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ABSTRACT Here, we report the draft genome sequence of Comamonas jiangduensis
strain YW1T (= DSM 100319T = CSUR Q1714T = CCTCC AB 2012033T = KACC
16697T). Comamonas jiangduensis is a new Comamonas species that was isolated
from agricultural soil. The genome sequence from strain YW1T has been
assembled into 322 contigs for a total size of 2,758,586 bp with a G1C content of
59.1%.

The genus Comamonas, assigned to the family Comamonadaceae (Betaproteobacteria),
was originally established by Davis and Park (1) in 1962. The Comamonadaceae family

was validly published only in 1985, with Comamonas terrigena as the type species (2).
Strain YW1T was isolated from agricultural soil and was described as the type strain
of Comamonas jiangduensis, which is a new biosurfactant-producing species (3).
Currently, the complete genome sequence is not available; therefore, we describe
the genomic features of C. jiangduensis strain YW1T. We acquired strain YW1T (= DSM
100319) from the Deutsche Sammlung von Mikroorganismen und Zellkulturen GmbH
(DSMZ), and we deposited it in the Collection de Souches de l’Unité des Rickettsies
(CSUR) culture collection under the accession number Q1714. The bacterial strain
was grown at 28°C for 24 h on Columbia blood agar (bioMérieux, Marcy l’Etoile,
France). The bacterial genomic DNA was extracted using an EZ1 system and the DNA
tissue kit (Qiagen, Hilden, Germany). The bacterial genomic DNA was quantified
using a Qubit assay (Life Technologies, Carlsbad, CA, USA). To provide the full ge-
nome sequence of C. jiangduensis strain YW1T, we carried out two methods of
sequencing. First, the bacterial genomic DNA was normalized at 0.2 ng/ml. Genomic
DNA was next sequenced with MiSeq (4) technology (Illumina, Inc., San Diego, CA,
USA) using the Nextera XT DNA sample preparation kit (Illumina) with the paired-end
strategy. To prepare the paired-end library, dilution was performed to yield 1 ng of
each genome as the input. Normalized libraries were pooled into a single library for
sequencing on the MiSeq system. Automated cluster generation and paired-end
sequencing with dual index reads were performed in a single 39-hour run (2 � 250
bp). Total information of 9.29 Gb was obtained from a cluster with a density of
1,012,000 clusters/mm2, with a cluster passing quality control filters of 92.90%.
Within this run, the index representation for strain YW1T was determined to 4.26% of
index represention. The 19,461,691 paired-end reads of the MiSeq run were exam-
ined to evaluate the quality using FastQC v0.11.8 (5). Second, the bacterial genomic
DNA was sequenced using a Nanopore strategy with a MinION sequencer (Oxford
Nanopore Technologies) as described previously (6, 7). After a 2-hour run time and
the end of the life of the flow cell, 1,140,000 reads were generated as raw data.
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Finally, sequencing reads were assembled using SPAdes (8) software (Galaxy
3.12.01galaxy1) with default parameters. Contigs were combined using SSPACE v2.0
(9) and GapFiller v2.1.1 (10) with default parameters. Then, manual finishing was per-
formed using sequence similarity searches and blocks conserved among the closest
species, i.e., Comamonas terrigena strain NBRC 13299, Comamonas serinivorans strain
DSM 26136, and Comamonas kerstersii strain 8943. Genomic annotation was per-
formed using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) v4.11 (11).
The genome of strain YW1T was assembled into 322 contigs (N50, 14,524 bp; L50, 61;
coverage, 1�) for a total size of 2,758,586 bp with a G1C content of 59.1%. A total of
1,944 predicted protein-coding genes were identified, along with 5 rRNAs, 38 tRNAs,
and 3 noncoding RNAs.

Data availability. Comamonas jiangduensis strain YW1T is available at the CSUR
under the reference number Q1714 (= DSM 100319 = CCTCC AB 2012033 = KACC
16697). The complete 16S rRNA gene sequence of strain YW1T has been deposited in
GenBank under the accession number JQ941713. The genome sequence project
(BioProject PRJEB37457) is publicly available under accession number CADEPJ010000000.
The raw data have been deposited under SRA accession number ERR4019952 for MiSeq
paired-end reads and SRA accession number ERR4020346 for MinION reads.
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