}Jl;l iprotKB Entry name |organism ffull oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasma extr.;
mame sites reticulum |apparatus membrane regic
060674 JAK2_HUMAN [Homo Tyrosine-|22.85304 NaN 'T119;T372;T373;S523;T570;T813;T |30379171;37034230 MGMACLTMTEMEGTSTSSIYQNGD |True True 4.627 5.0 2.951 2.72 2.034 4.615 3.281
sapiens [protein 868;T966;T972;T1007;T1008 ISGNANSMKQIDPVLQVYLYHSLGK
kinase SEADYLTFPSGEYVAEEICIAASKAC
JAK2 GITPVYHNMFALMSETERIWYPPNH

VFHIDESTRHNVLYRIRFYFPRWYCS
GSNRAYRHGISRGAEAPLLDDFVMS
YLFAQWRHDFVHGWIKVPVTHETQ
EECLGMAVLDMMRIAKENDQTPLAI
YNSISYKTFLPKCIRAKIQDYHILTRK
RIRYRFRRFIQQFSQCKATARNLKLK
YLINLETLQSAFYTEKFEVKEPGSGP
SGEEIFATIIITGNGGIQWSRGKHKE
SETLTEQDLQLYCDFPNIIDVSIKQA
NQEGSNESRVVTIHKQDGKNLEIEL
SSLREALSFVSLIDGYYRLTADAHHY
LCKEVAPPAVLENIQSNCHGPISMD
FAISKLKKAGNQTGLYVLRCSPKDF
NKYFLTFAVERENVIEYKHCLITKNE
NEEYNLSGTKKNFSSLKDLLNCYQ
METVRSDNIIFQFTKCCPPKPKDKS
NLLVFRTNGVSDVPTSPTLQRPTHM
NQMVFHKIRNEDLIFNESLGQGTFT
KIFKGVRREVGDYGQLHETEVLLKV
LDKAHRNYSESFFEAASMMSKLSH
KHLVLNYGVCVCGDENILVQEFVKF
GSLDTYLKKNKNCINILWKLEVAKQ
LAWAMHFLEENTLIHGNVCAKNILL
IREEDRKTGNPPFIKLSDPGISITVLP
KDILQERIPWVPPECIENPKNLNLAT
DKWSFGTTLWEICSGGDKPLSALDS
QRKLQFYEDRHQLPAPKWAELANLI
NNCMDYEPDFRPSFRAITRDLNSLF
TPDYELLTENDMLPNMRIGALGFSG
AFEDRDPTQFEERHLKFLQQLGKGN
FGSVEMCRYDPLQDNTGEVVAVKKL
QHSTEEHLRDFEREIEILKSLQHDNI
VKYKGVCYSAGRRNLKLIMEYLPYG
SLRDYLQKHKERIDHIKLLQYTSQIC
KGMEYLGTKRYIHRDLATRNILVEN
ENRVKIGDFGLTKVLPQDKEYYKVK
EPGESPIFWYAPESLTESKFSVASDV
WSFGVVLYELFTYIEKSKSPPAEFMR
MIGNDKQGQMIVFHLIELLKNNGRL
PRPDGCPDEIYMIMTECWNNNVNQ
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