UniprotKB Entry name |organism full name |oglcnacscore Oglcnac P, OSPAOLY lation PMIDS sequence intracellular jextracellular [cytosol [nucleus mitochndrion en(!oplasmlc golgi plasma extl:acellular
1D sites sites reticulum apparatus membrane region
Q8BU30 SYIC_MOUSE [Mus Isoleucine-- [27.796441 NaN S1049;T1058 39627609;34887587 MVQQVPENISFPAEEEKILEFWSKH (True False 4.684 |3.633 [2.618 1.499 0.789 2.325 1.809
musculus [tRNA NCFQECLKQSKLRPKFTFYDGPPFA
ligase, TGLPHYGHILAGTIKDIVTRYAHQSG

cytoplasmic

FHVDRRFGWDCHGLPVEYEIDKTLG
IKGPEDVAKMGIAEYNKQCRAIVMR
IYSAEWKSTVTRLGRWIDFDNDYKTL
YPQFMESVWWVFKQLYDKGLVYRG
VKVMPFSTACGTPLSNFESNQNYKD
IVQDPSVFVTFPLEEDENTSLVAWTT
TPWTLPSNLALCVNPEIQYVKIKDVA
RGKLFILTEARLSALYKQESDYEILER
FPGASLKGKKYKPLFDYFIKCKENGA
FTVLVDHYVKDEEGTGVVHQAPYFG
ADDHRVCMDFNIIQKDSVPVCPVDA
SGCFTEEVTHFVGQYVKDADKNIIR
MLKEQGRLLAAGTFTHSYPFCWRSD
TPLIYKSVPSWFVRVEPMVDQLLKN
NDLCYWVPEFVREKRFGNWLKEAR
DWAISRNRYWGTPIPLWVSEDLEEV
IVCIGSVAELEELSGTKISDLHRESID
HLTIPSRCGKAPLRRVSEVFDCWFE
SGSMPYAQVHYPFESKREFEDAFPA
DFIAEGIDQTRGWFYTLLVLATALFG
QPPFKNVIVNGLILASDGQKMSKRK
KNYPDPVSIIDKYGADALRLYLINSPV
VRAENLRFKEEGVRDVLKDVLLPWY
NAYRFFIQNVFRLHKEEEVKFLYNE
HTVRESPNITDRWVLSFMQSLLGFF
ETEMAAYRLYTVVPRLVKFVDILTN
'WYVRMNRRRLKGESGVEDCVMALE
TLFSVLLSLCRLMAPYTPFLTELMYQ
NLKLLIDPASLRDKDTLSIHYLMLPR
VREELIDKKTENAVSRMQSVIELGR
VIRDRKTIPIKYPLKEIVVIHQDPEAL
EDIRSLEKYIIEELNVRKVTLSTDKNK
IYGIRLRAEPDHMVLGKRLKGAFKAV
MMAIKRLSNEELERFQKSGSIVVEG
HELHEEDIRLMYTFDQATGGTAQFE
AHSDAQALVLLDVTPDQSMVDEGM
AREVINRIQKLRKKCNLVPTDEITVY
'YNAKSEGRYLNNVIESHTDFIFATIK
APLKPYPVPTSDNILIQEQTQLKGSE
LEITLTKGSCVPGPACAYVNLNICAN
GTEQGGVLLLENPKGDNQLNLVKLK
TVVTSVFGVKNAKLSVFHGETEIQN
QTDLLSLSGRTLCVTAGASPSPISSP
STLLCQYLNLQLLNAEPQECLTGTV
GTLLLENPLGQNGLTHQGLVHEAAK
VFGLRSRRLRLFLNETQTQEITEDIP
MKTLNMKTVYVSVLPTTADG




