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QIUPN3

MACF1_HUMAN
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sapiens

Microtubule-
actin cross-
linking
factor 1,
isoforms
1/2/3/4/5

14.499112

T542;S4324;T4646;5S4664;T5621;S6
545;T6715;T6717;T6777;S6786;T67
91;56878;57222;S7225

S4;535;557;5280;S814;51122;S136
7;51376;52006;52051;52077;53122
;S3331;53927;54495;54496;S4521;
S4836;54962;T5435;55808;S6032;S
6967;T7254;57279;S7292;S7330;S7
333

29351928;30379171;40596516;386
65916;34725712;35254053;409144
22;39302247;38253038

MSSSDEETLSERSCRSERSCRSERS
YRSERSGSLSPCPPGDTLPWNLPLH
EQKKRKSQDSVLDPAERAVVRVADE
RDRVQKKTFTKWVNKHLMKVRKHI
NDLYEDLRDGHNLISLLEVLSGIKLP
REKGRMRFHRLQNVQIALDFLKQR
QVKLVNIRNDDITDGNPKLTLGLIWT
[ILHFQISDIYISGESGDMSAKEKLLL
WTQKVTAGYTGIKCTNFSSCWSDGK
MFNALIHRYRPDLVDMERVQIQSNR
ENLEQAFEVAERLGVTRLLDAEDVD
VPSPDEKSVITYVSSIYDAFPKVPEGG
EGISATEVDSRWQEYQSRVDSLIPWI
KQHTILMSDKTFPQNPVELKALYNQ
YIHFKETEILAKEREKGRIEELYKLLE
VWIEFGRIKLPQGYHPNDVEEEWGK
LIIEMLEREKSLRPAVERLELLLQIAN
KIQNGALNCEEKLTLAKNTLQADAA
HLESGQPVQCESDVIMYIQECEGLIR
QLQVDLQILRDENYYQLEELAFRVM
RLQDELVTLRLECTNLYRKGHFTSL
ELVPPSTLTTTHLKAEPLTKATHSSS
TSWFRKPMTRAELVAISSSEDEGNL
RFVYELLSWVEEMQMKLERAEWGN
DLPSVELQLETQQHIHTSVEELGSSV
KEARLYEGKMSQNFHTSYAETLGKL
ETQYCKLKETSSFRMRHLQSLHKFV
SRATAELIWLNEKEEEELAYDWSDN
NSNISAKRNYFSELTMELEEKQDVF
RSLQDTAELLSLENHPAKQTVEAYS
AAVQSQLQWMKQLCLCVEQHVKEN
TAYFQFFSDARELESFLRNLQDSIKR
KYSCDHNTSLSRLEDLLQDSMDEKE
QLIQSKSSVASLVGRSKTIVQLKPRS
PDHVLKNTISVKAVCDYRQIEITICK
NDECVLEDNSQRTKWKVISPTGNEA
MVPSVCFLIPPPNKDAIEMASRVEQ
SYQKVMALWHQLHVNTKSLISWNY
LRKDLDLVQTWNLEKLRSSAPGECH
QIMKNLQAHYEDFLQDSRDSVLFSV
ADRLRLEEEVEACKARFQHLMKSM
ENEDKEETVAKMYISELKNIRLRLEE
YEQRVVKRIQSLASSRTDRDAWQDN
ALRIAEQEHTQEDLQQLRSDLDAVS
MKCDSFLHQSPSSSSVPTLRSELNL
LVEKMDHVYGLSTVYLNKLKTVDVI
VRSIQDAELLVKGYEIKLSQEEVVLA
DLSALEAHWSTLRHWLSDVKDKNS
VFSVLDEEIAKAKVVAEQMSRLTPER
NLDLERYQEKGSQLQERWHRVIAQL
EIRQSELESIQEVLGDYRACHGTLIK
WIEETTAQQEMMKPGQAEDSRVLS
EQLSQQTALFAEIERNQTKLDQCQK
FSQQYSTIVKDYELQLMTYKAFVESQ
QKSPGKRRRMLSSSDAITQEFMDLR
TRYTALVTLTTQHVKYISDALRRLEE
EEKVVEEEKQEHVEKVKELLGWVST
LARNTQGKATSSETKESTDIEKAILE
QQVLSEELTTKKEQVSEAIKTSQIFL
AKHGHKLSEKEKKQISEQLNALNKA
YHDLCDGSANQLQQLQSQLAHQTE
QKECRAVAGVIDLGTVEIFPIFKAMQ
KGLLDQDTGLVLLESQVIMSGLIAPE
TGENLSLEEGIARNLINPQMYQQLR
ELQDALALISRLTESRGPLSVVEAIEK
RIISETVGLKILEAHLATGGFSLSPSE
NCINLEEAFHQGLISAWLHSVLESY
LRTSKNLIDPNTAEKIGLLDLMQRCI
VHQESGFKLLPVKQLAGGMVSLKSG
RKVSIFRAVQEGLIDRQVTVRLLEAQ
LFAGGIVDPRTGHRLTVEEAVRHNLI
DQDMACAILIRQLQTGGIIDTVTGQR
LTIDEAVSNDLVAAKIALVILESLWSF
MGLLWPESGEILPITDALEQGIVSTE
LAHKILSNRQHIKALFLPATTEILSW
KKAIESGILDRDLANNLKSICIPDVM
PHMQLADSAEQNINPGAAVLPCSKS
HPKATASQSENLLFQLMTHSYINVQ
NGQRLLLLDKELMETLTSRDEYQTS
PPKVVEIGHQRQKTPEGLQESANVKI

False

True

3.241

2.101

1.99




SGTFSSGWTVRLPEFQFSSQNKEYP
DREDCTTEKGKKTTVETEDSSVENP
EQDLFVEQKERNPNIDALKVINKVK
LEVQRQLIGTQREDQTAVSVRENAS
RGHLLTIPPAEAEGVPLVVDKDVFSV
ETPKKEHQPLRNTSFTCQNEQAHTL
ETEYIHDETGGSHIKPQSKKLQVQVK
KTLGIKLELKSETDGNVHPLDKKEM
LKKTFLAKDDHKESQEAQNIAGGSM
MMSEKTDEEDSGREIFLSCSHPLEL
LEEATLNVLSAQLLDGGIFHEQTGQ
KLLLNEAISRGIVPSHTAVKLMEKLN
MFQGFFDSQTCESLTTEEVINEGLM
DEKLLHNVLMADKAISGVLDPRTQT
LCSVKDAVTVGLLDKETATRILERQV
VTGGIIDLKRGKKVSVTLASTLGLVD
VADQPELINLEKASKGRDAEKTVRE
RLISLQMETTGLIDPDSKAPLTVVQSI
DRGLLEREEAVRLLTKQVVDGGIIH
HISGMRLSVDNAFRHGLIGEDLAEK
LKRVENLNIHQIFNPETKENISLPKA
IKLDLITSDLKREIQEVQAFTGNFVD
LISGQRLTLAEAKKEGLLTNEAVLSP
GMMHGIVDPENCRIVPYSELVKKCK
IDIESGQRYLEVIPFSDIKDGVSDKVL
TLSQAIQLGKVDFASTLKVLEAQANT
GGIIDTATGKRLTLASALEEKLVDEN
MVRIIASHQVLNGGIVDIFSDQRVTL
VEAIEKRLISPELANMIQIDSSEFSD
HRAQIEKQEGIEVCALQNEFLGKDM
LIACNQTAEMSCNKVEESERLFQVE
NQSAQEKVKVRVSDGEQAKKSREIS
LKEFGCKDQRKPRMSSDAKEFISIIN
PHNLKGKSLGQVSLTHPYSECDFKL
KEVARNNMGNDTNEEQEKAVTKIET
ISHMKQSTSCLDSEEIRENQGEVILE
VQETYCETSGKLPSEQVLQQPMNAR
VKSKREKREVIVEESIRTCKPAFLSE
EKLYQETAIRDEHDSHIKSQPREMT
SSEKGKEADTEMGFSITFKIEESSSQ
VVPQGISVKHLDALTLFSSKQANEG
KVNNLSLCLTLKPEENLSREIACGA
QSEPFPCMTPRPEGLHYQESDGKAQ
VTGPSQISKTDKSFQGTTRQETNYQ
DSWVTSKTKETKHQISSSNECKEKS
YQEVSFDPARGLKLEEITVSRPDSKE
VRYLEFSDRKDLHHQGSKSDDKLCG
TLKSEIATQELTGEKFLEMANPNVA
GLEAGSIEDIVTQRGSRVLGSFLPEK
LFKGVSQKENTGQQNAIISPTVLETS
EEKTVSLTVCSAVKTEKTPQEKLRES
PGSEQTPFMTAPEGKGNGGVNPEPF
RATQNVFTRQLCLEHDEKLVSYLSL
LRNIEMRTKQIQPLELNLAELQDLLC
QAKVLERELKDLTTLVSQELECVNQI
[ISQPQEVPAQLLKALEKDAKNLQKS
LSSVSDTWNSRLLHFQNAVEIEKTK
VLNQHTQLEGRLQDLRAWVGNKNL
ILNSKGSNSEIDVDSLNLCLQQYEDL
KQPMAERKAQLDALAFDIQFFISEH
AQDLSPQQNRQMLRLLNELQRSFQ
DILEQTAAQVDALQGHLQQMEQEAL
VKTLQKQQNTCHQQLEDLCSWVGQ
AERALAGHQGRTTQQDLSALQKNQ
SDLKDLQDDIQNRATSFATVVKDIEG
FMEENQTKLSPRELTALREKLHQAK
EQYEALQEETRVAQKELEEAVTSAL
QQETEKSKAAKELAENKKKIDALLD
WVTSVGSSGGQLLTNLPGMEQLSG
ASLEKGALDTTDGYMGVNQAPEKLD
KQCEMMKARHQELLSQQQNFILAT
QSAQAFLDQHGHNLTPEEQQMLQQ
KLGELKEQYSTSLAQSEAELKQVQT
LQDELQKFLQDHKEFESWLERSEKE
LENMHKGGSSPETLPSLLKRQGSFS
EDVISHKGDLRFVTISGQKVLDMEN
SFKEGKEPSEIGNLVKDKLKDATERY
TALHSKCTRLGSHLNMLLGQYHQF
QNSADSLQAWMQACEANVEKLLSD
TVASDPGVLQEQLATTKQLQEELAE
HQVPVEKLQKVARDIMEIEGEPAPD
HRHVQETTDSILSHFQSLSYSLAERS
SLLQKAIAQSQSVQESLESLLQSIGE




VEQNLEGKQVSSLSSGVIQEALATN
MKLKQDIARQKSSLEATREMVTRF
METADSTTAAVLQGKLAEVSQRFEQ
LCLQQQEKESSLKKLLPQAEMFEHL
SGKLQQFMENKSRMLASGNQPDQD
ITHFFQQIQELNLEMEDQQENLDTL
EHLVTELSSCGFALDLCQHQDRVQ
NLRKDFTELQKTVKEREKDASSCQE
QLDEFRKLVRTFQKWLKETEGSIPPT
ETSMSAKELEKQIEHLKSLLDDWAS
KGTLVEEINCKGTSLENLIMEITAPD
SQGKTGSILPSVGSSVGSVNGYHTC
KDLTEIQCDMSDVNLKYEKLGGVLH
ERQESLQAILNRMEEVHKEANSVLQ
WLESKEEVLKSMDAMSSPTKTETVK
AQAESNKAFLAELEQNSPKIQKVKE
ALAGLLVTYPNSQEAENWKKIQEEL
NSRWERATEVTVARQRQLEESASHL
ACFQAAESQLRPWLMEKELMMGVL
GPLSIDPNMLNAQKQQVQFMLKEF
EARRQQHEQLNEAAQGILTGPGDVS
LSTSQVQKELQSINQKWVELTDKLN
SRSSQIDQAIVKSTQYQELLQDLSEK
VRAVGQRLSVQSAISTQPEAVKQQL
EETSEIRSDLEQLDHEVKEAQTLCD
ELSVLIGEQYLKDELKKRLETVALPL
QGLEDLAADRINRLQAALASTQQFQ
QMFDELRTWLDDKQSQQAKNCPIS
AKLERLQSQLQENEEFQKSLNQHS
GSYEVIVAEGESLLLSVPPGEEKRTL
QNQLVELKNHWEELSKKTADRQSR
LKDCMQKAQKYQWHVEDLVPWIED
CKAKMSELRVTLDPVQLESSLLRSK
AMLNEVEKRRSLLEILNSAADILINS
SEADEDGIRDEKAGINQNMDAVTEE
LQAKTGSLEEMTQRLREFQESFKNI
EKKVEGAKHQLEIFDALGSQACSNK
NLEKLRAQQEVLQALEPQVDYLRNF
TQGLVEDAPDGSDASQLLHQAEVAQ
QEFLEVKQRVNSGCVMMENKLEGI
GQFHCRVREMFSQLADLDDELDGM
GAIGRDTDSLQSQIEDVRLFLNKIHV
LKLDIEASEAECRHMLEEEGTLDLL
GLKRELEALNKQCGKLTERGKARQE
QLELTLGRVEDFYRKLKGLNDATTA
AEEAEALQWVVGTEVEIINQQLADF
KMFQKEQVDPLQMKLQQVNGLGQ
GLIQSAGKDCDVQGLEHDMEEINAR
WNTLNKKVAQRIAQLQEALLHCGKF
QDALEPLLSWLADTEELIANQKPPSA
EYKVVKAQIQEQKLLQRLLDDRKAT
VDMLQAEGGRIAQSAELADREKITG
QLESLESRWTELLSKAAARQKQLED
ILVLAKQFHETAEPISDFLSVTEKKLA
NSEPVGTQTAKIQQQIIRHKALNEEI
VNRKKNVDQAIKNGQALLKQTTGEE
VLLIQEKLDGIKTRYADITVTSSKALR
TLEQARQLATKFQSTYEELTGWLRE
VEEELATSGGQSPTGEQIPQFQQRQ
KELKKEVMEHRLVLDTVNEVSRALL
ELVPWRAREGLDKLVSDANEQYKLV
SDTIGQRVDEIDAAIQRSQQYEQAAD
AELAWVAETKRKLMALGPIRLEQDQ
TTAQLQVQKAFSIDIIRHKDSMDELF
SHRSEIFGTCGEEQKTVLQEKTESLI
QQYEAISLLNSERYARLERAQVLVN
QFWETYEELSPWIEETRALIAQLPSP
ATDHEQLRQQQEEMRQLRESIAEHK
PHIDKLLKIGPQLKELNPEEGEMVE
EKYQKAENMYAQIKEEVRQRALALD
EAVSQSTQITEFHDKIEPMLETLENL
SSRLRMPPLIPAEVDKIRECISDNKS
ATVELEKLQPSFEALKRRGEELIGRS
QGADKDLAAKEIQDKLDQMVFFWE
DIKARAEEREIKFLDVLELAEKFWYD
MAALLTTIKDTQDIVHDLESPGIDPSI
IKQQVEAAETIKEETDGLHEELEFIRI
LGADLIFACGETEKPEVRKSIDEMN
NAWENLNKTWKERLEKLEDAMQA
AVQYQDTLQAMFDWLDNTVIKLCT
MPPVGTDLNTVKDQLNEMKEFKVE
VYQQQIEMEKLNHQGELMLKKATD
ETDRDIIREPLTELKHLWENLGEKIA




HRQHKLEGALLALGQFQHALEELM
SWLTHTEELLDAQRPISGDPKVIEVE
LAKHHVLKNDVLAHQATVETVNKA
GNELLESSAGDDASSLRSRLEAMNQ
CWESVLQKTEEREQQLQSTLQQAQ
GFHSEIEDFLLELTRMESQLSASKPT
GGLPETAREQLDTHMELYSQLKAKE
ETYNQLLDKGRLMLLSRDDSGSGSK
TEQSVALLEQKWHVVSSKMEERKS
KLEEALNLATEFQNSLQEFINWLTL
AEQSLNIASPPSLILNTVLSQIEEHKV
FANEVNAHRDQIIELDQTGNQLKFL
SQKQDVVLIKNLLVSVQSRWEKVVQ
RSIERGRSLDDARKRAKQFHEAWKK
LIDWLEDAESHLDSELEISNDPDKIK
LQLSKHKEFQKTLGGKQPVYDTTIRT
GRALKEKTLLPEDSQKLDNFLGEVR
DKWDTVCGKSVERQHKLEEALLFS
GQFMDALQALVDWLYKVEPQLAED
QPVHGDLDLVMNLMDAHKVFQKEL
GKRTGTVQVLKRSGRELIENSRDDT
TWVKGQLQELSTRWDTVCKLSVSK
QSRLEQALKQAEVFRDTVHMLLEW
LSEAEQTLRFRGALPDDTEALQSLID
THKEFMKKVEEKRVDVNSAVAMGE
VILAVCHPDCITTIKHWITIIRARFEE
VLTWAKQHQQRLETALSELVANAEL
LEELLAWIQWAETTLIQRDQEPIPQN
IDRVKALIAEHQTFMEEMTRKQPDV
DRVTKTYKRKNIEPTHAPFIEKSRSG
GRKSLSQPTPPPMPILSQSEAKNPRI
NQLSARWQQVWLLALERQRKLNDA
LDRLEELKEFANFDFDVWRKKYMR
WMNHKKSRVMDFFRRIDKDQDGKI
TRQEFIDGILASKFPTTKLEMTAVAD
IFDRDGDGYIDYYEFVAALHPNKDAY
RPTTDADKIEDEVTRQVAQCKCAKR
FQVEQIGENKYRFGDSQQLRLVRILR
STVMVRVGGGWMALDEFLVKNDPC
RARGRTNIELREKFILPEGASQGMTP
FRSRGRRSKPSSRAASPTRSSSSASQ
SNHSCTSMPSSPATPASGTKVIPSSG
SKLKRPTPTFHSSRTSLAGDTSNSSS
PASTGAKTNRADPKKSASRPGSRAG
SRAGSRASSRRGSDASDFDLLETQS
ACSDTSESSAAGGQGNSRRGLNKPS
KIPTMSKKTTTASPRTPGPKR




