
gi|17536841                      1 ------------------------------------------------------------	 0---------------------------MALVRDDFDD-------IPDS
gi|10716801|dbj|BAB16408.1|      1 -----------------------------------------------------MAAAVAA	 7AGAGEP----------QSPDELLPKGDAEKPEEELEE-------DDDE
gi|85101402                      1 ------------------------------------------------------------	 0------------------MFAL--------------------SEESK-
gi|85081308                      1 --------------MVQLTEV-------------EDE--HFQQPQVG-------------	 18---------------------------PEEDDEDFTDTDSEISVDSD
CMG115C                          1 -----------MRIIGE------RYESALSMKEHEEAPLLPPQPTHGVDVGARCTAAAGT	 43VGTGAAYPALRVSEQVVNMARLF----EVPPDSI-----AAKKREHN
YNL131W                          1 --------------MVELTEIK---DD-V---------VQLDEPQFS-----R-------	 21---NQA-IV-------EEKASAT--NNDVVDDEDDSDSDFEDEFDEN
gi|298709439                     1 ------------------------------------------------------------	 0------------------MAKK-----LTFNDE---------KRDNGP
Phpat.003G070700                 1 ------------------------------------------------------------	 0------------------MAAIAA-----------------DSGNEKK
99926|99926                      1 ------------------------------------------------------------	 0--------------------------------------------MGDG
Cucsa.255780                     1 ------------------------------------------------------------	 0------------------MAVN---GKNRLSLTS--------NDDGDA
30008.t000024                    1 ------------------------------------------------------------	 0------------------MASI---GKKRIG------------SSSDE
Cucsa.383300                     1 ------------------------------------------------------------	 0------------------MASR---GNKRPSITN---------GDDNL
GSVIVG01028415001                1 ------------------------------------------------------------	 0------------------MASQ---GRRGVSDRR---------NPKNE
Phpat.024G004500                 1 ------------------------------------------------------------	 0--------M-------VAPSAAPQKAGAG-------------ASGGKG
Medtr1g045510                    1 ------------------------------------------------------------	 0----------------------------------------------MA
29398|29398                      1 ------------------------------------------------------------	 0-----------------------------VPSR---------SSSGDD
PGSC0003DMG400013457             1 ------------------------------------------------------------	 0--------------------MA-PMGGKR-----FAL-TG----SSSS
GRMZM2G318794                    1 ------------------------------------------------------------	 0--------M-------PTPSALSKRGGDG-----------------G-
LOC_Os02g03880                   1 ------------------------------------------------------------	 0------------------MASLSKRGGGG---------------GEG-
LOC_Os02g29400                   1 ------------------------------------------------------------	 0------------------MASLSKRGGGG---------------GEG-
Carubv10028217                   1 ------------------------------------------------------------	 0--------------------MAAKRVGAG------------KSGGGE-
AT5G43970                        1 ------------------------------------------------------------	 0--------------------MAAKRIGAG------------KSGGGD-
Bra027518                        1 ------------------------------------------------------------	 0--------------------MAKRIGGAG------------KSRDED-
Bra033708                        1 ------------------------------------------------------------	 0-------------------MAAKRFGGAG------------KSGGGD-
Bra015286|                       1 ------------------------------------------------------------	 0--------------------MAPERKGAG------------KSGGID-
Carubv10012272                   1 ------------------------------------------------------------	 0--------------------MAPKKFGAG---------------GRD-
AT1G04070                        1 ------------------------------------------------------------	 0--------------------MAPKKIGAG---------------KGD-
Potri.008G171800                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01027914001                1 ------------------------------------------------------------	 0-----------------------------------MA-GGSSDSKSNS
29637.t000021                    1 ------------------------------------------------------------	 0------------------MASQSRRGGVSLPARRSS------KAQPEP
Potri.002G257200                 1 ------------------------------------------------------------	 0------------------MASQSRRGGISLPERRGRG-----SSKQEP
Potri.014G192600                 1 ERQLRERQDRTLHIILRLQDIRVIWQDRAVAKAESGTHKTLNQPETLLPLGTT-------	 53---GAAYLS-------STMASQSRRGGLSLPDRR--G-----SSKQE
Eucgr.K01430                     1 ------------------------------------------------------------	 0------------------MASTARKGGVSLPDKRNPR-GGAGAGAAGS
Glyma11g23890                    1 ------------------------------------------------------------	 0--------------------MASRRGGVSLPDKLSNN---------SS
Glyma10g04590                    1 ------------------------------------------------------------	 0--------------------MASRRGGVSLPERPSNN---------SG
Glyma13g18900|Glyma13g18900.1    1 ------------------------------------------------------------	 0--------------------MASRRGGVSLPDRPSNN---------SS
Glyma02g18110                    1 ------------------------------------------------------------	 0--------------------MASRRGGVSLPDRPSNN---------SS
Glyma11g28430                    1 ------------------------------------------------------------	 0--------------------MASRRGGVSLPDRPSNN---------SS
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gi|85101402                     10 --------ERIG	 13K------LIDISRVVVHYGYLP--------LILYLGYTRSVPRPSIIRLLSPLS------	 53--------------------------------
gi|85081308                     39 YE-SQETFTDRL-	 49--YALRDMVSPTTRGWFYHKYSTTTNFVKSTLSFAGRAAWAVSVSGLLIGVPFAIAFAED	 107QNYAAMEQEARMRELGSDVLTAGGEGQA--
CMG115C                         82 WWNRTVDQLEDWK	 94DSVTETKWYQRVERVASSGY-----TFVRRAFGLGGRVAWISATSALVLVVPLVYEIDRE	 149LDANAASSSAAAAGGS--GVGSSSTAGR--
YNL131W                         56 ET-----LLDRI-	 62--VALKDIVPPGKRQTISNFFGFTSSFVRNAFTKSGNLAWTLTTTALLLGVPLSLSILAE	 120QQLIEMEKTFDLQSDANNILAQGEKDAA-A
gi|298709439                    17 G---------VL	 19-----QTLVVTGRSLGVAGF-----GWAQWAAKKTGRTGWVLLTTAVVTLVPLVFEITRE	 69AQLIEQEKIHIN------ALLAEGKTRQEIAQ
Phpat.003G070700                14 W-----GRAVSF	 20NLSSGLGYIEKARKVATNTV-----QVSQNMLWSTSKAAWVAGTTLLVLAMPLFIKMDQE	 75AQIVDLEGGETS------LIGEVSPATP-KSS
99926|99926                      5 S-----VLSRVS	 11------SGIAESRRAVSSTC-----VFGGRVLRSTGKAAWIAGTTFLLLVVPLIFEVDRD	 60QQLQELESQQAT------LLGGAAQPAA-AAA
Cucsa.255780                    20 G-----VLSRFS	 26RSDSESSIYRQSKRAASNTA-----FVTNKLLRSTGKAVCIAGTTFLILIVPLIIEMDRE	 81QQLNEIDLQQAT------LLGASTVSVQ-K*-
30008.t000024                   16 G-----IVAKFT	 22RTVSDSAIVNTAKQAANDAG-----YVAKRLAKSTGKAAWIAGTTFLILVVPLIIEMDRE	 77QQFTELELQQQS------LLGAPPTTVH-K--
Cucsa.383300                    19 G-----ILSRVS	 25RSVSDSQIVRRAKSTASDAA-----FVSKKLLRSTGKAAWIAGTTFLILVVPLIIEMDRE	 80QQFNELEMQQAS------LLGTPATAGS-K*-
GSVIVG01028415001               19 G-----ILSRVS	 25NSISQSPILFQGRQAASDAA-----VVAKKLFKSTGKAAWIAGTTFLILVVPLIIEMDRE	 80QQMNELEMQQAS------LLGTPAQK*-----
Phpat.024G004500                21 W-----GRGMNF	 27GSVTGTSLTDKARRAASNTA-----RFSQKLLWSTGKAAWIAGTTFLILVVPLIIEMDRE	 82QQMVDMESQQAG------LLGAPPLPGS-PPA
Medtr1g045510                    3 K-----KQSSAI	 9ARVCNHPVVRNTKEAASDAT-----VIAKKLLRSTGKAAWIAGTSFLVLVVPLIVAMDRE	 64QQINELESQQAN------ILGTPSPLAG-IPGK
29398|29398                     11 S-----LWARVS	 17NKVVQSSLYHKSKRALSSAS-----YASKKLMFSTGKAAWIAGTTLLVFVVPLIIEVDKE	 72QQLAELESQQAT------LLGGAP--------
PGSC0003DMG400013457            18 S-----KNDGVL	 24ARISQSSIVTKGKQAACGAT-----YVGKKLAKSTGKAAWLVATTFLVLGLPLIIVMDRE	 79QQLNDLDLQQAS------LLGASPATTQ-N*-
GRMZM2G318794                   16 --------DGIL	 19AALSRSQVAAHGREAA---------AVAKKLLRSTGKAAWIAGTTFLVLVVPLIIEMDRE	 70QQLNDLELQQQT------LLGGAPPPPP-TK*
LOC_Os02g03880                  15 --------EGIL	 18ASW----MAAHGREAA---------SRAKKVVRSTGKAAWIAGTTFLVLVVPLIIEMDRE	 65QQLNDLELQQQA------LLGPAPLK-----*
LOC_Os02g29400                  15 --------EGIL	 18ASFSRSSVAAHGREAA---------TMAKKLLRSTGKAAWIAGTTFLVLVVPLIIEMDRE	 69QQLNDLELQQQA------LLGGPPPPAP-LK*
Carubv10028217                  16 --------PNIL	 19AKISNSEIVSQGRRAAGDAV-----EVSKKLLWSTGKAAWIAGTTFLILVVPLIIEMDRE	 74SQLNEIELQQAS------LLGAPPSPMQ-RGL
AT5G43970                       16 --------PNIL	 19ARISNSEIVSQGRRAAGDAV-----EVSKKLLRSTGKAAWIAGTTFLILVVPLIIEMDRE	 74AQINEIELQQAS------LLGAPPSPMQ-RGL
Bra027518                       16 --------STIL	 19GRISNSDIVSHGRRAAGDAV-----GVSKKLLWSTGKAAWIAGTTFLILVVPLIIEMDRE	 74AQLNEIDLQQAS------LLGAPAQPMQ-RGV
Bra033708                       17 --------SNIM	 20AKISNSEIVSQGRRVAGDAV-----GVSKKLLWSTGKAAWIAGTTFLILVVPLIIEMDRE	 75AQLNEIDLQQAS------LLGAPAQRG----F
Bra015286|                      16 --------SSIL	 19AKIINHEVASKGRRAACGAV-----YVSKKLLRSTGKAAWIAGTTFLILVVPLFIQAERD	 74QMLGEIEFQQAS------ILGPPPPGAL-*--
Carubv10012272                  13 --------SSNL	 16ASITNYGIVSQGRRAACDAV-----HVSKKLLKSTGKAAWIAGTTFLILVVPLIIELERD	 71QQLSEIEFQQAS------LLGTPAAGAM-Y*-
AT1G04070                       13 --------SSIL	 16AKISNYDIVSQGRRAACDAV-----YVSKKLLKSTGKAAWIAGTTFLILAVPLILELEQD	 71HRLGEIDFEQAS------LLGTPPVGAM-L--
Potri.008G171800                 1 ------------	 0-------------MVKKQGL-----FMAKKPAKSTGKAAWITGTTFIVLVLPLLIAMDRE	 42YQLNELDLPERS------LLGVPIHN*------
GSVIVG01027914001               13 G-----LVSRIS	 19NSISGSGIMFHGKRAASDAA-----YVTKKLLRSTGKAAWIAGTTFVILVVPLIIEMDRE	 74QQLNDLDLQQAT------LLGTTPLPAR-N*-
29637.t000021                   25 T---------FL	 27AKLTNSEIVAKGKRAASDTV-----FVTKKLLRSTGKAAWIAGTTFLILVVPLIIEMDRE	 82QQFNELELQQQS------LLGAPTPPK-----
Potri.002G257200                26 N---------IL	 28AKINNSQIVSKGKEAACDAV-----FVAKKLLKSTGKAAWIAGTTFLILAVPLIIEMDRE	 83QQLNELELQQQS------LLGAPPVGPP-LPK
Potri.014G192600                84 PN---------IL	 87AKINNTQIVSKGKQAASDAL-----FVAKKLLKSTGKAAWIAGTTFLILAVPLIIEMDRE	 142QQLNELELQQQS------LLGAPPVGPA-P
Eucgr.K01430                    30 G---------II	 32SRISDSPIVARGKRAAGDAA-----FVTKKLLKSTGKAAWIAGTTFLVLVVPLIIEMDRE	 87QQLNELDLQQAS------LLGTPAVGQK-*--
Glyma11g23890                   20 S---------IL	 22TKISRSSIVTRNKEAADDAA-----FITKKLLRSIGKAAWITGTTFLVLVVPLIVEIDCE	 77QQLNDLELQQAN------LLGTPAPK*-----
Glyma10g04590                   20 S---------VL	 22AKISRSSIVTRGKEAAVDAA-----FVAKKLLRSTGKAAWIAGTTFLVLVVPLIVEMDRE	 77QQLNDLELQQAS------LLGTPAPK*-----
Glyma13g18900|Glyma13g18900.1   20 S---------VL	 22AKISRSSIVTRGKEAAGDAA-----FVAKKLLRSTGKAAWIAG-----------------	 60--------------------------------
Glyma02g18110                   20 S---------VL	 22TNISCSSIVTHGKEAAGDAA-----FVTKKLLHSTGKVVWITDTTFLFLVVPFIVKMDRE	 77QQLNDLELQ*----------------------
Glyma11g28430                   20 S---------VL	 22TNISCSSIVTRGKEAAGDAA-----FVTKKLLRNTGKVTWIIDTTFLFLVVPLIVKMDRE	 77QQLNDLELQQAS------FLGTPAPK*-----

gi|17536841                    106 AKTA------------------------	 109------------------------------------------------------------	 109--------------
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gi|85101402                     54 ----------------------------	 53------------------------------------------------------------	 53----------------
gi|85081308                    136 -GTAEKTLAAIGGEGARPAL----------	 154------------------------------------------------------------	 154------------
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YNL131W                        150 TAN*--------------------------	 152------------------------------------------------------------	 152------------
gi|298709439                    96 MGLYS--ALDPNVMGPEAS---------	 112------------------------------------------------------------	 112--------------
Phpat.003G070700               101 PIK*------------------------	 103------------------------------------------------------------	 103--------------
99926|99926                     86 AAAK*-----------------------	 89------------------------------------------------------------	 89----------------
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30008.t000024                  101 ----------------------------	 100------------------------------------------------------------	 100--------------
Cucsa.383300                   104 ----------------------------	 103------------------------------------------------------------	 103--------------
GSVIVG01028415001              101 ----------------------------	 100------------------------------------------------------------	 100--------------
Phpat.024G004500               108 VK*-------------------------	 109------------------------------------------------------------	 109--------------
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29398|29398                     91 ----------------------------	 90------------------------------------------------------------	 90----------------
PGSC0003DMG400013457           103 ----------------------------	 102------------------------------------------------------------	 102--------------
GRMZM2G318794                   95 ----------------------------	 94------------------------------------------------------------	 94----------------
LOC_Os02g03880                  86 ----------------------------	 85------------------------------------------------------------	 85----------------
LOC_Os02g29400                  94 ----------------------------	 93------------------------------------------------------------	 93----------------
Carubv10028217                 100 *---------------------------	 99------------------------------------------------------------	 99----------------
AT5G43970                      100 ----------------------------	 99------------------------------------------------------------	 99----------------
Bra027518                      100 *---------------------------	 99------------------------------------------------------------	 99----------------
Bra033708                       98 *---------------------------	 97------------------------------------------------------------	 97----------------
Bra015286|                      97 ----------------------------	 96------------------------------------------------------------	 96----------------
Carubv10012272                  95 ----------------------------	 94------------------------------------------------------------	 94----------------
AT1G04070                       95 ----------------------------	 94------------------------------------------------------------	 94----------------
Potri.008G171800                63 ---------------------------	 62------------------------------------------------------------	 62-----------------
GSVIVG01027914001               98 ----------------------------	 97------------------------------------------------------------	 97----------------
29637.t000021                  104 ----------------------------	 103------------------------------------------------------------	 103--------------
Potri.002G257200               109 *---------------------------	 108------------------------------------------------------------	 108--------------
Potri.014G192600               166 PK*---------------------------	 167------------------------------------------------------------	 167------------
Eucgr.K01430                   110 ----------------------------	 109------------------------------------------------------------	 109--------------
Glyma11g23890                   98 ----------------------------	 97------------------------------------------------------------	 97----------------
Glyma10g04590                   98 ----------------------------	 97------------------------------------------------------------	 97----------------
Glyma13g18900|Glyma13g18900.1   61 ----------------------------	 60------------------------------------------------------------	 60----------------
Glyma02g18110                   87 ----------------------------	 86------------------------------------------------------------	 86----------------
Glyma11g28430                   98 ----------------------------	 97------------------------------------------------------------	 97----------------
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