
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P14410 SUIS_HUMAN Homo
sapiens

Sucrase-
isomaltase,
intestinal

19.994096 NaN S7 37217939 MARKKFSGLEISLIVLFVIVTIIAIALIV
VLATKTPAVDEISDSTSTPATTRVTT
NPSDSGKCPNVLNDPVNVRINCIPE
QFPTEGICAQRGCCWRPWNDSLIP
WCFFVDNHGYNVQDMTTTSIGVEA
KLNRIPSPTLFGNDINSVLFTTQNQT
PNRFRFKITDPNNRRYEVPHQYVKE
FTGPTVSDTLYDVKVAQNPFSIQVIR
KSNGKTLFDTSIGPLVYSDQYLQIST
RLPSDYIYGIGEQVHKRFRHDLSWK
TWPIFTRDQLPGDNNNNLYGHQTF
FMCIEDTSGKSFGVFLMNSNAMEIF
IQPTPIVTYRVTGGILDFYILLGDTPE
QVVQQYQQLVGLPAMPAYWNLGFQ
LSRWNYKSLDVVKEVVRRNREAGIP
FDTQVTDIDYMEDKKDFTYDQVAFN
GLPQFVQDLHDHGQKYVIILDPAISI
GRRANGTTYATYERGNTQHVWINES
DGSTPIIGEVWPGLTVYPDFTNPNCI
DWWANECSIFHQEVQYDGLWIDMN
EVSSFIQGSTKGCNVNKLNYPPFTP
DILDKLMYSKTICMDAVQNWGKQY
DVHSLYGYSMAIATEQAVQKVFPNK
RSFILTRSTFAGSGRHAAHWLGDNT
ASWEQMEWSITGMLEFSLFGIPLVG
ADICGFVAETTEELCRRWMQLGAFY
PFSRNHNSDGYEHQDPAFFGQNSL
LVKSSRQYLTIRYTLLPFLYTLFYKAH
VFGETVARPVLHEFYEDTNSWIEDT
EFLWGPALLITPVLKQGADTVSAYIP
DAIWYDYESGAKRPWRKQRVDMYL
PADKIGLHLRGGYIIPIQEPDVTTTAS
RKNPLGLIVALGENNTAKGDFFWDD
GETKDTIQNGNYILYTFSVSNNTLDI
VCTHSSYQEGTTLAFQTVKILGLTDS
VTEVRVAENNQPMNAHSNFTYDAS
NQVLLIADLKLNLGRNFSVQWNQIF
SENERFNCYPDADLATEQKCTQRGC
VWRTGSSLSKAPECYFPRQDNSYSV
NSARYSSMGITADLQLNTANARIKLP
SDPISTLRVEVKYHKNDMLQFKIYDP
QKKRYEVPVPLNIPTTPISTYEDRLYD
VEIKENPFGIQIRRRSSGRVIWDSWL
PGFAFNDQFIQISTRLPSEYIYGFGEV
EHTAFKRDLNWNTWGMFTRDQPP
GYKLNSYGFHPYYMALEEEGNAHG
VFLLNSNAMDVTFQPTPALTYRTVG
GILDFYMFLGPTPEVATKQYHEVIGH
PVMPAYWALGFQLCRYGYANTSEVR
ELYDAMVAANIPYDVQYTDIDYMER
QLDFTIGEAFQDLPQFVDKIRGEGM
RYIIILDPAISGNETKTYPAFERGQQN
DVFVKWPNTNDICWAKVWPDLPNI
TIDKTLTEDEAVNASRAHVAFPDFFR
TSTAEWWAREIVDFYNEKMKFDGL
WIDMNEPSSFVNGTTTNQCRNDEL
NYPPYFPELTKRTDGLHFRTICMEAE
QILSDGTSVLHYDVHNLYGWSQMK
PTHDALQKTTGKRGIVISRSTYPTSG
RWGGHWLGDNYARWDNMDKSIIG
MMEFSLFGMSYTGADICGFFNNSE
YHLCTRWMQLGAFYPYSRNHNIAN
TRRQDPASWNETFAEMSRNILNIRY
TLLPYFYTQMHEIHANGGTVIRPLLH
EFFDEKPTWDIFKQFLWGPAFMVTP
VLEPYVQTVNAYVPNARWFDYHTGK
DIGVRGQFQTFNASYDTINLHVRGG
HILPCQEPAQNTFYSRQKHMKLIVA
ADDNQMAQGSLFWDDGESIDTYER
DLYLSVQFNLNQTTLTSTILKRGYIN
KSETRLGSLHVWGKGTTPVNAVTLT
YNGNKNSLPFNEDTTNMILRIDLTT
HNVTLEEPIEINWS

False True 2.911 2.467 2.441 2.983 4.477 5.0 4.638


