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Supplemental Fig. 1-1. Prediction results of five archaeal genes.            
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Supplemental Fig. 1-2. Prediction results of five bacterial genomes. 
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Supplemental Fig. 1-3. Prediction results of five fungi genomes.
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Supplemental Fig. 1-4. Prediction results of five metazoans genomes.
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Supplemental Fig. 1-5. Prediction results of five plant genomes.
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Supplemental Fig. 1-6. Prediction results of five protozoan genomes. 
MetaGeneMark (predicting prokaryotic gene) and MetaEuk (predicting eukaryotic gene) were used to predict the genes of five representative species of archaea, bacteria, fungi, metazoa, plants and protozoa. To evaluate the reliability of two types of software in predicting prokaryotic and eukaryotic genes from prokaryotic and eukaryotic genomes, respectively.
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