UniprotKB Entry name |organism full oglcnacscore o-glcnac phosp ylation sites PMIDS 'sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi pl
ID name sites reticulum |apparatus m
095163 ELP1_HUMAN Homo Elongator|21.026851 T1128;T1130(S471;S804;5867;S1171;S1174 [36580660;39531497;23301498;386 [MRNLKLFRTLEFRDIQGPGNPQCFS [True False 4.687 [4.565 [1.639 1.094 0.53
sapiens |complex 65916;28510447;34229054;303971 |LRTEQGTVLIGSEHGLIEVDPVSREV
protein 1 20 KNEVSLVAEGFLPEDGSGRIVGVQD

LLDQESVCVATASGDVILCSLSTQQL
ECVGSVASGISVMSWSPDQELVLLA
TGQQTLIMMTKDFEPILEQQIHQDD
FGESKFITVGWGRKETQFHGSEGRQ
IAAFQMQMHESALPWDDHRPQVTW
RGDGQFFAVSVVCPETGARKVRVW
NREFALQSTSEPVAGLGPALAWKPS
GSLIASTQDKPNQQDIVFFEKNGLL
HGHFTLPFLKDEVKVNDLLWNADS
SVLAVWLEDLQREESSIPKTCVQLW
TVGNYHWYLKQSLSFSTCGKSKIVS
LMWDPVTPYRLHVLCQGWHYLAYD
WHWTTDRSVGDNSSDLSNVAVIDG
NRVLVTVFRQTVVPPPMCTYQLLFP
HPVNQVTFLAHPQKSNDLAVLDAS
NQISVYKCGDCPSADPTVKLGAVGG
SGFKVCLRTPHLEKRYKIQFENNED
QDVNPLKLGLLTWIEEDVFLAVSHS
EFSPRSVIHHLTAASSEMDEEHGQL
INVSSSAAVDGVIISLCCNSKTKSVVL
QLADGQIFKYLWESPSLAIKPWKNS
GGFPVRFPYPCTQTELAMIGEEECVL
GLTDRCRFFINDIEVASNITSFAVYD
EFLLLTTHSHTCQCFCLRDASFKTL
QAGLSSNHVSHGEVLRKVERGSRIV
TVVPQDTKLVLQMPRGNLEVVHHR
IALVLAQIRKWLDKLMFKEAFECMRK
LRINLNLIYDHNPKVFLGNVETFIKQ
IDSVNHINLFFTELKEEDVTKTMYPA
PVTSSVYLSRDPDGNKIDLVCDAMR
IAVMESINPHKYCLSILTSHVKKTTPE
LEIVLQKVHELQGNAPSDPDAVSAE
EALKYLLHLVDVNELYDHSLGTYDF
DLVLMVAEKSQKDPKEYLPFLNTLK
KMETNYQRFTIDKYLKRYEKAIGHLS
KCGPEYFPECLNLIKDKNLYNEALKL
[YSPSSQQYQDISIAYGEHLMQEHMY
EPAGLMFARCGAHEKALSAFLTCGN
WKQALCVAAQLNFTKDQLVGLGRTL
IAGKLVEQRKHIDAAMVLEECAQDYE
EAVLLLLEGAAWEEALRLVYKYNRL
DIIETNVKPSILEAQKNYMAFLDSQT
IATFSRHKKRLLVVRELKEQAQQAGL
DDEVPHGQESDLFSETSSVVSGSEM
SGKYSHSNSRISARSSKNRRKAERK
KHSLKEGSPLEDLALLEALSEVVQN
TENLKDEVYHILKVLFLFEFDEQGR
ELQKAFEDTLQLMERSLPEIWTLTY
QQNSATPVLGPNSTANSIMASYQQQ
KTSVPVLDAELFIPPKINRRTQWKLS
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