}Jl;l iprotKB Entry name organism (full name |oglcnacscore o.glcnac phosp ylation sites |PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion ent!oplasmlc golgi plasmal
sites reticulum |apparatus membr:
Q96GQ7 DDX27_HUMAN [Homo Probable [19.272106 S150;T242(S23;525;548;S135;S14637217939;33214551;40596516;409 |MLADLGLIGTIGEDDEVPVEPESDSG [True False 2.25 5.0 0.942 False False 0.625
sapiens  |ATP- 14422;30620550;32522876;340199 [DEEEEGPIVLGRRQKALGKNRSADF
dependent 48;28510447;33465208 NPDFVFTEKEGTYDGSWALADVMS
RNA QLKKKRAATTLDEKIEKVRKKRKTED
helicase KEAKSGKLEKEKEAKEGSEPKEQED
DDX27 LQENDEEGSEDEASETDYSSADENI

LTKADTLKVKDRKKKKKKGQEAGGF
FEDASQYDENLSFQDMNLSRPLLKA
ITAMGFKQPTPIQKACIPVGLLGKDIC
IACAATGTGKTAAFALPVLERLIYKPR
QAPVTRVLVLVPTRELGIQVHSVTRQ
LAQFCNITTCLAVGGLDVKSQEAAL
RAAPDILIATPGRLIDHLHNCPSFHL
SSIEVLILDEADRMLDEYFEEQMKEI
IRMCSHHRQTMLFSATMTDEVKDL
IASVSLKNPVRIFVNSNTDVAPFLRQE
FIRIRPNREGDREAIVAALLTRTFTD
HVMLFTQTKKQAHRMHILLGLMGL
QVGELHGNLSQTQRLEALRRFKDE
QIDILVATDVAARGLDIEGVKTVINFT
MPNTIKHYVHRVGRTARAGRAGRSV
SLVGEDERKMLKEIVKAAKAPVKARI
LPQDVILKFRDKIEKMEKDVYAVLQL
EAEEKEMQQSEAQINTAKRLLEKGK
EAVVQEPERSWFQTKEERKKEKIAK
IALQEFDLALRGKKKRKKFMKDAKKK
GEMTAEERSQFEILKAQMFAERLAK
RNRRAKRARAMPEEEPVRGPAKKQ
KQGKKSVFDEELTNTSKKALKQYRA
GPSFEERKQLGLPHQRRGGNFKSKS
RYKRRK




