
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

P70207 PLXA2_MOUSE Mus
musculus

Plexin-
A2

33.64034 NaN S1612 33300544;22645316 MEQRRFYLRAMQADNLSVVLLSVA
WLLLARGTTGMPQYSTFHSENRDW
TFNHLTVHRRTGAVYVGAINRVYKL
TGNLTIQVAHKTGPEEDNKACYPPLI
VQPCSEVLTLTNNVNKLLIIDYSENR
LLACGSLYQGVCKLLRLDDLFILVEP
SHKKEHYLSSVNKTGTMYGVIVRSE
GEDGKLFIGTAVDGKQDYFPTLSSRK
LPRDPESSAMLDYELHSDFVSSLIKI
PSDTLALVSHFDIFYIYGFASGGFVYF
LTVQPETPDGMAINSAGDLFYTSRIV
RLCKDDPKFHSYVSLPFGCTRAGVE
YRLLQAAYLAKPGEALAQAFNISSDE
DVLFAIFSKGQKQYHHPPDDSALCA
FPIRAINLQIKERLQSCYHGEGNLEL
NWLLGKDVQCTKAPVPIDDNFCGLD
INQPLGGSTPVEGLTLYTTSRDRLTS
VASYVYNGYSVVFVGTKSGKLKKIRA
DGPPHGGVQYEMVSVFKDGSPILRD
MAFSINQLYLYVMSERQVTRVPVES
CEQYTTCGECLSSGDPHCGWCALH
NMCSRRDKCQRAWEANRFAASISQ
CMSLEVHPNSISVSDHSRLLSLVVN
DAPNLSEGIACAFGNLTEVEGQVSG
SQVICISPGPKDVPVIPLDQDWFGLE
LQLRSKETGKIFVSTEFKFYNCSAHQ
LCLSCVNSAFRCHWCKYRNLCTHD
PTTCSFQEGRINVSEDCPQLVPTEEI
LIPVGEVKPITLKARNLPQPQSGQRG
YECVLSIQGAVHRVPALRFNSSSVQ
CQNSSYQYDGMDISNLAVDFAVVW
NGNFIIDNPQDLKVHLYKCAAQRES
CGLCLKADHKFECGWCSGERRCTL
HQHCPSTSSPWLDWSSHNVKCSNP
QITEILTVSGPPEGGTRVTIHGVNLG
LDFSEIAHHVQVAGVPCTPIPGEYIIA
EQIVCEMGHAVIGTTSGPVRLCIGEC
KPEFMTKSHQQYTFVNPSVLSLSPIR
GPESGGTMVTITGHYLGAGSSVAVY
LGNQTCEFYGRSMNEIVCVSPPSSN
GLGPVPVSVSVDRARVDSSLQFEYID
DPRVQRIEPEWSITSGHTPLTITGFN
LDVIQEPRVRVKFNGKESVNVCTVV
NTTTLTCLAPSLTSDYRPGLDTVERP
DEFGFLFNNVQSLLIYNDTKFIYYPN
PTFELLSPTGILDQKPGSPIILKGKNL
CPPASGGAKLNYTVMIGETPCTVTVS
ETQLLCEPPNLTGQHKVMVHVGGM
VFSPGSVSVISDSLLTLPAIISIAAGGS
LLLIIVIIVLIAYKRKSRENDLTLKRLQ
MQMDNLESRVALECKEAFAELQTDI
NELTSDLDRSGIPYLDYRTYAMRVLF
PGIEDHPVLRELEVQGNGQQHVEKA
LKLFAQLINNKVFLLTFIRTLELQRS
FSMRDRGNVASLIMTGLQGRLEYAT
DVLKQLLSDLIDKNLENKNHPKLLL
RRTESVAEKMLTNWFAFLLHKFLKE
CAGEPLFMLYCAIKQQMEKGPIDAIT
GEARYSLSEDKLIRQQIEYKTLILNCV
NPDNENSPEIPVKVLNCDTITQVKE
KILDAVYKNVPYSQRPRAVDMDLEW
RQGRIARVVLQDEDITTKIEGDWKRL
NTLMHYQVSDRSVVALVPKQTSSYN
IPASASISRTSISRYDSSFRYTGSPDS
LRSRVPMITPDLESGVKVWHLVKNH
DHGDQKEGDRGSKMVSEIYLTRLLA
TKGTLQKFVDDLFETLFSTVHRGSA
LPLAIKYMFDFLDEQADRHSIHDTD
VRHTWKSNCLPLRFWVNVIKNPQF
VFDIHKGSITDACLSVVAQTFMDSCS
TSEHRLGKDSPSNKLLYAKDIPSYKN
WVERYYADIAKLPAISDQDMNAYLA
EQSRLHATEFNMLSALNEIYSYVSK
YSEELIGALEQDEQARRQRLAYKVE
HLINAMSIES

False True 1.474 1.973 1.321 1.322 0.72 5.0 2.576


