SAAEGLPAPMGGPLPPHLALKAEEN
NSGVESSGYGSPGPTWDRGANLKD
YYSRKEEQEVQATLESEEVDLNAGL
HGNWTLENAKARLNQYFQKEKIQG
EYKYTQVGPDHNRSFIAEMTIYIKQL
GRRIFAREHGSNKKLAAQSCALSLV
RQLYHLGVIEAYSGLTKKKEGERVEP
YKVFLSPDLELQLQNVVQELDLEIVP
PPVDPSMPVILNIGKLAHFEPSQRQ
NAVGVVPWSPPQSNWNPWTSSNID
EGPLAYASTEQISMDLKNELTYQME
QDHNLQSVLQERELLPVKKFEAEIL
EAISSNSVVIIRGATGCGKTTQVPQYI
LDDFIQNDRAAECNIVVTQPRRISAV
AVAERVAYERGEEPGKSCGYSVRFE
SILPRPHASIMFCTVGVLLRKLEAGI
RGISHVIVDEIHERDINTDFLLVVLR
DVVLAYPEVRIVLMSATIDTTMFCEY
FFNCPIIEVYGRTFPVQEYFLEDCIQ
MTQFIPPPKDKKKKDKEDDGGEDD
DANCNLICGDEYGPETKLSMSQLNE
KETPFELIEALLKYIETLNVPGAVLVF
LPGWNLIYTMQKHLENNSHFGSHR
'YQILPLHSQIPREEQRKVFDPVPDGV
TKVILSTNIAETSITINDVVYVIDSCK
QKVKLFTAHNNMTNYATVWASKTN
LEQRKGRAGRVRPGFCFHLCSRARF
DRLETHMTPEMFRTPLHEIALSIKLL
RLGGIGQFLAKAIEPPPLDAIIEAEHT
LRELDALDANDELTPLGRILAKLPIE
PRFGKMMIMGCIFYVGDAVCTISAA
TCFPEPFISEGKRLGYIHRNFAGNRF
SDHVALLSVFQAWDDARMSGEEAEI
RFCEQKRLNMATLRMTWEAKVQLK
EILINSGFPEDCLLTQVFTNTGPDNN
LDVVISLLAFGVYPNVCYHKEKRKIL
TTEGRNALIHKSSVNCPFSSQDMKY
PSPFFVFGEKIRTRAISAKGMTLVTP
LQLLLFASKKVQSDGQIVFIDDWIRL
QISHEAAACITIRAAMEALVVEVSKQ
PNIISQLDPVNEHMLNTIRQISRPSA
AGINLMIGSVRYGDGPRPPKMARYD
NGSGYRRGYGGGGYGGGGYGGGYG
SGGFGGGFGSGGGFGGGFNSGGGG
FGSGGGGFGSGGGGFGGGGGGFSG
GGGGGFGGGRGGGGGGFGGSGGFG
NGGGGYGVGGGGYGGGGGGGYGG
GSGGYGGGGYGGGEGYSISPNSYRG
NYGGGGGGYRGGSQGGYRNNFGGD
'YRGSSGDYRGSGGGYRGSGGFQRR

GYGGGYFGQGRGGGGGGGY

UniprotKB Entry name |organism [full name |oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular |extracellular cytosol [nucleus mitochndrion enc'loplasmlc golgi plasma extr.acellular
ID sites reticulum apparatus membrane region
070133 DHX9 MOUSE Mus ATP- 25.685855 NaN S127;5136;S323;S451;S508;S137 (39627609 MGDIKNFLYAWCGKRKMTPAYEIRA [True False 4.047 |5.0 2.391 2.217 1.781 2.21 2.178
musculus |dependent 'VGNKNRQKFMCEVRVEGFNYAGM
RNA GNSTNKKDAQSNAARDFVNYLVRIN
helicase A EVKSEEVPAVGIVPPPPILSDTSDSTA




