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a b s t r a c t 

The sago palm ( Metroxylon sagu Rottboll) is a tropical halo- 

phytic starch-producing, economically important crop palm 

mainly located in Southeast Asian countries. Recently, a 

genome survey was conducted on this palm using the Illu- 

mina sequencing platform, with a very low (21.5%) BUSCO 

genome completeness score, and most of them ( ∼78%) are 

either fragmented or missing. Thus, in this study, the sago 

palm genome completeness was further improved with the 

utilization of the Nanopore sequencing platform that pro- 

duced longer reads. A hybrid genome assembly was con- 

ducted, and the outcome was a much complete sago palm 

genome with BUSCO completeness achieved at as high 

as 97.9%, with only ∼2% of them either fragmented or 

missing. The estimated genome size of the sago palm is 

509,812,790 bp in this study. A sum of 33,242 protein-coding 

genes was revealed from the sago palm genome and around 

96.39% of them had been functionally annotated. An inves- 

tigation on the carbohydrate metabolism KEGG pathways 

Abbreviations: aa, amino acid; bp, base pair; BUSCO, Benchmarking Universal Single Copy Orthologs; KEGG, Kyoto 

Encyclopedia of Genes and Genomes; SDS, Sodium dodecyl sulfate. 
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