
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

Q91ZU6 DYST_MOUSE Mus
musculus

Dystonin 46.374885 T2483
(Q91ZU6-
5);S7184

S236;S237;S1381;S2211;S2862;S38
94;S4680;S5488;S7254;S7333;S733
6;S7348;S205;S208

22645316;34418053;40885482;400
21952

MAGYLSPAAYMYVEEQEYLQAYEDV
LERYKDERDKVQKKTFTKWINQHL
MKVRKHVNDLYEDLRDGHNLISLLE
VLSGDTLPREKGRMRFHRLQNVQIA
LDYLKRRQVKLVNIRNDDITDGNPK
LTLGLIWTIILHFQISDIHVTGESEDM
SAKERLLLWTQQATEGYAGVRCENF
TTCWRDGKLFNAIIHKYRPDLIDMN
TVAVQSNLANLEHAFYVAEKIGVIRL
LDPEDVDVSSPDEKSVITYVSSLYDA
FPKVPEGGEGIGANDVEVKWIEYQN
MVNYLIQWIRHHVVTMSERTFPNN
PLELKALYNQYLQFKEKEIPPKEMEK
SKIKRLYKLLEIWIEFGRIKLLQGYHP
NDIEKEWGKLIIAMLEREKALRPEVE
RLDMLQQIATRVQRDSVSCEDKLIL
ARNALQSDSKRLESGVQFQNEAEIA
GYILECENLLRQHVIDVQILIDGKYY
QADQLVQRVAKLRDEIMALRNECSS
VYSKGRMLTTEQTKLMISGITQSLNS
GFAQTLHPSLNSGLTQSLTPSLTSSS
VTSGLSSGMTSRLTPSVTPVYAPGFP
SVVAPNFSLGVEPNSLQTLKLMQIR
KPLLKSSLLDQNLTEEEVNMKFVQD
LLNWVDEMQVQLDRTEWGSDLPSV
ESHLENHKNVHRAIEEFESSLKEAK
ISEIQMTAPLKLSYTDKLHRLESQYA
KLLNTSRNQERHLDTLHNFVTRATN
ELIWLNEKEESEVAYDWSERNSSVA
RKKSYHAELMRELEQKEESIKAVQEI
AEQLLLENHPARLTIEAYRAAMQTQ
WSWILQLCQCVEQHIQENSAYFEFF
NDAKEATDYLRNLKDAIQRKYSCDR
SSSIHKLEDLVQESMEKEELLQYRS
VVAGLMGRAKTVVQLKPRNPDNPLK
TSIPIKAICDYRQIEITIYKDDECVLAN
NSHRAKWKVISPTGNEAMVPSVCFT
VPPPNKEAVDFANRIEQQYQSVLTL
WHESHINMKSVVSWHYLVNEIDRIR
ASNVASIKTMLPGEHQQVLSNLQSR
LEDFLEDSQESQIFSGSDISQLEKEV
SVCRKYYQELLKSAEREEQEESVYN
LYISEVRNIRLRLESCEDRLIRQIRTP
LERDDLHESMLRITEQEKLKKELDR
LKDDLGTITNKCEEFFSQAADSPSVP
ALRSELSVVIQSLSQIYSMSSTYIEKL
KTVNLVLKNTQAAEALVKLYETKLC
EEEAVIADKNNIENLMSTLKQWRSE
VDEKREVFHALEDELQKAKAISDEM
FKTHKERDLDFDWHKEKADQLVER
WQSVHVQIDNRLRDLEGIGKSLKHY
RDSYHPLDDWIQHIETTQRKIQENQ
PENSKALALQLNQQKMLVSEIEVKQ
SKMDECQKYSEQYSAAVKDYELQT
MTYRAMVESQQKSPVKRRRIQSSAD
LVIQEFMDLRTRYTALVTLMTQYIKF
AGDSLKRLEEEEKSLDEEKKQHIEK
AKELQKWVSNISKTLGDGEKAGKPL
FSKQQMSSKEISTKKEQFSEALQTT
QIFLAKHGDKLTEEERSDLEKQVKT
LQEGYNLLFSESLKQQELQPSGESK
VPEKPDKVIAGTINQTTGEVLSVFQA
VLRGLIDYETGIRLLEAQLVITGLISP
ELRKCFDLRDAESHGLIDEQVLRQL
KELNRAKQLISTASPTSIPVLDSLAQ
GMVSESMAIRVLEILLSAGPLLVPAT
GEHLTLQQAFQQNLISSALFSKVLE
RQDTCKDLIDPCTSEKVSLTDMVQR
SILQENTRMWLLPVRPQEAGRITLK
CGRSVSILRAAHEGLIDRETMFRLLG
AQLLSGGLIDCNSGQKMTVEEAVAE
GVIDRDTASSILTYQVQTGGIVHSNP
AKRLTVDEAVQCELITSSSALLVLEA
QRGYVGLIWPHSGEIFPTSSSLQQEL
ITNELASKILNGRQKIAALYIPESSQV
IGLDAAKQLGIIDNNTASVLKSVTLP
DKMPDLGDLEDCKNAKRWLSFCKL
QPSTVHDYRQEEGGSDGEEPVTAQS
SEQTKKLFLSYLMVNSYMDAHTGQ
RLLLYDGDLDEAVGMLLESCGTELG

True True 3.098 5.0 1.267 5.0 1.306 5.0



0

ADTSTRESLSVLTIPDAFPDCALSEE
KHECSAAAAGPDKCHYSHPGHKESL
ENAKWDMNEAFCKMGNNDSNGEL
PRPENLADTTVVQKGSESPSRVRVP
KPTSSSTQPEGSVLRPESGSILKGCK
SQSEPVTKKYPDGANHSHFLTSETS
RPCDSNEREDEENIQKGPSVFDYSP
RLSALLSHDELRQSQGRFSDTSTPQ
NTGYLCEASTLSPSDQRVLADQSTR
EKFQDQFLGIAAISVSLQGAPCGQKP
VDTECSSSQVHYHSEESMSDASAES
GATRQTDESEKTGSKVEDNSCTMVP
GGGSRNDNTSDCGPLSHKGAIDAG
DYETSLLAGQQSDTATDSDSDDYFY
DTPLFEDEDHDSLILQGDDRDCLQP
EDYDTSLQEENDRTPPPDDIFYDVM
KEKENPEFPHGGMDESLGVENKVC
CPQGFPVGIEKPELYLAGEKEFNSG
GSEQLVESVSESENPPGLWDSESDS
LTEGEIIGRKERLGASLTPDGHWRG
DREECDTSRESQSDTDGVGSIQSSE
SYRPYMSDGSDLDEEDNGGRSSED
SGDGRGGQGVADEGGEPQYQADPT
QLYTAIRKEHGGETQNVSDMIPLDK
THSYSPLETQHGAGVFQPESAGRGG
WDTERSSHPELTTEADEEDEASLST
HMATKGVSLSNAEGTASEEIRLVQG
PDSTGILKAEDLENVSPEISPSSDNIV
RSEAELGGGASEDGHLSFTGSDRDQ
QGPGRGLVKGRDGQSDKLVDETSIR
EMGFQKEGVLMSSPEEGGEEERDL
EPFPNGSATESLNMGKSQVPPLLTH
TEELSHRGAPHTTTMTTTMTLEGEA
KNVQTGLTESPVLLETLAEIFDTPAS
KVTRADLTSAVTASEMKSQVKEDSL
TGGPEKETGPCTSLGHCDKCIHVDM
LEPNEHTPSCALVAPPTVKDNLCSV
NNAGEKSVRPQEDWPPAAEVRLSD
ACVEESISEGKAGILQFTPENSDSTL
SRLPHQSVAGWGKSADSVQARLPVS
GVRHTSADTLDVGCPQLESSREKAS
AEEEPHRERALSLKPQEREHHMLG
FVEDGRSILKSSLDKVHMNLQEVGD
PSAGTGTKISIQNLIRRAILSELPNEV
SNVPSHGISPISNSSEVRAESGGDPF
CITSFLHLLKQNQPPQETPGISELAK
VLTQMDCDPEQRGLGSELLPPQLKN
AFYKLLFDGYATEKDQAEALGQTSC
AVPKMAEEKPHVCSDLRNKEGHHC
PLNPQAVGEAEVEPFSVHIAALPGGE
KLGELCSEPPEHSESTSGSKERSSDS
SSKEKCSNGLQQCLQHTEKMHEYL
VLLQDMKPPLDNQASVESSLEALKS
QLKQLEAFELGLAPIAVFLRKDLKLA
EEFLKSFPSDLPRRHHEELSKSHQR
LQNAFSSLSSVSSERMKLIKLAINSE
MSKLAVRHEDFLHKLTSYSDWVSE
KSRSVKAIQTVNVQDTELVKNSVKF
LKNVLADLSHTKMQLETTAFDVQSF
ISDYAQDLSPSQSRQLLRLLNTTQKG
FLDLQELVTTEADRLEALLQLEQEL
GHQKVVAERQQEYREKLQGLCDLLT
QTENRLISNQEAFVIGDGTVELQKY
QSKQEELQRDMQGSTQAMEEIVRN
TELFLKESGDELSQADRALIEQKLNE
VKMKCAQLNLKAEQSRKELDKAVTT
ALKEETEKVAAVRQLEESKTKIENLL
NWLSNVEEDSEGVWTKHTQPMEQ
NGTYLHEGDSKLGAGEEDEVNGNL
LETDAEGHSEATKGNLNQQYEKVKA
QHGKIMAQHQAVLLATQSAQVLLEK
QGHYLSPEEKEKLQKNTQELKVHYE
KVLAECEKKVKLTHSLQEELEKFDT
DYSEFEHWLQQSEQELANLEAGAD
DLSGLMDKLTRQKSFSEDVISHKGD
LRYITISGNRVIDAAKSCSKRDSDRIG
KDSVETSATHREVQTKLDQVTDRFR
SLYSKCSVLGNNLKDLVDQYQQYED
ASCGLLSGLQACEAKASKHLREPIAL
DPKNLQRQLEETKALQGQISSQQVA
VEKLKKTAEVLLDAKGSLLPAKNDIQ
KTLDDIVGRYDDLSKCVNERNEKLQ
ITLTRSLSVQDALDEMLDWMGSVES



SLVKPGQVPLNSTALQDLISKDTML
EQDITGRQSSINAMNEKVKTFIETTD
PSTASSLQAKMKDLSARFSEASQKH
KEKLAKMVELKAKVEQFEKLSDKLQ
TFLETQSQALTEVAMPGKDVPELSQ
HMQESTAKFLEHRKDLEALHSLLKE
ISSHGLPGDKALVFEKTNNLSRKFK
EMEDTIQEKKDALSSCQEQLSAFQT
LAQSLKTWIKETTKQVPVVKPSLGTE
DLRKSLEETKKLQEKWNLKAPEIHK
ANNSGVSLCNLLSALISPAKAIAAAK
SGGVILNGEGTDTNTQDFLANKGLT
SIKKDMTDISHSYEDLGLLLKDKIVE
LNTKLSKLQKAQEESSAMMQWLEK
MNKTASRWRQTPTPADTESVKLQV
EQNKSFEAELKQNVNKVQELKDKL
SELLEENPEAPEAQSWKQALAEMD
TKWQELNQLTMDRQQKLEESSNNL
TQFQTTEAQLKQWLMEKELMVSVL
GPLSIDPNMLNTQKQQVQILLQEFD
TRKPQYEQLTAAGQGILSRPGEDPSL
HGIVNEQLEAVTQKWDNLTGQLRD
RCDWIDQAIVKSTQYQSLLRSLSGTL
TELDDKLSSGLTSGALPDAVNQQLE
AAQRLKQEIEQQAPKIKEAQEVCEDL
SALVKEEYLKAELSRQLEGILKSFKD
IEQKTENHVQHLQSACASSHQFQQ
MSKDFQAWLDAKKEEQRDSPPISAK
LDVLESLLNSQKDFGKTFTEQSNIYE
KTISEGENLLLKTQGAEKAALQLQL
NTMKTDWDRFRKQVKEREEKLKDS
LEKALKYREQVETLRPWIDRCQHSL
DGVTFSLDPTESESSIAELKSLQKEM
DHHFGMLELLNNTANSLLSVCEVD
KEAVTEENQSLMEKVNRVTEQLQS
KTVSLENMAQKFKEFQEVSRDTQR
QLQDTKEQLEVHHSLGPQAYSNKH
LSVLQAQQKSLQTLKQQVDEAKRLA
QDLVVEAADSKGTSDVLLQAETLAE
EHSELSQQVDEKCSFLETKLQGLGH
FQNTIREMFSQFTECDDELDGMAPV
GRDAETLRKQKACMQTFLKKLEAL
MASNDSANRTCKMMLATEETSPDL
IGVKRDLEALSKQCNKLLDRAKTRE
EQVDGATEKLEEFHRKLEEFSTLLQ
KAEEHEESQGPVGTETETINQQLDV
FKVFQKEEIEPLQVKQQDVNWLGQ
GLIQSAAANTCTQGLEHDLDSVNSR
WKTLNKKVAQRTSQLQEALLHCGR
FQDALESLLSWMADTEELVANQKPP
SAEFKVVKAQIQEQKLLQRLLEDRK
STVEVIKREGEKIAASAEPADRVKLT
RQLSLLDSRWEALLSRAEARNRQLE
GISVVAQEFHETLEPLNEWLTAVEK
KLANSEPIGTQAPKLEEQISQHKALQ
EDILLRKQSVDQALLNGLELLKQTTG
DEVLIIQDKLEAIKARYKDITKLSADV
AKTLEHALQLAGQLQSMHKELCNW
LDKVEVELLSYETQGLKGEAASQVQ
ERQKELKNEVRSNKALVDSLNEVSS
ALLELVPWRAREGLEKTIAEDNERY
RLVSDTITQKVEEIDAAILRSQQFEQ
AADAELSWITETQKKLMSLGDIRLE
QDQTSAQLQVQKAFTMDILRHKDII
DELVTSGHKIMTTSSEEEKQSMKKK
LDKVLKKYDAVCQINSERHLQLERA
QSLVSQFWETYEELWPWLTETQRII
SQLPAPALEYETLRRQQEEHRQLRE
LIAEHKPHIDKMNKTGPQLLELSPK
EGIYIQEKYVAADTLYSQIKEDVKKR
AVVLDEAISQSTQFHDKIDQILESLE
RIAERLRQPPSISAEVEKIKEQIGENK
SVSVDMEKLQPLYETLRQRGEEMIA
RSEGTEKDVSARAVQDKLDQMVFIW
GSIHTLVEEREAKLLDVMELAEKFW
CDHMSLVVTIKDTQDFIRDLEDPGID
PSVVKQQQEAAEAIREEIDGLQEELD
MVITLGSELIAACGEPDKPIVKKSIDE
LNSAWDSLNKAWKDRVDRLEEAM
QAAVQYQDGLQGIFDWVDIAGNKLA
TMSPIGTDLETVKQQIEELKQFKSEA
YQQQIEMERLNHQAELLLKKVTEEA
DKHTVQDPLMELKLIWDSLDERIVS



RQHKLEGALLALGQFQHALDELLA
WLTHTKGLLSEQKPVGGDPKAIEIEL
AKHHVLQNDVLAHQSTVEAVNKAG
NDLIESSEGEEASNLQYKLRILNQR
WQDILEKTDQRKQQLDSALRQAKGF
HGEIEDLQQWLTDTERHLLASKPLG
GLPETAKEQLNAHMEVCTAFAIKEE
TYKSLMLRGQQMLARCPRSAETNID
QDITNLKEKWESVKSKLNEKKTKLE
EALHLAMNFHNSLQDFINWLTQAE
QTLNVASRPSLILDTILFQIDEHKVFA
NEVNSHREQIIELDKTGTHLKYFSQ
KQDVVLIKNLLISVQSRWEKVVQRL
VERGRSLDEARKRAKQFHEAWSKL
MEWLEESEKSLDSELEIANDPDKIK
AQLVQHKEFQKSLGGKHSVYDTTNR
TGRSLKEKTSLADDNLKLDNMLSEL
RDKWDTICGKSVERQNKLEEALLFS
GQFTDALQALIDWLYRVEPQLAEDQ
PVHGDIDLVMNLIDNHKVFQKELGK
RTSSVQALKRSARELIEGSRDDSSW
VRVQMQELSTRWETVCALSISKQTR
LESALQQAEEFHSVVHTLLEWLAEA
EQTLRFHGALPDDEDALRTLIEQHK
EFMKRLEEKRAELSKATGMGDALLA
VCHPDSITTIKHWITIIQARFEEVLAW
AKQHQQRLAGALAGLIAKQELLETL
LAWLQWAETTLTEKDKEVIPQEIEEV
KTLIAEHQTFMEEMTRKQPDVDKVT
KTYKRRATDPPSLQSHIPVLDKGRAG
RKRFPASGFYPSGSQTQIETKNPRV
NLLVSKWQQVWLLALERRRKLNDA
LDRLEELREFANFDFDIWRKKYMR
WMNHKKSRVMDFFRRIDKDQDGKI
TRQEFIDGILSSKFPTSRLEMSAVAD
IFDRDGDGYIDYYEFVAALHPNKDAY
KPITDADKIEDEVTRQVAKCKCAKRF
QVEQIGDNKYRFFLGNQFGDSQQLR
LVRILRSTVMVRVGGGWMALDEFLV
KNDPCRVHHHGSKMLRSESNSSITA
TQPTLAKGRTNMELREKFILADGAS
QGMAAFRPRGRRSRPSSRGASPNRS
TSASSHACQAASPPVPAAASTPKGTP
IQGSKLRLPGYLSGKGFHSGEDSALI
TTAAARVRTQFAESRKTPSRPGSRAG
SKAGSRASSRRGSDASDFDISEIQSV
CSDVETVPQTHRPVPRAGSRPSTAK
PSKIPTPQRRSPASKLDKSSKR


