
XP_644845.1                 1 -------MDRRLSKKEEERIVNELNKLQMIEMVDTSVNLTNKCFQSCITNFRIRKLDDEE	 53QLCVYKCVEKNMFFTSALNNHFMKLSNEGMF------
gi|6912714|ref|NP_036592    1 ---------------MAAQIPESDQIKQFKEFLGTYNKLTETCFLDCVKDFTTREVKPEE	 45TTCSEHCLQKYLKMTQRISMRFQEYHIQQNEALAAKA
gi|71982227                 1 -------------------MTSEQNIQTFRDFLTQYNLVAEQCFNSCVNEFGSRTVSGKE	 41ESCANNCLDKFLKMTQRVSQRFQEHQLLNAQANGAAM
gi|17538524                 1 -------------------MTSEQNIQTFRDFLTQYNLVAEQCFNSCVNEFGSRTVSGKE	 41ESCANNCLDKFLKMTQRVSQRFQEHQLLNAQANGAAI
Esi0075_0052                1 -----------MTPVQQQDFLQHLESQQRKDSLAMYNNLVFRCFDECSKSFRSKRLDDGE	 49TKCINVCAEKFIKLTSRVALRFQDIQQQKAKDEAAGV
Cre01.g033400               1 -MNFPLDSVQDLPDDAKMALAGALEQMQVRDSLKMYNKLVERCFQECVEDMRSKALTGKE	 59EQCVSKCCEKFMHVTARVGMRFQEFFSQMEQQAAAAA
Vocar20008734               1 -MNFPLDSVQDLPEDAKMALGAALEQMQVRDSLKMYNRLVERCFKECVEDMRSKALTAKE	 59EQVRTRHRGNVHLAHSNQSL*----------------
gi|85080688                 1 --------MDGLTAAESRELDQRLQKRQVKEFMSVFGNLVDNCFTACVDDFTSKALSGRE	 52SGCISRCVLKSMSTQTRLGERFGELNAAMTAEMQRR-
YEL020W-A                   1 --------MDALNSKEQQEFQKVVEQKQMKDFMRLYSNLVERCFTDCVNDFTTSKLTNKE	 52QTCIMKCSEKFLKHSERVGQRFQEQNAALGQGLGR*-
CMR213C                     1 ----MQASTAGLSAEDERRMMAVLQELQIQDSMRLYNELVYLCFNNCVDSFRSSKLEAKE	 56EACVTKCAQKFLKLAARAGQRFAEQQQQFLGGGSDGG
Medtr4g021710               1 MDKNIFGEVDNLPEEDKKRMTTMVEQLQTRDSLRLYNSLVERCFNNCVSSFYRSSLNKPE	 60ETCVLRCAGKYLRFSSHVGVKFSDINQGSSHLIHFLX
Glyma03g19460               1 MDKNIISDLDNFPEEDKQRMSTMADQLQIRDSLRMYNSLVEKCFKECVNTFYRKSMTKQE	 60ETCVLRCAQKYLRLSMQVGLRFSDLNQGSSTTDK*--
Eucgr.A01265                1 MDKTILGELDSLAEEDKLRMSAFVDRLQARDSLRLYNSLVERCFIDCIDSFYRKSLGKQE	 60ERCVLHCAEKFLKVSAHVGMRLAELNQAEQQSNPR*-
74249|74249                 1 ------MEVAGMAEEDQQRIAGMIDALQARDSLRMYNALVERCFGHCVDSFRRKTLEKQE	 54ETCVKRCAEKFLKHAMRVSMRFQELNYDKVTPD*---
Potri.012G039100            1 MDKDMLGGMEGLSKEDQTRMLSMIENLQLRDSLKMYNSLVERCFNDCVDSFTRKSLQKQE	 60ETCVMRCAEKFMKHSMRVGMRFAELNQGAATPDQN*-
Bra039260                   1 MDPNMMAGLNGLAEEDQAKMASMIDQLQLRDSLRMYNSLVERCFVDCVDTFTRKTLQKQE	 60ESCVMRCAEKFLKHTMRVSMRFGELNQNAPTQD*---
Carubv10014995              1 MDANMMAGFDGLPDEDRAIMSSMIEQLQLRDSLRMYNSLVERCFVDCVDSFTRKSLQKQE	 60ETCVMRCAEKFLKHTMRVGMRFAELNQNASTQD*---
Bra027011                   1 MDASMMAGLDGLAEEDKAKMASMIDQLQLRDSLRMYNSLVERCFVDCVDSFTRKTLQKQE	 60ETCVMRCAEKFLKHTMRVGQRFSELNQNAPTQD*---
Carubv10019530              1 MDASMMAGFDGLPEEDKAKMASMIDQLQLRDSLRMYNSLVERCFVDCVDSFTRKSLQKQE	 60ETCVMRCAEKFLKHTMRVGMRFAELNQNAPTQD*---
AT3G46560                   1 MDASMMAGLDGLPEEDKAKMASMIDQLQLRDSLRMYNSLVERCFVDCVDSFTRKSLQKQE	 60ETCVMRCAEKFLKHTMRVGMRFAELNQNAPTQD----
Phpat.020G026400            1 ---MEPADFEALPEEDKHRMSTMIDHLQVRDSLKMYNSLVEKCFCHCVESFRRKSLDKQE	 57ETCVKWCAEKYLNHSMRVSMRFAELNQSAPTPD*---
Phpat.024G058800            1 ---MEPADFEALPEEDKHRMSFMIDQLQVRDSLKMYNSLVERCFCHCVESFRRKTLDKQE	 57ETCVKRCAEKYLKHSMRVSMRFAELNQGAATSD*---
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