UniprotKB Entry name organism [full name [oglcnacscore o.glcnac p'h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion em?oplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
Q6PGC1 DHX29_MOUSE [Mus ATP- 25.775171 NaN S69;S190;S198 34678516 MGGKNKKHKAPGAAAMRAAVSASR (None None None |None None None None None None
musculus |dependent ARSAEAGAVGEAQSKKPVARPAPAV
RNA PTGAREPRVKQGPKIYSFNSANDSG
helicase GSANLDKSILKVVINNKLEQRIIGVIN
DHX29 EHKKQNSDRGAISGRLSAKKLQDLY

MALQAFSFKTKDIEDAMTNTLLHGG
DLHSALDWLCLNLSDDALPEGFSQE
FEEQQPKSRPKFQSVQIQATLSPPQQ
TKTKRQEEDPKIKPKKEETTVEVNM
KEWILRYAEQQDEEEKGEGSKGLEE
EEKFDPNQRYLNLAARLLDAKEQAA
AFKLEKNKQGQKEAQEKIRKFQRE
METLEDHPIFNPAIKISHQQNEKKK
PAPATEAESALNLNLFEKSAAATEEE
KGKKKEPHDVRNFDYTARSWTGKS
PKQFLIDWVRKNLPKSPNPSFEKVA
'VGRYWKCRVRVVRSEDDVLVVCPTI
LTEDGMQAQHLGATLALYRLVKGQS
VHQLLPPTYRDVWLEWSDEEKKRE
ELNKMETNKPRDLFIAKLLNKLKQQ
QQQQQQQRPESEKGGSEDPEESWE
NLVSDEDLAALSLEPTSAEDLAPVRS
LFRRLQSTPKYQRLLKERQQLPVFK
HRDSIVETLKRHRVVVVAGETGSGK
STQVPHFLLEDLLLDECGARKCNIV
CTQPRRISAVSLATRVCEELGCESGP
GGRNSLCGYQIRMESRASESTRLLY
CTTGVLLRKLQEDGLLADVSHVIVD
EVHERSVQSDFLLVILKEILQKRSDL
HLILMSATVDSDKFSTYFTHCPILRIS
GRSYPVEVFHLEDIVEETGFVLEKDS
EYCQKFLEEEEEITINVTSKAGGVKK
YQEYIPVQSGASPELNPFYQKYSSRT
QHAILYMNPHKINLDLILELLVYLDK
SPQFRNIEGAVLIFLPGLAHIQQLYD
LLSSDRRFYSERYQVIALHSVLSTQD
QAAAFMFPPPGVRKIVLATNIAETGI
TIPDVVFVIDTGRTKENKYHESSQMS
SLVETFVSKASALQRQGRAGRVRDG
FCFRLYTRERFEGFLDYSVPEILRVP
LEELCLHIMKCDLGSPEDFLSKALD
PPQLQVISNAMNLLRKIGACEPNEP
KLTPLGQHLAALPVNVKIGKMLIFGA
IFGCLEPVATLAAVMTEKSPFITPIGR
KDEADLAKSSLAVADSDHLTIYNAYL
GWKKAQQEGGFRSEISYCQRNFLN
RTSLLTLEDVKQELMKLVKAAGFSS
SPSWEGRKGPQTLSFQDIALLKAVLA
AGLYDSVGKIMCTKSVDVTEKLACM
VETAQGKAQVHPSSVNRDLQTYGW
LLYQEKVRYTRVYLRETTLITPFPVLL
FGGDIEVQHRERLLSVDGWIYFQAP
'VKIAVIFKQLRVLIDSVLRKKLENPK
MSLENDKILQIITELIKTENN




