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oglcnacscore

oglcnac sites

phosphorylation sites

PMIDS

sequence

intracellular

extracellular

cytosol

nucleus

mitochn

Q9QXZ0

MACF1_MOUSE

Mus
musculus

Microtubule-
actin cross-
linking
factor 1,
isoforms
1/2/3/4

50.198892

S10;S13;T542;T546;S1744;T3245;T
3477;S3483;S3485;S4611;S4613;S6
713;S6715

S4;S35;S57;5280;51122;S1367;S13
76;52051;S2077;S2081;53082;S308
5;53889;54458;54483;54921;T5394
;S5988;56923;T7220;S7245;S7258;

S7296;S7299;T42

22645316;40885482;36852467;362
88343;40021952;34418053;300167
17;36757814

MSSSDEETLSERSCRSERSCRSERS
YRSERSGSLSPCPPGDTLPWNLPLH
EQKKRKSQDSVLDPAERAVVRVADE
RDRVQKKTFTKWVNKHLMKVRKHI
NDLYEDLRDGHNLISLLEVLSGIKLP
REKGRMRFHRLQNVQIALDFLKQR
QVKLVNIRNDDITDGNPKLTLGLIWT
IILHFQISDIYISGESGDMSAKEKLLL
WTQKVTAGYTGVKCTNFSSCWSDG
KMFNALIHRYRPDLVDMERVQVQS
NRENLEQAFEVAERLGVTRLLDAED
VDVPSPDEKSVITYVSSIYDAFPKVPE
GGEGISATEVDSRWQEYQSRVDSLIP
WIRQHTILMSDKSFPQNPVELKALY
NQYIHFKETEILAKEREKGRIKELYK
LLEVWIEFGRIKLPQGYHPNHVEEE
WGKLIVEMLEREKSLRPAVERLELL
LQIANKIQNGALNCEEKLTLAKNTL
QADAAHLESGQPVQCESDVIMYIQE
CEGLIRQLQVDLQILRDEKYYQLEEL
AFRVMRLQDELVTLRLECTNLYRKG
HFSSLELVPPSTLTTTHLKAEPLNKT
THSSSTSWFRKPMTRTELVSISSSED
EGNLRFVYELLSWVEEMQMKLERA
EWGNDLPSVELQLETQQHIHTSVEE
LGSSVKEARLYEGKMSQNFHTSYVE
TLGKLETQYCKLKETSSFRMRHLQS
LHKFVSRATAELIWLNGKEEEELAC
DWSDSNPNISAKKTYFSELTMELEG
KQDVFRSLQDTAEVLSLENHPAKQT
VEAYSAAVQSQLQWMKQLCLCVEQ
HVKENAAYFQFFSDARDLESFLRNL
QDSIKRKYTCDRSTSLSRLEDLLQDS
MDEKEQLIQSKSSVASLVGRSKTIVQ
LKPRNPDHVLKSTLSVKAICDYRQIE
ITICKNDECVLEDNSQRTKWKVISPT
GNEAMVPSVCFLIPPPNKEAIEMAS
RVEQSYQKVMALWHQLHINTKSLIS
WNYLRKDLDTVQTWSLEKLRSLAPG
ECHQVMKNLQAHYEDFLQDSHDSA
LFSVADRLRIEEEVEACKAHFQHLM
KSLENEDKEETLAKVYISELKNIRLL
LEECEQRLLKQIQSPASSKTDRDAR
QDITLRIAEQEHTQEDLQHLRSDLD
AISMKCNVFLQQSPSGSSATTLRSEL
NLMVEKMDHVYGLSTVYLNKLKTID
VIVRSMQDAELLVKGYEIKLSQEEAV
PADLSALESHRTTLQHWLSDVKDKN
SVFSVLDEEITKAKKVAEQLRHPASE
PNLDLERYQEKGSQLQERWHRVIAQ
LETRQSEVESIQEVLRDYRACHGTLI
KWIEETTAQQEMMKPGQAEDSRVL
SEQLSQQTELFAEIERNQTKLDQCQ
KFSQQYSTIVKDYELQLMTYKAFVES
QQKSPGKRRRMISSSDAITQEFMDL
RTRYTALVTLTTQHVKYISDALRRLE
EEEKVVEEEKQEHVEKVKDLLGWV
STLARNTQGTTTSSHTSASADIEKAI
LEQQVLAEELTTKKEQVSEAIKTSQI
FLAKHGHKLSEGEKEQISEQLRVLN
KTYHDLCDGSANQLQQLQSELAQQ
TEQKGCRAVAGVIDLGTVEIFPIFRA
MQKGLIDQDTGLVLLESQIIMSGLID
PENSEKLSLEEGLTRNFINLPIYQQL
LGLRDSLSLVSRLTGTLGSLSVVEAI
EKKIISERLGLKVLEVHLATGGFSLP
PSENCINLEEAFHQGFIASSLHSELQ
SHLRSSKNLIDPNTAEKVGLLDLMQ
RCITHQESGLKLLPVKQLAGGMVSLK
SGRKVSIFRAVQEGLIDRQVTVRLLE
AQLFAGGIVDPRTGHRLTVEEAVRH
NLIDQDMACAILIRQLQTGGIIDTVT
GDRMTIDEAVTNNLVAAKIALVILES
LWSFMGLLLPESGEILPITDALEQGI
VSTELAHKILHNRQQIEALFLPTLTEI
WSWEKATESGILDKDLVNNLRSVCI
PDMMPHIQLADSAEQSKVGFAAGKP
PVSGPREEGSSHGEKLLFQLMTHSY
IHAHTGQRLLLLDQELVEMLTSRDD
CQVILPEVFEIQHQRLNTSEALQELY

False

False

2.935

2.157

1.82



TGTISQISSAKHPRKPCESQFLSQNK
DYPSQENCTEAKGERSVVGIECSPA
ESPERELFLKEQEAIIENVGSLKVIN
KVKLKLQRPLLGSRKEEQAETLREE
NISGDPLLVECPEESEGKDLSTEKSK
CQTPTKCSFTCHKEQVKTIKDIPSET
GTSLIKSQNQMSQFQVDTSVGLRSE
FKSEHDMNVNSLEKELKEELLVKD
GHKQSQEGQSVADGQTVALEKTDT
EDNADEPALLHSSPFEDATLSTLSA
QLQDGGIFNEETGQKLLLNEAIAQG
LVSSHTAVKLMGKLNMFRGFFDSQ
TCESLTTEEVIDEGLMDEKLLYNVL
MSDKAISGILDPRTHSLCSVKEAVAA
GLLDKETATRILEGQVITGGIVDLKR
GKKLSVTLASNLGLVDTADQTELINL
EKATKGRGAEKAVKERLIELQMETA
GLMDPESKAPLTVLQSIDRGILEREA
AVYLLTKQVLDGGIIHHISGLRLSVD
NAFKHGLIGEDMARQLRKVENFIHY
QFFHPQTKEALSFSEAIKLDLVSPDL
KREIQEIQDFSGNLGDFIYGQKLTLA
KTNKEESLANKTELPSGVMHGVIDP
ENCTIIPYSELVKKCRIDTESGWRYL
EVIPFSDIKDEAGNNVLTPPEAIQLG
KVDFASALKVLEAQANTGGIIDMAT
GKRVTLASALEKKLLDENMARIIASH
QMLSGGIIDIYSDQRVTLNDAVEKRL
ISPELAAMIQVDPLAEQGGTGVCELK
GDFLRKELLSESSKTPRESYSKEKHE
AVLQAGSLCAPEKAGIRGSNGEKAE
KGRKISVEMEGQRQDEKASSDSKVS
ASILSPFGFEGESSYQVSVTHPCSES
CDLKPREETRSCMKKCAVVERDKVV
TQIKMVSHVKQSTSGLDAEEARERQ
GRMVSKEQGSHYETAGNLLSERSVR
VDRRVRREMGGEQSVQMSREAAVL
SEEESDQEVTIGDEPDSFVKSQSMK
MIGNDKGKEAGIEKDISVVCKIEGFP
SQMTSKDASLTNQDALPFYTEGETK
TVNLCSILKPGEKLSQETASTVQKEP
LSSEIPRPERLNSQESDEEPQISDVP
HISKGDMAAQITTRQETTDVQDLYIT
SKSSETKDKIFPSKNYIEKLHQEIPM
DPTRSHKLKEATISTLETEGISYLDSS
DIKSLCEDSKADHKSCGHQKSKVTT
TQAKKSLEVVDLLVRDTEEGSSEDR
VGQRGPRVLASLLPEKLPTRTVQSE
NIRQHDAVIPAISEIREEMALSLPCS
VVKVDGKIPKEKHKEILGDEQGPFM
AIPSGKGIEGVNPEPCRATQNVFTRR
LCLEHDEKLVSYLSLLRDIEMRTKQI
QPLELNVAELQDLLGQAKELDRELK
DLSTVVSQELECVDRIVISQPQEVPA
QLLKALEKDAKNLQKSLDSVSDSWS
SRFLHLQSAVEVKKATVLNRHKELQ
GKLQDLRAWVGRASLTLNSKGCDTE
TDADSLSHTLQPYKDMKQSMAERK
SQLDALALDIQLFISEHPQDLSLQQN
QEMLQFLSELQRSFQGLVEHTAAQK
DVVQGHLQQVQQEVQVKTLQKQQD
TCHKKLEDLCNWVGQAERALERHQ
GGSSSGKSSLLCAEPKVDLKDLQGDI
QSHSTSFATAVKDIEGFLEENQTKLS
PQELTALREKLHQAKEQYEVLQERT
RVAQKELEEAVTSALQQETEKSKAA
TELAENKRKIDALLDWVGLLWGHLR
ESHRLAFQEWSSSLELAMEKQTLAA
TDGHVDVNQVPETLDRQYELMKAR
HQELLSQQQNFIVATQSVQSFLDQH
SHNLTPEERQKLQEKLGELKEQYAA
SLARSEAELKQTQALRDELQKFLQD
HKEFENWLQQSENELDSMHKGGS
SPEALNSLLKRQGSFSEDVISHKGD
LRFVTISGQKVLETENNFEEGQEPS
ATRNLVNEKLKDATERYTTLHSKCIR
LGSHLSMLLGQYQQFQSSADSLQA
WVLTCEASVGKLLSDTVASDPGVLQ
QQLATTKQLQEELAEHQVPVEKLQK
AAHDLLDIEGEPALDCRPIQETTDSI
SSRFQNLSCSLDERSALLQKAIAQSQ
SVQESMESLLQSIREVEQNLERDQV
ASLSSGVIQEALANNMKLKQDIARQ




KSSLEATHDMVTRFMETADSNSASV
LQGKLAELSQRFQQLQLQQQEKES
NLKKLLPQAEMFEQLSNKLQQFME
NKSRLLASGNQPDQDIAHFSQQIQE
LTLAMEDQKENLDTLEHLVTTLGSC
GFALDLSQHQDKIQNLKKDFTELQK
TVQEREKDASTCQEQLDEFRKLIRTF
QKWLKETEGNVPPAKTFVSAKELEK
QIEHLKDLISDWESKGALLGEINAKG
TALESLIMDITAPDSQAKTGSILPPVG
SSVGSVNGYHTCKDLTEIQCDMFDV
NSKYEKLWEVLRERQESLQTVFSRM
EEVQKEASSVLQWLESKEEVLKAM
DATLSPTKTETVKAQAESNKAFLAEL
EQNSPKIQKVKEALAGLLKTYPNSQ
EAENWKKMQEDLNSRWEKATEVTV
ARQKQLEESASHLACFQAAESQLRP
WLMEKELMMGVLGPLSIDPNMLKQ
QVQFMLKEFEARRQQHEQLNEAAQ
GILTGPGDMSPSASQVHKDLQSISQ
KWVELTDKLNSRSSQIDQAIVKSTQY
QDLLQDLSEKVKAIGQRLSGQSAIST
QPEAVKQQLEETSEIRSDLGQLDNEI
KEAQTLCQELSLLIGEQYLKDELKKR
LETVALPLQGLEDLAADRMNRLQAA
LASTQQFQQMFDELRTWLDEKQSQ
QAKNCPISAKLERLQCQLQENEEFQ
KNLNQHSGSYEVIVAEGEALLLSVPP
GEEKKTLQNQLVELRSHWEDLSKK
TANRQSRLKDCMQKAQKYQGHVED
LVPWIDECKSKMSELQVTLDPVQLE
SSLLRSKAMLNEAEKRRSLLEILNSA
ADILINSSEIDEDEIRDEKAGLNQNM
DAITEELQAKTSSLEEMTQRLKEFQ
ESFKNIEKKVEGAKHQLEIFDALGSQ
ACSNKNLEKLKAQQEVLQALEPQVD
YLRNFTQGLVEDAPDGSDASPLVHQ
AEVAQQEFLEVKQRVSSSCLTMENK
LEGIGQFHCRVREMFSQLADLDDEL
DGMGAIGRDTDSLQSQIEDVRLFLN
KIQALRFDIEDSEAECRKMLEEEGTL
DLLGLKRELEALNKQCGKLTERGKV
RQEQLELTLGRVEDFYRKLKALNDA
ATAAEEGEALQWIVGTEVDVINQQL
ADFKLFQKDQVDPLQVKLQQVNGL
GQGLIQSAGKNCDVQGLEHDMDEI
NTRWNTLNKKVAQRIAQLQEALLHC
GKFQDALEPLLSWLTDTEELIANQK
PPSAEYKVVKAQIQEQKLLQRLLDDR
KATVDMLQAEGGRIAQSAELADREK
ITGQLESLERRWTDLLSKAAARQKQ
LEDILVLAKQFHETAEPISDFLSVTA
NKLANSEPVGTQTAKIHQQIIRHKAL
NEEIINRKKNVDQAIKNGQALLKQT
TGEEVLLIQEKLDGIKTRYADITLTSS
KALRTLEQARQLATKFHSTYEELTG
WLREAEEELAASGGQSPTGEQIPQF
QQRQKELKKEVMEHRLVLDTVNEV
SHALLELVPWRAREGLDKLVSDANE
QYKLISDTVGQRVDEIDAAIQRSQQY
EQAADAELAWVAETKRKLMALGPIR
LEQDQTTAQLQVQKAFSIDIIRHKDS
MDELFSHRGEIFSTCGEEQKAVLQE
KTECLIQQYEAVSLLNSERYARLERA
QVLVNQFWETYEELSPWAEETLALI
AQLPPPAVDHEQLRQQQEEMRQLR
ESIAEHKPHIDKILKIGPQLKELNPEE
GKMVEEKYQKAENMYAQIKDEVRQ
RALALDEAVSQSAQFHDKIEPMLET
LENLSSRLRMPPLIPAEVDKIRECIS
DNKSATVELEKLQPSFEALKRRGEE
LIGRSQGADKDLAAKEIQDKLDQMV
FFWEDIKARSEEREIKFLDVLELAEK
FWYDMAALLTTIKDTQDIVHDLESP
GIDPSIIKQQVEAAETIKEETDGLHEE
LEFIRILGADLIFACGETEKPEVKKST
DEMNNAWENLNKTWKERLEKLED
AMQAAVQYQDTLQAMFDWLDNTVI
KLCTMPPVGTDLNTVKDQLNEMKE
FKVEVYQQQIEMEKLNHQGELMLK
KATDETDRDIIREPLTELKHLWENLG
EKIAHRQHKLEGALLALGQFQHALE
ELMSWLTHTEELLDAQRPISGDPKV




IEVELAKHHVLKNDVLAHQATVATV
NKAGSELLESSAGDDASSLRSRLET
MNQCWESVLQKTEEREQQLQSTLQ
QAQGFHSEIEDFLLELNRMENQLSA
SKPTGGLPETAREQLDTHMELHSQL
RAKEEIYNQLLDKGRLMLLSRGDSG
SGSKTEQSVALLEQKWHAVSSKVEE
RKSKLEEALSLATEFQNSLQEFINW
LTLAEQSLNIASPPSLILNTVLSQIEE
HKVFANEVNDHRDQIIELDQTGNQL
KFLSQKQDVVLIKNLLVSVQSRWEK
VVQRSIERGRSLDDARKRAKQFHEA
WKKLIDWLEDAESHLDSELEISNDP
DKIKLQLSKHKEFQKTLGGKQPVYD
TTIRTGRALKEKTLLAGDTQKLDNLL
GEVRDKWDTVCGKSVERQHKLEEA
LLFSGQFMDALQALVDWLYKVEPQL
AEDQPVHGDLDLVMNLMDAHKVF
QKELGKRTGTVQVLKRSGRELIEGS
RDDTTWVKGQLQELSTRWDTVCKL
SVSKQSRLEQALKQAEEFRDTVHML
LEWLSEAEQTLRFRGALPDDTEALQ
SLIDTHKEFMKKVEEKRVDVNTAVA
MGEAILAVCHPDCITTIKHWITIIRAR
FEEVLTWAKQHQQRLETALSELVAN
AELLEELLAWIQWAETTLIQRDQEPI
PQNIDRVKALITEHQSFMEEMTRKQ
PDVDRVTKTYKRKSVEPTHAPFMEK
SRSGSRKSLNQPTPPPMPILSQSEAK
NPRINQLSARWQQVWLLALERQRK
LNDALDRLEELCPELKEFANFDFDV
WRKKYMRWMNHKKSRVMDFFRRI
DKDQDGKITRQEFIDGILASKFPTTK
LEMTAVADIFDRDGDGYIDYYEFVAA
LHPNKDAYRPTTDADKIEDEVTRQV
AQCKCAKRFQVEQIGENKYRFFLGN
QFGDSQQLRLVRILRSTVMVRVGGG
WMALDEFLVKNDPCRARGRTNIEL
REKFILPEGASQGMTPFRSRGRRSK
PSSRAASPTRSSSSASQSNHSCTSM
PSSPATPASGTKVISSSGSKLKRPTPA
FHSSRTSLAGDTSNSSSPASTGAKA
NRADPKKSASRPGSRAGSRAGSRAS
SRRGSDASDFDLLETQSACSDTSES
SAAGGQGSSRRGLTKPSKIPTMSKK
TTTASPRTPGPKR




