sapiens

methylglutaryl-
coenzyme A
reductase

TLTICMMSMNMFTGNNKICGWNYE
CPKFEEDVLSSDIIILTITRCIAILYIYF
QFQNLRQLGSKYILGIAGLFTIFSSFV
FSTVVIHFLDKELTGLNEALPFFLLLI
DLSRASTLAKFALSSNSQDEVRENIA
RGMAILGPTFTLDALVECLVIGVGTM
SGVRQLEIMCCFGCMSVLANYFVF
MTFFPACVSLVLELSRESREGRPIW
QLSHFARVLEEEENKPNPVTQRVK
MIMSLGLVLVHAHSRWIADPSPQNS
TADTSKVSLGLDENVSKRIEPSVSLW
QFYLSKMISMDIEQVITLSLALLLAV
KYIFFEQTETESTLSLKNPITSPVVTQ
KKVPDNCCRREPMLVRNNQKCDSV
EEETGINRERKVEVIKPLVAETDTPN
RATFVVGNSSLLDTSSVLVTQEPEIE
LPREPRPNEECLQILGNAEKGAKFLS
DAEIIQLVNAKHIPAYKLETLMETHE
RGVSIRRQLLSKKLSEPSSLQYLPYR
DYNYSLVMGACCENVIGYMPIPVGV
IAGPLCLDEKEFQVPMATTEGCLVAS
TNRGCRAIGLGGGASSRVLADGMTR
GPVVRLPRACDSAEVKAWLETSEGF
IAVIKEAFDSTSRFARLQKLHTSIAGR
NLYIRFQSRSGDAMGMNMISKGTE
KALSKLHEYFPEMQILAVSGNYCTD
KKPAAINWIEGRGKSVVCEAVIPAKV
VREVLKTTTEAMIEVNINKNLVGSA
MAGSIGGYNAHAANIVTAIYIACGQD
IAAQNVGSSNCITLMEASGPTNEDLY
ISCTMPSIEIGTVGGGTNLLPQQACL
QMLGVQGACKDNPGENARQLARIV
CGTVMAGELSLMAALAAGHLVKSH
MIHNRSKINLQDLQGACTKKTA

UniprotkB Entry name organism full name oglcnacscore o-glcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(.ioplasmlc golgi [plasma extr_acellulal
ID sites sites reticulum |apparatus membrane [region
P04035 HMDH_HUMAN Homo 3-hydroxy-3- |28.397707 S705;5S852(S504;S872 31373491;38253038 MLSRLFRMHGLFVASHPWEVIVGTV [False True 3.008 (3.029 [2.97 5.0 2.367 3.962 3.53




