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A2ASQ1 AGRIN_MOUSE Mus
musculus

Agrin 38.952123 S1502;S1504;T1724 S569;S571 33300544;35822049;40885482;368
52467

MPPLPLEHRPRQQPGASVLVRYFMI
PCNICLILLATSTLGFAVLLFLSNYKP
GIHFTAAPSMPPDVCRGMLCGFGAV
CEPSVEDPGRASCVCKKNVCPAMVA
PVCGSDASTYSNECELQRAQCNQQ
RRIRLLRQGPCGSRDPCANVTCSFG
STCVPSADGQTASCLCPTTCFGAPD
GTVCGSDGVDYPSECQLLRHACANQ
EHIFKKFDGPCDPCQGSMSDLNHIC
RVNPRTRHPEMLLRPENCPAQHTPI
CGDDGVTYENDCVMSRIGAARGLLL
QKVRSGQCQTRDQCPETCQFNSVC
LSRRGRPHCSCDRVTCDGAYRPVCA
QDGHTYDNDCWRQQAECRQQQTIP
PKHQGPCDQTPSPCRGAQCAFGATC
TVKNGKAVCECQRVCSGGYDPVCGS
DGVTYGSVCELESMACTLGREIRVA
RRGPCDRCGQCRFGSLCEVETGRCV
CPSECVESAQPVCGSDGHTYASECE
LHVHACTHQISLYVASAGHCQTCGE
TVCTFGAVCSAGQCVCPRCEHPPPG
PVCGSDGVTYLSACELREAACQQQV
QIEEARAGPCEPAECGSGGSGSGED
NACEQELCRQHGGVWDEDSEDGPC
VCDFSCQSVLKSPVCGSDGVTYSTE
CHLKKARCEARQELYVAAQGACRGP
TLAPLLPMASPHCAQTPYGCCQDNV
TAAQGVGLAGCPSTCHCNPHGSYSG
TCDPVTGQCSCRPGVGGLRCDRCEP
GFWNFRGIVTDGHSGCTPCSCDPRG
AVRDDCEQMTGLCSCRPGVAGPKC
GQCPDGQALGHLGCEADPTTPVTCV
EMHCEFGASCVEEAGFAQCVCPTLT
CPEANSTKVCGSDGVTYGNECQLKT
IACRQRLDISIQSLGPCRESVAPGVSP
TSASMTTPRHILSRTLASPHSSLPLS
PSTTAHDWPTPLPTSPQTVVGTPRST
AATPSDVASLATAIFRESGSTNGSGD
EELSGDEEASGGGSGGLEPPVGSVV
VTHGPPIERASCYNSPLGCCSDGKTP
SLDSEGSNCPATKAFQGVLELEGVE
GQELFYTPEMADPKSELFGETARSIE
STLDDLFRNSDVKKDFWSIRLRELG
PGKLVRAIVDVHFDPTTAFQAPDVG
QALLQQIQVSRPWALAVRRPLREHV
RFLDFDWFPTFFTGAATGTTAAVAT
ARATTVSRLSASSVTPRVYPSYTSRP
VGRTTAPLTTRRPPTTTASIDRPRTP
GPQRPPKSCDSQPCLHGGTCQDLDS
GKGFSCSCTAGRAGTVCEKVQLPSV
PAFKGHSFLAFPTLRAYHTLRLALEF
RALETEGLLLYNGNARGKDFLALAL
LDGHVQFRFDTGSGPAVLTSLVPVE
PGRWHRLELSRHWRQGTLSVDGEA
PVVGESPSGTDGLNLDTKLYVGGLP
EEQVATVLDRTSVGIGLKGCIRMLDI
NNQQLELSDWQRAVVQSSGVGECG
DHPCSPNPCHGGALCQALEAGVFLC
QCPPGRFGPTCADEKNPCQPNPCH
GSAPCHVLSRGGAKCACPLGRSGSF
CETVLENAGSRPFLADFNGFSYLEL
KGLHTFERDLGEKMALEMVFLARG
PSGLLLYNGQKTDGKGDFVSLALHN
RHLEFRYDLGKGAAIIRSKEPIALGT
WVRVFLERNGRKGALQVGDGPRVL
GESPKSRKVPHTMLNLKEPLYVGGA
PDFSKLARGAAVASGFDGAIQLVSLR
GHQLLTQEHVLRAVDVAPFAGHPCT
QAVDNPCLNGGSCIPREATYECLCP
GGFSGLHCEKGIVEKSVGDLETLAF
DGRTYIEYLNAVTESELTNEIPAPETL
DSRALFSEKALQSNHFELSLRTEAT
QGLVLWIGKVGERADYMALAIVDGH
LQLSYDLGSQPVVLRSTVKVNTNRW
LRVRAHREHREGSLQVGNEAPVTGS
SPLGATQLDTDGALWLGGLQKLPVG
QALPKAYGTGFVGCLRDVVVGHRQL
HLLEDAVTKPELRPCPTL

False True 1.899 2.223 1.973 1.991 4.368 4.682


