}Jl;l iprotKB Entry name |organism full oglcnacscore |oglcnac sites prosphorylation iy yyg sequence intracellular [extracellular cytosol [nucleus imitochndrion | .. ic/gol
name sites reticulum |ap]
E9Q3G8 NU153_MOUSE |Mus Nuclear |45.843708 S514;T627;T628;S899;S909;T925;S |[NaN 30059200;28528544;34887587;399 |MASEAGGIGGGGGGGKIRTRRCHQ (True False 4.3 4.546 False False Fal
musculus |pore 926;S1046;S1102;T1168 27985;27669760;34678516;226453 |(GPVKPYQQGRPQHQGILSRVTESVK
complex 16 NIVPGWLQRYFNKSENACSCSPDAD
protein EVPPWPENREDEHAIYADENTNTDD
Nup153 GRITPDPAGSNTEEPSTTSTASNYPD

VLTRPSLHRSHLNFSVLESPALHCQ
PSTSSAFPIGSSGFSLVKEIKDSTSQ
HDDDNISTTSGFSSRASEKDIAVSKN
TSLPPLWSPEAERSHSLSQHTAISSK
KPAFNLSAFGTLSTSLGNSSILKTSQ
LGDSPFYPGKTTYGGAAAAVRQNKV
RSTPYQAPVRRQMKAKQLNAQSYGV
TSSTARRILQSLEKMSSPLADAKRIP
SAVSSPLNSPLDRSGIDNTVFQAKKE
KVDSQYPPVQRLMTPKPVSIATNRTV
'YFKPSLTPSGDLRKTNQRIDKKNSTV
DEKSISRQNREQESGFSYPNFSIPAA
NGLSSGVGGGGGKMRRERTHFVAP
KPPENEEVEAPLLPQISLPISSSSLPT
FSFSSPVTSASPSPVSSSQPLPNKVQ
MTSLGSTGSPVFTFSSPIVKSTQAAV
LPPASIGFTFSVPLAKTEFSGSNSSS
ETVLSSSAQDITAVNSSSYKKRSAPC
EDPFTPAKILREGSVLDILKTPGFASP
KVDSPALQPTTTSSIVYTRPAISTFSS
SGIEYGESLKAGSSWQCDTCLLQNK
VTDNKCIACQAAKLPLKETAKQTGT
GTPSKSDKPASTSGTGFGDKFKPAIG
TWDCDTCLVQNKPEAVKCVACETPK
PGTGVKRALTLTVASESPVTASSSTT
VTTGTLGFGDKFKRPVGSWECPVCC
VCNKAEDNRCVSCTSEKPGLVSASS
SSPAPVSLSSGGCLGLDKFKKPEGS
'WDCEVCLVQNKADSAKCIACESAKP
GTKSEFKGFGTSSSLNPAPSAFKFGI
PSSSSGLSQTLTSTGNFKFGDQGGF
KLGTSSDSGSTNTMNTNFKFSKPTG
DFKFGVLSDSKPEEVKNDNKNDNF
QFGSSSGLTNPASSAPFQFGVSTLG
QQEKKEELPKSSPAGFSFGAGVNNP
PNAAIDTTATSENKSGFNFGTLDTKS
VSVTPFTYKTTEAKKEDAPATKGGFT
FGKVGSSSLPSSSMFVLGRTEEKQQ
EPVTSTSLVFGKKADSEEPKCQPVFS
FGNSEQTKDESSKPTFSFSVAKPSG
KESEQLAKATFAFGNQTNTTTDQGA
IAKPVFSFLNSSSSSSSAPATSSSGGI
FGSSTSSSNPPVAAFVFGQASNPVSS
SAFGNAAESSTSQSLLFPQESEPATT
SSTAPAASPFVFGTGASSNSVSSGFT
FGATTTSSSSGSSFVFGTGHSAPSAS
PAFGANQTPTFGQSQGASQPNPPSF
GSISSSTALFSAGSQPVPPPIFGTVSS
SSQPPVFGQQPSQSAFGSGTANASS
VFQFGSSTTNFNFTNNNPSGVFTFG
IASPSTPAASAQPSGSGVFSFSQSPAS
FTVGSNGKNMFSSSGTSVSGRKIKT
IAVRRKK




