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ABSTRACT The whole genome of Saccharibacillus sp. strain WB 17, a bacterial
strain isolated from wheat phyllosphere, has been sequenced. This microorganism is
equipped with several carbohydrate-active enzymes, which would explain its ability
to fractionate lignocellulose.

The phyllosphere represents a unique niche in which microorganisms have acquired
the ability to degrade lignocellulose (1) in order to survive oligotrophic conditions.

Among microorganisms recovered from the phyllosphere, bacteria affiliated with the
Paenibacillaceae family and the Saccharibacillus genus are present (2). Saccharibacillus
sp. strain WB 17 was recovered from the culture of a wheat bran phyllosphere sampled
in January 2018 from the Champagne-Ardennes area of France. The culture was
performed at 30°C on 1� M3 medium (3) supplemented with wheat bran, under
aerobic conditions. Saccharibacillus sp. WB 17 was identified based on its 16S rRNA
gene sequence and was associated with the Saccharibacillus genus. To further charac-
terize the metabolic potential of Saccharibacillus sp. WB 17 and its ability to fractionate
lignocellulose, its whole genome was sequenced. Saccharibacillus sp. WB 17 was grown
for 48 h at 30°C on Luria-Bertani medium, and its genomic DNA was extracted using the
PureLink genomic DNA minikit (Thermo Fisher Scientific). Whole-genome shotgun
sequencing (2 � 150 bp) was performed using the Nextera DNA sample preparation kit
(Illumina, San Diego, CA, USA) following the manufacturer’s user guide and sequenced
on a NovaSeq system (MR DNA [Molecular Research], Shallowater, TX, USA). In total,
30,007,734 reads were obtained. The sequence data files were filtered for quality using
FastQC (4) and then de novo assembled by SOAPdenovo (version 2.04) (5); default
parameters were used for all software. A total of 47 contigs were detected, with
sequencing coverage of 409-fold. The N50 value was 205,341 bp. The size of the assembled
genome was 5,391,836 bp. The genome size of the strain was between the sizes of the two
closest Saccharibacillus relatives (6.08 Mbp for Saccharibacillus sacchari GR21T and 4.69 Mbp
for Saccharibacillus kuerlensis HR1T). Saccharibacillus sp. WB 17 had a G�C content of
58.82%. This value was in the range of known values for Saccharibacillus genomes. Indeed,
the G�C content values recorded for the previously sequenced genomes were as follows:
58.4 mol% (Saccharibacillus qingshengii H6T) (6), 57.8 mol% (S. sacchari GR21T) (7), 50.5
mol% (S. kuerlensis HR1T) (8), and 55.5 mol% (Saccharibacillus deserti WLJ055T) (9). The draft
genome of Saccharibacillus sp. WB 17 was annotated by the NCBI Prokaryotic Genome
Annotation Pipeline (PGAP) (https://www.ncbi.nlm.nih.gov/genome/annotation_prok); it
contained 73 tRNAs, 4,826 genes, and 4,730 coding sequences (CDSs). Only 1,139 CDSs
were annotated, which represented 22% of the genome content. Based on the
Carbohydrate-Active EnZymes database (CAZy) database (10), the genome coded for a
total of 236 carbohydrate-active enzymes in five categories, namely, glycoside hydro-
lases (145 CDSs), glycosyl transferases (31 CDSs), polysaccharide lyases (3 CDSs), car-
bohydrate esterases (31 CDSs), and carbohydrate-binding modules (21 CDSs); however,
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no auxiliary activities (redox enzymes that act in conjunction with carbohydrate-active
enzymes) were detected.

Data availability. The genome data for Saccharibacillus sp. strain WB 17 are

available in GenBank under accession number VPFK00000000 and SRA accession
number SRR10389757. The version reported in this paper is the second version,
VPFK00000000.2. The 16S rRNA data are available under accession number MN475752.
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