}Jl;l iprotKB Entry name  |organism [full name |oglcnacscore|°3 lcnac phosphorylation |15 g sequence intracellular |extracellular cytosol [nucleus [mitochndrion endoplasmic golgi plasma lex
sites  [sites reticulum  |apparatus membrane [re
Q9BUQS8 DDX23 HUMAN [Homo Probable [18.929735 NaN S14;S16;S107;S109|34229054;37217939;33214551;386 [MAGELADKKDRDASPSKEERKRSRT [True False 1.141 |[5.0 2.384 0.839 False 2.32 4.1
sapiens  |ATP- 65916;40914422;32119511;325228 [PDRERDRDRDRKSSPSKDRKRHRSR
dependent 76;34019948 DRRRGGSRSRSRSRSKSAERERRHK
RNA [ERERDKERDRNKKDRDRDKDGHRR
helicase IDKDRKRSSLSPGRGKDFKSRKDRDS
DDX23 KKDEEDEHGDKKPKAQPLSLEELLA

KKKAEEEAEAKPKFLSKAEREAEAL
KRRQQEVEERQRMLEEERKKRKQF
QDLGRKMLEDPQERERRERRERME
RETNGNEDEEGRQKIREEKDKSKEL
HAIKERYLGGIKKRRRTRHLNDRKF
VFEWDASEDTSIDYNPLYKERHQVQ
LLGRGFIAGIDLKQQKREQSRFYGDL
MEKRRTLEEKEQEEARLRKLRKKEA
KQRWDDRHWSQKKLDEMTDRDWR
IFREDYSITTKGGKIPNPIRSWKDSSL
PPHILEVIDKCGYKEPTPIQRQAIPIG
LQNRDIIGVAETGSGKTAAFLIPLLV
WITTLPKIDRIEESDQGPYAIILAPTR
ELAQQIEEETIKFGKPLGIRTVAVIGG
ISREDQGFRLRMGCEIVIATPGRLID
IVLENRYLVLSRCTYVVLDEADRMID
MGFEPDVQKILEHMPVSNQKPDTD
EAEDPEKMLANFESGKHKYRQTVM
FTATMPPAVERLARSYLRRPAVVYIG
SAGKPHERVEQKVFLMSESEKRKKL
LAILEQGFDPPIIIFVNQKKGCDVLAK
SLEKMGYNACTLHGGKGQEQREFA
LSNLKAGAKDILVATDVAGRGIDIQD
VSMVVNYDMAKNIEDYTHRIGRTGR
IAGKSGVAITFLTKEDSAVFYELKQAI
LESPVSSCPPELANHPDAQHKPGTIL
TKKRREETIFA




