UniprotKB Entry name |organism full name |oglcnacscore oglcnac p‘h osphorylation PMIDS |[sequence intracellular extracellular [cytosol nucleus mitochndrion enc.loplasmlc golgi plasma extl:acellular

ID sites sites reticulum apparatus membrane region

Q9D952 EVPL_MOUSE |Mus Envoplakin [25.810548 NaN S1576;S1800;S2026 (29187734 MFKGLSKGSQGKGSPKGSPAKGSPK |False True 3.559 (3.403 1.483 1.212 1.194 5.0 1.851
musculus GSPNKHNRAATQELALLISRMQANA

DQVERDILETQKKLQQDRQNGEQN
QALQHQQETGRNLKEAEVLLKDLFL
DVDKARRLKHPQAEEIEKDIKQLHE
RVTQECSEYRALYEKMVLPPDVGPR
IVDWARVLEQKQNLVREGHYGPGMA
ELEQQVAEHNILQREIEAYGQQLRTL
IVGPDANTIRNQYRELLKAASWRRQS
LGSLYTHLQGCTKQLSALADQQGRI
LQQDWSDLMPDPAGVRREYEHFKQ
HELLAQERSINQLEDDADRMVELG
HPAIGPIQVHQEALKMEWQNFLNL
CICQESQLQRVEDYRRFQEEADSVS
QTLAKLSSNLDTKYGFGTGDSSGSP
TELLLQLEAEEKQLAIAERAVGDLQQ
RSQEVAPLPQRRNPSKQPLHVDSIC
DWDSGEVQLLRGERYTLKDNADPYT
WLVQGPGGETKSAPAACLCIPAPDP
EAVAKASRLATELQTLKQKLSTEKN
RLKAAAVEHLQPGQQAPAGSAPADP
QGQTLLSQMTQLDGDLGQIERQVLS
IWARSPLSQSSSLKDLEGRIHSCEGT
IAQRLQSLGAEKEAAQQECEAFLSTK
PTGSAALQLPVVLNSVKNRYNDVQS
LCHLYGEKAKAALGLEKQIQEADRVI
QGFEAALALEGPVPEGSGALQERVS
ELQRQRKELLQQQACVLGLHRQLKA
TEHACSALQNNFQEFCQDLPRQQR
QVRALTDRYHAVGDQLDLREKIVQD
IASLTYQQLRNSRDNLSSWLEQLPH
HRVQPSDGPSQISYKLQAQKRLIQEI
LGREQDQATVSRLTRDLQEALQDYE
LQADTYRCSLEPALAVSAPKRLRVIS
LQESIQAQEKNLAKAYTEVAAAEQQ
QLRQLEFAKKMLRKKELDEDIQAIH
SARQGSGSPAHARTAESEVLKTQLE
EERKRVAEVQRDLEEQRQRLLQLRT
QQPVARLEEKEVVEFYRDPQLESNL
SQAASRVEEEGKRRARLQAELEAVA
QKVVHLEGKRKTMQPHLLTKEVTQI
ERDPGLDSQVTQLHSEMQRLRGEN
GVLTARLEELKDELLALEQKEMNVK
EKVVVKEVVKVEKDLEMVKAAQTLR
LQIEEDAARRKGAKETVAKIQARIKD
LEQAISSVEPKVIVKEVKKVEQDPGL
LKEASRLRSLLEEEKNNNVALAREL
QELQEKYRVVEKQKPKVQLQERVSE
IFQVLPETEQEIRRLRAQLQETGSKK
SGVEQEVEKLLPELEVLRAQKPVVEY
KEVTQEVVRHEKNPEVLREIDRLKA
QLNELVNTNGRSQEQLIRLQGERDE
WKRERSKVETKMVSKEVVRHEKDP
IVLEKEAERLRQEVREAVQRRRATED
IAVYELQNKLLLLERRRPEEQIVVQEV
'VVTQKDPKLREEHSRLSRSLDEEVG
RRRQLELEVRQLGARVEEEEARLSF
EEDRSKKLAAERELRQLTLKIQELEK
RPPALQEKIIMEEVVKLEKDPDLERS
TEALRRELDQEKNRVTELHRECQGL
QVQVDLLQKTKSQEKTIYKEVIRVEK
DPVLEGERARVWEILNRERAARKGR
EEDVRSLQERIDRAEALRRSWSREE
IAELQRARDQASQDCGRLQRQLRELE
QQKQQKARQLQEEGRLLSQKTESER
QKAAQRSQAVTQLEAAILQEKDKIYE
KERTLRDLHTKVSREELNQETQTRE
TNLSTKICILEPETGNDMSPYEAYKR
GVIDRGQYLQLQELECDWEEVTTSS
PCGEESVLLDRKSGKQYSIEAALRCR
RISKEEYHRYKDGRLPISEFALLVAG
ETKPSSSLSIGSIISKSPVCSPGPQST
GFFSPGLSFGLTEDSFPIAGIYDTTTD
NKCSIKAAVAKNMLDPITGQKLLEA
QAATGGIVDLLSRERYSVHKAVERG

LIENTSTQRLLNAQKAFTGIEDPVTR




KRLSVGEAIQKGWMPQESVLPHLLV
QHLTGGLIDPKRTGRIPVPQAVLCG
MISEDLGQLLQDESGYEKDLTDPITK
ERLSYKEAMGRCRKDPLSGLLLLPA
MLEGYRCYRAASPTLPRSCVR




