UniprotKB Entry name organism full oglcnacscore o'glcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular cytosol nucleus mitochndrion enqoplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
'V5B673 IV5B673_TRYCR [Trypanosoma [NaN (19.946178 NaN NaN 30984116  MGRLNSAVAESCVAVTEKALKRRLG |None None None [None None None None None None
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IVDVSVDAQKGLQSVLFTDVVCVHNF
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TLTEVQHWEQGIRLLKQKGKEINGE
ELFIKCGCITLCTASIKGTVEDHLYKL
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REALDDVRSWGTNAKFTLCAHPERP
GVMLITEWKDTLSALSDNQALLLSM
KESPYFSIFASDANKWEERLACLDE
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LRPKEAERLVLLLKDMNLPKPDKYG
TVQLHSLLQQLILYSGFYDTDLEWIT
VERVQIVGSMNPPGSMGRYPVAPRF
LAIVSVLCMSYPSRESMQITYSEFFNI
MIQSHKLKFELPGKGAADIARIMTIV
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