Supplementary Figure 1. Estimated genome size of enset (Ensete ventricosum) landrace Mazia as inferred by findGSE
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Supplementary Figure 2. Functional annotation of protein coding genes for enset (Ensete ventricosum) landrace Mazia (top) and Bedadeti (bottom)
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Supplementary Figure 3. Data workflow to identify enset (E. ventricosum) specific protein coding genes using genomic reads mapping and coding sequences alignment
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Supplementary Figure 3. Data workflow to identify enset (E. ventricosum) specific protein coding genes using genomic reads mapping and coding sequences alignment (continued)
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Supplementary Figure 4. Data workflow to identify M. acuminata (MA) and M. balbisiana (MB) specific protein coding genes using genomic reads mapping and coding sequences alignment
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Supplementary Figure 4. Data workflow to identify M. acuminata (MA) and M. balbisiana (MB) specific protein coding genes using genomic reads mapping and coding sequences alignment (continued)
[image: ]


Supplementary Figure 5. Predicted NLR loci distribution in Musa acuminata and Musa balbisiana genomes
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Supplementary Figure 6. Predicted NLR loci distribution in selected contig of enset (Ensete ventricosum) landrace Mazia and Bedadeti selected genomes
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Supplementary Figure 7. Summary of NLR domain architechture prediction from genomic sequence and protein coding genes in enset (Ensete ventricosum) landrace Mazia and Bedadeti, Musa species (Musa acuminata and Musa balbisiana)
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