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P38080 AKL1_YEAST Saccharomyces
cerevisiae

Serine/threonine-
protein	kinase
AKL1

24.475439 NaN S10;S407;T471;S504;S541;S574;S8
01;S846;S953;S960;S1048;S1072

33229814 MSITNGTSRSVSAMGHPAVERYTPG
HIVCVGTHKVEVVNYLAEGGFAQIYV
VKFLEYLNEFDNTASVPLKIGDVACL
KRVLVQDENGLNEMRNEVEVMKKL
KGAPNIVQYFDSNASRRRDGVQGFE
VLLLMELCPNKSLLDYMNQRLSTKL
TEAEIVKIMYDVALSISQMHYLPVSLI
HRDIKIENVLVDAKNNFKLADFGST
STCFPIVTTHQDIALLTQNIYVHTTPQ
YRSPEMIDLYRCLPINEKSDIWALGV
FLYKLLFFTTPFEMTGQFAILHSKYE
FPVNKYSSKLINLIIIMLAENPNLRP
NIYQVLYHLCEILNVEVPIEDKYAEG
AYNFSKYTQFQNKLQNVQLQMYQL
QQKKIMQNNKLSDSEENLLNDMFL
SSFEISSKLPMNASDGHAAVSRIPSQ
NVGQELEEEKESQSDQRKSTLSEDK
SSRTTSNANSSGTANNPQEINTIQSP
GIEDKSIFENKTPGELYYPSVSELDTY
LDKELVKQSSDPTISEQSPRLNTQSL
PQRQKSTSSYSSGGRSMKSTSYGAA
TIGSDEALANEKTAGINKMKQHKSN
NPFPKMNVAYHSTNELSNDASNFF
LEEQQQGQRYQQAQNQTGTQGNTF
PDESQYQSRVEQQQQQQDQPKGPA
NYSQRNFYTGRDRSNKPMQLGGTIA
GDSGNRRVNFQNISQNYATNSQSG
YLPSQNSPAIPMVRPVISMNQQQAQ
QIQAQQLQAQQMQAKQQMQAKQQ
MQVQQQLQVQQQMQIQNANNNGT
YVSDRTNHTTEDMRNAQGGEPPILA
GNSANEPMHSSSKNEALLIELSPLK
EDAGKQSFQDTNEPQTGGIEDAGGS
GTIKGSNNNRNGVLNLSLNEMDLS
RDDTGAAVSSFSSSSSSASIQQAKLS
GRKGSSKRNNYSTDELGDSMVSSES
IDIDLDDARRGKTAERRPLHNERGH
KDQARSSDASKSNQFKSKDFSSVST
RQPRQSLDLNFQEVNLSSPTLTQEH
RNKNDSPAPNSHHSYRVSPHASTAI
TENKRHSTGHELSTRSNGKHETHR
TGSKQRHDLERYRHSKDKDSNSSITI
STSTPSEMRKSFARARQSLDLERVR
REAMASSASSSGGSNGKRRSFFSVF
RSEK

None None None None None None None None None


