UniprotKB Entry name |organism full name oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol [nucleus mitochndrion enc!oplasmlc golgi plasma ext
ID sites sites reticulum |apparatus membrane re¢
P58281 OPA1_MOUSE Mus Dynamin-like [36.976729 NaN NaN 39627609;21346246;33300544;362 |MWRAGRAAVACEVCQSLVKHSSGI [True False 4.184 [3.607 |5.0 2.515 1.441 2.147 2.0
musculus |GTPase 88343 QRNVPLQKLHLVSRSIYRSHHPALK
OPAL1, LQRPQLRTPFQQFSSLTHLSLHKLK

mitochondrial

LSPIKYGYQPRRNFWPARLAARLLKL
RYIILGSAVGGGYTAKKTFDEWKDMI
PDLSDYKWIVPDFIWEIDEYIDLEKIR
KALPSSEDLASLAPDLDKITESLSLLK
DFFTAGSPGETAFRATDHGSESDKH
YRKVSDKEKIDQLQEELLHTQLKYQ
RILERLEKENKELRKLVLQKDDKGIH
HRKLKKSLIDMYSEVLDVLSDYDAS
YNTQDHLPRVVVVGDQSAGKTSVLE
MIAQARIFPRGSGEMMTRSPVKVTL
SEGPHHVALFKDSSREFDLTKEEDL
IAALRHEIELRMRKNVKEGCTVSPETI
SLNVKGPGLQRMVLVDLPGVINTVT
SGMAPDTKETIFSISKAYMQNPNAIIL
LCIQDGSVDAERSIVIDLVSQMDPH
GRRTIFVLTKVDLAEKNVASPSRIQQ
ITEGKLFPMKALGYFAVVTGKGNSSE
SIEAIREYEEEFFQNSKLLKTSMLKA
HQVTTRNLSLAVSDCFWKMVRESV
EQQADSFKATRFNLETEWKNNYPR
LRELDRNELFEKAKNEILDEVISLSQ
IVTPKHWEEILQQSLWERVSTHVIEN
IYLPAAQTMNSGTFNTTVDIKLKQW
TDKQLPNKAVEVAWETLQEEFSRF
MTEPKGKEHDDIFDKLKEAVKEESI
KRHKWNDFAEDSLRVIQHNALEDR
SISDKQQWDAAIYFMEEALQGRLKD
TENAIENMIGPDWKKRWMYWKNRT
QEQCVHNETKNELEKMLKVNDEHP
IAYLASDEITTVRKNLESRGVEVDPSL
IKDTWHQVYRRHFLKTALNHCNLC
RRGFYYYQRHFIDSELECNDVVLFW
RIQRMLAITANTLRQQLTNTEVRRLE
KNVKEVLEDFAEDGEKKVKLLTGKR
IVQLAEDLKKVREIQEKLDAFIEALHQ
EK




