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Supplemental Figure 3. Evaluation of Classification Quality of GeneShift on the M. 
truncatula Root and Shoot Data Sets. A confusion matrix was used to evaluate 
GeneShift classification performance. The x axis represents the labels predicted RNN 
LSTM model. The y axis represents the true labels generated by GeneShift workflow. 
The diagonal elements represents the number of expression which the predicted label 
matches true label. 


