}Jl;l iprotKB Entry name organism fll:rlne oglcnacscore oglcnac sites phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion ::1
Q8N1GO0 [ZN687_HUMAN [Homo Zinc  |21.315013 S374;T379;S380;T493;T614;5625(S102;S129;S140;T148;S227;S242;S |34725712;34019948;28657654;303 |MGDMKTPDFDDLLAAFDIPDIDANE (True False 4.0 4.789  |False Fa
sapiens [finger 251;5253;5266;5271;S374;T377;S4 |79171;31492838;40307207;306205 |AIHSGPEENEGPGGPGKPEPGVGSE
protein 33;5495;T900;S1057;S1082;51083; |50;35132862;40596516;32574038;3 |[SEDTAAASAGDGPGVPAQASDHGLP
687 S$1085;S1106;S1118;S1184;S1191;S |9534244;35254053 PPDISVVSVIVKNTVCPEQSEALAGG
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SAGDGAQAAGVTKEGPVGPHRMQN
GFGSPEPSLPGTPHSPAPPSGGTWK
EKGMEGKTPLDLFAHFGPEPGDHS
DPLPPSAPSPTREGALTPPPFPSSFE
LAQENGPGMQPPVSSPPLGALKQES
CSPHHPQVLAQQGSGSSPKATDIPA
SASPPPVAGVPFFKQSPGHQSPLASP
KVPVCQPLKEEDDDEGPVDKSSPGS
PQSPSSGAEAADEDSNDSPASSSSR
PLKVRIKTIKTSCGNITRTVTQVPSDP
DPPAPLAEGAFLAEASLLKLSPATPT
SEGPKVVSVQLGDGTRLKGTVLPVA
TIQNASTAMLMAASVARKAVVLPGG
TATSPKMIAKNVLGLVPQALPKADG
RAGLGTGGQKVNGASVVMVQPSKT
IATGPSTGGGTVISRTQSSLVEAFNKI
LNSKNLLPAYRPNLSPPAEAGLALPP
TGYRCLECGDAFSLEKSLARHYDRR
SMRIEVTCNHCARRLVFFNKCSLLL
HAREHKDKGLVMQCSHLVMRPVAL
DQMVGQPDITPLLPVAVPPVSGPLAL
PALGKGEGAITSSAITTVAAEAPVLPL
STEPPAAPATSAYTCFRCLECKEQCR
DKAGMAAHFQQLGPPAPGATSNVC
PTCPMMLPNRCSFSAHQRMHKNRP
PHVCPECGGNFLQANFQTHLREAC
LHVSRRVGYRCPSCSVVFGGVNSIK
SHIQTSHCEVFHKCPICPMAFKSGP
SAHAHLYSQHPSFQTQQAKLIYKCA
MCDTVFTHKPLLSSHFDQHLLPQRV
SVFKCPSCPLLFAQKRTMLEHLKNT
HQSGRLEETAGKGAGGALLTPKTEP
EELAVSQGGAAPATEESSSSSEEEEV
PSSPEPPRPAKRPRRELGSKGLKGG
GGGPGGWTCGLCHSWFPERDEYVA
HMKKEHGKSVKKFPCRLCERSFCS
IAPSLRRHVRVNHEGIKRVYPCRYCT
EGKRTFSSRLILEKHVQVRHGLQLG
IAQSPGRGTTLARGSSARAQGPGRKR
RQSSDSCSEEPDSTTPPAKSPRGGP
GSGGHGPLRYRSSSSTEQSLMMGL
RVEDGAQQCLDCGLCFASPGSLSRH
RFISHKKRRGVGKASALGLGDGEEE
IAPPSRSDPDGGDSPLPASGGPLTCK
'VCGKSCDSPLNLKTHFRTHGMAFIR
IARQGAVGDN




