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UniprotKB Entry name |organism full name |oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular |cytosol [nucleus mitochndrion enc!oplasmlc golgi - extl:acellular
ID sites sites reticulum apparatus membrane [region
P53628 SNF12_YEAST [Saccharomyces [Transcription |24.475439 NaN NaN 33229814 MSKVMKPSNGKGSRKSSKAATPDT |None None None |None None None None None None
cerevisiae regulatory KNFFHAKKKDPVNQDKANNASQITP
protein TVPHSHPSDMVIPDHLAELIPELYSF
SNF12 QQLVDSEKRLDHFIHLRNLHMKRM

IVAQWERSKLSQEFLYPHLNFPNVKF
LRIFISNVSENQPWQMDTNNEADL
MALENATWTMRIEGRLLDNVQAND
PAREKFSSFIESIVVDFKNKENDNVP
STKFNAAPEENATEGPSDKKLNLNL
PLQFSLPNGDNSTTTNTDQNNATM
GEETAKKDMSSTTPKLESVKWQYDP
NNPVDFDGLDIKRVGSENVECTISIL
RKSSPEEPFMSYSPQLTAIIGLKSGT
SHDAIFSIYKYIHLNELLTNDESAFE
NLMGNRNNHNSNTSTSKMLDAAS
SQVSIVKLDTQLITLLPSSLKESSPDT
MKLTDLLSLINSTHLLPLQPIEIDYTV
RVDKASTYGELVLDIEVPDVNALKF
NNTQRESQIGAAELNENARELEQIK
PKIALQDKEITSVLSNLHESNKRYRF
FKKISEDPVKALNECIASTSNALKVL
SGDEGYNEDMVRRANFYKENEAML
RENIEVILSNGRM




