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S_reilianum    1 MARGRGGRQSNGSAVSDGPDPTPSTSTAAPVDEASANGNGHAVETSSIAGPSKDTFTYHA
U_hordei       1 MARGRG-RASNGSTASEVPDPATSTS----ATEAVANGNGASNAGASISGPFRDPFSYHA
U_maydis       1 MARARGGCASEGSAASNEPDTAQSASAANTLAATSTSSENGDTETSAAGGPSKDSFSYHA
C_cinerea      1 ----------------------------------------------MSQGPNSEIF----
M_musculus     1 -----------------------------------------MAGTGLVAG----------
H_sapiens      1 -----------------------------------------MAGTGLVAG----------
A_nidulans     1 --------------------------------------------MPLVDES---------
A_thaliana     1 ------------------------------------MATNNGDVLMLEATPEAARPWASA

S_reilianum   61 VDLASTDALPYFDRDLELQPGLRSRVDALIAAEQASMTPIDPSTSTRLPPPYE-PFSSRP
U_hordei      56 VELAPTDALPYFDRDLELQPGLRSRVDALVAEEQASMAPIDPTTSSRLPPAYE-LFGSRP
U_maydis      61 VELAPTDALPYFDRELELQPGLRSRVDALIAEEQASMSPIS-STSSRLPPVYE-LFSTRP
C_cinerea     11 ------DSLPYYDDDLQKYPNLKSKVDQELARELKALNPTA-ALHPRVPPPVE-LFADRP
M_musculus    10 --EVVVDALPYFDQGYEAP-GVREAAAALVEEETRRYRPTKNYLSYLTAPDYS-AFET-D
H_sapiens     10 --EVVVDALPYFDQGYEAP-GVREAAAALVEEETRRYRPTKNYLSYLTAPDYS-AFET-D
A_nidulans     8 -----HDSLPYID--ATPSAEARAYAEKLIASELSSDYQTS---VHPSIPEFP-EPKFSP
A_thaliana    25 ANAEVIDALPYIDDDYGNP-LIKSEVDRLVEEEMRRSSKKPADFLKDLPPLPKFDFKNCP

S_reilianum  120 DLLAELERVASGQPSAHTLDTQRYTLPSP---PGGPDAPLPDWQAAVDSAHAQLGHMDVR
U_hordei     115 DLRAELERVASGQPSSHTLDSQRYTLPAP---EGGDGAPLDAWQTAVDSAHAQLGHMDVR
U_maydis     119 DLRTELERVASGQPSTHTLDTHRYTLPSP---TSGEAASLSDWQAAVDSAHAQLGHMDVR
C_cinerea     63 LLKAELDRVKASQP-FPSLDTLRYQLPAP---TSTP-ATDEEWKAALNNARAQLQHQRIR
M_musculus    65 IMRNEFERLAARQP-IELLSMKRYELPAP---SSGQKNDITAWQECVNNSMAQLEHQAVR
H_sapiens     65 IMRNEFERLAARQP-IELLSMKRYELPAP---SSGQKNDITAWQECVNNSMAQLEHQAVR
A_nidulans    57 LIQQEIERKAAGLPLTGGIDLARYEAPEPPTRSADSAPNLDEWRQTLRRAYTASSHLSSR
A_thaliana    84 VLGKEYERVRAGKPPVRIDFESRYKLEMP---PANKRNDDAAWKQYLQKNQRSLQQKLIE

S_reilianum  177 LKNIELLKRFGSNAWRLSNFQQEQDIRMLTEAVEAVRAETNEVNRLRQKEQTEVGAKLAL
U_hordei     172 LKNVELMKKYGSNAWRLSNFQQEQDIRLLSEQVDAIKGETNEINRLRQKDQTEAGSKLAT
U_maydis     176 MKNIELLKKYGSNAWRLSNFQQEQNIRLLSEQLDLVKAETSEINRLRQKNHLEAGGKLAT
C_cinerea    118 QTNGTLLQTYGANAWRIQNYLLGSTVKQVESLAEELKQKTVEVNRERKNDQERLGKQLTS
M_musculus   121 IENLELMSQHGCNAWKVYNENLVHMIEHAQKELQKLREHIQDLNWQRKNMQLTAGSKLRE
H_sapiens    121 IENLELMSQHGCNAWKVYNENLVHMIEHAQKELQKLRKHIQDLNWQRKNMQLTAGSKLRE
A_nidulans   117 QENLSLLEESGKNAWLIGNSQLEDILRALEKELAETKEATESVNKQRKIAQESCQGEITG
A_thaliana   141 LENLELMSKLGPELWRQNNHRLEVFLTRMQRLAQEQNEEIEKVNRERKYHQQTTSYELNA

S_reilianum  237 LEKRWTELISRGLQLEVANVTTSEEVERLQSKKRK----LEAQLSQLE-----
U_hordei     232 LEKRWTELISRGLQLEVANITTQSEIDVLRNKKRK----LEMQLSQLE-----
U_maydis     236 LNKRWTELISRGLQLEVANITTSQEVDMLKSKKRK----LETELSLLE-----
C_cinerea    178 LETRWTELISNILQIEMANIALDAEIDRLNQKEAE----LAQQI---------
M_musculus   181 MESNWVSLVSKNYEIERTIVQLENEIYQIKQQHGE----ANKENIRQDF----
H_sapiens    181 MESNWVSLVSKNYEIERTIVQLENEIYQIKQQHGE----ANKENIRQDF----
A_nidulans   177 LEESWRRGVGAILDVELAAEDLRMKILEQRRQHAQ----QQAR----------
A_thaliana   201 LSQEWRQLCVKNMEIQSACAMLETQIDSFKKEAAERGWNLEEKLENVEPLQMQ
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