}Jl;l iprotKB Entry name |organism full name (oglcnacscore [oglcnac sites p.h osphorylation PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi plasma extn:acellulal
sites reticulum |apparatus membrane region
Q96CW5  |GCP3_HUMAN |Homo Gamma- [23.656127 'T866;,T867;S872|S113 28510447;29351928 MATPDQKSPNVLLQNLCCRILGRSE (True False 4.62 1.822  [0.963 0.955 1.23 1.184 0.605
sapiens tubulin IADVAQQFQYAVRVIGSNFAPTVERD
complex EFLVAEKIKKELIRQRREADAALFSE
component LHRKLHSQGVLKNKWSILYLLLSLS
3 EDPRRQPSKVSSYATLFAQALPRDA

HSTPYYYARPQTLPLSYQDRSAQSAQ
SSGSVGSSGISSIGLCALSGPAPAPQ
SLLPGQSNQAPGVGDCLRQQLGSRL
IAWTLTANQPSSQATTSKGVPSAVSR
NMTRSRREGDTGGTMEITEAALVRD
ILYVFQGIDGKNIKMNNTENCYKVE
GKANLSRSLRDTAVRLSELGWLHNK
IRRYTDQRSLDRSFGLVGQSFCAAL
HQELREYYRLLSVLHSQLQLEDDQG
IVNLGLESSLTLRRLLVWTYDPKIRLK
TLAALVDHCQGRKGGELASAVHAYT
KTGDPYMRSLVQHILSLVSHPVLSFL
'YRWIYDGELEDTYHEFFVASDPTVKT
DRLWHDKYTLRKSMIPSFMTMDQS
RKVLLIGKSINFLHQVCHDQTPTTK
MIAVTKSAESPQDAADLFTDLENAF
QGKIDAAYFETSKYLLDVLNKKYSLL
DHMQAMRRYLLLGQGDFIRHLMDL
LKPELVRPATTLYQHNLTGILETAVR
IATNAQFDSPEILRRLDVRLLEVSPGD
TGWDVFSLDYHVDGPIATVFTRECM
SHYLRVFNFLWRAKRMEYILTDIRK
GHMCNAKLLRNMPEFSGVLHQCHI
LASEMVHFIHQMQYYITFEVLECSW
DELWNKVQQAQDLDHIIAAHEVFLD
TIISRCLLDSDSRALLNQLRAVFDQII
ELQNAQDATYRAALEELQRRLQFEE
KKKQREIEGQWGVTAAEEEEENKRI
GEFKESIPKMCSQLRILTHFYQGIVQ
QFLVLLTTSSDESLRFLSFRLDFNEH
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