NNNTGNSGDNGINSNTVPSTPSRS
NSVLLPPLTQYIPQAGGIPPSFQNPAI
QSTMPAGNIGQQQFWKVPYHEFQH
QRKGSIDSLQSDISVRTLNPNEQLSY
NTVQQSPITNKHTNDSGNANGSVT
GSGSASGSGGYWSFIRTSGLLAPTD
DHNGEQTRRSSSIPSLLRNTSNSLLL
GGQPQLPPPQQQSQPQAHQQKLQQ
GQNLYSYSQFSQQQPYNPSISSFGQ
FAANGFHSRQGSVASEAMSPSAPA
MFTSTSTNPVNVAQQTQRPQGQQV
PQFSSELDGNKRRQSAPVSVTLSTD
RLNGNENNNGEINNNNGSNNSGS
SKDTSQHSQESVTTPAALEASSPGST
PQRSTKKRRKSYVSKKTKPKRDSSIS
ITSKDSAHPMTTSSTIAYGQISDVDLI
DTYYEFIHVGFPIIPLNKTTLTSDLLL
VNTQPISNIHEVNSYVILWFRNSLEL
LVRVALKQKPGGKFFDNIVGVALSPS
NDNNKAGFTTATARDDAEKTRRDS
HNEVQDTLEVQSVFIAALNECFQKI
VDIHPKFRENNDQISPKIKVIYLSTFI
LLNYILAFVGYDNSFVLGMSVTIFNE
FKLYKLLLFPEPDINDVKPPVDEEVS
TGNGNTKTSEFEIGSESAGHMNPSN
SPNSMDENISHYSVLFKRLYVLLSVF
DSLQSCAFGGPKLLNISIQGSTERFF
SNDLGSKWCLEQSQLRLKSVLQSLK
LGELMSELTRNRISMNGNRKPGFDI
TNSSSLLSEYVETQPLSVAQLFCKLL
IGKHNFINCLLSLYDSEAGVYSDLTL
DLSSKIADSLCSLISIILQVLTLILRLN
PTNSIDFNYRPPNPPANNPTVQEGP
SAMGSSPVAGNLSAAPPSEGNPDFY
KKLLGLKQDTGTILSDLCRGIISPFAI
IAILHEVYNITELVKQMPTSLISIMMT
ATTTQNTQDTKKSQDLVMKLSNSM
NEVVQITSVLTMIKPFKIFEHELNKPI
MSLTGGLSSTTRNDVMWPKSGQGL
RESSVMKTLLDERRTSGTQPTTAPV
IAAEEPRLENVALENFVSIGWKLLDD
SELGWY

}Jl;l iprotkB Entry name |organism full name |oglcnacscore oglcnac iphosphorylation sites PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plasma extn:ace
sites reticulum |apparatus| membrane [region
P32862 RGT1_YEAST |Saccharomyces [Glucose 24.475439 NaN S202;S205;S208;S229;S283;S284;S |33229814 MNELNTVSTNSSDSTKNGGTSNSP |None None None [None None None None None None
cerevisiae transport 410;S414;S1130 DDMDSAAAASHAIKKRTKASRACDQ
transcription CRKKKIKCDYKDEKGVCSNCQRNG
regulator DRCSFDRVPLKRGPSKGYTRSTSHP
RGT1 RTNEIQDHNNSRSYNTFDNSNNTL




