TMIEREZSE - 5075 - £ 041 - 2024 £ 04 B  DOL: https:/doi.org/10.12345/yzlcyxzz.v7i4.17118

Current Research Status of Whole Genome Sequencing of
Aeromonas Aeruginosa

Hongyu Huang Xiaobing Zhang
Department of Clinical Laboratory, the First Affiliated Hospital of Chongqing Medical University, Chongging, 400016, China

Abstract

The Aeromonas genus, encompassing 36 species of Gram-negative bacilli, notably includes key species such as Aeromonas
hydrophila, Aeromonas caviae, Aeromonas dhakensis, and Aeromonas veronii, which are recognized as potential human pathogens.
There has been a notable increase in reports of carbapenem-resistant Aeromonas strains in recent years, presenting a significant threat
to human health. The advancement of whole-genome sequencing technology has greatly bolstered the field of microbial genomics.
Whole-genome sequencing of Aeromonas strains offers a comprehensive insight into their classification, resistance profiles, and
virulence factors, allowing for more targeted interventions against these pathogens. Distinctively, routine biochemical assays, 16S
rRNA sequencing, and MALDI-TOF MS often misidentify members of the Aeromonas genus, underscoring the necessity of whole-
genome sequencing in Aeromonas research. The precision and rapidity of whole-genome sequencing are crucial in accurately
diagnosing Aeromonas infections, ultimately aiding effective treatment strategies.
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