UniprotKB Entry name |organism full oglcnacscore o.glcnac phosphorylation sites PMIDS |sequence intracellular extracellular cytosol nucleus mitochndrion ent!oplasmlc golgi plasma extl."acellular
ID mame sites reticulum apparatus membrane [region
QI9R269 PEPL_ MOUSE |Mus Periplakin [24.474581 NaN S14;S463;S885;S947;S1583;S1656 33300544 MHSLFRKRNKGKYSPTVQTRSISNK |None None None [None None None None None None

musculus

ELSDLIEQLQKNADQVERNIVDTEA
KMQSDLARMQEGQLPEHRDAALQN
VSDSEKLLYVLEADSAIAKHMKHPQ
GDMIAEDIRQLKERVTNLRGKHKQ
MYSLAVKEADPRVNWDTLVDEKLD
KLSSQSFGTDLPLVDSQVEQHNIFH
NEVKAIGPHLAKDKEQNSELQAKYQ
KLLTASQARQQHLSSLQDYMQRCT
NELYWLDQQAKGRMQYDWSDRNL
DYPSRRRQYENFINRNLEAKEERIN
KLHTEGDQLLTAEHPGRNSIEAHME
IAVHAEWKEYLNLLICEESHLKYMED
YHQFHKDMKDAQELLRKVDSDLNQ
KYSPDFKDRYQIELLLRELDDQEKAL
DKYEDVVRGLQRRGQQVVPLKYRRE
TPLKPIPVEALCDFESDQGLISRGYSY
TLQKNNGESWELTDSTGKKLAAPAV
CFIIPPTDPEALALADSLGSQYRSVR
QKATGSKHALQQRHEVLRTENPGD
IASDLQGRQLLAGLDKVASDLDRQEK
IAITGILRPPLEQGRAIEDSAERAKGLK
NITNELLQIEPEKTQCTAECEAFVQA
LPASGTAPLLKTRVEDTNQKYERLV
WLLEAAQEKVDVANRLENSLQRGR
ELLASYENRLIQDDTMPESGHVLDR
KRQELEAMASELQAHKSLLGEVGK
NLQVAKQCSSSLASRFQEHCPDLER
QEAEVHKLNQRFNNLSQQVERRAQ
SLQSARAAYDEYCSGYNRVLQFLAK
TPSYEPQETDSLGQMETKLKNQKNL
LDELASREQEVQKVYADSQQYQQAV
KDYELEAEKLRSLLDLENGRNSHVN
KRARLQSPAAKVKEEEAALAAKFTE
IVNAINRQRLQNLEFALNLLRQQPEA
GVTHETLQGGKLSSGMEETWKIKKE
LEEEIERRQQLENEVKSAQEEIQTLK
DQGPQESLVRKEVLKKVPDPALEES
FQQLQQTLAEEQHKNQLLQEELGAL
QLRLQALEQETRDGGQEYVVKEVLR
IEPDRAQEDEVLQLREELEALRRQK
GAREAEVLLLQQRVAALAAEKSRVQ
EKVTEREVVKLQNDPQLEAEYRRLQ
EEHQREGTLREKQEEELSFLQAKLR
RLEKERAMAEGKITVKEVLKVEKDA
IAVEREVNDLTRQYEDEAAKARSGQR
EKTELLRKIWALEEENAKVVVQEKV
REIVRPDPKAESEVANLRLELVEQER
KFRGAEEQLKSYQSELEALRNRGPQ
IVEVKEVTKEVIKYTTDPETEQELQRL
REEIMDKTRLIERCDLEIYQLKQEIQ
IALKDTKPQVQTREVVQEILQFQEDP
QTKKEVESLRIQLSEEQKKQVDLEG
ERASQEEKIKRKEEELAQQRKERVV
RQEVVQYEDEPDLRAEVTAFTNSID
IAELRQIDKLHVELRRLQHRRAELER
QLEELERERQARRAAELEVQRLQQR
LAALEQEEAKTGEKVTHTQKVVLQQ
DPQQTREHALLRAQLEEERHRRQLL
EGELEPLRRKLAALEKAEIKEKVVFS
ESVQVEKGDTEQEIQRLKKSLEEES
QSKRELDSEVTRLEAKLSELEFYNSK
SSKELDFLREENHKLQLERQNLQLE
TRRLQSEIEMAATETRDLKNITTIDS
GTHLNSRLWSLEKELDDLKKMSKD
KDLEIDELQRRLGSVAVKREQRENH
LRRSIVVIDPDTGRELSPEEAHRAGLI
DWKMFVKLRSQECDWEEISVKGPN
GESSVIHDRKSGKKFSIEDALQSGRL
TAAQYDRYVNKDMSIQELAVLVSGQ
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