HEVVVVIPEVSWQLGKSLNCTVKTY
SISHTLEDLDREFKYLSYTQWKTPE
HSIRSFLTGSARGFFELTFSHCRSLF
NDKKLVEYLKQRFFDAVFLDPFDVC
GLIVAKYFSLPSVIFARGVFCDYLEE
GAQCPSLPSYVPRLFSKYTDTMTFKE
RVWNHLIYIEEHAFCSYFLRTAVEVA
SEILQTPVTMTDLFSPVSIWLLRTDF
VLEFPRPVMPNMVFIGGINCLQKKS
LSKEFEAYVNASGEHGIVVFSLGSM
IVSEIPEKKAMEIAEALGRIPQTVLWR
YTGTRPSNLAKNTILVKWLPQNDLL
GHPKTRAFITHSGSHGIYEGICNGVP
MVMMPLFGDQMDNAKRMETRGAG
IVTLNVLEMTADDLENALKTVINNKS
YKENIMRLSSLHKDRPIEPLDLAVF
'WVEYVMRHKGAPHLRPAAHDLTWY
QYHSLDVIGFLLAIVLTVVFIVFKCCA
YGCRKCFGGKGRVKKSHKSKTH

UniprotKB Entry name |organism full name oglcnacscore o.glcnac p.h osphorylation PMIDS |sequence intracellular jextracellular cytosol [nucleus mitochndrion enqoplasmlc golgi o em.racell“lar

ID sites sites reticulum |apparatus membrane|region

Q62452 UD19_MOUSE Mus UDP- 38.223321 NaN NaN 40997131 [MAPVAFPTSFFLCLLLASGLAQAGRL |False False 1.959 [2.089 [1.934 3.668 1.18 1.873 1.881
musculus |glucuronosyltransferase LVVPMDGSHWFTMQMVVEKLIHRG




