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Genome Sequence of Serratia fonticola Strain S14, Isolated
from the Mosquito Aedes triseriatus
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ABSTRACT The bacterium Serratia fonticola strain S14, isolated from the midgut of
a female Aedes triseriatus mosquito, has a genome size of 6,176,978 bp. The genome
includes genes responsible for acyl-homoserine lactone-mediated quorum sensing,
enterobactin, and aerobactin.

erratia fonticola strain S14 (previously named strain MSU001) was isolated from a
female Aedes triseriatus mosquito originating from a laboratory colony founded in
1988 from a woodlot on the campus of Michigan State University, cycled through 3 to
4 generations per year since then, and annually supplemented with wild mosquitoes
from the same location (1). This mosquito species is an important vector of La Crosse
encephalitis virus in the United States (2). For isolation of S. fonticola S14, the mosquito
midgut was dissected using sterile tuberculin syringes and needles, followed by plating
insect contents plus sterile saline on Luria-Bertani agar (BD, USA) at 28°C. S. fonticola
strain S14 proved to be genetically manipulatable (3). Heterologous expression of
genes encoding mosquitocidal toxins in bacteria naturally associated with mosquitoes
in nature may be a powerful strategy for the biocontrol of vector mosquitoes and their
associated diseases (4, 5). Serratia fonticola strain S14 persists as a commensal in the
adult gut of its natural host, Aedes triseriatus, after having been ingested earlier by
larvae but not in the unnatural host Anopheles stephensi (3); exploring the genomic
features of S. fonticola strain S14 may further an understanding of the interactions
between bacteria and their mosquito hosts (5).
Serratia fonticola strain S14 was cultured in Luria-Bertani agar (BD, USA) under
aerobic conditions at 28°C, followed by genomic DNA extraction using a Wizard
genomic DNA purification kit (Promega, CA, USA). Next-generation sequencing (NGS)
was carried out at the Research Technology Support Facility (RTSF) at Michigan State
University using lllumina MiSeq paired-end sequencing chemistry (2 X 250 bp) after
library construction using the lllumina TruSeq Nano DNA library preparation kit. The
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biosynthesis-related proteins, such as 3-hydroxyacyl-acyl carrier protein dehydratases
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FabA and FabZ, acyl carrier proteins (ACP1 and ACP2), and AHL synthases. In the S14
genome, 16 genes encoding enterobactin siderophore and 12 genes encoding aero-
bactin siderophore were found, indicating that this bacterium has a versatile ability to
recover iron from the mosquito gut environment, where iron stress is important (7).
These genomic data are important for us to understand the S. fonticola prevalence and

persistence in specific mosquito species.

Data availability. The genome sequence of S. fonticola strain S14 was deposited in
GenBank under accession number JAABOX000000000. The BioProject number for this
project is PRINA602295. The BioSample accession number is SAMN13887607. The raw
sequence data are available under SRA accession number SRR10995863.
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