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Draft genome sequence of Halomonas sulfidivorans SDO1

isolated from salt farm
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ABSTRACT The draft genome sequence of Halomonas sulfidivorans, a halophilic
bacterium from the class Gammaproteobacteria, isolated from the experimental salt
farm of CSIR—CSMCRI, Bhavnagar. Genomic analysis reveals the presence of genes
involved in the synthesis of polyhydroxybutyrate.
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alomonas sulfidivorans (SD01) was isolated from an experimental salt farm in

Kumbharvada, Bhavnagar, Gujarat, India (21°47"26.4”N, 72°07°19.2”E) and cultured
at 35°C, 120 rpm, pH 7. The isolation methods, media, sampling, and sample treatment
are described by Dubey and Mishra (1). The strain was grown overnight in Zobel Marine
broth supplemented with 3% NaCl for sequencing.

The taxonomic identity of the isolate was confirmed by 16S rRNA gene sequenc-
ing. Full-length 16S rRNA was amplified using colony PCR with universal primers 27F
(5"-AGAGTTTGATCMTGGCTCAG-3’) and 1492R (5"-TACGGYTACCTTGTTACGACTT-3’), and
sequencing was performed by Eurofins Genomics (Bangalore, India). The sequence was
deposited in NCBI (accession no. PV242261.1) and showed 96.66% identity with H.
sulfidivorans MCCC (accession no. CP053383.1).

For whole-genome sequencing (WGS), the same culture conditions were used.
High-quality genomic DNA was extracted using the QlAamp DNA Mini Kit (Qiagen,
Germany). Libraries were prepared with the QIAseq FX DNA Library Kit (Qiagen,
Germany) following the manufacturer’s protocol. WGS was performed by Eurofins
Genomics, covering all steps from DNA extraction to sequencing, using a whole-genome
shotgun strategy on the Illumina NovaSeq 6000 platform (2 x 150 bp paired-end
chemistry). Sequencing generated 8,421,488 reads (~2.4 Gbp), which were quality-pro-
cessed with fastp v0.24.0, yielding 7,999,132 high-quality reads and final genome
coverage of 530x.

Genome assembly was carried out using Shovill v1.1.0 (2), integrating the SPAdes
assembler. To improve and polish the assembly, Pilon v1.2.0 (3) was employed for error
correction, and further refinement was performed using RagTag v2.1.0 (4) for scaffolding,
with H. sulfidivorans as the reference genome. RagTag does not alter the input query
sequence but only reorders and orients contigs based on the reference genome. Default
parameters were used for all bioinformatics tools used in the present study. The final
draft genome assembly consisted of 98 scaffolds comprising 98 contigs, with a total
length of 4,330,213 bp, an N50 for both contigs and scaffolds of 198.8 kb, and a G + C
content of 64%. Genome assembly completeness was assessed using BUSCO v5, based
on the Gammaproteobacteria ortholog set, revealing 99.4% completeness. Genome
annotation was performed using the PGAP pipeline (5). The genome comprises 4,120
total genes, which include 4,001 protein-coding genes, 62 tRNAs, 11 rRNAs, 4 non-coding
RNAs, and 42 pseudogenes. To determine the taxonomic identity of the isolate, fastANI
v1.3 (6) was used to calculate the average nucleotide identity (ANI) between our isolate
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and the genomes of these five closely related Halomonas and Billgrantia species. The
analysis revealed that our isolate shared the highest ANI (97.26%) with H. sulfidivorans
strain MCCC (GenBank accession GCF_017868935.1), confirming that it represents a
novel strain of H. sulfidivorans. The genes acetyl-CoA acetyltransferase (phaA), acetoace-
tyl-CoA reductase (phaB), polyhydroxyalkanoate (PHA) synthase (phaC), phasin family
protein (phasin), and PHA synthesis repressor (phaR), all involved in the putative PHA
biosynthesis pathway, are present in the genome sequence.
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