UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion en@oplasmlc golgi plasma °x
ID name sites reticulum |apparatus membrane re
Q7KRY7 SCRIB_DROME Drosophila  [Protein|33.882171 NaN S433;5435;5700;S702;S705;S834;S |33925313;20146544 |MFKCIPIFKGCNRQVEFVDKRHCSL |None None None [None |None None None None Nc

melanogaster

lap4

837;51031;S1041;S1475;S1477;S14
78;T1599

PQVPEEILRYSRTLEELFLDANHIRD
LPKNFFRLHRLRKLGLSDNEIGRLPP
DIQNFENLVELDVSRNDIPDIPDDIK
HLQSLQVADFSSNPIPKLPSGFSQLK
NLTVLGLNDMSLTTLPADFGSLTQL
ESLELRENLLKHLPETISQLTKLKRL
DLGDNEIEDLPPYLGYLPGLHELWL
DHNQLQRLPPELGLLTKLTYLDVSE
NRLEELPNEISGLVSLTDLDLAQNLL
EALPDGIAKLSRLTILKLDQNRLQRL
NDTLGNCENMQELILTENFLSELPA
SIGQMTKLNNLNVDRNALEYLPLEI
GQCANLGVLSLRDNKLKKLPPELGN
CTVLHVLDVSGNQLLYLPYSLVNLQ
LKAVWLSENQSQPLLTFQPDTDAET
GEQVLSCYLLPQQEYQPITPARDLES
DSEPFEEREPSRTVVKFSEEATQEKE
TPFVRQNTPHPKDLKAKAQKLKVER
SRNEEHANLVTLPEENGTKLAETPT
ETRTIANNHQQQPHPVQQPIVGVNS
KQPVVVGVVTPTTTTVAPTGVQGGS
EGASSTANNVKAATAAVVAELAATV
GGSDEVQDDDEQEDEFESDRRVGF
QVEGEDDDFYKRPPKLHRRDTPHHL
KNKRVQHLTDKQASEILANALASQE
RNDTTPQHSLSGKVTSPIEEEEQLEV
EQEQQQQQQQHPFDSSLSPISAGKT
AEASTDPDNLDGVTELRLEQYEIHIE
RTAAGLGLSIAGGKGSTPFKGDDDGI
FISRVTEAGPADLAGLKVGDKVIKVN
GIVVVDADHYQAVQVLKACGAVLVL
VVQREVTRLIGHPVFSEDGSVSQISV
ETRPLVADAPPAASISHERYIPAPIEIV
PQQQHLQQQQQQPIQQVAPTHSYS
GNVFATPTAAQTVQPAVSAAPNGLL
LNGREAPLSYIQLHTTLIRDQIGQGL
GFSIAGGKGSPPFKDDCDGIFISRITE
GGLAYRDGKIMVGDRVMAINGNDM
TEAHHDAAVACLTEPQRFVRLVLQR
EYRGPLEPPTSPRSPAVLNSLSPSGY
LANRPANFSRSVVEVEQPYKYNTLA
TTTPTPKPTVPASISNNNNTLPSSKT
NGFATAAAATIDSSTGQPVPAPRRTN
SVPMGDGDIGAGSTTSGDSGEAQPS
SLRPLTSDDFQAMIPAHFLSGGSQH
QVHVARPNEVGVSAVTVNVNKPQP
DLPMFPAAPTELGRVTETITKSTFTE
TVMTRITDNQLAEPLISEEVVLPKNQ
GSLGFSIIGGTDHSCVPFGTREPGIFI
SHIVPGGIASKCGKLRMGDRILKVNE
ADVSKATHQDAVLELLKPGDEIKLTI
QHDPLPPGFQEVLLSKAEGERLGM
HIKGGLNGQRGNPADPSDEGVFVSK
INSVGAARRDGRLKVGMRLLEVNG
HSLLGASHQDAVNVLRNAGNEIQLV
VCKGYDKSNLIHSIGQAGGMSTGFN
SSASCSGGSRQGSRASETGSELSQS
QSVSSLDHEEDERLRQDFDVFASQK
PDAQQPTGPSVLAAAAAMVHGASSP
TPPAATSNITPLPTAAAVASADLTAP
DTPATQTVALIHAEQQAHQQQQQTQ
LAPLGQEKSTQEKVLEIVRAADAFTT
VPPKSPSEHHEQDKIQKTTTVVISKH
TLDTNPTTPTTPAAPLSIAGAESANS
AGAPSPAVPASTPGSAPVLPAVAVQT
QTQTTSTEKDEEEESQLQSTPASRD
GAEEQQEEVRAKPTPTKVPKSVSDK
KRFFESAMEDQHKPTQKTDKVFSFL
SKDEVEKLRQEEERKIATLRRDKNS
RLLDAANDNIDKDAAQQRTKSNSNS
SSGDDNDDSDQEEGIARGDSVDNA

ALGHFDDAEDMRNPLDEIEAVFRS




