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Abstract: [Objective] Based on the genome data of Schima superba, bioinformatics methods were used to
identify all members of the WRKY gene family in Schima superba. Analyses were conducted on their
physicochemical properties, phylogeny, cis-acting elements, gene structure, motif analysis, conserved domains,
chromosomal localization, and collinearity. This provides a reference for subsequent exploration of the functional
roles of SsSWRKY genes. [ Method] Using bioinformatics methods, the WRKY gene family in Schima superba was
identified based on its genome data. The physicochemical properties, gene structure, conserved domains,
chromosomal localization, and collinearity of this family were analyzed using TBtools software. Phylogenetic trees
were constructed using MEGA software, and cis-acting elements were analyzed using the PlantCARE website.

[Result] A total of 82 members of the WRKY gene family were identified in the Schima superba genome data and
named SsWRKYI to SsWRKY75 based on their similarity. These genes are unevenly distributed across 18

chromosomes, encoding amino acids ranging from 153 to 770, with molecular weights between 17,701 and
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783,888.06 Da. Among them, 30 SSWRKY proteins are basic (pl > 7), 52 are acidic (pI < 7), and 80 are unstable
proteins. Based on phylogenetic relationships, they were divided into three major groups (I-11I), with group II further
subdivided into five subgroups (Ila-e), and group Il having the most members. The number of exons in SsSWRKY
genes ranges from 2 to 7, and the number of introns ranges from 1 to 6. The domains and conserved motifs within
the same family are similar, and all members contain the WRKYGQK heptapeptide conserved domain and zinc
finger structure. In the SsWRKY gene family, segmental duplication plays a more significant role in gene family
expansion than tandem duplication, and the collinearity relationship between Schima superba and Arabidopsis
thaliana is much higher than that with Oryza sativa. Promoter analysis revealed the presence of various response
elements related to plant growth and development, hormones, drought, and low temperature. [ Conclusion] We
identified a total of 82 WRKY family genes were identified in Schima superba, which are divided into 7 subfamilies.
The gene structures and conserved protein domains differ among the various subfamilies. Segmental duplication
may be a driving force in their evolution. These results provide valuable clues for further research into the biological

functions of WRKY genes in Schima superba.
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