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Draft Genome Sequence of Environmental Isolate Acinetobacter
nosocomialis U20-HoPe-S34-3 from Germany

Gottfried Wilharm?
2Robert Koch Institute, Wernigerode Branch, Wernigerode, Germany

ABSTRACT The draft genome sequence of Acinetobacter nosocomialis U20-HoPe-
S34-3, isolated from soil sampled from the banks of the river Holtemme in Germany,
is provided. The strain has an average nucleotide identity of 98.3% to the type strain
of the species.

he genus Acinetobacter comprises ubiquitously spread environmental species, as well as

nosocomial pathogens with poorly defined natural habitats (1). Environmental isolates
of the hospital pathogen Acinetobacter nosocomialis are extremely rare, with only a few con-
firmed reports available (2, 3). At the time of writing, the NCBI database included only A.
nosocomialis genome sequences of human isolates or of unknown origin (https://www.ncbi
.nlm.nih.gov/genome/browse/#!/prokaryotes/2169/). Here, we provide the genome seq-
uence of a soil isolate of A. nosocomialis from Germany. The soil sample was collected from
the waterside of the river Holtemme near Minsleben, Germany (51.863332 N, 10.830841 E),
in October 2020. One gram of soil was resuspended in 10 ml of mineral medium (4) supple-
mented with 0.1% acetate as the sole source of carbon and energy and incubated at 37°C
for 5h with constant shaking. Subsequently, 100 ul of the suspension was spread onto
Acinetobacter medium (CHROMagar, France) without the use of the CHROMagar multidrug-
resistant (MDR) supplement and incubated for 24 h at 37°C. Reddish colonies tentatively
identified as Acinetobacter baumannii were studied as detailed previously (5). While PCR
analysis failed to detect the gene blagy,.s:-like, intrinsic to A. baumannii (6), in isolate U20-
HoPe-S34-3, partial sequencing of the RNA polymerase subunit 3 gene rpoB (7) indicated
that it belongs to the species (99.38% identity to the type strain of A. baumannii, compared
with only 95.33% identity to the type strain of A. nosocomialis). To clarify its taxonomic posi-
tion, the isolate was subjected to whole-genome sequencing. Genomic DNA was extracted
with the MasterPure DNA purification kit (Epicentre) according to the manufacturer’s instruc-
tions from the pellet of 1ml of an overnight culture grown at 37°C on a rotary shaker
(160 rpm) in a 100-ml baffled flask with 10 ml liquid medium containing 10 g/liter tryptone,
5 g/liter yeast extract, and 5 g/liter NaCl. Shotgun libraries were generated using the Nextera

XT DNA sample preparation kit and subjected to dual-index paired-end sequencing v3 Citation Wilharm G. 2021. Draft genome

(2 x 300 bp) on the lllumina MiSeq benchtop platform, yielding 2,782,230 reads in total. The sequence of environmental isolate Acinetobacter
d I hecked usi F C V011 g). P l d d nosocomialis U20-HoPe-S34-3 from Germany.

raw sequence data quality was checked using FastQC v0.11.5 (8). Poor-quality and under- Microbiol Resour Announc 10:600286-21. httpsy/

sized reads were excluded using Trimmomatic v0.36 (9). Default parameters were used for doiorg/10.1128/MRA.00286-21.

all software unless otherwise specified. After further preprocessing (trimming at the 5’ and Editor Irene L. G. Newton, Indiana University,

3’ ends until the average quality was 30 in a window of 20 bases), the read files contained Bloomington
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480,119,357 bases in 2,208,078 reads with an average read length of 217 bases. Assembly access article distributed under the terms of
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genes, of which 3,711 were protein coding sequences, 71 were RNA genes, and 28 were Published 27 May 2021

pseudogenes. Pairwise alignment of the 16S rRNA gene sequences from strain U20-HoPe-
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S34-3 and A. nosocomialis NIPH 2119T revealed 99.93% identity, supporting the taxonomic
classification of U20-HoPe-S34-3 as the species A. nosocomialis. The average nucleotide iden-
tity to A. nosocomialis NIPH 2119 was 98.3%, as determined using autoMLST (12).

Data availability. This whole-genome shotgun project has been deposited at DDBJ/
ENA/GenBank under the accession number JAFLQV000000000 (BioProject number
PRJNA705907, BioSample number SAMN18106348, and SRA number SRX10250989).
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