
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

Q9QY40 PLXB3_MOUSE Mus
musculus

Plexin-
B3

24.474581 NaN NaN 33300544 MLTDFLQAPVMAPWSPFSLHLLLLF
LPLLPLTRVHRFSVPNTSFNHLVLAP
DQGKLYVGAVNHLFQLSPELKMESV
AVTGPVIDSPDCVPFRDLAECPQAQL
TDNANQLLLVSSRTQELVACGQVKQ
GVCEKRRLGDVTQVLYQAEDPGDGQ
FVAANTLGVTTVGLVVPLPGRDLLLV
ARGLAGKLSAGVPPLTVRQLAGPQP
FSSEGLGRLVVGDFSDYNNSYVGAF
SDAHSAYFVFRRRGARAQTEYRSYV
ARVCLRDVNLYSYVEMPLTCHGQGL
IQAAFLTPDTLLGAFSAGTSQAQAAL
CAFPLADLDRSMEQARRLCYTTGGQ
GPSGMEEATVEYGVTSRCVTLPPDS
PESYPCGDEHTPSPIAGRQPLEAQPL
LQLGQSISAVAALQTDGHTIAFLGDT
QGQLHKVFLNSSHGQVYHSQQVGP
PGSAISPDLLVDSNGDHLYVLTAQQ
VDRILVAACPQFPNCTTCLQARDPLC
GWCILQGRCTRRGECGRAAQPNHW
LWSYEDNHCPYIQSLLPAQHPRQEQ
GQIILSVPRLPTLAMDEYFHCAFGGY
NSLAQVEEPHVVCTTPPQDQMPPNP
PGSDHVTLPLALMFEDVVLTATTFS
FYDCSAVQALEVAAPCRACVSSLWR
CHWCPQSSHCIYGEHCPEGEKAVYS
AQEVDILVRGPEACPQVEGLASPQLV
PVGWESHVTLHIQNLHYFQGLPALY
HCWLELPGKLQKLPASLEETSRDSG
LIHCQAQQFYPSMSQWELPVPIYVT
RGEIQRLDNAGDLHVTLYDCAMGH
PDCSHCQAANGSLSCLWCGDGQPA
CRYGPLCPPGAVEQLCPIPSIDVIEPL
TGPPEGGLAITILGSNLGQAFNDVRN
AVTVAGQPCNPDPSLYRISARIVCVT
SPAPNGTAGPVQVAIKSRPPGISTQN
FTYQDPVLLSLNPQWGPQAGGTQLT
IHGQYLQTGGNISVFVGDQPCPIQEP
VCPEAIICHTMPQTEPGEAVVLIVFG
HVERKLLTTPFRYTANPQLVEAEPSV
SFRGGGRVIRVRGTGLDVVWQPLLS
VWLEDEPKVKALGVQAQDANPRRS
CGAPAADPQACIHLESGLLQCSTLCS
VNSSSLLLCHSPAVPDGALPKRVFFA
LDNMQVDFASASGGQGFLYQPNPR
LAPLSHEGITHPYHLKPGHVLDVEG
EGLNLGISKEEVQVHIGDGECLVKTL
TLTHLYCEPPPQAPQPTNGSGTLPQ
FVVQMGNLRLALGPVQYEAESMMS
TFPVEAQLGLGMGAAVLIAAVLLLTL
MYRHKSKKALRDYQKVLVQLENLET
GVGDQCRKEFTDLMTEMTDLTSDL
EASGIPFLDYRTYAERAFFPGHVGCP
LQPGLEGLGEEGRSVTVRQGLTQLS
NLLNSKLFLLTLIHTLEEQPSFSQRD
RCHVASLLSLALHSKLEYLTDIMRTL
LGDLAAHYVHKNPKLMLRRTETMV
EKLLTNWLSICLYTFLKEVAGEPLYM
LFRAIKYQVDKGPVDAVTGKAKRTL
NDSHLLREDVEFQPLTLMALVGPEA
DRAAGNSGVHRVPARVLDTDTITQV
KEKVLDQIYKGTPFSQRPSVHSLDLE
WRSGLAGHLTLSDEDLTSVTQNHW
KRLNTLQHYKVPDGATVVLIPQVHN
GGTVSQSLGQTGCPSGENTPMLED
GEEGGVRLWHLVKATEEAEGAKVR
RSSLRDRERERSRAKAIPEIYLTRLLS
MKGTLQKFVDDTFQAILSMNRPVPI
AVKYLFDFLDELAEKHGIEDPETLHI
WKTNSLLLRFWVNVLKNPQLIFDVQ
VSDNEDAILAVIAQTFIDSCMVSEHK
VGRDSPVNKLLYAREIPRYKQMVEK
YYADIRQSSPASYQEMNSALAELSG
NYSSAPHCLEALRELYNHIHRYYDQI

False False 0.805 1.274 0.727 0.731 0.188 4.358 2.414



ISALEEDPVAQKMQLACRLQQVAAL
VEYKVTDL


