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INTRODUCTION & AIM RESULTS

Table 1: General features of Acinetobacter bereziniae 1J5 strain.

* Acinetobacter bereziniae, a widespread environmental organism? recently being

reported as an emerging nosocomial pathogen capable of causing severe hospital- SAMN18145973 Acinetobacter ~ Contig ~ Bangladesh =~ 4.4Mb  67.9kb 22 196 67.9kb 22 38% 77.20%
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acquired infections, especially in immunocompromised patients?it is often B R g e sy
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* This study aimed for whole genome sequencing of A. bereziniae strain 1J5 i - -1
(Bangladesh) to characterize its pathogenicity, antimicrobial resistance profile, l
identify mobilomes, explore virulence-associated features and phylogenomic e Figure 3: Categorized virulence factor
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relation worldwide through comparative genomics. 5 ol
* Findings contribute to understanding its genomic architecture and highlight the : gsEcEEcsaisiss Shate Smas
need for regional surveillance.
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* |J5 has the genome length of 4.4 Mb, comparative genomic analysis revealed 5 K“ﬁﬁég =2 | < ;%é% —= -
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that A. bereziniae typically has a genome size of 4.4-5.0 Mb. pr ik £ E Né%ﬁ%ﬁ% SEzfizss-gasss
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* Comparative genomic analysis revealed the prominent presence of adeF, gacgG, %5% e M%Fg | giecEe
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vanG, vanW, and OXA genes in all A. bereziniae strains. R ¥ aﬁ%gg .
* The 1J5 strain shares conserved secondary metabolite biosynthetic genes and i f gggfi% S-z2
posses fewer toxin-antitoxin systems compared to other A. bereziniae strains, o e iaiiiiii:
making it possible for future biotechnological exploitation.
* Phylogenomic analysis places 1J5 within a conserved and clinically significant B MR B
clade, primarily composed of strains mostly from the U.S.A. and fewer Asian
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strains. The orthologous genome cluster shows a high number of shared core :
Figure 5: Toxin-Antitoxin system of A. bereziniae; (A) Toxin system; blue denotes absence of Toxin system and red denotes
genes and compa ratively fewer unique genes in 1J5. presence (B) Antitoxin system; blue denotes absence of Antitoxin system and red denotes presence.
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* Future directions include functional studies of resistance genes, investigation of -
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