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Entry
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name oglcnacscore oglcnac
sites
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sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P25304 AGRIN_RAT Rattus
norvegicus

Agrin 23.439218 NaN S569;S571 38843836 MPPLPLEHRPRQEPGASMLVRYFMI
PCNICLILLATSTLGFAVLLFLSNYKP
GIHFTPAPPTPPDVCRGMLCGFGAV
CEPSVEDPGRASCVCKKNACPATVA
PVCGSDASTYSNECELQRAQCNQQ
RRIRLLRQGPCGSRDPCANVTCSFG
STCVPSADGQTASCLCPTTCFGAPD
GTVCGSDGVDYPSECQLLSHACASQ
EHIFKKFNGPCDPCQGSMSDLNHIC
RVNPRTRHPEMLLRPENCPAQHTPI
CGDDGVTYENDCVMSRIGATRGLLL
QKVRSGQCQTRDQCPETCQFNSVC
LSRRGRPHCSCDRVTCDGSYRPVCA
QDGHTYNNDCWRQQAECRQQRAIP
PKHQGPCDQTPSPCHGVQCAFGAV
CTVKNGKAECECQRVCSGIYDPVCG
SDGVTYGSVCELESMACTLGREIQV
ARRGPCDPCGQCRFGSLCEVETGRC
VCPSECVESAQPVCGSDGHTYASEC
ELHVHACTHQISLYVASAGHCQTCG
EKVCTFGAVCSAGQCVCPRCEHPPP
GPVCGSDGVTYLSACELREAACQQQ
VQIEEAHAGPCEPAECGSGGSGSGE
DDECEQELCRQRGGIWDEDSEDGP
CVCDFSCQSVPRSPVCGSDGVTYGT
ECDLKKARCESQQELYVAAQGACRG
PTLAPLLPVAFPHCAQTPYGCCQDN
FTAAQGVGLAGCPSTCHCNPHGSYS
GTCDPATGQCSCRPGVGGLRCDRCE
PGFWNFRGIVTDGHSGCTPCSCDPR
GAVRDDCEQMTGLCSCRPGVAGPK
CGQCPDGQVLGHLGCEADPMTPVT
CVEIHCEFGASCVEKAGFAQCICPTL
TCPEANSTKVCGSDGVTYGNECQLK
AIACRQRLDISTQSLGPCQESVTPGA
SPTSASMTTPRHILSKTLPFPHNSLP
LSPGSTTHDWPTPLPISPHTTVSIPR
STAWPVLTVPPTAAASDVTSLATSIF
SESGSANGSGDEELSGDEEASGGGS
GGLEPPVGSIVVTHGPPIERASCYNS
PLGCCSDGKTPSLDSEGSNCPATKA
FQGVLELEGVEGQELFYTPEMADPK
SELFGETARSIESTLDDLFRNSDVKK
DFWSVRLRELGPGKLVRAIVDVHFD
PTTAFQASDVGQALLRQIQVSRPWA
LAVRRPLQEHVRFLDFDWFPTFFTG
AATGTTAAMATARATTVSRLPASSVT
PRVYPSHTSRPVGRTTAPPTTRRPPT
TATNMDRPRTPGHQQPSKSCDSQP
CLHGGTCQDQDSGKGFTCSCTAGR
GGSVCEKVQPPSMPAFKGHSFLAFP
TLRAYHTLRLALEFRALETEGLLLYN
GNARGKDFLALALLDGRVQFRFDTG
SGPAVLTSLVPVEPGRWHRLELSRH
WRQGTLSVDGETPVVGESPSGTDGL
NLDTNLYVGGIPEEQVAMVLDRTSV
GVGLKGCIRMLDINNQQLELSDWQ
RAAVQSSGVGECGDHPCLPNPCHG
GALCQALEAGMFLCQCPPGRFGPTC
ADEKSPCQPNPCHGAAPCRVLSSGG
AKCECPLGRSGTFCQTVLETAGSRP
FLADFNGFSYLELKGLHTFERDLGE
KMALEMVFLARGPSGLLLYNGQKT
DGKGDFVSLALHNRHLEFCYDLGK
GAAVIRSKEPIALGTWVRVFLERNGR
KGALQVGDGPRVLGESPKSRKVPHT
MLNLKEPLYIGGAPDFSKLARGAAV
SSGFSGVIQLVSLRGHQLLTQEHVL
RAVDVSPFADHPCTQALGNPCLNGG
SCVPREATYECLCPGGFSGLHCEKG
LVEKSVGDLETLAFDGRTYIEYLNAV
IESELTNEIPAPETLDSRALFSEKALQ
SNHFELSLRTEATQGLVLWIGKAAE

False True 1.683 2.095 1.799 1.776 1.553 4.671 4.502



RADYMALAIVDGHLQLSYDLGSQPV
VLRSTVKVNTNRWLRIRAHREHREG
SLQVGNEAPVTGSSPLGATQLDTDG
ALWLGGLQKLPVGQALPKAYGTGFV
GCLRDVVVGHRQLHLLEDAVTKPEL
RPCPTP


