
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

P70208 PLXA3_MOUSE Mus
musculus

Plexin-
A3

24.474581 NaN S1597 33300544 MPTVCLLPLLFFTIGGCLGSSRPFRT
FVVTDTTLTHLAVHRVTGEVFVGAV
NRVFKLAPNLTELRAHVTGPIEDNA
RCYPPPSMRVCSHRLVPVDNVNKLL
LIDYAARRLVACGSIWQGICQFLRLD
DLFKLGEPHHRKEHYLSGAQEPDS
MAGVIVEQVQGPSKLFVGTAVDGKS
EYFPTLSSRKLIDDEDSGDMFSLVYQ
DEFVSSQIKIPSDTLSLYPAFDIYYIYG
FVSASFVYFLTLQLDTQQTLLDTAGE
KFFTSKIVRMCAGDSEFYSYVEFPIG
CSWRGVEYRLVQSAHLAKPGLLLAQ
ALGVPADEDVLFTIFSQGQKNRANP
PRQTILCLFTLSSINAHIRRRIQSCYR
GEGTLALPWLLNKELPCINTPLQING
NFCGLVLNQPLGGLHVIEGLPLLAD
STDGMASVAAYTYHQHSVVFIGTRS
GNLKKVRVDGSQDAQLYETVSVVQG
SPILRDLLFSPDHRHIYLLSEKQVSQ
LPVETCEQYLSCAACLGSGDPHCGW
CVLQHRCCREGACPGASAPHGFAEE
LSKCIQVRVRPNNVSVTSSGVQLTVA
MRNVPDLSVGVSCSFEEVTESEAILL
PSGELRCPSPSLQELQTLTRGHGAT
HTVRLQLLSMETGVRFAGVDFVFYN
CSALQSCMSCVGSPYPCHWCKYRH
VCTSHPHECSFQEGRVHSPEGCPEI
LPQGDLLIPVGVMQPLTLRAKNLPQ
PQSGQKNYECVVRVQGRQHRVPAV
RFNSSSVQCQNASYFYEGDEFGDTE
LDFSVVWDGDFPIDKPPSFRALLYKC
WAQRPSCGLCLKADPRFNCGWCIS
EHRCQLRAHCPAPKSNWMHPSQKG
ARCSHPRITQIHPLTGPKEGGTRVTI
VGENLGLTSREVGLRVAGVRCNSIP
TEYVSAERIVCEMEESLVPSPPPGPA
ELCVGDCSADFRTQSQQLYSFVTPT
FDRVSPSRGPASGGTRLTISGISLDA
GSRVTVIIRDGECQFVRRDAEAIVCIS
PVSTLGPSQSPITLAIDHANISNTGVI
YTYTQDPTVTHLEPTWSIINGSTSITV
SGTHLLTVQEPRVRAKYRGIETTNTC
QVINDTAMLCKAPGIFLGHPQPRAQ
GEHPDEFGFLLDHVQAARSLNRSSF
TYYPDPSFEPLGPSGVLDVKPGSHVV
LKGKNLIPAAAGSSRLNYTVLIGGQP
CALTVSDTQLLCDSPSQTGRQPVMV
LVGGLEFWLGTLHITADRALTLPAM
VGLAAGGGLLLLAITVVLVAYKRKTQ
DADRTLKRLQLQMDNLESRVALEC
KEAFAELQTDINELTNHMDGVQIPF
LDYRTYAVRVLFPGIEAHPVLKELDT
PPNVEKALRLFGQLLHSRAFLLTFIH
TLEAQSSFSMRDRGTVASLTMVALQ
SRLDYATGLLKQLLADLIEKNLESKN
HPKLLLRRTESVAEKMLTNWFTFLL
HKFLKECAGEPLFLLYCAIKQQMEK
GPIDAITGEARYSLSEDKLIRQQIDYK
TLTLHCVCPESEGSAQVPVKVLNCD
SITQAKDKLLDTVYKGIPYSQRPKAE
DMDLEWRQGRMARIILQDEDITTKI
ECDWKRVNSLAHYQVTDGSLVALVP
KQVSAYNMANSFTFTRSLSRYESLL
RAASSPDSLRSRAPMLTPDQEAGTK
LWHLVRNHDHTDHREGDRGSKMV
SEIYLTRLLATKGTLQKFVDDLFETV
FSTAHRGSALPLAIKYMFDFLDEQA
DQRQISDPDVRHTWKSNCLPLRFW
VNVIKNPQFVFDIHKNSITDACLSVV
AQTFMDSCSTSEHRLGKDSPSNKLL
YAKDIPNYKSWVERYYRDIAKMASIS
DQDMDAYLVEQSRLHANDFNVLSA
LSELYFYVTKYRQEILTSLDRDASCR
KHKLRQKLEQIITLVSSSS

None None None None None None None None None




