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Draft Genome Sequences of Nine Stenotrophomonas maltophilia
Isolates from a Freshwater Catchment Area in Hong Kong
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aShuyuan Molecular Biology Laboratory, The Independent Schools Foundation Academy, Hong Kong SAR, China

ABSTRACT Stenotrophomonas maltophilia is a widely distributed, Gram-negative bacillus
that is increasingly identified as a multidrug-resistant opportunistic pathogen of concern.
Here, we report the draft genome sequences of nine strains that were isolated from a fresh-
water catchment area in Hong Kong, corresponding to four different monophyletic lineages
within the species.

tenotrophomonas maltophilia is a widely distributed, nonfermentative, Gram-nega-
tive bacillus that forms a complex of 23 monophyletic lineages, namely, Sm1 to
Sm18 (including Sm4a and Sm4b) and Sgn1 to Sgn4 (1). An environmental species found
in water (2) and soil (3) and frequently plant associated (4-6), it is considered a low-virulence
pathogen (7). Nevertheless, it is responsible for some serious infections in hospitals, for exam-
ple, among intensive care unit (ICU) patients (8, 9) and burn patients (10), and is the third
most common source of secondary infection following severe and critical cases of coronavi-
rus disease 2019 (COVID-19) (11). Of particular concern clinically is its multidrug resistance,
including intrinsic resistance to carbapenems via an L1 and/or L2 metallo-B-lactamase (12—
14). Contrasting with its pathogenicity in humans, S. maltophilia can promote plant growth
(15) and has been proposed as an agricultural probiotic (16). Its resilience in challenging envi-
ronments and its ability to degrade a wide range of substrates may also support a role in
bioremediation (5, 17, 18). Groschel et al. noted that, while its lineages are globally repre-
sented, they are not equal in their association with humans; for example, the authors
found that Smé6 is most common among hospitalized patients, while strains within Sgn1
and Sgn2 appear entirely environmental (1).
Nine S. maltophilia strains were isolated during a survey of 10 sites within the catchment
area of a freshwater stream in Telegraph Bay, Hong Kong. Aliquots (100 1) of water samples
collected at each site were initially spread on Luria agar containing ampicillin (100 pg/mL)
and incubated at 27°C for 48 h. Resultant colonies were transferred to Luria agar containing
amoxicillin-clavulanate (Augmentin) (100 wg/mL). Colonies resistant to both ampicillin and
Augmentin were tested for resistance to cefepime (30 ng) and ertapenem (10 ng) (discs from
Liofilchem). Colonies showing unrestricted growth in the presence of all of the B-lactam anti-
biotics tested were subsequently passaged eight times on standard Luria agar (19). Single col-
onies were then spread on Luria agar and incubated for 48 h before harvesting for DNA ST e sy Ui el Dl
extraction (Qiagen DNeasy PowerSoil Pro kit). Paired-end short-read sequencing libraries Copyright © 2022 Cheung et al. This is an
were prepared using the NexteraXT DNA library preparation kit and sequenced via the open-access article distributed under the terms
lllumina MiSeq platform using v3 chemistry (2 x 300 bp). Adapter sequences were removed of the Creative Commons Attribution 4.0

International license.
using Trimmomatic v0.32 (20), and reads were quality filtered and trimmed before assembly P e S B G,

with Newbler v2.7 (Roche Diagnostics). Default parameters were used for all software unless sgriffin@isfedu.hk, or . C. C. Leung,
otherwise specified. Draft sequences were submitted to NCBI PGAP v5.0 (21) and PATRIC {eligo@siedUhi

. . . L . The authors declare no conflict of interest.
(22) for annotation. Sequencing data and analysis results for all nine isolates are summarized
in Table 1 Received 9 March 2022
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Using MinHash genomic distances (23) from representative strains characterized by Published 23 June 2022

Groschel et al. (1), the nine strains were classified into lineages Sm3, Sm4a, Sm5 (3 isolates),
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and Sm6 (4 isolates). All isolates carry the L1 metallo- 3-lactamase, as well as sul4 (24).
ACYCe.8N also carries sul2, katG (25), and catB171 (26-28).
Data availability. The GenBank, Sequence Read Archive (SRA), and BioSample accession
numbers of all nine isolates are listed in Table 1 and may also be accessed under NCBI
BioProject accession number PRINA759338.
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