UniprotKB Entry name |organism full oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular [extracellular cytosol [nucleus jmitochndrion | . ic|golgi !
ID name sites reticulum |apparatus m
Q8BTM8 |FLNA_MOUSE Mus Filamin- [43.54937 NaN S11;516;S20;S968;S1055;S1084;T1 [22645316;29187734;37453647;215 [MSSSHSRCGQSAAVASPGGSIDSRD [True True 4.312 [4.636  [|2.397 2.282 5.0

musculus |A 089;S51301;S1338;S1459;S1533;S16 (40332;36288343;39627609 IAEMPATEKDLAEDAPWKKIQQNTFT

30;5S1734;T1750;S1835;S1967;S205
3;52128;52152;S2158;S2163;S2180
;S2284;52327;52329;T2336;5S2338;
S2370;S2414;5S2510;52523;S2526;T
2599

RWCNEHLKCVSKRIANLQTDLSDGL
RLIALLEVLSQKKMHRKHNQRPTFR
QMQLENVSVALEFLDRESIKLVSIDS
KAIVDGNLKLILGLIWTLILHYSISMP
MWDEEEDEEAKKQTPKQRLLGWIQ
NKLPQLPITNFSRDWQSGRALGALV
DSCAPGLCPDWDSWDASKPVNNAR
EAMQQADDWLGIPQVITPEEIVDPN
IVDEHSVMTYLSQFPKAKLKPGAPLR
PKLNPKKARAYGPGIEPTGNMVKKR
IAEFTVETRSAGQGEVLVYVEDPAGH
QEEAKVTANNDKNRTFSVWYVPEV
TGTHKVTVLFAGQHIAKSPFEVYVDK
SQGDASKVTAQGPGLEPSGNIANKT
TYFEIFTAGAGMGEVEVVIQDPTGQK
GTVEPQLEARGDSTYRCSYQPTMEG
VHTVHVTFAGVPIPRSPYTVTVGQAC
NPAACRAIGRGLQPKGVRVKETADF
KVYTKGAGSGELKVTVKGPKGEERV
KQKDLGDGVYGFEYYPTIPGTYTVTI
TWGGQNIGRSPFEVKVGTECGNQK
IVRAWGPGLEGGIVGKSADFVVEAIG
DDVGTLGFSVEGPSQAKIECDDKGD
GSCDVRYWPQEAGEYAVHVLCNSE
DIRLSPFMADIREAPQDFHPDRVKA
RGPGLEKTGVAVNKPAEFTVDAKHA
GKAPLRVQVQDNEGCSVEATVKDN
GNGTYSCSYVPRKPVKHTAMVSWG
GVSIPNSPFRVNVGAGSHPNKVKVY
GPGVAKTGLKAHEPTYFTVDCTEAG
QGDVSIGIKCAPGVVGPTEADIDFDIL
RNDNDTFTVKYTPCGAGSYTIMVLF
IADQATPTSPIRVKVEPSHDASKVKAE
GPGLNRTGVELGKPTHFTVNAKTAG
KGKLDVQFSGLAKGDAVRDVDIIDH
HDNTYTVKYIPVQQGPVGVNVTYGG
DHIPKSPFSVGVSPSLDLSKIKVSGL
GDKVDVGKDQEFTVKSKGAGGQGK
IVASKIVSPSGAAVPCKVEPGLGADNS
IVVRFVPREEGPYEVEVTYDGVPVPGS
PFPLEAVAPTKPSKVKAFGPGLQGG
NAGSPARFTIDTKGAGTGGLGLTVE
GPCEAQLECLDNGDGTCSVSYVPTE
PGDYNINILFADTHIPGSPFKAHVAP
CFDASKVKCSGPGLERATAGEVGQF
QVDCSSAGSAELTIEICSEAGLPAEV
[YIQDHGDGTHTITYIPLCPGAYTVTIK
'YGGQPVPNFPSKLQVEPAVDTSGVQ
CYGPGIEGQGVFREATTEFSVDARAL
TQTGGPHVKARVANPSGNLTDTYVQ
DCGDGTYKVEYTPYEEGVHSVDVTY
DGSPVPSSPFQVPVTEGCDPSRVRV
HGPGIQSGTTNKPNKFTVETRGAGT
GGLGLAVEGPSEAKMSCMDNKDGS
CSVEYIPYEAGTYSLNVTYGGHQVPG
SPFKVPVHDVTDASKVKCSGPGLSP
GMVRANLPQSFQVDTSKAGVAPLQV
KVQGPKGLVEPVDVVDNADGTQTV
NYVPSREGSYSISVLYGEEEVPRSPF
KVKVLPTHDASKVKASGPGLNTTGV
PASLPVEFTIDAKDAGEGLLAVQITD
PEGKPKKTHIQDNHDGTYTVAYVPD
IVPGRYTILIKYGGDEIPFSPYRVRAVP
TGDASKCTVTVSIGGHGLGAGIGPTI
QIGEETVITVDTKAAGKGKVTCTVCT
PDGSEVDVDVVENEDGTFDIFYTAP
QPGKYVICVRFGGEHVPNSPFQVTA
LAGDQPTVQTPLRSQQLAPQYNYPQ
GSQQTWIPERPMVGVNGLDVTSLRP
FDLVIPFTIKKGEITGEVRMPSGKVA
QPSITDNKDGTVTVRYSPSEAGLHE
MDIRYDNMHIPGSPLQFYVDYVNCG
HITAYGPGLTHGVVNKPATFTVNTK
DAGEGGLSLAIEGPSKAEISCTDNQD
GTCSVSYLPVLPGDYSILVKYNDQHI
PGSPFTARVTGDDSMRMSHLKVGS
IAADIPINISETDLSLLTATVVPPSGRE
EPCLLKRLRNGHVGISFVPKETGEH




LVHVKKNGQHVASSPIPVVISQSEIG
DASRVRVSGQGLHEGHTFEPAEFIID
TRDAGYGGLSLSIEGPSKVDINTEDL
EDGTCRVTYCPTEPGNYIINIKFADQ
HVPGSPFSVKVTGEGRVKESITRRRR
IAPSVANIGSHCDLSLKIPEISIQDMT
IAQVTSPSGKTHEAEIVEGENHTYCIR
FVPAEMGMHTVSVKYKGQHVPGSP
FQFTVGPLGEGGAHKVRAGGPGLER
IAEVGVPAEFGIWTREAGAGGLAIAVE
GPSKAEISFEDRKDGSCGVAYVVQE
PGDYEVSVKFNEEHIPDSPFVVPVAS
PSGDARRLTVSSLQESGLKVNQPAS
FAVSLNGAKGAIDAKVHSPSGALEE
CYVTEIDQDKYAVRFIPRENGIYLIDV
KFNGTHIPGSPFKIRVGEPGHGGDP
GLVSAYGAGLEGGVTGSPAEFIVNTS
NAGAGALSVTIDGPSKVKMDCQECP
EGYRVTYTPMAPGSYLISIKYGGPYHI
GGSPFKAKVTGPRLVSNHSLHETSS
IVEVDSLTKVATVPQHATSGPGPADV
SKVVAKGLGLSKAYVGQKSNFTVDC
SKAGNNMLLVGVHGPRTPCEEILVK
HMGSRLYSVSYLLKDKGEYTLVVKW
GDEHIPGSPYRIMVP




