
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P32874 HFA1_YEAST Saccharomyces
cerevisiae

Acetyl-CoA
carboxylase,
mitochondrial

24.475439 NaN NaN 33229814 KGKTITHGQSWGARRIHSHFYITIFTI
TCIRIGQYKLALYLDPYRFYNITGSQI
VRLKGQRPEYRKRIFAHSYRHSSRIG
LNFPSRRRYSNYVDRGNIHKHTRLP
PQFIGLNTVESAQPSILRDFVDLRGG
HTVISKILIANNGIAAVKEMRSIRKW
AYETFNDEKIIQFVVMATPDDLHAN
SEYIRMADQYVQVPGGTNNNNYANI
DLILDVAEQTDVDAVWAGWGHASE
NPCLPELLASSQRKILFIGPPGRAMR
SLGDKISSTIVAQSAKIPCIPWSGSHI
DTIHIDNKTNFVSVPDDVYVRGCCSS
PEDALEKAKLIGFPVMIKASEGGGGK
GIRRVDNEDDFIALYRQAVNETPGSP
MFVMKVVTDARHLEVQLLADQYGT
NITLFGRDCSIQRRHQKIIEEAPVTIT
KPETFQRMERAAIRLGELVGYVSAG
TVEYLYSPKDDKFYFLELNPRLQVE
HPTTEMISGVNLPATQLQIAMGIPM
HMISDIRKLYGLDPTGTSYIDFKNLK
RPSPKGHCISCRITSEDPNEGFKPST
GKIHELNFRSSSNVWGYFSVGNNG
AIHSFSDSQFGHIFAVGNDRQDAKQ
NMVLALKDFSIRGEFKTPIEYLIELLE
TRDFESNNISTGWLDDLILKNLSSD
SKLDPTLAIICGAAMKAYVFTEKVRN
KYLELLRRGQVPPKDFLKTKFPVDFI
FDNNRYLFNVAQSSEEQFILSINKS
QCEVNVQKLSSDCLLISVDGKCHTV
YWKDDIRGTRLSIDSNTIFLEAELNP
TQVISPTPGKLVKYLVRSGDHVFAGQ
QYAEIEIMKMQMPLVAKSDGVIELL
RQPGSIIEAGDVIAKLTLDSPSKANE
SSLYRGELPVLGPPLIEGSRPNHKLR
VLINRLENILNGYHENSGIETTLKELI
KILRDGRLPYSEWDSQISTVRNRLPR
QLNEGLGNLVKKSVSFPAKELHKLM
KRYLEENTNDHVVYVALQPLLKISER
YSEGLANHECEIFLKLIKKYYAVEKIF
ENHDIHEERNLLNLRRKDLTNLKKI
LCISLSHANVVAKNKLVTAILHEYEP
LCQDSSKMSLKFRAVIHDLASLESK
WAKEVAVKARSVLLRGIFPPIKKRKE
HIKTLLQLHIKDTGAENIHSRNIYSC
MRDFGNLIHSNLIQLQDLFFFFGHQ
DTALSSIASEIYARYAYGNYQLKSIKI
HKGAPDLLMSWQFSSLRNYLVNSD
GESDEFTKLSKPPSTSGKSSANSFGL
LVNMRALESLEKTLDEVYEQIHIPEE
RLSSGENSLIVNILSPIRYRSENDLIK
TLKIKLHENERGLSKLKVNRITFAFI
AANAPAVKFYSFDGTTYDEISQIRNM
DPSYEAPLELGKMSNYKIRSLPTYDS
SIRIFEGISKFTPLDKRFFVRKIINSF
MYNDQKTTEENLKAEINAQVVYML
EHLGAVDISNSDLNHIFLSFNTVLNI
PVHRLEEIVSTILKTHETRLFQERITD
VEICISVECLETKKPAPLRLLISNKSG
YVVKIETYYEKIGKNGNLILEPCSEQS
HYSQKSLSLPYSVKDWLQPKRYKAQ
FMGTTYVYDFPGLFHQAAIQQWKRY
FPKHKLNDSFFSWVELIEQNGNLIK
VNREPGLNNIGMVAFEIMVQTPEYP
EGRNMIVISNDITYNIGSFGPREDLF
FDRVTNYARERGIPRIYLAANSGAKL
GIAEELIPLFRVAWNDPSDPTKGFQY
LYLAPKDMQLLKDSGKGNSVVVEH
KMVYGEERYIIKAIVGFEEGLGVECL
QGSGLIAGATSKAYRDIFTITAVTCRS
VGIGSYLVRLGQRTIQVEDKPIILTGA
SAINKVLGTDIYTSNLQIGGTQIMYK
NGIAHLTASNDMKAIEKIMTWLSYV
PAKRDMSPPLLETMDRWDRDVDFK
PAKQVPYEARWLIEGKWDSNNNFQ
SGLFDKDSFFETLSGWAKGVIVGRA
RLGGIPVGVIAVETKTIEEIIPADPANL
DSSEFSVKEAGQVWYPNSAFKTAQT

None None None None None None None None None



INDFNYGEQLPLIILANWRGFSGGQ
RDMYNEVLKYGSFIVDALVDYKQPIL
IYIPPFGELRGGSWVVIDPTINPEQM
EMYADVESRGGVLEPDGVVSIKYRK
EKMIETMIRLDSTYGHLRRTLTEKKL
SLEKQNDLTKRLKIRERQLIPIYNQIS
IQFADLHDRSTRMLVKGVIRNELEW
KKSRRFLYWRLRRRLNEGQVIKRLQ
KKTCDNKTKMKYDDLLKIVQSWYN
DLDVNDDRAVVEFIERNSKKIDKNIE
EFEISLLIDELKKKFEDRRGNIVLEEL
TRLVDSKRKR


