UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular |extracellular [cytosol [nucleus mitochndrion |, .. | golgi plasma lextracellular

D name sites reticulum  |apparatus [membrane [region

Q148V8 FA83H _MOUSE [Mus Protein (25.161187 NaN S512;S513;S515;S522;S639;S660;T (34887587 MARRSQSSSQGDNPLAPGYLPPHYK [None None None [None None None None None None
musculus [FAM83H 749;S752;S778;S806;S871;T873;S8 EYYRLAVDALTEGGPEAYNRFLASE

82;5893;5904;5915;T917;S926;T92
8;5937;5948;5959;5S970;5977;S103
5;51041;S1057;T1072;S1080;S1098
;S1177

GAPDFLCPEELEHVSRHLQPPQYVA
REPPEGTPSDVDMDGSSGTYWPVN
SDQAVPELDLGWPLTFGFQGTEVTT
LVQPPPPDSPSIKDEARRMIRSAQQV
VAVVMDMFTDVDLLSEVLEAAARRV
PVYILLDEMNAQHFLDMADKCRVN
LHHVDFLRVRTVAGPTYYCRTGKSF
KGHLKEKFLLVDCAVVMSGSYSFM
WSFEKIHRSLAHVFQGELVSSFDEE
FRILFAQSEPLVPSAGALARMDAYAL
APYSGAGPLVGVPGVGAPTPFSFPKR
AHLLFPPPREEGLGFPSFLDPDRHF
LSAFRREELQRMPGGALEPHTGLRP
LARPTEAGPFGELAGPRGFFQSRHL
EMDAFKRHSYATPDGAGAVENFAA
ARQVSRQTFLSHGDDFRFQTSHFQR
DQLYQQHYQWDPQFAPARPQGLFE
KLRAGRPGFADPDDFALGAGHRFPE
LGADVHQRLEYVPSSASREVRHGSD
PAFGPSPRGLEPSGASRPNLGQRFP
CQATLRQGLDTASEAEPERRGGPEG
RAGLRHWRLASYLSGCHGDGGEEG
LPMEAEACEDEVLAPGGRDLLPSAF
RTPAAFPAKGPKPGSGSGGGDSSER
EGPEETSLAKQDSFRSRLNPLIQRSS
RLRSSLIFASQAEGAVGTAAATTEKV
QLMHKEQTVSETLGPSGEAVRSSAS
AKVAELLEKYKGPARDPGGAGGAVT
SSSHSKAVVSQAWREEVVAPGGAGT
ERRSLESCLLDLRDSFAQQLHQEAE
RHPGAASLTAAQLLDTLGGTDRLPS
RFLSAQGRSLSPQGRDSPPPEGLGT
HQLPYSEPKGNPTPAYPERKGSPTPA
YPERKGSPTPAYPERKGSPTPAYPER
KGSPTQAYPERKGSPTSGFPNRRGS
PTTGLMEQKGSPTSTYPDRRGSPVP
PVPERRGSPVPPVPERRGSLTFAGES
SKTGPTEEVSSGPMEVLRKGSLRLR
QLLSPKNERRGEDEGSFPTPQENGQ
PESPRRPSLSRGDSTEAAAEERGSRV
RLASATANALYSSNLRDDTKAILEQI
SAHGQKHRGVPAPGPAHSSPDVGRP
TTAGDLAPDMSDKDKCSAIFRSDSL
GTQGRLSRTLPGSAEERDRLLRRME
SMRKEKRVYSRFEVFCKKDEAGSSG
AGDNLADEDTRDSKMGKFVPKILGT

FKSKK




