UniprotKB Entry organism full oglcnacscore oglcnac phosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion em!()plasmm golgi plasma eth:acellular
ID name name sites reticulum |apparatus membrane region
P16638 IACLY RAT [Rattus ATP- 25.563465 NaN T131;S263;T446;S450;S454;S458;S (34502162 MSAKAISEQTGKELLYKYICTTSAIQ |None None None |None None None None None None
norvegicus [citrate 480;T638;S662;T681;S838;S1099 NRFKYARVTPDTDWAHLLQDHPWL
synthase LSQSLVVKPDQLIKRRGKLGLVGVN

LSLDGVKSWLKPRLGHEATVGKAKG
FLKNFLIEPFVPHSQAEEFYVCIYAT
REGDYVLFHHEGGVDVGDVDTKAQ
KLLVGVDEKLNAEDIKRHLLVHAPE
DKKEILASFISGLFNFYEDLYFTYLEI
NPLVVTKDGVYILDLAAKVDATADYI
CKVKWGDIEFPPPFGREAYPEEAYIA
DLDAKSGASLKLTLLNPKGRIWTMV
IAGGGASVVYSDTICDLGGVNELANY
GEYSGAPSEQQTYDYAKTILSLMTRE
KHPDGKILIIGGSIANFTNVAATFKGI
IVRAIRDYQGSLKEHEVTIFVRRGGPN
YQEGLRVMGEVGKTTGIPIHVFGTET
HMTAIVGMAWAPAIPNQPPTAAHTA
NFLLNASGSTSTPAPSRTASFSESRA
DEVAPAKKAKPAMPQDSVPSPRSLQ
GKSATLFSRHTKAIVWGMQTRAVQG
MLDFDYVCSRDEPSVAAMVYPFTGD
HKQKFYWGHKEILIPVFKNMADAM
KKHPEVDVLINFASLRSAYDSTMET
MNYAQIRTIAITAEGIPEALTRKLIKKA
DQKGVTIIGPATVGGIKPGCFKIGNT
GGMLDNILASKLYRPGSVAYVSRSG
GMSNELNNIISRTTDGVYEGVAIGG
DRYPGSTFMDHVLRYQDTPGVKMIV
IVLGEIGGTEEYKICRGIKEGRLTKPV
IVCWCIGTCATMFSSEVQFGHAGACA
NQASETAVAKNQALKEAGVFVPRSF
DELGEIIQSVYEDLVAKGAIVPAQEV
PPPTVPMDYSWARELGLIRKPASFM
TSICDERGQELIYAGMPITEVFKEEM
GIGGVLGLLWFQRRLPKYSCQFIEM
CLMVTADHGPAVSGAHNTIICARAG
KDLVSSLTSGLLTIGDRFGGALDAAA
KMFSKAFDSGIIPMEFVNKMKKEGK
LIMGIGHRVKSINNPDMRVQILKDF
IVKQHFPATPLLDYALEVEKITTSKKP
NLILNVDGFIGVAFVDMLRNCGSFT
REEADEYVDIGALNGVFVLGRSMGF
IGHYLDQKRLKQGLYRHPWDDISYV

LPEHMSM




