UniprotKB Entry name organism full oglcnacscore o‘glcnac p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol nucleus mitochndrion en(!oplasmlc golgi plasma extl:acellular
ID mame sites sites reticulum apparatus membrane region
060486 PLXC1 HUMAN |Homo Plexin-|35.049873 T1025 |S978 37217939;41350704 MEVSRRKAPPRPPRPAAPLPLLAYLL |False False 1.393 [1.665 1.368 0.964 0.504 4.208 2.189

sapiens C1 IALAAPGRGADEPVWRSEQAIGAIAAS

QEDGVFVASGSCLDQLDYSLEHSLS
RLYRDQAGNCTEPVSLAPPARPRPG
SSFSKLLLPYREGAAGLGGLLLTGW
TFDRGACEVRPLGNLSRNSLRNGTE
IVVSCHPQGSTAGVVYRAGRNNRWY
LAVAATYVLPEPETASRCNPAASDH
DTAIALKDTEGRSLATQELGRLKLCE
GAGSLHFVDAFLWNGSIYFPYYPYN
[YTSGAATGWPSMARIAQSTEVLFQG
QASLDCGHGHPDGRRLLLSSSLVEA
LDVWAGVFSAAAGEGQERRSPTTTA
LCLFRMSEIQARAKRVSWDFKTAES
HCKEGDQPERVQPIASSTLIHSDLTS
VYGTVVMNRTVLFLGTGDGQLLKVI
LGENLTSNCPEVIYEIKEETPVFYKL
VPDPVKNIYIYLTAGKEVRRIRVANC
NKHKSCSECLTATDPHCGWCHSLQ
RCTFQGDCVHSENLENWLDISSGAK
KCPKIQIIRSSKEKTTVTMVGSFSPR
HSKCMVKNVDSSRELCQNKSQPNR
TCTCSIPTRATYKDVSVVNVMFSFGS
WNLSDRFNFTNCSSLKECPACVETG
CAWCKSARRCIHPFTACDPSDYERN
QEQCPVAVEKTSGGGRPKENKGNR
TNQALQVFYIKSIEPQKVSTLGKSNV
IVTGANFTRASNITMILKGTSTCDKD
IVIQVSHVLNDTHMKFSLPSSRKEMK
DVCIQFDGGNCSSVGSLSYIALPHCS
LIFPATTWISGGQNITMMGRNFDVI
DNLIISHELKGNINVSEYCVATYCGF
LAPSLKSSKVRTNVTVKLRVQDTYLD
CGTLQYREDPRFTGYRVESEVDTEL
EVKIQKENDNFNISKKDIEITLFHGE
NGQLNCSFENITRNQDLTTILCKIKG
IKTASTIANSSKKVRVKLGNLELYVE
QESVPSTWYFLIVLPVLLVIVIFAAVG
VTRHKSKELSRKQSQQLELLESELR
KEIRDGFAELQMDKLDVVDSFGTVP
FLDYKHFALRTFFPESGGFTHIFTED
MHNRDANDKNESLTALDALICNKS
FLVIVIHTLEKQKNFSVKDRCLFASF
LTIALQTKLVYLTSILEVLTRDLMEQ
CSNMQPKLMLRRTESVVEKLLTNW
MSVCLSGFLRETVGEPFYLLVTTLN
QKINKGPVDVITCKALYTLNEDWLL
'WQVPEFSTVALNVVFEKIPENESAD
IVCRNISVNVLDCDTIGQAKEKIFQAF
LSKNGSPYGLQLNEIGLELQMGTRQ
KELLDIDSSSVILEDGITKLNTIGHYE
ISNGSTIKVFKKIANFTSDVEYSDDH
CHLILPDSEAFQDVQGKRHRGKHKF
KVKEMYLTKLLSTKVAIHSVLEKLFR
SIWSLPNSRAPFAIKYFFDFLDAQAE
NKKITDPDVVHIWKTNSLPLRFWVN
ILKNPQFVFDIKKTPHIDGCLSVIAQA
FMDAFSLTEQQLGKEAPTNKLLYAK
DIPTYKEEVKSYYKAIRDLPPLSSSE
MEEFLTQESKKHENEFNEEVALTEI
IYKYIVKYFDEILNKLERERGLEEAQK
QLLHVKVLFDEKKKCKWM




