UniprotKB Entry name |organism full oglcnacscore oglcnac p h osphorylation PMIDS [sequence intracellular |extracellular|cytosol nucleus mitochndrion em!op lasmic golgi plasma extl:acellular
1D name sites sites reticulum apparatus membrane [region
088307 SORL_MOUSE |Mus Sortilin- [29.185005 NaN S114;S2207 22645316 MATRSSRRESRLPFLFALVALLPRGA True True 1.963 |[5.0 2.067 3.75 4.488 4.784 5.0
musculus |related LGGGWTQRLHGGPAPLPQDRGFFV
receptor 'VQGDPRDLRLGTHGDAPGASPAARK

PLRTRRSAALQPQPIQVYGQVSLNDS
HNQMVVHWAGEKSNVIVALARDSL
ALARPKSSDVYVSYDYGKSFSKISEK
LNFGVGNNSEAVISQFYHSPADNKR
YIFVDAYAQYLWITFDFCSTIHGFSIP
FRAADLLLHSKASNLLLGFDRSHPN
KQLWKSDDFGQTWIMIQEHVKSFS
'WGIDPYDQPNAIYIERHEPFGFSTVL
RSTDFFQSRENQEVILEEVRDFQLR
DKYMFATKVVHLPGSQQQSSVQLW
'VSFGRKPMRAAQFVTKHPINEYYIAD
IAAEDQVFVCVSHSNNSTNLYISEAE
GLKFSLSLENVLYYSPGGAGSDTLVR
'YFANEPFADFHRVEGLQGVYIATLIN
GSMNEENMRSVITFDKGGTWEFLQ
APAFTGYGEKINCELSQGCSLHLAQ
RLSQLLNLQLRRMPILSKESAPGLIIA
TGSVGKNLASKTNVYISSSAGARWR
EALPGPHYYTWGDHGGIIMAIAQGM
ETNELKYSTNEGETWKTFVFSEKPV
FVYGLLTEPGEKSTVFTIFGSNKESV
HSWLILQVNATDALGVPCTENDYKL
'WSPSDERGNECLLGHKTVFKRRTP
HATCFNGEDFDRPVVVSNCSCTRED
YECDFGFKMSEDLSLEVCVPDPEFS
GKPYSPPVPCPVGSSYRRTRGYRKIS
GDTCSGGDVEARLEGELVPCPLAEE
NEFILYAMRKSIYRYDLASGATEQLP
LSGLRAAVALDFDYERNCLYWSDLA
LDTIQRLCLNGSTGQEVIINSGLETV
EALAFEPLSQLLYWVDAGFKKIEVA
NPDGDFRLTIVNSSVLDRPRALVLVP
QEGVMFWTDWGDLKPGIYRSYMDG
SAAYRLVSEDVKWPNGISVDSQWIY
'WTDAYLDCIERITFSGQQRSVILDSL
PHPYAIAVFKNEIYWDDWSQLSIFRA
SKHSRSQVEILASQLTGLMDMKVFY
KGKNAGSNACVPQPCSLLCLPKANN
SKSCRCPEGVASSVLPSGDLMCDCP
QGYQRKNNTCVKEENTCLRNQYRC
SNGNCINSIWWCDFDNDCGDMSDE
RNCPTTVCDADTQFRCQESGTCIPL
SYKCDLEDDCGDNSDESHCEMHQC
RSDEFNCSSGMCIRSSWVCDGDND
CRDWSDEANCTAIYHTCEASNFQC
HNGHCIPQRWACDGDADCQDGSDE
DPVSCEKKCNGFHCPNGTCIPSSKH
CDGLRDCPDGSDEQHCEPFCTRFM
DFVCKNRQQCLFHSMVCDGIVQCR
DGSDEDAAFAGCSQDPEFHKECDE
FGFQCQNGVCISLIWKCDGMDDCG
DYSDEANCENPTEAPNCSRYFQFHC
ENGHCIPNRWKCDRENDCGDWSD
EKDCGDSHVLPSPTPGPSTCLPNYF
HCSSGACVMGTWVCDGYRDCADGS
DEEACPSLANSTAASTPTQFGQCDR
FEFECHQPKKCIPNWKRCDGHQDC
QDGQDEANCPTHSTLTCTSREFKCE
DGEACIVLSERCDGFLDCSDESDEK
IACSDELTVYKVQNLQWTADFSGDVT
LTWMRPKKMPSASCVYNVYYRVVG
ESIWKTLETHSNKTSTVLKVLKPDTT
'YQVKVQVHCLNKVHNTNDFVTLRT
PEGLPDAPRNLQLSLNSEEEGVILG
HWAPPVHTHGLIREYIVEYSRSGSK
MWASQRAASNSTEIKNLLLNALYTV
RVAAVTSRGIGNWSDSKSITTIKGKV
IQAPNIHIDSYDENSLSFTLTMDGDI
KVNGYVVNLFWSFDAHKQEKKTLS
FRGGSALSHRVSNLTAHTSYEISAW
AKTDLGDSPLAFEHILTRGSSPPAPS




LKAKAINQTAVECIWTGPKNVVYGIF
'YATSFLDLYRNPKSVTTSLHNKTVIV
SKDEQYLFLVRVLIPYQGPSSDYVVV
KMIPDSRLPPRHLHAVHIGKTSALIK
'WESPYDSPDQDLFYAIAVKDLIRKTD
RSYKVRSRNSTVEYSLSKLEPGGKY
HIIVQLGNMSKDSSIKITTVSLSAPDA
LKIITENDHVLLFWKSLALKEKQFNE
TRGYEIHMSDSAVNLTAYLGNTTDN
FFKVSNLKMGHNYTFTVQARCLFGS
QICGEPAVLLYDELSSGADAAVIQAA
RSTDVAAVVVPILFLILLSLGVGFAIL
YTKHRRLQSSFSAFANSHYSSRLGS
IAIFSSGDDLGEDDEDAPMITGFSDD
VPMVIA




