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Extended Data Fig. 1| Genome assemblies of Cavendish and Gros Michel.

a, BUSCO completeness assessments of the genome assemblies of Cavendish,
Gros Michel, and four diploid wild banana species (Banksii, DH-Pahang, Zebrina,
and Calcutta 4). Cavendish* was assembled by Busche et al.”®. Zebrina v1.0

was assembled by Rouard et al.!, and Zebrina v2.0 was our assembly based on

nanopore long-reads. The abbreviations of banana species refer to Fig. 1a.

b, Macrosyntenic comparison of the entire Cavendish, Gros Michel and three
diploid wild banana genomes (Banksii, DH-Pahang, and Zerbina), with each
chromosome colored according to sub-genomes (Banin blue, Dhin orange,
and Zeingreen).
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Each chromosome set colored according to sub-genomes (Baninblue, Dhin orange, and Ze in green). The abbreviations of banana species refer to Fig. 1a.
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gene was colored on micro-synteny plot (NBS-LRR in blue, RLK in pink, RLPinred,
LRRingreen, and other gene in yellow). The abbreviations of banana species refer
toFig.1a.
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Extended DataFig. 5| Phylogenetic tree of banana RLPs involved in Foc racel-associated QTL (named as RLP locus)”. The purple stars denote RLPs located in the
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Extended Data Fig. 6 | Amodel of MaNAP4/5’ regulation of banana fruit ripening. In the model, these genes directly regulated by MaNAP4/5 are key genes in the

fruit ripening process.
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