UniprotKB Entry name organism (full name |oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi plasma
ID sites reticulum apparatus membrane
E9Q4Z2 IACACB_MOUSE Mus Acetyl-CoA [24.036206 T2027 [S35;S47;S81;585;5159;S165;S170;S [37507081;34418053 MVLLLFLTCLVFSCLTFSWLKIWGK [None None None [None |None None None None

musculus

carboxylase
2

182;5S185;5190;T197;5S210;S212;54
59;T743;S1330;S1332;S1350;S1395

MTDSKPLTNSKVEANLLSSEESLSA
SELSGEQLQEHGDHSCLSYRGPRDA
SQQRNSLPSSCQRPPRNPLSSNDTW
PSPELQTNWTAAPGPEVPDANGLSF
PARPPSQRTVSPSREDRKQAHIKRQ
LMTSFILGSLDDNSSDEDPSAGSFQ
NSSRKSSRASLGTLSQEAALNTSDP
ESHAPTMRPSMSGLHLVKRGREHK
KLDLHRDFTVASPAEFVTRFGGNRV
IEKVLIANNGIAAVKCMRSIRRWAYE
MFRNERAIRFVVMVTPEDLKANAEY
IKMADQYVPVPGGPNNNNYANVELI
IDIAKRIPVQAVWAGWGHASENPKL
PELLCKHEIAFLGPPSEAMWALGDK
IASTIVAQTLQIPTLPWSGSGLTVEW
TEDSRHQGKCISVPEDVYEQGCVKD
VDEGLQAAEKIGFPLMIKASEGGGG
KGIRKAESAEDFPMLFRQVQSEIPGS
PIFLMKLAQNARHLEVQVLADQYGN
AVSLFGRDCSIQRRHQKIIEEAPATIA
APAVFEFMEQCAVLLAKMVGYVSAG
TVEYLYSQDGSFHFLELNPRLQVEH
PCTEMIADVNLPAAQLQIAMGVPLH
RLKDIRLLYGESPWGVTPIPFETPLSP
PIARGHVIAARITSENPDEGFKPSSG
TVQELNFRSNKNVWGYFSVAAAGG
LHEFADSQFGHCFSWGENREEATS
NMVVALKELSIRGDFRTTVEYLVNL
LETESFQNNDIDTGWLDHLIAQRVQ
AEKPDIMLGVVCGALNVADAMFRTC
MTEFLHSLERGQVLPADSLLNIVDV
ELIYGGIKYALKVARQSLTMFVLIMN
GCHIEIDAHRLNDGGLLLSYNGSSYT
TYMKEEVDSYRITIGNKTCVFEKEN
DPTVLRSPSAGKLMQYTVEDGDHVE
AGSSYAEMEVMKMIMTLNVQESGR
VKYIKRPGVILEAGCVVARLELDDPS
KVHAAQPFTGELPAQQTLPILGEKLH
QVFHGVLENLTNVMSGYCLPEPFFS
MKLKDWVQKLMMTLRHPSLPLLEL
QEIMTSVAGRIPAPVEKAVRRVMAQ
YASNITSVLCQFPSQQIATILDCHAAT
LQRKADREVFFMNTQSIVQLVQRYR
SGTRGYMKAVVLDLLRKYLNVEHHF
QQAHYDKCVINLREQFKPDMTQVL
DCIFSHSQVAKKNQLVTMLIDELCG
PDPTLSDELTSILCELTQLSRSEHCK
VALRARQVLIASHLPSYELRHNQVES
IFLSAIDMYGHQFCPENLKKLILSET
TIFDVLPTFFYHENKVVCMASLEVYV
RRGYIAYELNSLQHRELPDGTCVVE
FQFMLPSSHPNRMAVPISVSNPDLL
RHSTELFMDSGFSPLCQRMGAMVA
FRRFEEFTRNFDEVISCFANVQTDT
LLFSKACTSLYSEEDSKSLREEPIHIL
NVAIQCADHMEDEALVPVFRAFVQS
KKHILVDYGLRRITFLVAQEREFPKF
FTFRARDEFAEDRIYRHLEPALAFQL
ELSRMRNFDLTAVPCANHKMHLYL
GAAKVKEGLEVTDHRFFIRAIIRHSD
LITKEASFEYLQNEGERLLLEAMDEL
EVAFNNTSVRTDCNHIFLNFVPTVI
MDPLKIEESVRDMVMRYGSRLWKL
RVLQAEVKINIRQTTSDSAIPIRLFIT
NESGYYLDISLYREVTDSRSGNIMFH
SFGNKQGSLHGMLINTPYVTKDLLQ
AKRFQAQSLGTTYVYDFPEMFRQAL
FKLWGSPEKYPKDILTYTELVLDSQG
QLVEMNRLPGCNEVGMVAFKMRFK
TPEYPEGRDAVVIGNDITFQIGSFGIG
EDFLYLRASEMARTEGIPQIYLAANS
GARMGLAEEIKQIFQVAWVDPEDPH
KGFRYLYLTPQDYTQISSQNSVHCK
HIEDEGESRYVIVDVIGKDANLGVEN
LRGSGMIAGEASLAYEKTVTISMVTC
RALGIGAYLVRLGQRVIQVENSHIILT
GAGALNKVLGREVYTSNNQLGGVQI
MHTNGVSHVTVPDDFEGVCTILEW
LSFIPKDNRSPVPITTPSDPIDREIEF




TPTKAPYDPRWMLAGRPHPTLKGT
'WQSGFFDHGSFKEIMAPWAQTVVT
GRARLGGIPVGVIAVETRTVEVAVPA
DPANLDSEAKIIQQAGQVWFPDSAY
KTAQVIRDFNKERLPLMIFANWRGF
SGGMKDMYEQMLKFGAYIVDGLRL
'YEQPILIYIPPCAELRGGSWVVLDSTI
NPLCIEMYADKESRGGVLEPEGTVEI
KFRKKDLVKTIRRIDPVCKKLVGQLG
KAQLPDKDRKELEGQLKAREELLLPI
YHQVAVQFADLHDTPGHMLEKGIIS
DVLEWKTARTFFYWRLRRLLLEAQV
KQEILRASPELNHEHTQSMLRRWFV
ETEGAVKAYLWDSNQVVVQWLEQH
'WSAKDGLRSTIRENINYLKRDSVLKT
IQSLVQEHPEVIMDCVAYLSQHLTPA
ERIQVAQLLSTTESPASS




