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Entry
name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

P38650 DYHC1_RAT Rattus
norvegicus

Cytoplasmic
dynein	1
heavy	chain
1

36.054081 NaN S68;S1228;S4160;T4364 18683930;38843836 MSETGGGEDGSAGLEVSAVQNVAD
VSVLQKHLRKLVPLLLEDGGDAPAA
LEAALEEKSALEQMRKFLSDPQVHT
VLVERSTLKEDVGDEGEEEKEFISYN
INIDIHYGVKSNSLAFIKRAPVIDADK
PVSSQLRVLTLSEDSPYETLHSFISN
AVAPFFKSYIRESGKADRDGDKMAP
SVEKKIAELEMGLLHLQQNIEIPEISL
PIHPIITNVAKQCYERGEKPKVTDFG
DKVEDPTFLNQLQSGVNRWIREIQK
VTKLDRDPASGTALQEISFWLNLER
ALYRIQEKRESPEVLLTLDILKHGKR
FHATVSFDTDTGLKQALETVNDYNP
LMKDFPLNDLLSATELDKIRQALVAI
FTHLRKIRNTKYPIQRALRLVEAISRD
LSSQLLKVLGTRKLMHVAYEEFEKV
MVACFEVFQTWDDEYEKLQVLLRDI
VKRKREENLKMVWRINPAHRKLQA
RLDQMRKFRRQHEQLRAVIVRVLRP
QVTAVAQQNQGEAPEPQDMKVAEV
LFDAADANAIEEVNLAYENVKEVDG
LDVSKEGTEAWEAAMKRYDERIDRV
ETRITARLRDQLGTAKNANEMFRIF
SRFNALFVRPHIRGAIREYQTQLIQR
VKDDIESLHDKFKVQYPQSQACKMS
HVRDLPPVSGSIIWAKQIDRQLTAYM
KRVEDVLGKGWENHVEGQKLKQDG
DSFRMKLNTQEIFDDWARKVQQRN
LGVSGRIFTIESARVRGRSGNVLKLK
VNFLPEIITLSKEVRNLKWLGFRVPL
AIVNKAHQANQLYPFAISLIESVRTY
ERTCEKVEERNTISLLVAGLKKEVQA
LIAEGIALVWESYKLDPYVQRLAETV
FNFQEKVDDLLIIEEKIDLEVRSLET
CMYDHKTFSEILNRVQKAVDDLNLH
SYSNLPIWVNKLDMEIERILGVRLQA
GLRAWTQVLLGQAEDKAEVDMDTD
APQVSHKPGGEPKIKNVVHELRITN
QVIYLNPPIEECRYKLYQEMFAWKM
IVLSLPRIQSQRYQVGVHYELTEEEK
FYRNALTRSRDGPVALEESYSAVMG
IVTEVEQYVKVWLQYQCLWDMQAE
NIYNRLGEDLSKWQALLVQIRRARG
TFDNAETKKEFGPVVIDYGKVQSKV
NLKYDSWHKEVLSKFGQMLGSNMT
EFHSQISKSRQELEQHSVDTASTSD
AVTFITYVQSLKRKIKQFEKQVELYR
NGQRLLEKQRFQFPPSWLYIDNIEG
EWGAFNDIMRRKDSAIQQQVANLQ
MKIVQEDRAVESRTTDLLTDWEKTK
PVTGNLRPEEALQALTIYEGKFGRLK
DDREKCAKAKEALELTDTGLLSGSE
ERVQVALEELQDLKGVWSELSKVW
EQIDQMKEQPWVSVQPRKLRQNLD
GLLNQLKNFPARLRQYASYEFVQRL
LKGYMKINMLVIELKSEALKDRHWK
QLMKRLHVNWVVSELTLGQIWDVD
LQKNEAIVKDVLLVAQGEMALEEFL
KQIREVWNTYELDLVNYQNKCRLIR
GWDDLFNKVKEHINSVSAMKLSPYY
KVFEEDALSWEDKLNRIMALFDVWI
DVQRRWVYLEGIFTGSADIKHLLPVE
TQRFQSISTEFLALMKKVSKSPLVM
DVLNIQGVQRSLERLADLLGKIQKAL
GEYLERERSSFPRFYFVGDEDLLEII
GNSKNVAKLQKHFKKMFAGVSSIIL
NEDSSVVLGISSREGEEVMFKTPVSI
TEHPKINEWLTLVEKEMRVTLAKLL
AESVTEVEIFGKATSIDPNTYITWIDK
YQAQLVVLSAQIAWSENVENALSNV
GGGGNVGPLQSVLSNVEVTLNVLAD
SVLMEQPPLRRRKLEHLITELVHQR
DVTRSLIKSKIDNAKSFEWLSQMRF
YFDPKQTDVLQQLSIQMANAKFNYG
FEYLGVQDKLVQTPLTDRCYLTMTQ
ALEARLGGSPFGPAGTGKTESVKAL
GHQLGRFVLVFNCDETFDFQAMGRI
FVGLCQVGAWGCFDEFNRLEERML
SAVSQQVQCIQEALREHSNPNYDKT
SAPITCELLNKQVKVSPDMAIFITMN

True False 2.254 5.0 1.511 1.209 1.41 1.301 0.962



0

PGYAGRSNLPDNLKKLFRSLAMTKP
DRQLIAQVMLYSQGFRTAEVLANKI
VPFFKLCDEQLSSQSHYDFGLRALK
SVLVSPGNVKRERIQKIKREKEERGE
AVDEGEIAENLPEQEILIQSFCETMV
PKLVAEDIPLLFSLLSDVFPGVQYHR
GEMTDLREELKKVCKEMYLTYGDG
EEVGGMWVEKVLQLYQITQINHGL
MMVGPSGSGKSMAWRVLLKALERL
EGVEGVAHIIDPKAISKDHLYGTLDP
NTREWTDGLFTHVLRKIIDNVRGEL
QKRQWIVFDGDVDPEWVENLNSVL
DDNKLLTLPNGERLSLPPNVRIMFE
VQDLKYATLATVSRCGMVWFSEDLL
STDMIFNNFLARLRTIPLDEGEDEA
QRRRKGKEDEGEEAASPMLQIQRDA
ATIMQPYFTSNGLVTKALEHAFKLE
HIMDLTRLRCLGSLFSMLHQGCRN
VAQYNANHPDFPMQIEQLERYIQRY
LVYAILWSLSGDSRLKMRAELGEYIR
RITTVPLPTAPNIPIIDYEVSISGEWSP
WQAKVPQIEVETHKVAAPDVVVPTL
DTVRHEALLYTWLAEHKPLVLCGPP
GSGKTMTLFSALRALPDMEVVGLNF
SSATTPELLLKTFDHYCEYRRTPNGV
VLAPVQLGKWLVLFCDEINLPDMDK
YGTQRVISFIRQMVEHGGFYRTSDQ
TWVKLERIQFVGACNPPTDPGRKPL
SHRFLRHVPVVYVDYPGPASLTQIYG
TFNRAMLRLIPSLRTYAEPLTAAMVE
FYTMSQERFTQDTQPHYIYSPREMT
RWVRGIFEALRPLETLPVEGLIRIWA
HEALRLFQDRLVEDEERRWTDENID
MVALKHFPNIDKEKAMSRPILYSNW
LSKDYIPVDQEELRDYVKARLKVFYE
EELDVPLVLFNEVLDHVLRIDRIFRQ
PQGHLLLIGVSGAGKTTLSRFVAWM
NGLSVYQIKVHRKYTGEDFDEDLRT
VLRRSGCKNEKIAFIMDESNVLDSG
FLERMNTLLANGEVPGLFEGDEYAT
LMTQCKEGAQKEGLMLDSHEELYK
WFTSQVIRNLHVVFTMNPSSEGLKD
RAATSPALFNRCVLNWFGDWSTEA
LYQVGKEFTSKMDLEKPNYIVPDYM
PVVYDKLPQPPTHREAIVNSCVFVH
QTLHQANARLAKRGGRTMAITPRHY
LDFINHYANLFHEKRSELEEQQMH
LNVGLRKIKETVDQVEELRRALRIKS
QELEVKNAAANDKLKKMVKDQQEA
EKKKVMSQEIQEQLHKQQEVIADKQ
MSVKEDLDKVEPAVIEAQNAVKSIK
KQHLVEVRSMANPPAAVKLALESIC
LLLGESTTDWKQIRSIIMRENFIPTIV
NFSAEEISDAIREKMKKNYMSNPSY
NYEIVNRASLACGPMVKWAIAQLNY
ADMLKRVEPLRNELQKLEDDAKDN
QQKANEVEQMIRDLEASIARYKEEY
AVLISEAQAIKADLAAVEAKVNRSTA
LLKSLSAERERWEKTSETFKNQMST
IAGDCLLSAAFIAYAGYFDQQMRQN
LFTTWSHHLQQANIQFRTDIARTEY
LSNADERLRWQASSLPADDLCTENA
IMLKRFNRYPLIIDPSGQATEFIMNE
YKDRKITRTSFLDDAFRKNLESALRF
GNPLLVQDVESYDPVLNPVLNREVR
RTGGRVLITLGDQDIDLSPSFVIFLST
RDPTVEFPPDLCSRVTFVNFTVTRSS
LQSQCLNEVLKAERPDVDEKRSDLL
KLQGEFQLRLRQLEKSLLQALNEVK
GRILDDDTIITTLENLKREAAEVTRK
VEETDIVMQEVETVSQQYLPLSTACS
SIYFTMESLKQVHFLYQYSLQFFLDI
YHNVLYENPNLKGATDHTQRLSVIT
KDLFQVAFNRVARGMLHQDHITFA
MLLARIKLKGTMGEPTYDAEFQHFL
RGKEIVLSAGSTPKVQGLTVEQAEAV
ARLSCLPAFKDLIAKVQADEQFGIWL
ESSSPEQTVPYLWTEETPATPIGQAI
HRLLLIQAFRPDRLLAMAHMFVSTN
LGESFMSIMEQPLDLTHIVGTEVKP
NTPVLMCSVPGYDASGHVEDLAAEQ
NTQITSIAIGSAEGFNQADKAINTAV
KSGRWVMLKNVHLAPGWLMQLEK



KLHSLQPHACFRLFLTMEINPRVPV
NLLRAGRIFVFEPPPGVKANMLRTF
SSIPVSRMCKSPNERARLYFLLAWF
HAVIQERLRYAPLGWSKKYEFGESD
LRSACDTVDTWLDDTAKGRQNISPD
KIPWSALKTLMAQSIYGGRVDNEFD
QRLLNTFLERLFTTRSFDSEFKLACK
VDGHKDIQMPDGIRREEFVQWVELL
PDAQTPSWLGLPNNAERVLLTTQGV
DMISKMLKMQMLEDEDDLAYAETE
KKTRTDFTSDGRPAWMRTLHTTAS
NWLHLIPQTLSPLKRTVENIKDPLFR
FFEREVKMGAKLLQDVRQDLADVV
QVCEGKKKQTNYLRTLINELVKGILP
RSWSHYTVPAGMTVIQWVSDFSERI
KQLQNISQAAAAGGAKELKNIHVCL
GALFVPEAYITATRQYVAQANSWSLE
ELCLEVNVTASQSTTLDACSFGVTG
LKLQGATCSNNKLSLSNAISTVLPLT
QLRWGKQTSAEKKASVVTLPVYLNF
TRADLIFTVDFEIATKEDPRSFYERG
VAVLCTE


