}Jl;l iprotKB Entry name organism (full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion ::t‘igll:]]
Q5SWU9 |ACACA _MOUSE Mus Acetyl-CoA |36.522656 T789;5966;S2091;S2285|55;523;525;529;S34;547;S49;S52;T |31010828;22645316;37507081;344 |MDEPSPLAKTLELNQHSRFIIGSVSE |None None None [None |None None
musculus |carboxylase 57;S77;S79;S79;T609;S834;S1200;S (18053 DNSEDEISNLVKLDLEEKEGSLSPAS
1 1215;S1217;T1226;S1258;5S1262;S1 IVSSDTLSDLGISGLQDGLAFHMRSS

272;T2152

MSGLHLVKQGRDRKKIDSQRDFTVA
SPAEFVTRFGGNKVIEKVLIANNGIA
IAVKCMRSIRRWSYEMFRNERAIRFV
'VMVTPEDLKANAEYIKMADHYVPVP
GGPNNNNYANVELILDIAKRIPVQAV
WAGWGHASENPKLPELLLKNGIAF
MGPPSQAMWALGDKIASSIVAQTAG
IPTLPWSGSGLRVDWQENDFSKRIL
NVPQDLYEKGYVKDVDDGLKAAEEV
GYPVMIKASEGGGGKGIRKVNNADD
FPNLFRQVQAEVPGSPIFVMRLAKQ
SRHLEVQILADQYGNAISLFGRDCSV
QRRHQKIIEEAPAAIATPAVFEHMEQ
CAVKLAKMVGYVSAGTVEYLYSQDG
SFYFLELNPRLQVEHPCTEMVADVN
LPAAQLQIAMGIPLFRIKDIRMMYGV
SPWGDAPIDFENSAHVPCPRGHVIA
IARITSENPDEGFKPSSGTVQELNFRS
NKNVWGYFSVAAAGGLHEFADSQF
GHCFSWGENREEAISNMVVALKEL
SIRGDFRTTVEYLIKLLETESFQLNRI
DTGWLDRLIAEKVQAERPDTMLGVV
CGALHVADVSLRNSISNFLHSLERG
QVLPAHTLLNTVDVELIYEGIKYVLK
VTRQSPNSYVVIMNGSCVEVDVHRL
SDGGLLLSYDGSSYTTYMKEEVDRY
RITIGNKTCVFEKENDPSVMRSPSA
GKLIQYIVEDGGHVFAGQCYAEIEVM
KMVMTLTAVESGCIHYVKRPGAALD
PGCVIAKMQLDNPSKVQQAELHTGS
LPQIQSTALRGEKLHRVFHYVLDNL
'VNVMNGYCLPDPFFSSRVKDWVER
LMKTLRDPSLPLLELQDIMTSVSGRI
PLNVEKSIKKEMAQYASNITSVLCQF
PSQQIANILDSHAATLNRKSEREVFF
MNTQSIVQLVQRYRSGIRGHMKAVV
MDLLRQYLRVETQFQNGHYDKCVF
IALREENKSDMNTVLNYIFSHAQVTK
KNLLVTMLIDQLCGRDPTLTDELLNI
LTELTQLSKTTNAKVALRARQVLIAS
HLPSYELRHNQVESIFLSAIDMYGH
QFCIENLQKLILSETSIFDVLPNFFYH
SNQVVRMAALEVYVRRAYIAYELNS
VQHRQLKDNTCVVEFQFMLPTSHP
NRGNIPTLNRMSFASNLNHYGMTH
VASVSDVLLDNAFTPPCQRMGGMV
SFRTFEDFVRIFDEIMGCFCDSPPQS
PTFPESGHTSLYDEDKVPRDEPIHIL
NVAIKTDGDIEDDRLAAMFREFTQQ
NKATLVEHGIRRLTFLVAQKDFRKQ
VNCEVDQRFHREFPKFFTFRARDKF
EEDRIYRHLEPALAFQLELNRMRNF
DLTAIPCANHKMHLYLGAAKVEVGT
EVTDYRFFVRAIIRHSDLVTKEASFE
YLQNEGERLLLEAMDELEVAFNNT
NVRTDCNHIFLNFVPTVIMDPSKIEE
SVRSMVMRYGSRLWKLRVLQAELKI
NIRLTTTGKAIPIRLFLTNESGYYLDI
SLYKEVTDSRTAQIMFQAYGDKQGP
LHGMLINTPYVTKDLLQSKRFQAQS
LGTTYIYDIPEMFRQSLIKLWESMST
QAFLPSPPLPSDILTYTELVLDDQGQ
LVHMNRLPGGNEIGMVAWKMSLKS
PEYPDGRDIIVIGNDITYRIGSFGPQE
DLLFLRASELARAEGIPRIYVAANSG
IARIGLAEEIRHMFHVAWVDPEDPYK
GYKYLYLTPQDYKRVSALNSVHCEH
'VEDEGESRYKITDIIGKEEGLGAENL
RGSGMIAGESSLAYDEVITISLVTCR
IAIGIGAYLVRLGQRTIQVENSHLILTG
IAGALNKVLGREVYTSNNQLGGIQIM
HNNGVTHSTVCDDFEGVFTVLHWL
SYMPKSVHSSVPLLNSKDPIDRIIEF
VPTKAPYDPRWMLAGRPHPTQKGQ
WLSGFFDYGSFSEIMQPWAQTVVVG
RARLGGIPVGVVAVETRTVELSIPAD
PANLDSEAKIIQQAGQVWFPDSAFK




TYQAIKDFNREGLPLMVFANWRGFS
GGMKDMYDQVLKFGAYIVDGLREC
SQPVMVYIPPQAELRGGSWVVIDPTI
NPRHMEMYADRESRGSVLEPEGTV
EIKFRKKDLVKTMRRVDPVYIRLAER
LGTPELSPTERKELESKLKEREEFLI
PIYHQVAVQFADLHDTPGRMQEKGV
INDILDWKTSRTFFYWRLRRLLLEDL
IVKKKIHNANPELTDGQIQAMLRRWF
IVEVEGTVKAYVWDNNKDLVEWLEK
QLTEEDGVRSVIEENIKYISRDYVLK
QIRSLVQANPEVAMDSIVHMTQHIS
PTQRAEVVRILSTMDSPST




