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Q9D952 EVPL_MOUSE Mus
musculus

Envoplakin 25.810548 NaN S1576;S1800;S2026 29187734 MFKGLSKGSQGKGSPKGSPAKGSPK
GSPNKHNRAATQELALLISRMQANA
DQVERDILETQKKLQQDRQNGEQN
QALQHQQETGRNLKEAEVLLKDLFL
DVDKARRLKHPQAEEIEKDIKQLHE
RVTQECSEYRALYEKMVLPPDVGPR
VDWARVLEQKQNLVREGHYGPGMA
ELEQQVAEHNILQREIEAYGQQLRTL
VGPDANTIRNQYRELLKAASWRRQS
LGSLYTHLQGCTKQLSALADQQGRI
LQQDWSDLMPDPAGVRREYEHFKQ
HELLAQERSINQLEDDADRMVELG
HPAIGPIQVHQEALKMEWQNFLNL
CICQESQLQRVEDYRRFQEEADSVS
QTLAKLSSNLDTKYGFGTGDSSGSP
TELLLQLEAEEKQLAIAERAVGDLQQ
RSQEVAPLPQRRNPSKQPLHVDSIC
DWDSGEVQLLRGERYTLKDNADPYT
WLVQGPGGETKSAPAACLCIPAPDP
EAVAKASRLATELQTLKQKLSTEKN
RLKAAAVEHLQPGQQAPAGSAPADP
QGQTLLSQMTQLDGDLGQIERQVLS
WARSPLSQSSSLKDLEGRIHSCEGT
AQRLQSLGAEKEAAQQECEAFLSTK
PTGSAALQLPVVLNSVKNRYNDVQS
LCHLYGEKAKAALGLEKQIQEADRVI
QGFEAALALEGPVPEGSGALQERVS
ELQRQRKELLQQQACVLGLHRQLKA
TEHACSALQNNFQEFCQDLPRQQR
QVRALTDRYHAVGDQLDLREKIVQD
ASLTYQQLRNSRDNLSSWLEQLPH
HRVQPSDGPSQISYKLQAQKRLIQEI
LGREQDQATVSRLTRDLQEALQDYE
LQADTYRCSLEPALAVSAPKRLRVIS
LQESIQAQEKNLAKAYTEVAAAEQQ
QLRQLEFAKKMLRKKELDEDIQAIH
SARQGSGSPAHARTAESEVLKTQLE
EERKRVAEVQRDLEEQRQRLLQLRT
QQPVARLEEKEVVEFYRDPQLESNL
SQAASRVEEEGKRRARLQAELEAVA
QKVVHLEGKRKTMQPHLLTKEVTQI
ERDPGLDSQVTQLHSEMQRLRGEN
GVLTARLEELKDELLALEQKEMNVK
EKVVVKEVVKVEKDLEMVKAAQTLR
LQIEEDAARRKGAKETVAKIQARIKD
LEQAISSVEPKVIVKEVKKVEQDPGL
LKEASRLRSLLEEEKNNNVALAREL
QELQEKYRVVEKQKPKVQLQERVSE
IFQVLPETEQEIRRLRAQLQETGSKK
SGVEQEVEKLLPELEVLRAQKPVVEY
KEVTQEVVRHEKNPEVLREIDRLKA
QLNELVNTNGRSQEQLIRLQGERDE
WKRERSKVETKMVSKEVVRHEKDP
VLEKEAERLRQEVREAVQRRRATED
AVYELQNKLLLLERRRPEEQIVVQEV
VVTQKDPKLREEHSRLSRSLDEEVG
RRRQLELEVRQLGARVEEEEARLSF
EEDRSKKLAAERELRQLTLKIQELEK
RPPALQEKIIMEEVVKLEKDPDLERS
TEALRRELDQEKNRVTELHRECQGL
QVQVDLLQKTKSQEKTIYKEVIRVEK
DPVLEGERARVWEILNRERAARKGR
EEDVRSLQERIDRAEALRRSWSREE
AELQRARDQASQDCGRLQRQLRELE
QQKQQKARQLQEEGRLLSQKTESER
QKAAQRSQAVTQLEAAILQEKDKIYE
KERTLRDLHTKVSREELNQETQTRE
TNLSTKICILEPETGNDMSPYEAYKR
GVIDRGQYLQLQELECDWEEVTTSS
PCGEESVLLDRKSGKQYSIEAALRCR
RISKEEYHRYKDGRLPISEFALLVAG
ETKPSSSLSIGSIISKSPVCSPGPQST
GFFSPGLSFGLTEDSFPIAGIYDTTTD
NKCSIKAAVAKNMLDPITGQKLLEA
QAATGGIVDLLSRERYSVHKAVERG
LIENTSTQRLLNAQKAFTGIEDPVTR

False True 3.559 3.403 1.483 1.212 1.194 5.0 1.851



KRLSVGEAIQKGWMPQESVLPHLLV
QHLTGGLIDPKRTGRIPVPQAVLCG
MISEDLGQLLQDESGYEKDLTDPITK
ERLSYKEAMGRCRKDPLSGLLLLPA
MLEGYRCYRAASPTLPRSCVR


