
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

Q8CJ19 MICA3_MOUSE Mus
musculus

[F-actin]-
monooxygenase
MICAL3

25.019509 S1785 S649;S685;S687;T887;S977;S1131;
S1187;S1272;T1274;S1276;S1335;T
1339;S1369;S1382;S1431;T1452;S1
640;S1692;S1695;S1903

34418053 MEERKQETTNQAHVLFDRFVQATT
CKGTLRAFQELCDHLELKPKDYRSF
YHKLKSKLNYWKAKALWAKLDKRG
SHKDYKKGKACTNTKCLIIGAGPCGL
RTAIDLSLLGAKVVVIEKRDAFSRNN
VLHLWPFTIHDLRGLGAKKFYGKFC
AGAIDHISIRQLQLILLKVALILGIEIH
VNVEFQGLVQPPEDQENERIGWRAL
VHPKTHPVSEYEFEVIIGGDGRRNTL
EGFRRKEFRGKLAIAITANFINRNTT
AEAKVEEISGVAFIFNQKFFQELREA
TGIDLENIVYYKDDTHYFVMTAKKQS
LLDKGVILHDYTDTELLLSRENVDQ
EALLNYAREAADFSTQQQLPSLDFAI
NHYGQPDVAMFDFTCMYASENAAL
VREQNGHQLLVALVGDSLLEPFWP
MGTGIARGFLAAMDSAWMVRSWSL
GTSPLEVLAERESIYRLLPQTTPENV
SKNFSQYSIDPVTRYPNININFLRPS
QVRHLYDSGETKDIHLEMENMVNP
RTTPKLTRNESVARSSKLLGWCQRQ
TEGYSGVNVTDLTMSWKSGLALCAII
HRYRPDLIDFDSLDEQNVEKNNQLA
FDIAEKELGISPIMTGKEMASVGEPD
KLSMVMYLTQFYEMFKDSLSSSDTL
DLNAEEKAVLIASTKSPISFLSKLGQ
TISRKRSPKDKKEKDSDGAGKRRKT
SQSEEEEPPRSYKGERPTLVSTLTDR
RMDAAVGNQNKVKYMATQLLAKFE
ENAPAQSTGVRRQGSIKKEFPQNLG
GSDTCYFCQKRVYVMERLSAEGKFF
HRSCFKCEYCATTLRLSAYAYDIEDG
KFYCKPHYCYRLSGYAQRKRPAVAP
LSGKEVKGALQDGPTADANGLASVA
ASSAERSPGTSMNGLEEPSIAKRLR
GTPERIELENYRRSVRQVEELEEVPE
ETQAEHNLSSVLDKGTEEDVASSSS
ESEMEEEEEEDDEDDHLPTSDLGG
VPWKEAVRIHALLKGRSEEELEASK
NFEPEEEEEEEEYEEEDEEYEEEEE
EESSEAGNKRLQQIITAADPLAIQAD
VHWTHIREREAEERMLPTSESSTSR
APLDEDDLEEDADSEPAETEGEAAE
DGDPGDTGAELDDQHWSDDIPSDA
EAEHRLQSQAKVKAELELRVSENEE
EKPSDAPKQEERGTSQVSSPSQPPE
KQVGVFSPARSPGTEEAKSPLATKVK
SPEEPLFPTPLLLREKPKAEVPEEQK
AVLSPIRSQPVALPEARSPTSPTSLQP
ESLLAPPTPPTPPPTQLPICSQPQPSS
DASIPSPTKSPIRFQPVPAKTSTPLTP
LPVKSQGDPKDRLSGPLAVEEVLKR
SDLVEEFWMKSAEIRRSLGLTPVDR
SKGSEPSLPSPASKPISLKSYSVDKSP
QDEGLCLLKPPSVPKRLGLPKSAGD
QPPLLTPKSPSDKELRSSQEERRDLS
SSSGLGLHDSSSNMKTLGSQSFNTS
DSTMLTPPSSPPPPPPPNEEPATLRR
KPHQTFERREASIIPPPTPASFMRPP
REPAQPPREEVRKSFVESVDEIPFAD
DVEDTYDDKTEDSSLQEKFFTPPSC
WSRSEKLQAKENGRLPPLEQDVPPQ
KRGLPLVSAEAKELAEERMRAREKS
VKSQALRDAMAKQLSRMQAMEMV
SSRSHTAQSQGKELGSESTRHPSLR
GTQEPTLKHEATSEEILSPPSDSGGP
DGSVTSSEGSSGKSKKRSSLFSPRR
NKKEKKTKGEARPPEKPSPGLPEDV
VAKPKSLWKSVFSGYKKDKKKKSDE
KSCSSTPSSGATVDSGQRRASPMVR
AELQLRRQLSFSEDSDLSSDDILERS
SQKSKREPRTYTEEELSAKLTRRVQK
AARRQAKQEELKRLHRAQIIQRQLE
QVEEKQRQLEERGVAVEKALRGEAG
MGKKDDPKLMQEWFKLVQEKNAM
VRYESELMIFARELELEDRQSRLQQ
ELRERMAVEDHLKTEGELSEEKKIL
NEMLEVVEQRDSLVALLEEQRLREK
EEDKDLEAAMLCKGFSLDWS

None None None None None None None None None


