
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

P55268 LAMB2_HUMAN Homo
sapiens

Laminin
subunit
beta-2

19.599619 S1181;T1250 S1532 34019948;35289036;28657654;386
65916

MELTSRERGRGQPLPWELRLGLLLS
VLAATLAQAPAPDVPGCSRGSCYPAT
GDLLVGRADRLTASSTCGLNGPQPY
CIVSHLQDEKKCFLCDSRRPFSARD
NPHSHRIQNVVTSFAPQRRAAWWQ
SENGIPAVTIQLDLEAEFHFTHLIMT
FKTFRPAAMLVERSADFGRTWHVYR
YFSYDCGADFPGVPLAPPRHWDDVV
CESRYSEIEPSTEGEVIYRVLDPAIPIP
DPYSSRIQNLLKITNLRVNLTRLHTL
GDNLLDPRREIREKYYYALYELVVRG
NCFCYGHASECAPAPGAPAHAEGM
VHGACICKHNTRGLNCEQCQDFYR
DLPWRPAEDGHSHACRKCECHGHT
HSCHFDMAVYLASGNVSGGVCDGC
QHNTAGRHCELCRPFFYRDPTKDLR
DPAVCRSCDCDPMGSQDGGRCDSH
DDPALGLVSGQCRCKEHVVGTRCQ
QCRDGFFGLSISDRLGCRRCQCNAR
GTVPGSTPCDPNSGSCYCKRLVTGR
GCDRCLPGHWGLSHDLLGCRPCDC
DVGGALDPQCDEGTGQCHCRQHM
VGRRCEQVQPGYFRPFLDHLIWEAE
DTRGQVLDVVERLVTPGETPSWTGS
GFVRLQEGQTLEFLVASVPKAMDYD
LLLRLEPQVPEQWAELELIVQRPGPV
PAHSLCGHLVPKDDRIQGTLQPHAR
YLIFPNPVCLEPGISYKLHLKLVRTG
GSAQPETPYSGPGLLIDSLVLLPRVL
VLEMFSGGDAAALERQATFERYQCH
EEGLVPSKTSPSEACAPLLISLSTLIY
NGALPCQCNPQGSLSSECNPHGGQ
CLCKPGVVGRRCDLCAPGYYGFGPT
GCQACQCSHEGALSSLCEKTSGQCL
CRTGAFGLRCDRCQRGQWGFPSCR
PCVCNGHADECNTHTGACLGCRDH
TGGEHCERCIAGFHGDPRLPYGGQC
RPCPCPEGPGSQRHFATSCHQDEYS
QQIVCHCRAGYTGLRCEACAPGHFG
DPSRPGGRCQLCECSGNIDPMDPDA
CDPHTGQCLRCLHHTEGPHCAHCK
PGFHGQAARQSCHRCTCNLLGTNP
QQCPSPDQCHCDPSSGQCPCLPNV
QGPSCDRCAPNFWNLTSGHGCQPC
ACHPSRARGPTCNEFTGQCHCRAG
FGGRTCSECQELHWGDPGLQCHAC
DCDSRGIDTPQCHRFTGHCSCRPGV
SGVRCDQCARGFSGIFPACHPCHAC
FGDWDRVVQDLAARTQRLEQRAQE
LQQTGVLGAFESSFWHMQEKLGIV
QGIVGARNTSAASTAQLVEATEELRR
EIGEATEHLTQLEADLTDVQDENFN
ANHALSGLERDRLALNLTLRQLDQH
LDLLKHSNFLGAYDSIRHAHSQSAE
AERRANTSALAVPSPVSNSASARHR
TEALMDAQKEDFNSKHMANQRALG
KLSAHTHTLSLTDINELVCGAPGDAP
CATSPCGGAGCRDEDGQPRCGGLS
CNGAAATADLALGRARHTQAELQRA
LAEGGSILSRVAETRRQASEAQQRA
QAALDKANASRGQVEQANQELQELI
QSVKDFLNQEGADPDSIEMVATRVL
ELSIPASAEQIQHLAGAIAERVRSLA
DVDAILARTVGDVRRAEQLLQDARR
ARSWAEDEKQKAETVQAALEEAQRA
QGIAQGAIRGAVADTRDTEQTLYQV
QERMAGAERALSSAGERARQLDALL
EALKLKRAGNSLAASTAEETAGSAQ
GRAQEAEQLLRGPLGDQYQTVKALA
ERKAQGVLAAQARAEQLRDEARDLL
QAAQDKLQRLQELEGTYEENERALE
SKAAQLDGLEARMRSVLQAINLQVQ
IYNTCQ

None None None None None None None None None


