
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

P19137 LAMA1_MOUSE Mus
musculus

Laminin
subunit
alpha-1

24.474581 NaN NaN 33300544 MRGSGTGAALLVLLASVLWVTVRSQ
QRGLFPAILNLATNAHISANATCGEK
GPEMFCKLVEHVPGRPVRHAQCRV
CDGNSTNPRERHPISHAIDGTNNW
WQSPSIQNGREYHWVTVTLDLRQVF
QVAYIIIKAANAPRPGNWILERSVDG
VKFKPWQYYAVSDTECLTRYKITPRR
GPPTYRADNEVICTSYYSKLVPLEHG
EIHTSLINGRPSADDPSPQLLEFTSA
RYIRLRLQRIRTLNADLMTLSHRDLR
DLDPIVTRRYYYSIKDISVGGMCICYG
HASSCPWDEEAKQLQCQCEHNTCG
ESCDRCCPGYHQQPWRPGTISSGNE
CEECNCHNKAKDCYYDSSVAKERR
SLNTAGQYSGGGVCVNCSQNTTGIN
CETCIDQYYRPHKVSPYDDHPCRPC
NCDPVGSLSSVCIKDDRHADLANGK
WPGQCPCRKGYAGDKCDRCQFGYR
GFPNCIPCDCRTVGSLNEDPCIEPCL
CKKNVEGKNCDRCKPGFYNLKERN
PEGCSECFCFGVSGVCDSLTWSISQ
VTNMSGWLVTDLMSTNKIRSQQDV
LGGHRQISINNTAVMQRLTSTYYWA
APEAYLGNKLTAFGGFLKYTVSYDIP
VETVDSDLMSHADIIIKGNGLTISTR
AEGLSLQPYEEYFNVVRLVPENFRD
FDTRREIDRDQLMTVLANVTHLLIR
ANYNSAKMALYRLDSVSLDIASPNAI
DLAVAADVEHCECPQGYTGTSCEAC
LPGYYRVDGILFGGICQPCECHGHAS
ECDIHGICSVCTHNTTGDHCEQCLP
GFYGTPSRGTPGDCQPCACPLSIDS
NNFSPTCHLTDGEEVVCDQCAPGYS
GSWCERCADGYYGNPTVPGGTCVP
CNCSGNVDPLEAGHCDSVTGECLK
CLWNTDGAHCERCADGFYGDAVTA
KNCRACDCHENGSLSGICHLETGLC
DCKPHVTGQQCDQCLSGYYGLDTGL
GCVPCNCSVEGSVSDNCTEEGQCH
CGPGVSGKQCDRCSHGFYAFQDGG
CTPCDCAHTQNNCDPASGECLCPP
HTQGLKCEECEEAYWGLDPEQGCQ
ACNCSAVGSTSAQCDVLSGHCPCKK
GFGGQSCHQCSLGYRSFPDCVPCGC
DLRGTLPDTCDLEQGLCSCSEDGGT
CSCKENAVGPQCSKCQAGTFALRGD
NPQGCSPCFCFGLSQLCSELEGYVR
TLITLASDQPLLHVVSQSNLKGTIEG
VHFQPPDTLLDAEAVRQHIYAEPFY
WRLPKQFQGDQLLAYGGKLQYSVAF
YSTLGTGTSNYEPQVLIKGGRARKHV
IYMDAPAPENGVRQDYEVRMKEEF
WKYFNSVSEKHVTHSDFMSVLSNID
YILIKASYGQGLQQSRIANISMEVGR
KAVELPAEGEAALLLELCVCPPGTAG
HSCQDCAPGYYREKLPESGGRGPRP
LLAPCVPCNCNNHSDVCDPETGKCL
SCRDHTSGDHCELCASGYYGKVTGL
PGDCTPCTCPHHPPFSFSPTCVVEG
DSDFRCNACLPGYEGQYCERCSAGY
HGNPRAAGGSCQTCDCNPQGSVHS
DCDRASGQCVCKPGATGLHCEKCLP
RHILMESDCVSCDDDCVGPLLNDLD
SVGDAVLSLNLTGVSPAPYGILENLE
NTTKYFQRYLIKENAKKIRAEIQLEGI
AEQTENLQKELTRVLARHQKVNAE
MERTSNGTQALATFIEQLHANIKEIT
EKVATLNQTARKDFQPPVSALQSMH
QNISSLLGLIKERNFTEMQQNATLE
LKAAKDLLSRIQKRFQKPQEKLKALK
EANSLLSNHSEKLQAAEELLKEAGS
KTQESNLLLLLVKANLKEFQEKKLR
VQEEQNVTSELIAKGREWVDAAGTH
TAAAQDTLTQLEHHRDELLLWARKI
RSHVDDLVMQMSKRRARDLVHRAE

False True 1.059 1.854 1.359 1.157 0.753 2.479 4.621



QHASELQSRAGALDRDLENVRNVSL
NATSAAHVHSNIQTLTEEAEMLAAD
AHKTANKTDLISESLASRGKAVLQRS
SRFLKESVSTRRKQQGITMKLDELK
NLTSQFQESMDNIMKQANDSLAML
RESPGGMREKGRKARELAAAANES
AVKTLEDVLALSLRVFNTSEDLSRV
NATVQETNDLLHNSTMTTLLAGRK
MKDMEMQANLLLDRLKPLKTLEEN
LSRNLSEIKLLISRARKQVASIKVAVS
ADRDCIRAYQPQTSSTNYNTLILNVK
TQEPDNLLFYLGSSSSSDFLAVEMR
RGKVAFLWDLGSGSTRLEFPEVSIN
NNRWHSIYITRFGNMGSLSVKEASA
AENPPVRTSKSPGPSKVLDINNSTL
MFVGGLGGQIKKSPAVKVTHFKGC
MGEAFLNGKSIGLWNYIEREGKCNG
CFGSSQNEDSSFHFDGSGYAMVEK
TLRPTVTQIVILFSTFSPNGLLFYLAS
NGTKDFLSIELVRGRVKVMVDLGSG
PLTLMTDRRYNNGTWYKIAFQRNRK
QGLLAVFDAYDTSDKETKQGETPGA
ASDLNRLEKDLIYVGGLPHSKAVRK
GVSSRSYVGCIKNLEISRSTFDLLRN
SYGVRKGCALEPIQSVSFLRGGYVE
MPPKSLSPESSLLATFATKNSSGILL
VALGKDAEEAGGAQAHVPFFSIMLL
EGRIEVHVNSGDGTSLRKALLHAPT
GSYSDGQEHSISLVRNRRVITIQVDE
NSPVEMKLGPLTEGKTIDISNLYIGG
LPEDKATPMLKMRTSFHGCIKNVVL
DAQLLDFTHATGSEQVELDTCLLAE
EPMQSLHREHGELPPEPPTLPQPEL
CAVDTAPGYVAGAHQFGLSQNSHLV
LPLNQSDVRKRLQVQLSIRTFASSGL
IYYVAHQNQMDYATLQLQEGRLHF
MFDLGKGRTKVSHPALLSDGKWHT
VKTEYIKRKAFMTVDGQESPSVTVV
GNATTLDVERKLYLGGLPSHYRARN
IGTITHSIPACIGEIMVNGQQLDKDR
PLSASAVDRCYVVAQEGTFFEGSGY
AALVKEGYKVRLDLNITLEFRTTSKN
GVLLGISSAKVDAIGLEIVDGKVLFH
VNNGAGRITATYQPRAARALCDGKW
HTLQAHKSKHRIVLTVDGNSVRAES
PHTHSTSADTNDPIYVGGYPAHIKQ
NCLSSRASFRGCVRNLRLSRGSQVQ
SLDLSRAFDLQGVFPHSCPGPEP


