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Abstract: Knowledge on germplasm resource information is the foundation for the genetic improvement of Aquilaria
sinensis, and genome resequencing is a powerful tool for analyzing the genetic diversity of germplasm resources. How-
ever, there is no research on the genetic diversity of A. sinensis using genome resequencing. Based on the collection of A.
sinensis germplasm resources in the early stages, this study utilized genome resequencing to obtain 1284 Gb of rese-
quencing data from 60 samples of A. sinensis. Using the agarwood genome, 6 716 166 high-quality variation sites were
detected, including 6 284 344 SNP sites and 428 658 Indel sites. Principal component analysis, phylogenetic analysis,
and genetic structure analysis all indicated that A. sinensis could be divided into three distinct groups (Popl, Pop2 and
Pop3), with two of the groups further subdivided into multiple subgroups. Population selection signals were detected in
all the groups, with Pop3 showing the highest frequency of selection signals. However, nucleotide polymorphism calcu-
lations indicated that Pop3 had the lowest nucleotide polymorphism. This study would provide valuable information for
exploring the genetic resource diversity of A. sinensis and lay a theoretical foundation for genome-based genetic breed-
ing of A. sinensis.
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Tab. 1 Whole genome resequencing sample list
of A. sinensis
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Tab. 2 Statistics on number of different types of mutations
in each chromosome of A. sinensis

Yu A
Chommsone NP INDEL sV ]
Scaffold_5532 1105834 79691 28 1185553
Scaffold_15334 872169 54306 19 926 283
Scaffold_3585 799 930 54093 21 854 255
Scaffold_10796 792325 52121 14 838 629
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Fig. 4 Clustering results of A. sinensisresources based on SNP
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