
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum

0

Q7RTP6 MICA3_HUMAN Homo
sapiens

[F-actin]-
monooxygenase
MICAL3

29.835716 T702;S837;S1225;T1229 S649;S685;S687;T887;S977;S1134;
S1143;S1160;S1192;S1274;T1276;S
1278;S1310;S1337;T1341;S1371;S1
384;S1433;T1454;S1649;T1651;S17
01;S1704;S1912

31637018;28657654;30379171;398
94887

MEERKHETMNPAHVLFDRFVQATT
CKGTLKAFQELCDHLELKPKDYRSF
YHKLKSKLNYWKAKALWAKLDKRG
SHKDYKKGKACTNTKCLIIGAGPCGL
RTAIDLSLLGAKVVVIEKRDAFSRNN
VLHLWPFTIHDLRGLGAKKFYGKFC
AGAIDHISIRQLQLILLKVALILGIEIH
VNVEFQGLIQPPEDQENERIGWRAL
VHPKTHPVSEYEFEVIIGGDGRRNTL
EGFRRKEFRGKLAIAITANFINRNTT
AEAKVEEISGVAFIFNQKFFQELREA
TGIDLENIVYYKDDTHYFVMTAKKQS
LLDKGVILHDYADTELLLSRENVDQ
EALLSYAREAADFSTQQQLPSLDFAI
NHYGQPDVAMFDFTCMYASENAAL
VREQNGHQLLVALVGDSLLEPFWP
MGTGIARGFLAAMDSAWMVRSWSL
GTSPLEVLAERESIYRLLPQTTPENV
SKNFSQYSIDPVTRYPNINVNFLRPS
QVRHLYDTGETKDIHLEMESLVNSR
TTPKLTRNESVARSSKLLGWCQRQT
DGYAGVNVTDLTMSWKSGLALCAII
HRYRPDLIDFDSLDEQNVEKNNQLA
FDIAEKELGISPIMTGKEMASVGEPD
KLSMVMYLTQFYEMFKDSLPSSDTL
DLNAEEKAVLIASTRSPISFLSKLGQ
TISRKRSPKDKKEKDLDGAGKRRKT
SQSEEEEAPRGHRGERPTLVSTLTD
RRMDVAVGNQNKVKYMATQLLAKF
EENAPAQSIGIRRQGSMKKEFPQNL
GGSDTCYFCQKRVYVMERLSAEGKF
FHRSCFKCEYCATTLRLSAYAYDIED
GKFYCKPHYCYRLSGYAQRKRPAVA
PLSGKEAKGPLQDGATTDANGRANA
VASSTERTPGSGVNGLEEPSIAKRLR
GTPERIELENYRLSLRQAEALQEVPE
ETQAEHNLSSVLDTGAEEDVASSSS
ESEMEEEGEEEEEEPRLPPSDLGGV
PWKEAVRIHALLKGKSEEELEASKS
FGPGNEEEEEEEEEYEEEEEEDYDE
EEEESSEAGNQRLQQVMHAADPLEI
QADVHWTHIREREEEERMAPASESS
ASGAPLDENDLEEDVDSEPAEIEGE
AAEDGDPGDTGAELDDDQHWSDSP
SDADRELRLPCPAEGEAELELRVSE
DEEKLPASPKHQERGPSQATSPIRSP
QESALLFIPVHSPSTEGPQLPPVPAA
TQEKSPEERLFPEPLLPKEKPKADAP
SDLKAVHSPIRSQPVTLPEARTPVSP
GSPQPQPPVAASTPPPSPLPICSQPQ
PSTEATVPSPTQSPIRFQPAPAKTSTP
LAPLPVQSQSDTKDRLGSPLAVDEAL
RRSDLVEEFWMKSAEIRRSLGLTPV
DRSKGPEPSFPTPAFRPVSLKSYSVE
KSPQDEGLHLLKPLSIPKRLGLPKPE
GEPLSLPTPRSPSDRELRSAQEERRE
LSSSSGLGLHGSSSNMKTLGSQSFN
TSDSAMLTPPSSPPPPPPPGEEPATL
RRKLREAEPNASVVPPPLPATWMRP
PREPAQPPREEVRKSFVESVEEIPFA
DDVEDTYDDKTEDSSLQEKFFTPPS
CWPRPEKPRHPPLAKENGRLPALEG
TLQPQKRGLPLVSAEAKELAEERMR
AREKSVKSQALRDAMARQLSRMQQ
MELASGAPRPRKASSAPSQGKERRP
DSPTRPTLRGSEEPTLKHEATSEEVL
SPPSDSGGPDGSFTSSEGSSGKSKK
RSSLFSPRRNKKEKKSKGEGRPPEK
PSSNLLEEAAAKPKSLWKSVFSGYK
KDKKKKADDKSCPSTPSSGATVDSG
KHRVLPVVRAELQLRRQLSFSEDSD
LSSDDVLEKSSQKSRREPRTYTEEEL
NAKLTRRVQKAARRQAKQEELKRLH
RAQIIQRQLQQVEERQRRLEERGVA
VEKALRGEAGMGKKDDPKLMQEWF
KLVQEKNAMVRYESELMIFARELEL
EDRQSRLQQELRERMAVEDHLKTE
EELSEEKQILNEMLEVVEQRDSLVA
LLEEQRLREREEDKDLEAAMLSKGF
SLNWS

True False 4.528 5.0 False False


