UniprotKB Entry name organism |full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi P
ID sites reticulum |apparatus i
Q9JHU4 DYHC1_MOUSE Mus Cytoplasmic|27.903887 NaN S68;51228;54160;T4364;S4366 (39627609;39927985;37507081;333 [MSEPGGGEDGSAGLEVSAVQNVAD |False False 1.781 |[1.453 |False False False F
musculus |dynein 1 00544 IVAVLQKHLRKLVPLLLEDGGDAPAA
heavy chain LEAALEEKSALEQMRKFLSDPQVHT
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VLVERSTLKEDVGDEGEEEKEFISYN
INIDIHYGVKSNSLAFIKRAPVIDADK
PVSSQLRVLTLSEDSPYETLHSFISN
IAVAPFFKSYIRESGKADRDGDKMAP
SVEKKIAELEMGLLHLQQNIEIPEISL
PIHPIITNVAKQCYERGEKPKVTDFG
DKVEDPTFLNQLQSGVNRWIREIQK
VTKLDRDPASGTALQEISFWLNLER
IALYRIQEKRESPEVLLTLDILKHGKR
FHATVSFDTDTGLKQALETVNDYNP
LMKDFPLNDLLSATELDKIRQALVAI
FTHLRKIRNTKYPIQRALRLVEAISRD
LSSQLLKVLGTRKLMHVAYEEFEKV
MVACFEVFQTWDDEYEKLQVLLRDI
VKRKREENLKMVWRINPAHRKLQA
RLDQMRKFRRQHEQLRAVIVRVLRP
QVTAVAQQNQGEAPEPQDMKVAEV
LFDAADANAIEEVNLAYENVKEVDG
LDVSKEGTEAWEAAMKRYDERIDRV
ETRITARLRDQLGTAKNANEMFRIF
SRFNALFVRPHIRGATREYQTQLIQR
VKDDIESLHDKFKVQYPQSQACKMS
HVRDLPPVSGSITWAKQIDRQLTAYM
KRVEDVLGKGWENHVEGQKLKQDG
DSFRMKLNTQEIFDDWARKVQQRN
LGVSGRIFTIESARVRGRTGNVLKLK
VNFLPEIITLSKEVRNLKWLGFRVPL
IATVNKAHQANQLYPFAISLIESVRTY
ERTCEKVEERNTISLLVAGLKKEVQA
LIAEGIALVWESYKLDPYVQRLAETV
FNFQEKVDDLLIIEEKIDLEVRSLET
CMYDHKTFSEILNRVQKAVDDLNLH
SYSNLPIWVNKLDMEIERILGVRLQA
GLRAWTQVLLGQAEDKAEVDMDTD
IAPQVSHKPGGEPKIKNVVHELRITN
QVIYLNPPIEECRYKLYQEMFAWKM
VVLSLPRIQSQRYQVGVHYELTEEEK
FYRNALTRMPDGPVALEESYSAVMG
[VTEVEQYVKVWLQYQCLWDMQAE
NIYNRLGEDLNKWQALLVQIRKARG
TFDNAETKKEFGPVVIDYGKVQSKV
NLKYDSWHKEVLSKFGQMLGSNMT
EFHSQISKSRQELEQHSVDTASTSD
IAVTFITYVQSLKRKIKQFEKQVELYR
NGQRLLEKQRFQFPPSWLYIDNIEG
EWGAFNDIMRRKDSAIQQQVANLQ
MKIVQEDRAVESRTTDLLTDWEKTK
PVTGNLRPEEALQALTIYEGKFGRLK
DDREKCAKAKEALELTDTGLLSGSE
ERVQVALEELQDLKGVWSELSKVW
EQIDQMKEQPWVSVQPRKLRQNLD
GLLNQLKNFPARLRQYASYEFVQRL
LKGYMKINMLVIELKSEALKDRHWK
QLMKRLHVNWVVSELTLGQIWDVD
LQKNEAVVKDVLLVAQGEMALEEFL
KQIREVWNTYELDLVNYQNKCRLIR
GWDDLFNKVKEHINSVSAMKLSPYY
KVFEEDALSWEDKLNRIMALFDVWI
DVQRRWVYLEGIFTGSADIKHLLPVE
TQRFQSISTEFLALMKKVSKSPLVM
DVLNIQGVQRSLERLADLLGKIQKAL
GEYLERERSSFPRFYFVGDEDLLEII
GNSKNVAKLQKHFKKMFAGVSSIIL
NEDNSVVLGISSREGEEVMFKTPVSI
TEHPKINEWLTLVEKEMRVTLAKLL
IAESVTEVEIFGKATSIDPNTYITWIDK
YQAQLVVLSAQIAWSENVENALSNV
GGGGDVGPLQSVLSNVEVTLNVLAD
SVLMEQPPLRRRKLEHLITELVHQR
DVTRSLIKSKIDNAKSFEWLSQMRF
YFDPKQTDVLQQLSIQMANAKFNYG
FEYLGVQDKLVQTPLTDRCYLTMTQ
IALEARLGGSPFGPAGTGKTESVKAL
GHQLGRFVLVFNCDETFDFQAMGRI
FVGLCQVGAWGCFDEFNRLEERML
SAVSQQVQCIQEALREHSNPNYDKT
SAPITCELLNKQVKVSPDMAIFITMN




PGYAGRSNLPDNLKKLFRSLAMTKP
DRQLIAQVMLYSQGFRTAEVLANKI
VPFFKLCDEQLSSQSHYDFGLRALK
SVLVSAGNVKRERIQKIKREKEERGE
IAVDEGEIAENLPEQEILIQSVCETMV
PKLVAEDIPLLFSLLSDVFPGVQYHR
GEMTALREELKKVCQEMYLTYGDG
EEVGGMWVEKVLQLYQITQINHGL
MMVGPSGSGKSMAWRVLLKALERL
EGVEGVAHIIDPKAISKDHLYGTLDP
NTREWTDGLFTHVLRKIIDNVRGEL
QKRQWIVFDGDVDPEWVENLNSVL
DDNKLLTLPNGERLSLPPNVRIMFE
VQDLKYATLATVSRCGMVWFSEDVL
STDMIFNNFLARLRSIPLDEGEDEA
QRRRKGKEDEGEEAASPMLQIQRDA
IATIMQPYFTSNGLVTKALEHAFKLE
HIMDLTRLRCLGSLFSMLHQACRN
'VAQYNANHPDFPMQIEQLERYIQRY
LVYAILWSLSGDSRLKMRAELGEYIR
RITTVPLPTAPNVPIIDYEVSISGEWS
PWQAKVPQIEVETHKVAAPDVVVPT
LDTVRHEALLYTWLAEHKPLVLCGP
PGSGKTMTLFSALRALPDMEVVGLN
FSSATTPELLLKTFDHYCEYRRTPNG
'VVLAPVQLGKWLVLFCDEINLPDMD
KYGTQRVISFIRQMVEHGGFYRTSD
QTWVKLERIQFVGACNPPTDPGRKP
LSHRFLRHVPVVYVDYPGPASLTQIY
GTFNRAMLRLIPSLRTYAEPLTAAM
VEFYTMSQERFTQDTQPHYIYSPRE
MTRWVRGIFEALRPLETLPVEGLIRI
WAHEALRLFQDRLVEDEERRWTDE
NIDMVALKHFPNIDKEKAMSRPILYS
NWLSKDYIPVDQEELRDYVKARLKV
FYEEELDVPLVLFNEVLDHVLRIDRI
FRQPQGHLLLIGVSGAGKTTLSREVA
WMNGLSVYQIKVHRKYTGEDFDED
LRTVLRRSGCKNEKIAFIMDESNVL
DSGFLERMNTLLANGEVPGLFEGD
EYATLMTQCKEGAQKEGLMLDSHE
ELYKWFTSQVIRNLHVVFTMNPSSE
GLKDRAATSPALFNRCVLNWFGDW
STEALYQVGKEFTSKMDLEKPNYIVP
DYMPVVYDKLPQPPTHREAIVNSCV
FVHQTLHQANARLAKRGGRTMAITP
RHYLDFINHYANLFHEKRSELEEQQ
MHLNVGLRKIKETVDQVEELRRDLR
IKSQELEVKNAAANDKLKKMVKDQ
QEAEKKKVMSQEIQEQLHKQQEVIA
DKQMSVKEDLDKVEPAVIEAQNAVK
SIKKQHLVEVRSMANPPAAVKLALE
SICLLLGESTTDWKQIRSIIMRENFIP
TIVNFSAEEISDAIREKMKKNYMSN
PSYNYEIVNRASLACGPMVKWAIAQ
LNYADMLKRVEPLRNELQKLEDDA
KDNQQKANEVEQMIRDLEASIARYK
EEYAVLISEAQAIKADLAAVEAKVNR
STALLKSLSAERERWEKTSETFKNQ
MSTIAGDCLLSAAFIAYAGYFDQQM
RQNLFTTWSHHLQQANIQFRTDIAR
TEYLSNADERLRWQASSLPADDLCT
ENAIMLKRFNRYPLIIDPSGQATEFI
MNEYKDRKITRTSFLDDAFRKNLES
IALREGNPLLVQDVESYDPVLNPVLN
REVRRTGGRVLITLGDQDIDLSPSFV
IFLSTRDPTVEFPPDLCSRVTFVNFT
VTRSSLQSQCLNEVLKAERPDVDEK
RSDLLKLQGEFQLRLRQLEKSLLQA
LNEVKGRILDDDTIITTLENLKREAA
EVTRKVEETDIVMQEVETVSQQYLP
LSTACSSIYFTMESLKQVHFLYQYSL
QFFLDIYHNVLYENPNLKGATDHTQ
RLSIITKDLFQVAFNRVARGMLHQD
HITFAMLLARIKLKGTVGEPTYDAEF
QHFLRGKEIVLSAGSTPKIQGLTVEQ
IAEAVVRLSCLPAFKDLIAKVQADEQF
GIWLDSSSPEQTVPYLWSEETPTTPI
GQAIHRLLLIQAFRPDRLLAMAHMF
VSTNLGESFMSIMEQPLDLTHIVGT
EVKPNTPVLMCSVPGYDASGHVEDL
IAAEQNTQITSIAIGSAEGFNQADKAI
NTAVKSGRWVMLKNVHLAPGWLM




QLEKKLHSLQPHACFRLFLTMEINP
KVPVNLLRAGRIFVFEPPPGVKANM
LRTFSSIPVSRICKSPNERARLYFLLA
WFHAIIQERLRYAPLGWSKKYEFGE
SDLRSACDTVDTWLDDTAKGRQNIS
PDKIPWSALKTLMAQSIYGGRVDNE
FDQRLLNTFLERLFTTRSFDSEFKLA
CKVDGHKDIQMPDGIRREEFVQWV
ELLPDAQTPSWLGLPNNAERVLLTT
QGVDMISKMLKMQMLEDEDDLAYA
ETEKKARTDSTSDGRPAWMRTLHTT
IASNWLHLIPQTLSPLKRTVENIKDPL
FRFFEREVKMGAKLLQDVRQDLAD
IVVQVCEGKKKQTNYLRTLINELVKGI
LPRSWSHYTVPAGMTVIQWVSDFSE
RIKQLQNISQAAASGGAKELKNIHVC
LGGLFVPEAYITATRQYVAQANSWSL
EELCLEVNVTASQSATLDACSFGVT
GLKLQGATCSNNKLSLSNAISTVLPL
TQLRWVKQTSAEKKASVVTLPVYLN
FTRADLIFTVDFEIATKEDPRSFYER
GVAVLCTE




