
UniprotKB
ID Entry	name organism full

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

reticulum
golgi
apparatus

plasma
membrane

0

O15031 PLXB2_HUMAN Homo
sapiens

Plexin-
B2

18.148296 S718;S846;T1486 S1236;S1244;S1570 22661428;33465208;34019948;352
89036;37217939;38665916

MALQLWALTLLGLLGAGASLRPRKL
DFFRSEKELNHLAVDEASGVVYLGA
VNALYQLDAKLQLEQQVATGPALDN
KKCTPPIEASQCHEAEMTDNVNQLL
LLDPPRKRLVECGSLFKGICALRALS
NISLRLFYEDGSGEKSFVASNDEGV
ATVGLVSSTGPGGDRVLFVGKGNGP
HDNGIIVSTRLLDRTDSREAFEAYTD
HATYKAGYLSTNTQQFVAAFEDGPY
VFFVFNQQDKHPARNRTLLARMCR
EDPNYYSYLEMDLQCRDPDIHAAAF
GTCLAASVAAPGSGRVLYAVFSRDS
RSSGGPGAGLCLFPLDKVHAKMEA
NRNACYTGTREARDIFYKPFHGDIQ
CGGHAPGSSKSFPCGSEHLPYPLGS
RDGLRGTAVLQRGGLNLTAVTVAAE
NNHTVAFLGTSDGRILKVYLTPDGTS
SEYDSILVEINKRVKRDLVLSGDLGS
LYAMTQDKVFRLPVQECLSYPTCTQ
CRDSQDPYCGWCVVEGRCTRKAEC
PRAEEASHWLWSRSKSCVAVTSAQP
QNMSRRAQGEVQLTVSPLPALSEED
ELLCLFGESPPHPARVEGEAVICNSP
SSIPVTPPGQDHVAVTIQLLLRRGNI
FLTSYQYPFYDCRQAMSLEENLPCIS
CVSNRWTCQWDLRYHECREASPNP
EDGIVRAHMEDSCPQFLGPSPLVIP
MNHETDVNFQGKNLDTVKGSSLHV
GSDLLKFMEPVTMQESGTFAFRTPK
LSHDANETLPLHLYVKSYGKNIDSKL
HVTLYNCSFGRSDCSLCRAANPDYR
CAWCGGQSRCVYEALCNTTSECPPP
VITRIQPETGPLGGGIRITILGSNLGV
QAGDIQRISVAGRNCSFQPERYSVST
RIVCVIEAAETPFTGGVEVDVFGKLG
RSPPNVQFTFQQPKPLSVEPQQGPQ
AGGTTLTIHGTHLDTGSQEDVRVTL
NGVPCKVTKFGAQLQCVTGPQATRG
QMLLEVSYGGSPVPNPGIFFTYREN
PVLRAFEPLRSFASGGRSINVTGQGF
SLIQRFAMVVIAEPLQSWQPPREAES
LQPMTVVGTDYVFHNDTKVVFLSPA
VPEEPEAYNLTVLIEMDGHRALLRT
EAGAFEYVPDPTFENFTGGVKKQVN
KLIHARGTNLNKAMTLQEAEAFVGA
ERCTMKTLTETDLYCEPPEVQPPPK
RRQKRDTTHNLPEFIVKFGSREWVL
GRVEYDTRVSDVPLSLILPLVIVPMV
VVIAVSVYCYWRKSQQAEREYEKIKS
QLEGLEESVRDRCKKEFTDLMIEME
DQTNDVHEAGIPVLDYKTYTDRVFF
LPSKDGDKDVMITGKLDIPEPRRPVV
EQALYQFSNLLNSKSFLINFIHTLEN
QREFSARAKVYFASLLTVALHGKLEY
YTDIMHTLFLELLEQYVVAKNPKLM
LRRSETVVERMLSNWMSICLYQYLK
DSAGEPLYKLFKAIKHQVEKGPVDA
VQKKAKYTLNDTGLLGDDVEYAPLT
VSVIVQDEGVDAIPVKVLNCDTISQV
KEKIIDQVYRGQPCSCWPRPDSVVLE
WRPGSTAQILSDLDLTSQREGRWKR
VNTLMHYNVRDGATLILSKVGVSQQ
PEDSQQDLPGERHALLEEENRVWH
LVRPTDEVDEGKSKRGSVKEKERTK
AITEIYLTRLLSVKGTLQQFVDNFFQ
SVLAPGHAVPPAVKYFFDFLDEQAE
KHNIQDEDTIHIWKTNSLPLRFWVN
ILKNPHFIFDVHVHEVVDASLSVIAQ
TFMDACTRTEHKLSRDSPSNKLLYA
KEISTYKKMVEDYYKGIRQMVQVSD
QDMNTHLAEISRAHTDSLNTLVALH
QLYQYTQKYYDEIINALEEDPAAQKM
QLAFRLQQIAAALENKVTDL

False True 1.623 1.812 1.539 1.355 0.985 4.718


