UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular |extracellular cytosol [nucleus mitochndrion | .. ic|golgi plasma extll"acellular

ID name sites reticulum |apparatus membrane region

Q2VIS4 FILA2_MOUSE [Mus Filaggrin-[29.185005 NaN S$1198;S1204;S1205;5S1278;51284;S |22645316 MAYLLRSVVTIIDVFYKYTKQDEECG |None None None [None [None None None None None
musculus |2 1285;S1356;5S1362;S1363;51438;S1 TLSKDELKELLEKEFRPILKNPDDPD

439;S1510;S1516;5S1517;S1590;S15
96;51597;S1744;S1750;S1751;S182
4;51830;S1831;51902;51908;5S1909
;51980;51986;51987;52104

TVDVIMHMLDRDHDRRLDFTEFIL
MIFKLALACNKVLGKEYCKASGSKK
HRRGHQHQEEESETEEEEETPRQK
SGFRFSSWSEGEEHGHSSGGSRGP
AKHRRGSNSKRLERQDELSSSEESR
KKHHGSIFGHSWSSNKEKDGSRSE
ELGEKGDKSYDSPSRESEEEYESGY
RLNHQGREGHSGLSCGLEKNKYEL
NYIQLRKGGEQKLGYNTSSSGNSKI
QSHVYGFSNSSGCCRPKNASSSCQA
SRSQGQGNQSCRTQSNCQSGTSGG
QGYGCVSEGQSSRCCQPKPRSCSQS
SSQRGYGSKQCGQPQNCGRQQRMG
SSHSSCCGPYGSGATQSSGCGQQR
MSSCGHSSSSHQKGCSSNGFSKGD
QRASGSGHSSCCEQHGTNSSQSSG
FKQHGHESGQSCCGQHGTASSQSS
GYSQHRVGSGQSCHYGQHGSSSGQ
SSSSGRHGSGSGQSSSSRHNRSGSS
QSSGLEEHGSSSHQSHSSGHHGSG
SRQSSGSEQHGAVSGQSSGSGKHET
GPSQSSSSGHHGSGSQQHGGGSGQ
STGFGEHESSSGHSSSSGQHRSGSR
HSSGSGKHESGRSQSSGSGHHGSG
SQQHGGGSGNSTGFGEHGSSSHPL
PSSGQNESSSGQSSRSERHGTGSGQ
SSGFGQHGSGSHQSSSSGHNEYGS
GQTSSSWPHGKGSGQESGYGEQES
GHGQSSSSWQHGTGPGQSSSSEEE
ESRPGQSSSSWQHGKGSGQESGYG
EQEAGHGQSSSSWQHGTGAGNQSS
GYGEHKSGPSHSSRSWHHGTGSGQ
SLGFGQHGKGSHQSESSGHYESVSE
PSSSSWQHGNGSGESYGYGEHESG
HGQSSSAWNHGNESGQSNGYGEH
ESGHGQSSSAWNHGNESGQSNGF
GENESGRDQEGYQQRESFHGQHRH
PLSQHEQHSQFGYGRSPRSPVHPES
SEGEEHSVVPRRYSGYGHGQGQAG
HQQRESGYGQRGRPQGPSQDSSRQ
PQAGHGQPSQSGYGRSPRRSQVHPE
YSEGEAHSEVSQRHSGSSHCHCHC
HGQARHQQRESVHGQRGRPQGPSQ
DSSRHPQAGPGQPSQSGSRRSPRSQ
PVHPESSEGEEHSVVPQRHSGSGH
GHGQGQGQAGHQQRESVHGQQGR
PQGPSQDSSRQPQAGQGQPSQSGS
GRSPRRSPVHPESSEGEEHSVVPQR
HSGSGHGHGQGQGQGQAGHQQRE
SVHGQRSRPQGPFQDSSRQPQAGQ
GQPSQSGSGRSPRRSPVHPESSEGE
EHSVVPQRHSGSGHGHGQGQGQAG
HQQRESVHGQPVRPEVPTQDSSRQP
QAGQGQPSQSGSGRSPRRSPVHPES
SEGEEHSVVPQRNSESCHCHCHDQ
AGHQQRESVHGQRGRPQGPSQDSS
RHPQAGPGQPSQSGSRRSPRSSPVH
PESSEGEEHSVVPQRHSGSGHGHG
QGQGQAGHQQRESVHGQRGRPQGP
TQDSSRQPQAGQGQPSQSGSGRSPR
RSPVHPESSEGEEHSVVPQRHSGSG
HGHGHGQGQGQAGHQQRESVHGQ
RGRPQGPSQDSSRQPQAGQGQPSQ
SGSGRSPRRSPVHPESSEGEEHSVV
PQRYSGSGHGHGQGQAGHQQRESV
HGQRGRPQGPSQDSSRQPQAGQGQ
PSQSGSGRSPRRSPVHPESSEGEEH
SVIPQRHSGSGHSHGQGQVHAEHQ
QRESVHGQRGRPQGPSQDSSRQPQ
AGQGQPSLSGSGRSPRRSPVHPESS
EGEEHSVVPQRHSHSESGHGHGQG
QGQAGHQQRESVHGQRGRPQGPSQ
DSSRQPQAGQGQPSQSGSGRSPGRS
PVHPESSEGEEHSVVPQRHSESGHG
HGQGQGQAGHQQRESVHGQRGRP
QGPSQDSSRQPQAGQGQPSQSGSG
RSPRRSPVHPESSEGEEHSVVPQRH
SGSGHGHGQGQGQAGHQQRESVH




GQPVRPQGPSQDSSSQPQASQGQPS
QSGSGRSPRRSPVHPESSEGEEHSV
VPQRHSGSGHGHGQGQGQAGHQQ
RESLHGQRGRSQSPFHPSHSIHWQ
SKCTISKKSSRLSGHYGRNHFQSTIS
GNQYDSSQSSRHGSYGPQDYDYGQ
SGYGPSGRLRSNSQSSIPFSSAHRAT
NMEVLPCGQSFSPSDHVGTKANEQI
GELVFKYRESETGPDQSVDYYNLTE
SNSTTRGHECSHGHSVVVPEHSDD
SDFNYGHSYNGKQQICQSQPTVQSC
FDDSQYILFQKHLESPSFGNQSGFS
PNERQLYTCNESIDSYHLSSDSNNR
NQIYSSNNSFPNLYCIGTEQCIYLPS
ATILGEGTEGQEPGYTQPGTICKYNQ
FLDGRKSRTRGNHETGKMKSGSAY
LDSNTPLYTYVQEQKSYYFE




