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Entry name [organism oglcnacscore oglcnac [phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion em?oplasmlc golgi plasma extl:acellular
ID name sites reticulum apparatus membrane [region
P50896 PSP1_YEAST |Saccharomyces [Protein [24.475439 NaN S$31;S34;S36;5237;T334;5S520(33229814 MDLPTVNSTTSISDNVDLKNYYEDL (None None None (None None None None None None
cerevisiae PSP1 LFKNNSGKSLSDLPRKLNDNSNNS

GSDTVDPLAGLNNLRNSIKSAGNG
MENRRTFDDIDFMGRFPYLPPVPNQ
QQQPFSHQNGFIQEHPSSNLTSFQ
MSSSNSEPMSAPPISSNNNNLNST
QMGNYQAQQRSFPQFNGNSFHSN
GNDLMGNRMDSDYMRLMNKTNIG
FTSNSGSNFAAPSHSAGNPSSMNN
QQVPSFNWQQPSHPESTIRRSSYISD
TLINHQMPDARQKQTSQVQQQHAQ
GFNLFNSRFNYDNLNSTHLTAKGVP
EFGNGVQPPYPYDNEPNNASISNSN
NNNNSHNMVPMQQFRRNTQPVAS
FNPSLPTFQQQQQQPQQPQQPRNV
NVPTSFENGERVDDVQLVQLQRSSSV
PSSTNSHNLQNENSNEGNVSLDNG
LVLIQGKHLTSSKTLHDLYSDCGSGY
FASSAVFEFTDNIKKMLKLHDSNES
IYDAKNMGLIDEEGNTYQSLLNFLDI
LRSCNMNYVNDPESNNGIVSNNGG
NKNRRKGSFTTELSCRNANNSFLPY
TPLVLVALKNGKLELLSTPQATNLLL
KRGDLVIIDGDRGRDLVLVVEPSVDL
NLALFINFLKKKIHFDSLITSESQHY
RNDEFIQMLIDSKNGQKKKLNPKLY
DVVELTELIIPSKQVLRFATPWEVTT
NLHNKFEDELKALHIAQSKLQALND
NSKSQNTNDSSSNNFTNAATYSKPK
LNIKILNAEFQFDRKKLTFYYVCEER
NDFRDLIKELFKYYKTRIWLCAIPNN
LSIDSKYYDKQQKELKLYQNIVKNYN
IAEDLMNVNEFSQNRGNNRVNFAPP
LNEIELDNFQIAVYEELVHELFH




