UniprotKB Entry name organism ffull oglcnacscore oplcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion N golgi ple
ID name sites reticulum |apparatus me
008788 DCTN1_MOUSE Mus Dynactin|37.741956 T1252 [T108;T145;T146;T147;S179;S212 [22645316;36852467;33300544;396 [MAQSRRHMSSRTPSGSRMSTEASA [True False 4.143 [4.444  |2.005 1.909 2.151 3.3

musculus

subunit
1

27609

RPLRVGSRVEVIGKGHRGTVAYVGA
TLEATGKWVGVILDEAKGKNDGTVQ
GRKYFTCDEGHGIFVRQSQIQVFED
GADTTSPETPDSSASKVLKREGADA
IAAKTSKLRGLKPKKAPTARKTTTRRP
KPTRPASTGVAGPSSSLGPSGSASAG
ELSSSEPSTPAQTPLAAPIIPTPALTSP
GAAPPLPSPSKEEEGLRAQVRDLEE
KLETLRLKRSEDKAKLKELEKHKIQL
EQVQEWKSKMQEQQADLQRRLKEA
RKEAKEALEAKERYMEEMADTADAI
EMATLDKEMAEERAESLQQEVEAL
KERVDELTTDLEILKAEIEEKGSDGA
IASSYQLKQLEEQNARLKDALVRMRD
LSSSEKQEHVKLQKLMEKKNQELE
IVVRQQRERLQEELSQAESTIDELKE
QVDAALGAEEMVEMLTDRNLNLEE
KVRELRETVGDLEAMNEMNDELQE
NARETELELREQLDMAGARVREAQ
KRVEAAQETVADYQQTIKKYRQLTA
HLQDVNRELTNQQEASVERQQQPP
PETFDFKIKFAETKAHAKAIEMELRQ
MEVAQANRHMSLLTAFMPDSFLRP
GGDHDCVLVLLLMPRLICKAELIRK
QAQEKFDLSENCSERPGLRGAAGEQ
LSFAAGLVYSLSLLQATLHRYEHALS
QCSVDVYKKVGSLYPEMSAHERSLD
FLIELLHKDQLDETVNVEPLTKAIKY
YQHLYSIHLAEQPEDSTMQLADHIK
FTQSALDCMGVEVGRLRAFLQGGQ
EATDIALLLRDLETSCSDTRQFCKKI
RRRMPGTDAPGIPAALAFGSQVSDT
LLDCRKHLTWVVAVLQEVAAAAAQL
IAPLAENEGLPVAALEELAFKASEQI
[YGSPSSSPYECLRQSCTILISTMNKL
IATAMQEGEYDAERPPSKPPPVELRA
IAALRAEITDAEGLGLKLEDRETVIKE
LKKSLKIKGEELSEANVRLSLLEKKL
DSAAKDADERIEKVQTRLDETQTLLR
KKEKDFEETMDALQADIDQLEAEKA
ELKQRLNSQSKRTIEGLRGPPPSGIA
TLVSGIAGEEPQRGGAPGQAPGALP
GPGLVKDSPLLLQQISAMRLHISQLQ
HENSILRGAQMKASLAALPPLHVAK
LSLPPHEGPGGNLVAGALYRKTSQL
LEKLNQLSTHTHVVDITRSSPAAKSP
SAQLMEQVAQLKSLSDTIEKLKDEV
LKETVTQRPGATVPTDFATFPSSAFL
RAKEEQQDDTVYMGKVTFSCAAGL
GQRHRLVLTQEQLHQLHSRLIS




