
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

P38164 SEA4_YEAST Saccharomyces
cerevisiae

SEH-
associated
protein	4

24.475439 NaN S123;S136 33229814 MGLIKKVTHWSYDNLIDYLSVNPTR
DEVTHYKVDPENESDESIIKLHTVKD
FGSITCLDYSESEIGMIGVGEKNGYL
RIFNISGQNSSSPASHAPVGLNANN
ETSMTNASGGKAAQAENIVGSVSNL
KDTQGYPVSETNYDIRVRAKKQRCI
NSLGINTNGLIAMGLDRNKHDSSLQ
IWDMNYHDDSHETINPMFSYCTNE
SIVSLKFLNDTSVLAASTKFLKEIDVR
SPNPIYQHPTRLTYDIKLNPFNDWQ
FSTYGDDGTLAIWDRRKLSDQASLG
DLNVASPLLTFEKLVGSGAASRKYM
NSCFRWSCVRNNEFATLHRGDTIKR
WRLGYYCDSNRDIAADDDNEMNIE
NLFVSSVHDTNTMYDRVATFDYIPR
SNNGTSLICMRQSGTIYRMPISEVCS
KAILNNRNSLLLSNFENTEIDEIRVN
NEHEKSNLENVKTILKNLSFEDLDV
SEDYFPSGHDEPNNEIEYSELSEEE
NEGSNDVLDSKRGFELFWKPEKLLE
KDISVIMRTRASLGYGLDPMNTVEM
IDSSKNLQNNAYIRNTWRWIAIAKAS
VDDGTMVSGDLDLGYEGVIGIWNGI
NGISNQDRYRQETILSDKQLNKEME
KIIKLRRKNRDRNSPIANAAGSPKYV
QRRLCLIISGWDLSRSDYEDKYNIIM
KNGHYEKAAAWAVFFGDIPKAVEIL
GSAKKERLRLIATAIAGYLAYKDLPG
NNAWRQQCRKMSSELDDPYLRVIF
AFIADNDWWDILYEPAISLRERLGVA
LRFLNDTDLTTFLDRTSSTVIENGEL
EGLILTGITPNGIDLLQSYVNKTSDV
QSAALISIFGSPRYFRDQRVDEWIQT
YRDMLKSWELFSMRARFDVLRSKL
SRTKTGVLTADIKPRQIYIQCQNCKQ
NINTPRTSSPSSAVSTSAGNYKNGEA
YRRNNADYKKFNTGSSEAQAADEKP
RHKYCCPHCGSSFPRCAICLMPLGT
SNLPFVINGTQSRDPMQTEDSQDGA
NRELVSRKLKLNEWFSFCLSCNHG
MHAGHAEEWFDRHNVCPTPGCTC
QCNK

None None None None None None None None None


