
Phpat.005G084200                            1 -----------------------------MFLGGIPRRPDKAEAHKTLKKHLTYLGLWIC	 31AIRATPYIFALISKQDESLELDFD*--------------------	 5
Phpat.006G025100                            1 -----------------------------MFLGGIPRRPDKAEAHKTLKKHLTYLGIWIC	 31AIRVTPYIFALVSKQDESLELDFD*--------------------	 5
Bra014187|Bra014187                         1 -----------------------------MFSGMFMEKPDKAVALKQLRTHVALFGGWVV	 31AIRAVPYVLSYFSDSKEELKLDF*---------------------	 5
AT1G49410                                   1 -----------------------------MFPGMFMRKPDKAEALKQLRTHVALFGSWVV	 31IIRAAPYVLSYFSDSKDELKIDF----------------------	 5
PGSC0003DMG400025161|PGSC0003DMT40006477    1 -----------------------------MFPGMFMRKPDKAAALKQLKTHVVLFGTWVA	 31VIRVAPYILHYFSDQKEELKLEF*---------------------	 5
Glyma12g08730                               1 -----------------------------MFPGMFMRKPDKAAALKQLKSHVVMFQAWVV	 31VIQVTPYVLHFLSTEKEELKLELYLLTLPRQSKIKMLMGEYLLP*	 7
Glyma16g06370                               1 ---------------------------------MFMRKPDKAAAQKQLKSHAAMFGAWVV	 27VIRVTPYVLHFLSTKKEELKLDL*---------------------	 5
Glyma11g13030|Glyma11g13030.2               1 -----------------------------MFPGMFMRKPDKAAALKQLKSHAAMFGAWVV	 31VIRVTPYVLHFLSTEKEELKLEL*---------------------	 5
Glyma12g05120                               1 -----------------------------MFPGMFMRKPDKAAALKQLKSHAAMFGTWVV	 31VIRVTPYVLHFLCAEKEELKLEL*---------------------	 5
29851.t000110|29851.m002468                 1 -----------------------------MFPGMFMRKPDKAAALKQLKTHAAIFGAWVA	 31LIRVTPYVLHYLSDDKDELKLDF----------------------	 5
Cucsa.109920|Cucsa.109920.1                 1 -----------------------------MFPGMFMRKPDKAAALKQLRSHVAMFGVWVA	 31VIRVTPYVLHYLSDEKEELKLDF*---------------------	 5
Potri.004G149200                            1 -----------------------------MFPGMFMRKPDKAEALKQLKSHVAMFGAWVV	 31VLRVTPYVLHYLSDEKDELKLEF*---------------------	 5
Potri.009G110100                            1 -----------------------------MFPGLFMKKPDKAEALKQLRSHVAMFGAWVV	 31VLRVTPYVLHYISHEKDELKLEF*---------------------	 5
gi|186939605                                1 MASS---TVPVSAAGSANETPEIPDNVGDWLRGVYRFATDRNDFRRNLILNLGLFAAGVW	 57LARNLSDIDLMAPQPGV----------------------------	 7
YOR045W                                     1 --MDGMFAMPGAAAGA--ASPQQ-------PKSRFQ--AFKESPLYTIALNGAFFVAGVA	 47FIQS-PLMDMLAPQL*-----------------------------	 6
gi|13324616                                 1 MPSAKYIERPGGSR----KSKGF-------IRSTYD--SLTSSENASVVRSIAFFGAAVA	 47FLSS-SWGEMLVVQ-------------------------------	 6
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