                                28 ------	 27--------------------TTTTSRFLNYFVHSYSSQCQRPVPLSPQQQTQQRGD----	 63--------------INYTPIRQKHTIPRPRSQP----S
YNL310C                                     1 ------	 0MIPRTRTLL------------QSKIPITRYFARCWAP----RVRY----------N----	 30----------------V------CRTLP---AAAL----
CMT595C                                    37 -----S-	 37-------TV----------HRESLAHLPRARAQCRKHCSSAGLLY----------A----	 66--------------RAEEPKK--ASRPETGTAGAL--
gi|66800951|Dd                             37 ------	 36-----QQPL----------QKPISSLFNNNFK-NYNQ------RF---------------	 59----------------Y------CEKQQQPNNS-----
Esi0238_0026                                1 ------	 0------------------------------------------------------------	 0----------------MM----PEEDRVPVGAG----STA
Cre07.g334850|Cre07.g334850.t1.2           20 ----SC	 21SSASLRLRA----------AQSSTASFPTF-------------------------A----	 42--------------SSTCTIGSSCRRGF-CSSGGS--A
tr|Q9TXQ4|Q9TXQ4_CAEEL                      1 ------	 0---------------------------------MLRS------AV---------------	 6------------------------------SALYR--ASR
gi|124249392                                9 ------	 8-APRLLSRV-----------QPR-------AP-CLRR------LW----------G----	 28--------------RGARPEV--AGRRRAWAWGWR--RS
AT3G54826                                  57 ------V	 57ST----EQL-----------SLSNSLFSRSHV--YGR------LF----------Q----	 80--------------RQLSVIREANEASV--TNVCNSS
Carubv10018399m.g|Carubv10018399m          27 -----V	 27ST----EQL-----------SLSNSLFRRNNV--YGR------LF----------Q----	 50--------------RQLCVTREAKETSV--TNGCNSSN
Bra003197|Bra003197                        28 ------	 27------GKL-----------AQSKSLLSRDYA--YGG------LL----------Q----	 48--------------RHFSE-------TAATNGCCNSSN
Bra007101|Bra007101                        28 ------	 27------GRL-----------SQSKPLLSRDYA--YVG------LL----------Q----	 48--------------RHFCVSREASEAAAVTNSCCNSSN
GSVIVG01016242001|GSVIVT01016242001        31 ------	 30----FLPSA-----------S---AAFTRDQF--YRR------GL----------G----	 50--------------TQVEPTNYANEDEEKCEAGSL--N
PGSC0003DMG400027152|PGSC0003DMT40006983   28 ----SV	 29--------------------SPARSAFGMNNI-CSRR------CF----------Q----	 48--------------TVTEITKQAVEVGESNKDC----D
Cucsa.308490|Cucsa.308490.1                36 ------	 35--------------------------LTGHKF--TRR------EN----------H----	 47--------------T--EATPAIAEDSKDNEDNKL--R
Phpat.010G079800|Phpat.010G079800.1        34 ----VV	 35TIPRIYAPA-----------APFEPSLPRTTI--RAL------HL----------S----	 62--------------H----IRYLCSAPKDLNPS-S--S
Eucgr.G02856|Eucgr.G02856.1                35 ------	 34----ILPSA-----------S---ALFSRYNL--YER------GL----------K----	 54--------------TQAEANEDLKNQE----V-----S
Glyma10g35330|Glyma10g35330.1              29 ------	 28--------------------SPTSAILNSYGF--HQR------GV----------M----	 46--------------THTNPIKPVCEDVENNEADTL--K
Glyma20g32180|Glyma20g32180.1              30 ------	 29--------------------SPTSAILNRYGF--HQR------RV----------T----	 47--------------THTNPIKPVCEDVENNEADTL--K
Medtr1g094720|Medtr1g094720.1              28 ------	 27----ASSGH-----------SSINAILNGRGI--LKR------GV----------S----	 50--------------TQTNLNQNICEDVK-ISEA-D--T
GRMZM2G064608|GRMZM2G064608_T01            31 ------	 30----SFPAP-----------A---------AA--GLR------SL----------L----	 44--------------KAAGASDTATEP--QD-------Q
LOC_Os02g57430|LOC_Os02g57430.1            30 ------	 29----LFPAP-----------V---------TA--GIR------SL----------Q----	 43--------------TIMEASNNASDDRNQD-------I
9162|9162                                   1 ------	 0------------------------------------------------------------	 0----------------------------------------
29595.t000008|29595.m000284                36 ------	 35----FLPST-----------T---SIFARNDF--YRR------RF----------Q----	 55--------------TQSNPASQPEDSQNHESSC-P--N
Potri.008G037300|Potri.008G037300.1        36 ------	 35----LLPSA-----------S---SLFTRNDF--YGR------GL----------Q----	 55--------------TLAKPANQANEESENHENG-L--K
tr|D8TZD5|D8TZD5_VOLCA                     27 DQYYNV	 32RGAAFVIPRVE---ERESAQEKTCAMRAKFKS-LMHQ------AV--AQQPMALTLISDG	 80PLVDVEPEVAEDAEVQAALVPQPTS----SCTGIVH--
Phpat.005G013800|Phpat.005G013800.1        98 --------	 97-------EVSPDSLDKEEISPEAGAIV-VSSL-STSL------QT--LSKDEAMG-----	 135------------------IILNAAG----STAGWT
AT5G27280                                  39 -------	 38-------RLSNK-KEDKDYDPQHSES--NSSS-LFRN------RT--LSNDEAMG-----	 74------------------LVLSAA-----SVKGWTT-
58719|58719                                 1 ------	 0--------------------------------------------L--LSQEMAMG-----	 9------------------LVLQAA-----SGKGWTT-DSG
Phpat.021G072000|Phpat.021G072000.1        57 ----KNV	 59TSSFFVLHVSPFT----------KAYK-KGST-KFGI------LW------Q--------	 87--------------------RRVCR----RVRCHLEE
PGSC0003DMG400025127|PGSC0003DMT40006469  500 LNLVLRLAWLQTVL---HYNF	 517GTVDYR-VTGLFLAALEVIRRGHWNYY-RSST-IYGK------RR--ASEH---------	 557--------------------L
AT1G68730                                  30 -------	 29-ASFYK-PPRPFYKQQ----NPISALH-RSKT-TRVI------EV--VTPKQ--------	 65--------------------RNRSF----SVFGSLAD
Cucsa.284080|Cucsa.284090.2                33 -------	 32-ITSFK-PIV-SS-KA----NPSNGVF-IRSR-NFCT------AP--VSRER--------	 66--------------------RYKVL----TVSSLVDG
Potri.010G132400|Potri.010G132400.1        35 -------	 34-PNSYK-PIS-FS-TT----NPRLR--------ISHT------EA--ILPKR--------	 62--------------------SRRLF----VVSGLVDG
Glyma01g23015|Glyma01g23015.1               1 ------	 0------------------------------------------------------------	 0-------------------------------MGWWLMILG
Glyma02g14430|Glyma02g14430.1              23 -------	 22-PKPMH-PLC-CF-NP----PPSISLS--RSK-FSGA------AV--APQKL--------	 55--------------------PRRVF----RVRGLLGH



gi|85116624                                84 SSPEPQSPP----------SDQ	 95QQPAQPKRDTSQVPQYELTFTCIP--------CDHR--S-KHKVSKQGYHHGSVLISCPN	 144CRNRHVISDHLKLFGDRK---
YNL310C                                    41 ---HTNII-AHNEVKKDDK--	 55--KVHLGSFKVDKPKMMIAFTCKK--------CNTR--S-SHTMSKQAYEKGTVLISCPH	 102CKVRHLIADHLKIFHDHH----
CMT595C                                    86 --PPAARKLPPDVVEEVVTEQRV	 106R-----FAEQVGSRKMAIAFTCAR--------CETR--I-RKRFSRQAYCHGIVIITCPG	 150CQVRHLIADNIGWFKDVPR
gi|66800951|Dd                             71 -ESVT-NAEIDH---HGEDTEN	 87EFKPVVVDGVRIEPKYYIEFTCTYVDPKLKTECGFV--S-KKTFSKHSYHKGVVLIRCDG	 144CKKIHTIADNLGWTGYENA--
Esi0238_0026                               17 QGSEDKP----------NVV	 26RFLDVPGSEQTREEKMTIVFTCTV--------CETR--T-AKTFAKLSYEKGVVLARCPG	 75CHNIHLIADRLGWFEEAGDG--AD
Cre07.g334850|Cre07.g334850.t1.2           64 SSSNSADGE------VTAGQER	 79RLEPGATPLAAIQPRIMMVFTCTK--------CDTR--S-TKAFSKQSYQNGVVLVRCPG	 128CQKLHLVADHLGWFGEEP---
tr|Q9TXQ4|Q9TXQ4_CAEEL                     15 SFSETVPRL-----------	 23--SA--TPLGKQEPQLSLSYTCKV--------CNSR--EGPKTFAKSSYEKGVVIVTCSG	 69CHNHHIIADNIGWFEDFKG-----
gi|124249392                               50 SSEQGPGPAA-----------	 59------ALGRVEAAHYQLVYTCKV--------CGTR--S-SKRISKLAYHQGVVIVTCPG	 102CQNHHIIADNLGWFSDLNGK--
AT3G54826                                 102 NSATESAKVPSP----ATPSEEM	 120MVKYKSQLKINPRHDFMMVFTCKV--------CDTR--S-MKMASRESYENGVVVVRCGG	 169CDNLHLIADRRGWFGEP--
Carubv10018399m.g|Carubv10018399m          73 SATESAEVPSP----VTASEEL	 90IVKYKSQLKINPRHDFMMVFTCKV--------CDTR--S-MKMASRESYEKGVVVVRCGG	 139CDNLHLIADRCGWFGEP----
Bra003197|Bra003197                        66 SAVELSKAPYTSP-AT-ASEEL	 85IVKYKSQLKINPRHDFMMVFTCKV--------CETR--S-MKMASRESYEKGVVVVRCEG	 134CDNLHLIADRRGWFGEP----
Bra007101|Bra007101                        73 SVSELSKAPSTSP-ATTAAEDL	 93IVKYKSQLKINPRHDFMMVFTCKV--------CETR--S-MKMASRESYDKGVVVVRCEG	 142CDNLHLIADRLGWFGEP----
GSVIVG01016242001|GSVIVT01016242001        73 LNSDSADDV-SQV-KSDDNSAV	 92KYTAMSNLKTSSRHDLAMIFTCKV--------CETR--S-VKTACRESYERGVVVVRCDG	 141CSNLHLIADRLGWFGEP----
PGSC0003DMG400027152|PGSC0003DMT40006983   69 PDTNTDSAAAVVS-SIMKETTY	 89KYTVQSNLKTSPRHDLMMIFTCTV--------CETR--T-MKTVCRESYEKGVVVARCDG	 138CKNIHLIADRLGWFGEP----
Cucsa.308490|Cucsa.308490.1                68 PIS-DLGKP-LHE-NKDDTSSV	 86KYSVLSNLKPSPRHDLAMIFTCKV--------CETR--S-IKTVCRESYEKGVVVARCGG	 135CNNLHLIADHLGWFGEP----
Phpat.010G079800|Phpat.010G079800.1        80 SISVQDNGP-DNV-LTT-----	 94PEDERDHQKPSPRHDLAMLFTCTV--------CDTR--S-AKTMSRVTYETGIVIVRCPN	 143CRNLHLIADRLGWFGEP----
Eucgr.G02856|Eucgr.G02856.1                70 ERKPNNSLP-NEL-KGNDNPEV	 89KYSAISNLKTSSRHDLALVFTCKV--------CETR--S-VKTACRESYEKGVVVVRCGG	 138CNNLHLIADRLGWFGEP----
Glyma10g35330|Glyma10g35330.1              69 SSPNPDEVA-TSI-SVNETSSV	 88KFSAKSSLKTSSRHDLAMVFTCKV--------CETR--S-IKTACRESYEKGVVVARCGG	 137CNNLHLIADHLGWFGEP----
Glyma20g32180|Glyma20g32180.1              70 SSPNPDEVA-TSI-SVNETSSI	 89KFSAKSSLKTSSRHDLAMVFTCKV--------CETR--S-IKTVCRESYEKGVVVARCGG	 138CNNLHLIADHLGWFGEP----
Medtr1g094720|Medtr1g094720.1              71 LKSGVNNVP-TSM-SITEDSAI	 90KGSAGFSVKVSSRHDLAMVFTCKV--------CETR--S-VKTFCRESYEKGVVIARCGG	 139CNNLHLIADHRGWFGEK----
GRMZM2G064608|GRMZM2G064608_T01            60 QHSETTPPP-ASV--PTPESGL	 78KVRDTSNLKISPRHDLAMIFTCKV--------CETR--S-MKMASRDSYENGVVVVRCGG	 127CNNLHLMADRLGWFGEP----
LOC_Os02g57430|LOC_Os02g57430.1            61 EDSKTDTVP-ATV--PSSDSGF	 79KVRDTSNLKISPRHDLAMIFTCKV--------CETR--S-MKMASKESYEKGVVVARCGG	 128CNNFHLIADRLGWFGEP----
9162|9162                                   1 --------------------	 0---------------LAMIYTCTK--------CNTR--S-AKTFSRETYDSGVVIVRCGG	 34CSNLHLIADRLGMFGDK--------
29595.t000008|29595.m000284                77 RNCESDNAP-SDI-NSNEDSPV	 96KYSAVSSLKTSPRHDLAMIFTCKV--------CETR--S-VKTICRESYEKGVVVARCGG	 145CNNLHLIADRLGWFGEP----
Potri.008G037300|Potri.008G037300.1        77 PNCSSANAP-AQV-NSNEGSAT	 96TYSSLSNLKTSPRHDLAMIFTCKV--------CETR--S-VKTVCRESYEKGVVVARCGG	 145CNNLHLIADHLGWFGQP----
tr|D8TZD5|D8TZD5_VOLCA                    113 -------VPTS-----SVDLDD	 122DADVVQTSSSSPRRTKMLRFTCLA--------NGCRTVN-VKPISPESFTRGTVFAQCAR	 173CAKWHLIRDHLNLWDQSRRT
Phpat.005G013800|Phpat.005G013800.1       149 T-GSG-----LEGPSYPMEEA---A	 164NEMPGPIFSKSPRRRMRVAFTCNV--------CGHR--S-IRAINPHAYTDGTVFVQCEG	 213CDVFHKLVDNLKLFHEL
AT5G27280                                  88 GSG-----MEGPSLPAKTDTDTV	 105STFPWSLFTKSPRRRMRVAFTCNV--------CGQR--T-TRAINPHAYTDGTVFVQCCG	 154CNVFHKLVDNLNLFHEVKY
58719|58719                                26 -----LEGPAFTSKENSSLS	 40EENQWPLLSKSPRRRMRVAFTCNV--------CGAR--T-MRAINPHAYTDGTVFVQCKG	 89CNVFHKLVDNLNLFYE--------
Phpat.021G072000|Phpat.021G072000.1       101 VS---------PSRE--DESTPD	 112GNDTVQFDLNLPRRSALLEFTCNV--------CKAR--T-QRMINPEAFRRGTVYVQCGG	 161CQAYHQLVDNLNLVKEYHF
PGSC0003DMG400025127|PGSC0003DMT40006469  559 SQLP----IISCVVEDSSE-----TQPESVN--SSASSD	 586SSKEAVFDMKLPRRSLLATFTCNA--------CGAR--S-QRLINRLAYERGTVFIQCSG	 635CSQ
AT1G68730                                  79 DSK-----LNPD-----EES-ND	 90SAEVASIDIKLPRRSLQVEFTCNS--------CGER--T-KRLINRHAYEKGLVFVQCAG	 139CLKHHKLVDNLGLIVEYDFR
Cucsa.284080|Cucsa.284090.2                80 YTG-----D-DD-----EPSQRN	 91SDTGAAIDIKLPRRSLMVTFTCNQ--------CSER--T-KRLINRLAYERGLVFVQCAG	 140CQKYHKLVDNLGLIVEYDFR
Potri.010G132400|Potri.010G132400.1        76 NSE-----TYPE-----VESNDL	 88NEESATIDIKLPRRSLLVQFTCNE--------CGER--S-QRLINRLAYERGLVFVQCAG	 137CERYHKLADNLGLIVEYDLR
Glyma01g23015|Glyma01g23015.1              10 -----LPQN-----QNRPIL	 19KRFGAGIDLNLPRRSLLVQFTCNL--------CGER--T-KRLVNRLAYERGAVFVQCAG	 68CLRHHKLVDNLGLITEYDFREK-I
Glyma02g14430|Glyma02g14430.1              69 DSG-----T-AP-----QPETPN	 80SEAGTSIDLNLPRRSLLVQFTCNL--------CGER--T-ERLVNRLAYERGAVFVQCAG	 129CLQHHKLVDNLGLITEYDFR

gi|85116624                               163 ----VTVEDLLKEKGMM-VKRGTLGEDGDVEFWEDGTST	 196-MREP-----------EPEPAPERPKKEVDNSPP-GSTFKNVRPGEGKKDGDESN-----	 238---
YNL310C                                   121 ---VTVEQLMKANGEQ-VSQDVGD----LEFEDIPDSL	 150KDVLGKY-AKNNSENASQLPHPS-----QK*-----------------------------	 174----
CMT595C                                   170 SPGRAGYHIDDFAQVERVS------AE-VFE--LE---ESF	 198SRSEETT--------HEALPDD--------------------------------------	 212-
gi|66800951|Dd                            164 ----KNIEEIMAEKGET-VRRYLLK------QDEIEDEK	 191KSDEPVLIGSSNK---NE-----EPKK---------------------------------	 210---
Esi0238_0026                               98 GWDIEKITNRIGESDCHVVNEDNVMELNLVDIAGKT	 133TRRKDTPPKGGDDR--DS--SPESPSSEGQK*----------------------------	 160------
Cre07.g334850|Cre07.g334850.t1.2          147 ----FVLHEHVAQLGGN-VVRIAADDP-------HTGNA	 173AVSAPAAAAPTAAS-VASVPAFA-PHPDGQQ---------QVAAGSDPADPGLAARTAAA	 222VAA
tr|Q9TXQ4|Q9TXQ4_CAEEL                     89 -KNIEDHLKTRGEA-VKRRDTIKNENGIFEIQK---	 119------------------------------------------------------------	 119------
gi|124249392                              123 ---RNIEEILTARGEQ-VHRVAGEGALELVLEAAGAPT	 156STAAPEA---GED---------EGPPSPGKTEPS--------------------------	 178----
AT3G54826                                 187 ------GSVEDFLASQGEE-FKKGSMD-SLNLTPEDLAGGK	 219ISTE--------------------------------------------------------	 223-
Carubv10018399m.g|Carubv10018399m         157 ----GSVEDFLASRGEE-FKKGSMD-SLNLSPEDLAGGK	 189MSTE--------------------------------------------------------	 193---
Bra003197|Bra003197                       152 ----GSVEEFLAAQGEE-FKKGSMD-SLSLTVEDLAGEK	 184MSSE--------------------------------------------------------	 188---
Bra007101|Bra007101                       160 ----GSVEELLAARGDE-FKKGPMD-SLSLTVDDLAGNK	 192ISNE--------------------------------------------------------	 196---
GSVIVG01016242001|GSVIVT01016242001       159 ----GSIEDFLDARGEE-KRMALS-------VSSFASSS	 185CRNFPATNTTAAVGLRSDLPKIHTPISRCKTNPTFRVSFLPVRVTRKPPRKSLQVRSVAA	 245PSE
PGSC0003DMG400027152|PGSC0003DMT40006983  156 ----GSVEDFLAARGEE-VKKGCVD-TLGFTLEDLAGKK	 188SLET----IRGEVESKSEI*----------------------------------------	 203---
Cucsa.308490|Cucsa.308490.1               153 ----GSVEDFLAARGEE-VRKGSLD-SLSLTLEDLAGKT	 185S*----------------------------------------------------------	 186---
Phpat.010G079800|Phpat.010G079800.1       161 ----GSVEDFLRHQGVS-VRKGNES-SYEFSVHDLTGWT	 193PPNQ----SKG*------------------------------------------------	 200---
Eucgr.G02856|Eucgr.G02856.1               156 ----GSIEDFLAAQGEE-VRKGSVD-TLNLTLEDLAGTR	 188N*----------------------------------------------------------	 189---
Glyma10g35330|Glyma10g35330.1             155 ----GSVEDFLAARGEE-VKRGSVD-TLNLTLEDLAGRK	 187P*----------------------------------------------------------	 188---
Glyma20g32180|Glyma20g32180.1             156 ----GSIEDFLASRGEE-VKRGSVD-TLNLTLEDLAGRK	 188P*----------------------------------------------------------	 189---
Medtr1g094720|Medtr1g094720.1             157 ----GTVEDFLAAHGEK-VKRGSID-TLNATFEDITGKQ	 189SSKG----TISPNI*---------------------------------------------	 199---
GRMZM2G064608|GRMZM2G064608_T01           145 ----GSIEDFLATQGEE-VKKGSTD-TISFTLDDLAGSQ	 177VSSK----GPSEQN*---------------------------------------------	 187---
LOC_Os02g57430|LOC_Os02g57430.1           146 ----GSIEDFLAEQGEE-VKKGSTD-TLNFTLEDLVGSQ	 178ANDK----GPSDKK*---------------------------------------------	 188---
9162|9162                                  52 GSIEDFLAERGEK-VKRESED-TYEF---------	 75------------------------------------------------------------	 75---------
29595.t000008|29595.m000284               163 ----GSIEDFLAARGEE-VRKGSTD-TLNLTLEDLAGNK	 195ILKE--------------------------------------------------------	 199---
Potri.008G037300|Potri.008G037300.1       163 ----GSIEEILAARGEE-VKKGSAD-TFNLTLEDLAGKK	 195IFKE----*---------------------------------------------------	 199---
tr|D8TZD5|D8TZD5_VOLCA                    194 VYRNGKRVVPP-PASSPT--------RGPALTLE------	 218-----------------EVPEALRPSKEVLD-----FFLNGGRVGGWEQQQQE-------	 249--
Phpat.005G013800|Phpat.005G013800.1       231 KGRIYKGYECFEVGYDQYYDF--------LG*-----------	 253------------------------------------------------------------	 25
AT5G27280                                 174 YVSSS--SFDYT-DAKWDV--------SGLNLFDD------	 197-----------------EDDDNAGDSNDVFP-----L-----------------------	 212-
58719|58719                               106 ------------------------------------	 105------------------------------------------------------------	 105------
Phpat.021G072000|Phpat.021G072000.1       181 RNEID--SMKNDLGS*-------------------------	 193------------------------------------------------------------	 193-
PGSC0003DMG400025127|PGSC0003DMT40006469  639 YHKLVDNLGLVVEYNFKDE-I--SMDPDADQD*------------------------	 667-------------------------------------------------
AT1G68730                                 160 ETSK--DL--GTDHV-------------------------	 170------------------------------------------------------------	 170--
Cucsa.284080|Cucsa.284090.2               161 EEDV--DLDSSSDQV*------------------------	 173------------------------------------------------------------	 173--
Potri.010G132400|Potri.010G132400.1       158 EE-I--SAESNADQV*------------------------	 169------------------------------------------------------------	 169--
Glyma01g23015|Glyma01g23015.1              92 --NKDSETDQV*------------------------	 100------------------------------------------------------------	 100------
Glyma02g14430|Glyma02g14430.1             150 EK-I--NIDSETDQV*------------------------	 161------------------------------------------------------------	 161--

gi|85116624                               239 ---------------------------------------------------------	 238-------------------------------------------------
YNL310C                                   175 --------------------------------------------------------	 174--------------------------------------------------
CMT595C                                   213 -----------------------------------------------------------	 212-----------------------------------------------
gi|66800951|Dd                            211 ---------------------------------------------------------	 210-------------------------------------------------
Esi0238_0026                              161 ------------------------------------------------------	 160----------------------------------------------------
Cre07.g334850|Cre07.g334850.t1.2          226 AV-----------------SSDGGLFELSDESQVRAALAE-----------------	 248---ARELKGQQ-------------------RQRQQPRDES-----KGKQ
tr|Q9TXQ4|Q9TXQ4_CAEEL                    120 ------------------------------------------------------	 119----------------------------------------------------
gi|124249392                              179 --------------------------------------------------------	 178--------------------------------------------------
AT3G54826                                 224 -----------------------------------------------------------	 223-----------------------------------------------
Carubv10018399m.g|Carubv10018399m         194 ---------------------------------------------------------	 193-------------------------------------------------
Bra003197|Bra003197                       189 ---------------------------------------------------------	 188-------------------------------------------------
Bra007101|Bra007101                       197 ---------------------------------------------------------	 196-------------------------------------------------
GSVIVG01016242001|GSVIVT01016242001       249 AVAGFDEMVSGTARKYYMLGGKGGVGKTSCAASLAVKFANNGHPTLVVSTDPAHSLS	 305DSFAQDLTGGMLVPVEGPDSPLFALEINPEKAREEFRNASQKNGGTGVK
PGSC0003DMG400027152|PGSC0003DMT40006983  204 ---------------------------------------------------------	 203-------------------------------------------------
Cucsa.308490|Cucsa.308490.1               187 ---------------------------------------------------------	 186-------------------------------------------------
Phpat.010G079800|Phpat.010G079800.1       201 ---------------------------------------------------------	 200-------------------------------------------------
Eucgr.G02856|Eucgr.G02856.1               190 ---------------------------------------------------------	 189-------------------------------------------------
Glyma10g35330|Glyma10g35330.1             189 ---------------------------------------------------------	 188-------------------------------------------------
Glyma20g32180|Glyma20g32180.1             190 ---------------------------------------------------------	 189-------------------------------------------------
Medtr1g094720|Medtr1g094720.1             200 ---------------------------------------------------------	 199-------------------------------------------------
GRMZM2G064608|GRMZM2G064608_T01           188 ---------------------------------------------------------	 187-------------------------------------------------
LOC_Os02g57430|LOC_Os02g57430.1           189 ---------------------------------------------------------	 188-------------------------------------------------
9162|9162                                  76 ---------------------------------------------------	 75--------------------------------------------------------
29595.t000008|29595.m000284               200 ---------------------------------------------------------	 199-------------------------------------------------
Potri.008G037300|Potri.008G037300.1       200 ---------------------------------------------------------	 199-------------------------------------------------
tr|D8TZD5|D8TZD5_VOLCA                    250 ----------------------------------------------------------	 249------------------------------------------------
Phpat.005G013800|Phpat.005G013800.1       254 3------------------------------------------------------------	 253---------------------------------------------
AT5G27280                                 213 -----------------------------------------------------------	 212-----------------------------------------------
58719|58719                               106 ------------------------------------------------------	 105----------------------------------------------------
Phpat.021G072000|Phpat.021G072000.1       194 -----------------------------------------------------------	 193-----------------------------------------------
PGSC0003DMG400025127|PGSC0003DMT40006469  668 -----------	 667------------------------------------------------------------	 667-------------------------------
AT1G68730                                 171 ----------------------------------------------------------	 170------------------------------------------------
Cucsa.284080|Cucsa.284090.2               174 ----------------------------------------------------------	 173------------------------------------------------
Potri.010G132400|Potri.010G132400.1       170 ----------------------------------------------------------	 169------------------------------------------------
Glyma01g23015|Glyma01g23015.1             101 ------------------------------------------------------	 100----------------------------------------------------
Glyma02g14430|Glyma02g14430.1             162 ----------------------------------------------------------	 161------------------------------------------------



gi|85116624                               239 -----------	 238------------------------------------------------------------	 238-------------------------------
YNL310C                                   175 ----------	 174------------------------------------------------------------	 174--------------------------------
CMT595C                                   213 -------------	 212------------------------------------------------------------	 212-----------------------------
gi|66800951|Dd                            211 -----------	 210------------------------------------------------------------	 210-------------------------------
Esi0238_0026                              161 --------	 160------------------------------------------------------------	 160----------------------------------
Cre07.g334850|Cre07.g334850.t1.2          271 *----------	 270------------------------------------------------------------	 270-------------------------------
tr|Q9TXQ4|Q9TXQ4_CAEEL                    120 --------	 119------------------------------------------------------------	 119----------------------------------
gi|124249392                              179 ----------	 178------------------------------------------------------------	 178--------------------------------
AT3G54826                                 224 -------------	 223------------------------------------------------------------	 223-----------------------------
Carubv10018399m.g|Carubv10018399m         194 -----------	 193------------------------------------------------------------	 193-------------------------------
Bra003197|Bra003197                       189 -----------	 188------------------------------------------------------------	 188-------------------------------
Bra007101|Bra007101                       197 -----------	 196------------------------------------------------------------	 196-------------------------------
GSVIVG01016242001|GSVIVT01016242001       355 DFMDGMGLGML	 365VEQLGELKLGELLDTPPPGLDEAIAISKASIVMQFLESQEYSIFTRIVFDTAPTGHTLRL	 425LSLPDFLDASIGKILKLKQKLASATSAIKSV
PGSC0003DMG400027152|PGSC0003DMT40006983  204 -----------	 203------------------------------------------------------------	 203-------------------------------
Cucsa.308490|Cucsa.308490.1               187 -----------	 186------------------------------------------------------------	 186-------------------------------
Phpat.010G079800|Phpat.010G079800.1       201 -----------	 200------------------------------------------------------------	 200-------------------------------
Eucgr.G02856|Eucgr.G02856.1               190 -----------	 189------------------------------------------------------------	 189-------------------------------
Glyma10g35330|Glyma10g35330.1             189 -----------	 188------------------------------------------------------------	 188-------------------------------
Glyma20g32180|Glyma20g32180.1             190 -----------	 189------------------------------------------------------------	 189-------------------------------
Medtr1g094720|Medtr1g094720.1             200 -----------	 199------------------------------------------------------------	 199-------------------------------
GRMZM2G064608|GRMZM2G064608_T01           188 -----------	 187------------------------------------------------------------	 187-------------------------------
LOC_Os02g57430|LOC_Os02g57430.1           189 -----------	 188------------------------------------------------------------	 188-------------------------------
9162|9162                                  76 ----	 75------------------------------------------------------------	 75----------------------------------------
29595.t000008|29595.m000284               200 -----------	 199------------------------------------------------------------	 199-------------------------------
Potri.008G037300|Potri.008G037300.1       200 -----------	 199------------------------------------------------------------	 199-------------------------------
tr|D8TZD5|D8TZD5_VOLCA                    250 ------------	 249------------------------------------------------------------	 249------------------------------
Phpat.005G013800|Phpat.005G013800.1       254 ---------------	 253------------------------------------------------------------	 253---------------------------
AT5G27280                                 213 -------------	 212------------------------------------------------------------	 212-----------------------------
58719|58719                               106 --------	 105------------------------------------------------------------	 105----------------------------------
Phpat.021G072000|Phpat.021G072000.1       194 -------------	 193------------------------------------------------------------	 193-----------------------------
PGSC0003DMG400025127|PGSC0003DMT40006469  668 -----------------------------	 667------------------------------------------------------------	 667-------------
AT1G68730                                 171 ------------	 170------------------------------------------------------------	 170------------------------------
Cucsa.284080|Cucsa.284090.2               174 ------------	 173------------------------------------------------------------	 173------------------------------
Potri.010G132400|Potri.010G132400.1       170 ------------	 169------------------------------------------------------------	 169------------------------------
Glyma01g23015|Glyma01g23015.1             101 --------	 100------------------------------------------------------------	 100----------------------------------
Glyma02g14430|Glyma02g14430.1             162 ------------	 161------------------------------------------------------------	 161------------------------------

gi|85116624                               239 -----------------------------	 238------------------------------------------------------------	 238-------------
YNL310C                                   175 ----------------------------	 174------------------------------------------------------------	 174--------------
CMT595C                                   213 -------------------------------	 212------------------------------------------------------------	 212-----------
gi|66800951|Dd                            211 -----------------------------	 210------------------------------------------------------------	 210-------------
Esi0238_0026                              161 --------------------------	 160------------------------------------------------------------	 160----------------
Cre07.g334850|Cre07.g334850.t1.2          271 -----------------------------	 270------------------------------------------------------------	 270-------------
tr|Q9TXQ4|Q9TXQ4_CAEEL                    120 --------------------------	 119------------------------------------------------------------	 119----------------
gi|124249392                              179 ----------------------------	 178------------------------------------------------------------	 178--------------
AT3G54826                                 224 -------------------------------	 223------------------------------------------------------------	 223-----------
Carubv10018399m.g|Carubv10018399m         194 -----------------------------	 193------------------------------------------------------------	 193-------------
Bra003197|Bra003197                       189 -----------------------------	 188------------------------------------------------------------	 188-------------
Bra007101|Bra007101                       197 -----------------------------	 196------------------------------------------------------------	 196-------------
GSVIVG01016242001|GSVIVT01016242001       457 FGQEETRQDAADKLERLRERMVKVRELFR	 485DTDSTEFVIVTIPTVMAISESSRLHASLKRENVPVKKLIVNQVLPPSTSDCKFCAMKRKD	 545QMRALDMIKDDPE
PGSC0003DMG400027152|PGSC0003DMT40006983  204 -----------------------------	 203------------------------------------------------------------	 203-------------
Cucsa.308490|Cucsa.308490.1               187 -----------------------------	 186------------------------------------------------------------	 186-------------
Phpat.010G079800|Phpat.010G079800.1       201 -----------------------------	 200------------------------------------------------------------	 200-------------
Eucgr.G02856|Eucgr.G02856.1               190 -----------------------------	 189------------------------------------------------------------	 189-------------
Glyma10g35330|Glyma10g35330.1             189 -----------------------------	 188------------------------------------------------------------	 188-------------
Glyma20g32180|Glyma20g32180.1             190 -----------------------------	 189------------------------------------------------------------	 189-------------
Medtr1g094720|Medtr1g094720.1             200 -----------------------------	 199------------------------------------------------------------	 199-------------
GRMZM2G064608|GRMZM2G064608_T01           188 -----------------------------	 187------------------------------------------------------------	 187-------------
LOC_Os02g57430|LOC_Os02g57430.1           189 -----------------------------	 188------------------------------------------------------------	 188-------------
9162|9162                                  76 --------------------	 75------------------------------------------------------------	 75------------------------
29595.t000008|29595.m000284               200 -----------------------------	 199------------------------------------------------------------	 199-------------
Potri.008G037300|Potri.008G037300.1       200 -----------------------------	 199------------------------------------------------------------	 199-------------
tr|D8TZD5|D8TZD5_VOLCA                    250 ------------------------------	 249------------------------------------------------------------	 249------------
Phpat.005G013800|Phpat.005G013800.1       254 ---------------------------------	 253------------------------------------------------------------	 253---------
AT5G27280                                 213 -------------------------------	 212------------------------------------------------------------	 212-----------
58719|58719                               106 --------------------------	 105------------------------------------------------------------	 105----------------
Phpat.021G072000|Phpat.021G072000.1       194 -------------------------------	 193------------------------------------------------------------	 193-----------
PGSC0003DMG400025127|PGSC0003DMT40006469  668 -----------------------------------------------	 667-----------------------------------------------------------
AT1G68730                                 171 ------------------------------	 170------------------------------------------------------------	 170------------
Cucsa.284080|Cucsa.284090.2               174 ------------------------------	 173------------------------------------------------------------	 173------------
Potri.010G132400|Potri.010G132400.1       170 ------------------------------	 169------------------------------------------------------------	 169------------
Glyma01g23015|Glyma01g23015.1             101 --------------------------	 100------------------------------------------------------------	 100----------------
Glyma02g14430|Glyma02g14430.1             162 ------------------------------	 161------------------------------------------------------------	 161------------

gi|85116624                               239 --------------------------------	 238                  
YNL310C                                   175 -------------------------------	 174                   
CMT595C                                   213 ----------------------------------	 212                
gi|66800951|Dd                            211 --------------------------------	 210                  
Esi0238_0026                              161 -----------------------------	 160                     
Cre07.g334850|Cre07.g334850.t1.2          271 --------------------------------	 270                  
tr|Q9TXQ4|Q9TXQ4_CAEEL                    120 -----------------------------	 119                     
gi|124249392                              179 -------------------------------	 178                   
AT3G54826                                 224 ----------------------------------	 223                
Carubv10018399m.g|Carubv10018399m         194 --------------------------------	 193                  
Bra003197|Bra003197                       189 --------------------------------	 188                  
Bra007101|Bra007101                       197 --------------------------------	 196                  
GSVIVG01016242001|GSVIVT01016242001       559 LSNLTLIQAPLVDVEIRGVPALQFMGDIVWK*	 589                  
PGSC0003DMG400027152|PGSC0003DMT40006983  204 --------------------------------	 203                  
Cucsa.308490|Cucsa.308490.1               187 --------------------------------	 186                  
Phpat.010G079800|Phpat.010G079800.1       201 --------------------------------	 200                  
Eucgr.G02856|Eucgr.G02856.1               190 --------------------------------	 189                  
Glyma10g35330|Glyma10g35330.1             189 --------------------------------	 188                  
Glyma20g32180|Glyma20g32180.1             190 --------------------------------	 189                  
Medtr1g094720|Medtr1g094720.1             200 --------------------------------	 199                  
GRMZM2G064608|GRMZM2G064608_T01           188 --------------------------------	 187                  
LOC_Os02g57430|LOC_Os02g57430.1           189 --------------------------------	 188                  
9162|9162                                  76 ---------------------	 75                              
29595.t000008|29595.m000284               200 --------------------------------	 199                  
Potri.008G037300|Potri.008G037300.1       200 --------------------------------	 199                  
tr|D8TZD5|D8TZD5_VOLCA                    250 ---------------------------------	 249                 
Phpat.005G013800|Phpat.005G013800.1       254 ------------------------------------	 253              
AT5G27280                                 213 ----------------------------------	 212                
58719|58719                               106 -----------------------------	 105                     
Phpat.021G072000|Phpat.021G072000.1       194 ----------------------------------	 193                
PGSC0003DMG400025127|PGSC0003DMT40006469  668 -	 667---------------------------------------------	 667
AT1G68730                                 171 ---------------------------------	 170                 
Cucsa.284080|Cucsa.284090.2               174 ---------------------------------	 173                 
Potri.010G132400|Potri.010G132400.1       170 ---------------------------------	 169                 
Glyma01g23015|Glyma01g23015.1             101 -----------------------------	 100                     
Glyma02g14430|Glyma02g14430.1             162 ---------------------------------	 161                 




