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FIST GWNMF  Spatial-NN ZIFA REMAP FIST GWNMF Spati;I-NN ZIFA REMAP
Gene-wise imputation performance by MAPE. The performances on the

imputations of each gene are shown as box plots. The MAPE of every gene slice is
denoted by one dot. The performance of each method is shown in each colored box plot.



