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Q14204 DYHC1_HUMAN Homo
sapiens

Cytoplasmic
dynein	1
heavy	chain
1

11.709756 T260;S1828;S1835;S2384;T3531;S3
533;T3928

S70;S1230;S4162;T4366;S4368 34229054;29237092;23301498;293
51928;37217939;30379171;332145
51;16408927;40596516;38665916;2
6374642;34725712;32119511;4091
4422;34019948;35138101;3825303
8

MSEPGGGGGEDGSAGLEVSAVQNV
ADVSVLQKHLRKLVPLLLEDGGEAP
AALEAALEEKSALEQMRKFLSDPQV
HTVLVERSTLKEDVGDEGEEEKEFIS
YNINIDIHYGVKSNSLAFIKRTPVIDA
DKPVSSQLRVLTLSEDSPYETLHSFI
SNAVAPFFKSYIRESGKADRDGDKM
APSVEKKIAELEMGLLHLQQNIEIPE
ISLPIHPMITNVAKQCYERGEKPKVT
DFGDKVEDPTFLNQLQSGVNRWIRE
IQKVTKLDRDPASGTALQEISFWLNL
ERALYRIQEKRESPEVLLTLDILKHG
KRFHATVSFDTDTGLKQALETVNDY
NPLMKDFPLNDLLSATELDKIRQAL
VAIFTHLRKIRNTKYPIQRALRLVEAI
SRDLSSQLLKVLGTRKLMHVAYEEF
EKVMVACFEVFQTWDDEYEKLQVL
LRDIVKRKREENLKMVWRINPAHRK
LQARLDQMRKFRRQHEQLRAVIVRV
LRPQVTAVAQQNQGEVPEPQDMKV
AEVLFDAADANAIEEVNLAYENVKE
VDGLDVSKEGTEAWEAAMKRYDERI
DRVETRITARLRDQLGTAKNANEMF
RIFSRFNALFVRPHIRGAIREYQTQLI
QRVKDDIESLHDKFKVQYPQSQACK
MSHVRDLPPVSGSIIWAKQIDRQLTA
YMKRVEDVLGKGWENHVEGQKLKQ
DGDSFRMKLNTQEIFDDWARKVQQ
RNLGVSGRIFTIESTRVRGRTGNVLK
LKVNFLPEIITLSKEVRNLKWLGFRV
PLAIVNKAHQANQLYPFAISLIESVRT
YERTCEKVEERNTISLLVAGLKKEVQ
ALIAEGIALVWESYKLDPYVQRLAET
VFNFQEKVDDLLIIEEKIDLEVRSLET
CMYDHKTFSEILNRVQKAVDDLNLH
SYSNLPIWVNKLDMEIERILGVRLQA
GLRAWTQVLLGQAEDKAEVDMDTD
APQVSHKPGGEPKIKNVVHELRITN
QVIYLNPPIEECRYKLYQEMFAWKM
VVLSLPRIQSQRYQVGVHYELTEEEK
FYRNALTRMPDGPVALEESYSAVMG
IVSEVEQYVKVWLQYQCLWDMQAE
NIYNRLGEDLNKWQALLVQIRKARG
TFDNAETKKEFGPVVIDYGKVQSKV
NLKYDSWHKEVLSKFGQMLGSNMT
EFHSQISKSRQELEQHSVDTASTSD
AVTFITYVQSLKRKIKQFEKQVELYR
NGQRLLEKQRFQFPPSWLYIDNIEG
EWGAFNDIMRRKDSAIQQQVANLQ
MKIVQEDRAVESRTTDLLTDWEKTK
PVTGNLRPEEALQALTIYEGKFGRLK
DDREKCAKAKEALELTDTGLLSGSE
ERVQVALEELQDLKGVWSELSKVW
EQIDQMKEQPWVSVQPRKLRQNLD
ALLNQLKSFPARLRQYASYEFVQRLL
KGYMKINMLVIELKSEALKDRHWK
QLMKRLHVNWVVSELTLGQIWDVD
LQKNEAIVKDVLLVAQGEMALEEFL
KQIREVWNTYELDLVNYQNKCRLIR
GWDDLFNKVKEHINSVSAMKLSPYY
KVFEEDALSWEDKLNRIMALFDVWI
DVQRRWVYLEGIFTGSADIKHLLPVE
TQRFQSISTEFLALMKKVSKSPLVM
DVLNIQGVQRSLERLADLLGKIQKAL
GEYLERERSSFPRFYFVGDEDLLEII
GNSKNVAKLQKHFKKMFAGVSSIIL
NEDNSVVLGISSREGEEVMFKTPVSI
TEHPKINEWLTLVEKEMRVTLAKLL
AESVTEVEIFGKATSIDPNTYITWIDK
YQAQLVVLSAQIAWSENVETALSSM
GGGGDAAPLHSVLSNVEVTLNVLAD
SVLMEQPPLRRRKLEHLITELVHQR
DVTRSLIKSKIDNAKSFEWLSQMRF
YFDPKQTDVLQQLSIQMANAKFNYG
FEYLGVQDKLVQTPLTDRCYLTMTQ
ALEARLGGSPFGPAGTGKTESVKAL
GHQLGRFVLVFNCDETFDFQAMGRI
FVGLCQVGAWGCFDEFNRLEERML
SAVSQQVQCIQEALREHSNPNYDKT
SAPITCELLNKQVKVSPDMAIFITMN

True False 4.683 2.834 1.775



0

PGYAGRSNLPDNLKKLFRSLAMTKP
DRQLIAQVMLYSQGFRTAEVLANKI
VPFFKLCDEQLSSQSHYDFGLRALK
SVLVSAGNVKRERIQKIKREKEERGE
AVDEGEIAENLPEQEILIQSVCETMV
PKLVAEDIPLLFSLLSDVFPGVQYHR
GEMTALREELKKVCQEMYLTYGDG
EEVGGMWVEKVLQLYQITQINHGL
MMVGPSGSGKSMAWRVLLKALERL
EGVEGVAHIIDPKAISKDHLYGTLDP
NTREWTDGLFTHVLRKIIDSVRGEL
QKRQWIVFDGDVDPEWVENLNSVL
DDNKLLTLPNGERLSLPPNVRIMFE
VQDLKYATLATVSRCGMVWFSEDVL
STDMIFNNFLARLRSIPLDEGEDEA
QRRRKGKEDEGEEAASPMLQIQRDA
ATIMQPYFTSNGLVTKALEHAFQLE
HIMDLTRLRCLGSLFSMLHQACRN
VAQYNANHPDFPMQIEQLERYIQRY
LVYAILWSLSGDSRLKMRAELGEYIR
RITTVPLPTAPNIPIIDYEVSISGEWSP
WQAKVPQIEVETHKVAAPDVVVPTL
DTVRHEALLYTWLAEHKPLVLCGPP
GSGKTMTLFSALRALPDMEVVGLNF
SSATTPELLLKTFDHYCEYRRTPNGV
VLAPVQLGKWLVLFCDEINLPDMDK
YGTQRVISFIRQMVEHGGFYRTSDQ
TWVKLERIQFVGACNPPTDPGRKPL
SHRFLRHVPVVYVDYPGPASLTQIYG
TFNRAMLRLIPSLRTYAEPLTAAMVE
FYTMSQERFTQDTQPHYIYSPREMT
RWVRGIFEALRPLETLPVEGLIRIWA
HEALRLFQDRLVEDEERRWTDENID
TVALKHFPNIDREKAMSRPILYSNW
LSKDYIPVDQEELRDYVKARLKVFYE
EELDVPLVLFNEVLDHVLRIDRIFRQ
PQGHLLLIGVSGAGKTTLSRFVAWM
NGLSVYQIKVHRKYTGEDFDEDLRT
VLRRSGCKNEKIAFIMDESNVLDSG
FLERMNTLLANGEVPGLFEGDEYAT
LMTQCKEGAQKEGLMLDSHEELYK
WFTSQVIRNLHVVFTMNPSSEGLKD
RAATSPALFNRCVLNWFGDWSTEA
LYQVGKEFTSKMDLEKPNYIVPDYM
PVVYDKLPQPPSHREAIVNSCVFVH
QTLHQANARLAKRGGRTMAITPRHY
LDFINHYANLFHEKRSELEEQQMH
LNVGLRKIKETVDQVEELRRDLRIKS
QELEVKNAAANDKLKKMVKDQQEA
EKKKVMSQEIQEQLHKQQEVIADKQ
MSVKEDLDKVEPAVIEAQNAVKSIK
KQHLVEVRSMANPPAAVKLALESIC
LLLGESTTDWKQIRSIIMRENFIPTIV
NFSAEEISDAIREKMKKNYMSNPSY
NYEIVNRASLACGPMVKWAIAQLNY
ADMLKRVEPLRNELQKLEDDAKDN
QQKANEVEQMIRDLEASIARYKEEY
AVLISEAQAIKADLAAVEAKVNRSTA
LLKSLSAERERWEKTSETFKNQMST
IAGDCLLSAAFIAYAGYFDQQMRQN
LFTTWSHHLQQANIQFRTDIARTEY
LSNADERLRWQASSLPADDLCTENA
IMLKRFNRYPLIIDPSGQATEFIMNE
YKDRKITRTSFLDDAFRKNLESALRF
GNPLLVQDVESYDPVLNPVLNREVR
RTGGRVLITLGDQDIDLSPSFVIFLST
RDPTVEFPPDLCSRVTFVNFTVTRSS
LQSQCLNEVLKAERPDVDEKRSDLL
KLQGEFQLRLRQLEKSLLQALNEVK
GRILDDDTIITTLENLKREAAEVTRK
VEETDIVMQEVETVSQQYLPLSTACS
SIYFTMESLKQIHFLYQYSLQFFLDIY
HNVLYENPNLKGVTDHTQRLSIITK
DLFQVAFNRVARGMLHQDHITFAM
LLARIKLKGTVGEPTYDAEFQHFLRG
NEIVLSAGSTPRIQGLTVEQAEAVVR
LSCLPAFKDLIAKVQADEQFGIWLDS
SSPEQTVPYLWSEETPATPIGQAIHR
LLLIQAFRPDRLLAMAHMFVSTNLG
ESFMSIMEQPLDLTHIVGTEVKPNT
PVLMCSVPGYDASGHVEDLAAEQNT
QITSIAIGSAEGFNQADKAINTAVKS
GRWVMLKNVHLAPGWLMQLEKKL



HSLQPHACFRLFLTMEINPKVPVNL
LRAGRIFVFEPPPGVKANMLRTFSSI
PVSRICKSPNERARLYFLLAWFHAII
QERLRYAPLGWSKKYEFGESDLRSA
CDTVDTWLDDTAKGRQNISPDKIPW
SALKTLMAQSIYGGRVDNEFDQRLL
NTFLERLFTTRSFDSEFKLACKVDG
HKDIQMPDGIRREEFVQWVELLPDT
QTPSWLGLPNNAERVLLTTQGVDMI
SKMLKMQMLEDEDDLAYAETEKKT
RTDSTSDGRPAWMRTLHTTASNWL
HLIPQTLSHLKRTVENIKDPLFRFFE
REVKMGAKLLQDVRQDLADVVQVC
EGKKKQTNYLRTLINELVKGILPRSW
SHYTVPAGMTVIQWVSDFSERIKQL
QNISLAAASGGAKELKNIHVCLGGLF
VPEAYITATRQYVAQANSWSLEELCL
EVNVTTSQGATLDACSFGVTGLKLQ
GATCNNNKLSLSNAISTALPLTQLR
WVKQTNTEKKASVVTLPVYLNFTRA
DLIFTVDFEIATKEDPRSFYERGVAV
LCTE


