UniprotKB Entry name |organism full name oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion em.loplasmlc golgi plasma extr‘acellular

ID sites sites reticulum apparatus membrane region

Q9QWH1 [PHC2 _MOUSE Mus Polyhomeotic-(36.83566 T10 T611;S613;S743 40885482 MENELPVPHTSNRASVTTNTSGTNS [True False 2.348 |[5.0 0.831 False False 1.326 1.143
musculus |[like protein 2 SSGCISSSGGGGGSGGRPTAPQISVY

SGIPDRQTVQVIQQALHRQPSTAAQY
LQQMYAAQQQHLMLQTAALQQQHL
SSAQLQSLAAVQQASLVANRQGSTP
GSSVSSQAPAQSSSLNLAASPAAAQL
INRAQSVNSAAASGLAQQAVLLGNT
SSPALTASQAQMYLRAQMLIFTPTAT
IVATVQPELCTGSPARPPTPAQVQNL
TLRTQQTPAAAASGPPPTQPVLPSLA
LKPTPSSSQPLPAPPQGRTMAQGSP
IAGAKPSGTDNAPETLKAGDGNCNM
EGRPGPGRAVPAVATHPLIAPAYAHL
QSHQLLPQPPAKHPQPQFVAQQQP
QPPRPAPQVQSQPQLASVSPSLALQS
SPEDHALPLGSVTQALPLQCSTTHV
HKPGNSQQCHLPTLDTGSQNGHPE
GGSHPPQRRFQHTSAVILQVQPASP
IVTPQQCAPDDWKEVVPAEKSVPVAR
PGPSPHQQAIIPAIPGGLPGPKSPNIQ
QCPAHETGQGIVHALTDLSSPGMTS
GNGNSASSIAGTAPQNGENKPPQAI
IVKPQILTHVIEGFVIQEGAEPFPVGR
SSLLVGNLKKKYAQGFLPEKPPQQD
HTTTTDSEMEEPYLQESKEEGTPLK
LKCELCGRVDFAYKFKRSKRFCSMA
CAKRYNVGCTKRVGLFHSDRSKLQK
IAGTTTHNRRRASKASLPTLTKDTKK
QPSGTVPLSVTAALQLAHSQEDSSR
CSDNSSYEEPLSPISASSSTSRRRQG
QRDLDLPDMHMRDLVGVGHHFLPS
EPTKWNVEDVYEFIRSLPGCQEIAEE
FRAQEIDGQALLLLKEDHLMSAMNI
KLGPALKIYARISMLKDS




