UniprotKB Entry name |organism full oglcnacscore o-glcnac phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion enqoplasmlc golgi plasma extr_acl

ID mame sites reticulum |apparatus membrane region

Q61666 HIRA_MOUSE [Mus Protein|36.743721 T541 S111;S548;T554;S556;T575;S583;S [40997131;40885482 [MKLLKPTWVNHNGKPIFSVDIHPDG [True False 1.925 (4.544 |0.606 False False False False
musculus [HIRA 608;5609;S610;5612;S659;S673 TKFATGGQGQDSGKVVIWNMSPVL

QEDDEKDENIPKMLCQMDNHLACV
NCVRWSNSGMYLASGGDDKLIMVW
KRATYIGPSTVFGSSGKLANVEQWR
CVSILRSHSGDVMDVAWSPHDAWL
IASCSVDNTVVIWNAVKFPEILATLRG
HSGLVKGLTWDPVGKYIASQADDRS
LKVWRTLDWQLETSITKPFDECGGT
THVLRLSWSPDGHYLVSAHAMNNS
GPTAQIIEREGWKTNMDFVGHRKAV
TVVKFNPKIFKKKQKNGSSTKPSCPY
CCCAVGSKDRSLSVWLTCLKRPLVVI
HELFDKSIMDISWTLNGLGILVCSM
DGSVAFLDFSQDELGDPLSEEEKSRI
HQSTYGKSLAIMTEAQLSTAVIENPE
MLKYQRRQQQQQLDQKNATTRETS
SASSVTGVVNGESLEDIRKNLLKKQ
VETRTADGRRRITPLCIAQLDTGDFS
TAFFNSIPLSSSLAGTMLSSPSGQQL
LPLDSSTPSFGASKPCTEPVAATSAR
PTGESVSKDSMNATSTPAASSPSVLT
TPSKIEPMKAFDSRFTERSKATPGAP
SLTSVIPTAVERLKEQNLVKELRSRE
LESSSDSDEKVHLAKPSSLSKRKLEL
EVETVEKKKKGRPRKDSRLLPMSLS
VQSPAALSTEKEAMCLSAPALALKLP
IPGPQRAFTLQVSSDPSMYIEVENEV
TTVGGIRLSRLKCNREGKEWETVLS
SRVLTAAGSCDVVCVACEKRMLSVF
STCGRRLLPPILLPSPISTLHCTGPYV
MALTAAATLSVWDVHRQVVVVKEE
SLHSILSGSDMTVSQILLTQHGIPVM
NLSDGKAYCFNPSLSTWNLVSDKQ
DSLAQCADFRNSLPSQDAMLCSGPL
ATIQGRTSNSGRQAARLFSVPHVVQ
QETTLAYLENQVAAALTLQSSHEYR
HWLLLYARYLVNEGFEYRLREICKD
LLGPVHCSTGSQWESTVVGLRKREL
LKELLPVIGQNLRFQRLFTECQEQL
DILRDK




