}Jl;l iprotKB Entry name organism full name |oglcnacscore o-glcnac iphosphorylation sites PMIDS |[sequence intracellular |extracellular |cytosol nucleus mitochndrion enqoplasmlc golgi plasma eXh:acelhd
sites reticulum |apparatus membrane region
Q3UMU9 |HDGR2_MOUSE [Mus Hepatoma- [22.380232 NaN S114;S137;5165;5229;5231;S233;S (37507081 MPHAFKPGDLVFAKMKGYPHWPAR [None None None [None |None None None None None
musculus |derived 239;5268;S307;S366;5S367;S391;S3 IDDIADGAVKPPPNKYPIFFFGTHET
growth 92;S393;5395;5450;5454;S620;S62 IAFLGPKDLFPYDKCKDKYGKPNKRK
factor- 8;5629;5635;5640;5659;5661;S669; GFNEGLWEIQNNPHASYSAPPPVSS
related S619;S567 SDSEAPEADLGCGSDVDKDKESRRV
[protein 2 MTVTAVITTATSDRMESDSDSDKSS

DHSGLKRKTPVLKVSVSKRARRASS
DLDQASVSPSEEDSESPSESEKTSD
QDFTPEKKTAARPPRRGPLGGRKKK
KVPSASDSDSKADSDGAKEEPVVTA
QPSPSSSSSSSSSSSSDSDVSVKKPP
RGRKPAEKPPPKPRGRRPKPERPPST
SSSDSDSDSGEVDRISEWKRRDEER
RRELEARRRREQEEELRRLREQERE
EKERRKERAERGGSSGEELEDEEPV
KKRSRKARGRGTPSSSDSEPEGELG
KEGKKLAKKSQLPGSESARKPGQKE
KRGRPDEKPRARPVKVERTRKRSEG
LSLERKGEKKKEPSVEERLQKLHSEI
KFALKVDNPDVRKCLSALEELGTLQ
IVTSQILQKNTDVVATLKKIRRYKANK
DVMAKAAEVYTRLKSRVLGPKVEAL
QKVNKAGAEKERADNEKLEEQPGE
QAPRELAEDEPSTDRSAPVNGEATS
QKGENMEDRAQEDGQDSEDGPRG
GSSEELHDSPRDNSDPAKPGNERQ
DHERTRLASESANDDNEDS




