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Abstract: Cronobacter spp. are foodborne opportunistic pathogens known for their significant environmental adaptability

and wide-ranging distribution. These organisms have the potential to cause neonatal infections through the contamination

of infant powdered formula, resulting in serious diseases, such as necrotizing enterocolitis, sepsis or meningitis, thereby

posing a serious threat to the health and life of newborns and premature infants. The recent rapid progress in high-

throughput sequencing technology and bacterial genomics has greatly promoted research in areas such as the genomic

analysis of Cronobacter, molecular evolution and mechanisms of variation, virulence genes, identification genes, and drug

resistance gene mining. These advancements have significant scientific implications for the prevention and treatment of

Cronobacter infections. This review aims to offer a thorough analysis of the present status and forthcoming directions in

Cronobacter genomics research, providing essential theoretical groundwork for the development of novel approaches in

identification, prevention, and treatment of Cronobacter infections.
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Figure 1 ~ Number of species of Cronobacter in NCBI database
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Figure 2 Genomes of Cronobacter in NCBI Database from

2007 to 2023
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Figure 3 Multiple-locus sequence typing of Cronobacter spp

1 B AT R Y Pl N 2H 2 A

Table 1 Genomic characteristics of Cronobacter spp
BHAFY Py R (RNA rRNA
L/ WA ERIE/%  FYE/ % HHULK/N(Mbp+SD) - .
GCH i SR WKE CPHEGE TSGR
. complete 100 0 4.54 +0.15 56.79% 4188 1084 83 7
C. sakazakii
draft 99.98 1.06 4.55+0.13 56.83% 4180 1089 72 7
. complete 100 0 4.52 £ 0.09 56.91% 4153 1090 83 7
C. malonaticus )
draft 99.94 0.74 4.49 +0.13 56.91% 4119 1091 72 7
X X complete 100 0 57.83% 4 044 1097 84 7
C. universalis
draft 99.97 0.80 4.40 + 0.04 57.93% 3990 1103 73 7
. . complete 100 0 57.25% 4195 1 096 85 8
C. turicensis
draft 99.99 0.61 4.59 + 0.09 57.35% 4172 1100 73 7
L complete 100 0 4.71 £ 0.05 57.43% 4287 1099 84 7
C. dubliniensis )
draft 99.99 0.50 4.57 £0.12 57.75% 4157 1099 73 7
L complete 100 0 4.66 £ 0.14 57.54% 4 046 1103 86 7
C. muytjensii
draft 99.29 0.22 4.44 +0.11 57.54% 4028 1103 73 7
. complete 100 0 55.78% 4109 1 095 82 7
C. condiment
draft 100 0.02 55.71% 4241 1082 75 7
unidentified species draft 100 0.06 4.63 +0.16 57.02% 4252 1089 78 7
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J G D 2 R T D 9 T AT R AT R T R A A R
e R S g Iz N . 2024 4E 2 H 8 H,
PCR 4" 39 %8 5 H X A7 32 0 o T T ol 199 58 7 109
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