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full

Entry name organism oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular |extracellular [cytosol [nucleus mitochndrion e“‘i‘” lasmic golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
QIVIF2 Q9VIF2_DROME |Drosophila  [NaN |30.60235 T138 NaN 33925313;40245499 MPEYKKLEDQESDVENANRTTVQN |False False 1.219 (0.562 |0.375 4.037 0.188 0.375 0.328

melanogaster

TATVQDAGEGQRQAAGQQAGQMVT
IVSLFMLLFLGSSYFQPRPRLHQYKG
GRGHGLLEKFDCNIQLVESIPIGLTY
PDGSPRFLSTYEAWLELLESATTSLD
IASFYWTLKAEDTPGVSDNSTRPGE
DVFARLLANGNGGSRSPRIKIRIAQS
EPSSGTPNLNTKLLASAGAAEVVSIS
FPKYFGSGVLHTKLWVVDNKHFYLG
SANMDWRALTQVKEMGVLVQNCPE
LTHDVAKIFGEYWYLGNSESSRIPD
WDWRYATSYNLKHPMQLSVNKNTS
IEGFLSSSPPPLSPSGRTDDLNAILNT
INTAITYVNIAVMDYYPLIIYEKNHHY
IWPFIDDALRKAAVERGVAVKLLISW
'WKHSNPSEDRYLRSLQDLASKEDKI
DIQIRRFIVPTDSSQEKIPFGRVNHN
KYMVTDRVAYIGTSNWSGDYFTDTA
GIGLVLSETFETETTNTLRSDLRNVF
ERDWNSKYATPLV




