UniprotkB Entry name organism full oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular |extracellular cytosol [nucleus mitochndrion em!oplasmlc golgi [plasma extr.acellular
ID name sites sites reticulum apparatus membrane [region
P97927 LAMA4 MOUSE [Mus Laminin [24.088486 NaN NaN 37507081;36288343 MGWSTAWCSVLALWLLWCAVCSN |False True 1.204 [1.806 [1.479 1.617 0.525 2.759 4.604
musculus |subunit IAASGDGNAFPFDIEGSAVVGRQDPS
alpha-4 ETSDSGVTLGRLPPAAERCDAGFFR

TLSGECAPCDCNGNSHECLDGSGF
CLHCQRNTTGEHCEKCLDGYIGDSI
RGTPRFCQPCPCPLPHLANFAESCY
RKNGAVRCICKENYVGPNCERCAPG
'YYGNPLLIGSTCKKCDCSGNSDPNLI
FEDCDEITGQCRNCLRNTTGFKCER
CAPGYYGDARTAKNCAVCNCGGGP
CDSVTGECLEEGFEVPTGCDKCVW
DLTDDLRLAALSIEESKSGLLSVSSG
AAAHRHVITDMNSTIHLLRTRLSERE
NQYTLRKIQINNSENTLRSLLPDVEG
LHEKGSQASRKGMLVEKESMDTID
QATHLVEQAHNMRDKIQEINSKML
YYGENQELGPEEIAEKLVLAQKMLE
EIRSRQPFLTHRELVDEEADEAQELL
SQAENWQRLHNDTRSLFPVVLEQL
DDYNAKLSDLQESINQALDHVRDAE
DMNRAITFKQRDHEKQHERVKEQM
EVVGASLSMSADSLTIPQLTLEELDE
IIKNASGIYAEIDGAKNELQGKLSNL
SNLSHDLVQEATDHAYNLQQEADE
LSRNLHSSDMNGLVQKALDASNVY
ENIANYVSEANETAELALNITDRIYD
AVSGIDTQIITYHKDESDNLLNQAREL
QAKADSSNDEAVADTSRRVGGALW
RKGALRDRLNDAVKQLQAAERGDA
HQRLGQSKLFIEEANKTTAAVQQVT
TPMANNLSNWSQNLQTFDSSAYNT
IAVDSARDAVRNLTEVVPQLLDQLRT
IVEQKRPASNISASIQRIRELIAQTRSV
IASKIQVSMMFDGQSAVEVHPKVSVD
DLKAFTSISLYMKPPPKPAEPTGAWV
IADQFVLYLGSKNAKKEYMGLAIKND
NLVYVYNLGMKDVEILLDSKPVSSW
PAYFSIVKIERVGKHGKVFLTVPSLSS
TAEEKFIKKGEFAGDDSLLDLTPEDT
VFYVGGVPANFKLPASLNLPSYSGCL
ELATLNNDVISLYNFKHIYNMDPSK
SVPCARDKLAFTQSRAASYFFDGSSY
IAVVRDITRRGKFGQVTRFDIEIRTPA
DNGLVLLMVNGSMFFSLEMRNGYL
HVFYDFGFSNGPVHLEDTLKKAQIN
DAKYHEISITYHNDKKMILVVDRRHV
KSTDNEKKKIPFTDIYIGGAPQEVLQ
SRTLRAHLPLDINFRGCMKGFQFQK
KDFNLLEQTETLGVGYGCPEDSLISR
RAYFNGQSFIASIQKISFFDGFEGGF
NFRTLQPNGLLFYYTSGSDVFSISLD
NGTVVMDVKGIKVMSTDKQYHDGL
PHFVVTSISDTRYELVVDKSRLRGKN
PTKGKAEQTQTTEKKFYFGGSPISPQ
'YANFTGCISNAYFTRLDRDVEVEDF
QRYSEKVHTSLYECPIESSPLFLLHK
KGKNSSKPKTNKQGEKSKDAPSWD
PIGLKFLEQKAPRDSHCHLSSSPRAI
EHAYQYGGTANSRQEFEHEQGDFG
EKSQFAIRLKTRSSHGMIFYVSDQEE
NDFMTLFLAHGRLVFMFNVGHKKL
KIRSQEKYNDGLWHDVIFIREKSSGR
LVIDGLRVLEERLPPSGAAWKIKGPI
'YLGGVAPGRAVKNVQITSVYSFSGCL
GNLQLNGASITSASQTFSVTPCFEGP
METGTYFSTEGGYVVLDESFNIGLK
FEIAFEVRPRSSSGTLVHGHSVNGE
YLNVHMRNGQVIVKVNNGVRDFST
SVTPKQNLCDGRWHRITVIRDSNVV
QLDVDSEVNHVVGPLNPKPVDHRE
PVFVGGVPESLLTPRLAPSKPFTGCI
RHFVIDSRPVSFSKAALVSGAVSINS
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