
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites
phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q9ULL4 PLXB3_HUMAN Homo
sapiens

Plexin-
B3

26.147272 S1716 NaN 39531497 MCHAAQETPLLHHFMAPVMARWP
PFGLCLLLLLLSPPPLPLTGAHRFSA
PNTTLNHLALAPGRGTLYVGAVNRL
FQLSPELQLEAVAVTGPVIDSPDCVP
FRDPAECPQAQLTDNANQLLLVSSR
AQELVACGQVRQGVCETRRLGDVAE
VLYQAEDPGDGQFVAANTPGVATVG
LVVPLPGRDLLLVARGLAGKLSAGVP
PLAIRQLAGSQPFSSEGLGRLVVGDF
SDYNNSYVGAFADARSAYFVFRRRG
ARAQAEYRSYVARVCLGDTNLYSYV
EVPLACQGQGLIQAAFLAPGTLLGVF
AAGPRGTQAALCAFPMVELGASME
QARRLCYTAGGRGPSGAEEATVEYG
VTSRCVTLPLDSPESYPCGDEHTPSP
IAGRQPLEVQPLLKLGQPVSAVAALQ
ADGHMIAFLGDTQGQLYKVFLHGSQ
GQVYHSQQVGPPGSAISPDLLLDSS
GSHLYVLTAHQVDRIPVAACPQFPD
CASCLQAQDPLCGWCVLQGRCTRK
GQCGRAGQLNQWLWSYEEDSHCL
HIQSLLPGHHPRQEQGQVTLSVPRL
PILDADEYFHCAFGDYDSLAHVEGP
HVACVTPPQDQVPLNPPGTDHVTVP
LALMFEDVTVAATNFSFYDCSAVQA
LEAAAPCRACVGSIWRCHWCPQSS
HCVYGEHCPEGERTIYSAQEVDIQV
RGPGACPQVEGLAGPHLVPVGWES
HLALRVRNLQHFRGLPASFHCWLE
LPGELRGLPATLEETAGDSGLIHCQA
HQFYPSMSQRELPVPIYVTQGEAQR
LDNTHALYVILYDCAMGHPDCSHCQ
AANRSLGCLWCADGQPACRYGPLCP
PGAVELLCPAPSIDAVEPLTGPPEGG
LALTILGSNLGRAFADVQYAVSVASR
PCNPEPSLYRTSARIVCVTSPAPNGT
TGPVRVAIKSQPPGISSQHFTYQDPV
LLSLSPRWGPQAGGTQLTIRGQHLQ
TGGNTSAFVGGQPCPILEPVCPEAIV
CRTRPQAAPGEAAVLVVFGHAQRTL
LASPFRYTANPQLVAAEPSASFRGG
GRLIRVRGTGLDVVQRPLLSVWLEA
DAEVQASRAQPQDPQPRRSCGAPAA
DPQACIQLGGGLLQCSTVCSVNSSS
LLLCRSPAVPDRAHPQRVFFTLDNV
QVDFASASGGQGFLYQPNPRLAPLS
REGPARPYRLKPGHVLDVEGEGLNL
GISKEEVRVHIGRGECLVKTLTRTHL
YCEPPAHAPQPANGSGLPQFVVQM
GNVQLALGPVQYEAEPPLSAFPVEA
QAGVGMGAAVLIAAVLLLTLMYRHK
SKQALRDYQKVLVQLESLETGVGDQ
CRKEFTDLMTEMTDLSSDLEGSGIP
FLDYRTYAERAFFPGHGGCPLQPKP
EGPGEDGHCATVRQGLTQLSNLLNS
KLFLLTLIHTLEEQPSFSQRDRCHVA
SLLSLALHGKLEYLTDIMRTLLGDLA
AHYVHRNPKLMLRRTETMVEKLLT
NWLSICLYAFLREVAGEPLYMLFRAI
QYQVDKGPVDAVTGKAKRTLNDSRL
LREDVEFQPLTLMVLVGPGAGGAAG
SSEMQRVPARVLDTDTITQVKEKVL
DQVYKGTPFSQRPSVHALDLEWRSG
LAGHLTLSDEDLTSVTQNHWKRLN
TLQHYKVPDGATVGLVPQLHRGSTIS
QSLAQRCPLGENIPTLEDGEEGGVC
LWHLVKATEEPEGAKVRCSSLRERE
PARAKAIPEIYLTRLLSMKGTLQKFV
DDTFQAILSVNRPIPIAVKYLFDLLDE
LAEKHGIEDPGTLHIWKTNSLLLRF
WVNALKNPQLIFDVRVSDNVDAILA
VIAQTFIDSCTTSEHKVGRDSPVNKL
LYAREIPRYKQMVERYYADIRQSSPA
SYQEMNSALAELSGNYTSAPHCLEA

False False 0.918 1.31 0.815 0.875 False 4.366 1.525



LQELYNHIHRYYDQIISALEEDPVGQ
KLQLACRLQQVAALVENKVTDL


