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is alarming for the world medical community because of their high
prevalence among clinically significant strains of microorganisms.
Enterococci are able to collect different mobile genetic elements and
transmit resistance to antibiotics to wide range of Gram-positive and
Gram-negative species of microorganisms, including the transmission
of vancomycin resistance to methicillin-resistant strains of Staphylo-
coccus aureus. The number of infections caused by antibiotics resistant
strains of Enterococcus spp. is increasing. Here we present a draft
genomes of Enterococcus faecium strains. These strains were isolated
from human feces before and after (1 month) Helicobacter pylori era-
dication therapy. The samples were subject to whole-genome
sequencing using Illumina HiSeq. 2500 platform. The data is available
at NCBI https://www.ncbi.nlm.nih.gov/bioproject/PRINA412824.
© 2017 The Authors. Published by Elsevier Inc. This is an open access
article under the CC BY license
(http://creativecommons.org/licenses/by/4.0/).
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Specifications Table

Subject area Biology

More specific subject Genomics
area

Type of data Assembly contigs

How data was The data was acquired on HiSeq. 2500 (Illumina) sequencing platform
acquired

Data format Assembly contigs in FASTA format

Experimental factors -//-//-

Experimental Sequencing was performed according to Illumina sequencing protocols for
features DNA-seq

Data source location Kazan, Russian Federation

Data accessibility Data is available at NCBI repository. https://www.ncbi.nlm.nih.gov/biopro

ject/PRJNA412824

Value of the data

® This data set will be useful for the scientific community, working in the area of medical genomics
and/or metagenomics, since it represents the data set of Enterococcus faecium genomes, isolated
from stool samples of the patients before and after Helicobacter pylori eradication therapy.

® This data may be used for comparisons Enterococcus spp. genomic data.

e This data will also be valuable for more detailed study of processes occurring in the gut microbiota
during the antibiotics administration.

1. Data

The following data represents contigs of genomes Enterococcus faecium strains isolated from stool sam-
ples of two patients before (time point 1) and after (time points 2 and 3) Helicobacter pylori eradication
therapy. Table 1 contains information about statistics of genomes assembly. In general, on the first time point
there are four strains, on the second time point there are two strains and on the third point - one strain.

2. Experimental design, materials and methods
2.1. Eradication therapy scheme

Eradication therapy was carried out according to the scheme Maastricht 4 [5] (including the antibiotics
(clarithromycin, amoxicillin), proton pump inhibitors and bismuth subsalicylate). The data of the cohort
assembly and others additional materials may be found in the paper Gluschenko et al. [3].

2.2. Isolation

Enterococcus faecium strains from two patients (HP_003: three time points and HP_010: two time
points) were isolated from stool samples before and after Helicobacter pylori eradication therapy. The
samples were thawed on ice, 500 mg of sample was then transferred into a new tube and homo-
genized within 5 sterile phosphate buffered saline. Next, the obtained samples were cultured on
dense selective growth media (blood agar, endo agar, simmon's citrate agar and others) in con-
centration 10-2, 10-4,10-5 ml per one Petri dish. The Petri dishes were put on CO,-incubator at a 37 °C
until bacterial growing signs appeared. The obtained colonies were re-cultured on growth media for
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Table 1
Genome assembly statistics of Enterococcus faecium strains isolated from patients before and after Helicobacter pylori eradi-
cation therapy.

Patient ID Sample ID  BioSample ID Time point  contigs N50 Sum length  GC Max length
HP_003 Hp_5-7 SAMNO07728623 1 111 85,683 2,695,017 38.0 165,489
HP_003 Hp_5-10 SAMNO07728624 1 77 22,6574 2,840,193 38.3 499,744
HP_003 Hp_6-10 SAMNO07728625 2 272 80,066 2,714,038 381 261,692
HP_003 Hp_7-8 SAMNO07728626 3 175 86,239 2,891,257 382 272,078
HP_010 Hp_23-9 SAMNO07728628 1 205 45,967 2,688,691 380 292,691
HP_010 Hp_23-14 SAMNO07728629 1 189 88,668 2,676,966 381 191,349
HP_010 Hp_24-3 SAMNO07728627 2 232 96,971 2,887,997 377 257,098

obtaining sufficient biomass and put to the conservation. Next, the identification of species affiliation
were performed using Bruker Daltonics MALDI MC Biotyper. The cultures for the isolation of DNA
were from the cultivation of isolated single colonies.

2.3. DNA extraction

Cell culture was combined with 1.5 ml of Promega Nuclei Lysis Solution buffer and incubated at
70 °C overnight. Silico-zirconium beads (BioSpec Products, USA) with diameters of 0.1 mm (300 mg
per sample) and 0.5 mm (100 mg per samples) were added to cell suspension and it was then
homogenized by 3 min shaking in MiniBeadBeater (BioSpec Products, USA). Produced mix was
incubated at 70 °C for 2 hours. Homogenization and incubations steps were repeated two more times.
Further, the DNA was extracted according to Ikryannikova et al. [4].

2.4. Sequencing

Genomic DNA libraries were constructed and whole-genome sequencing was performed by HiSeq.
2500 instrument, as described in Gluschenko et al. [3].

2.5. Reads preprocessing and assembly

Before genome assembly, quality control was performed by FASTQC [https://www.bioinformatics.
babraham.ac.uk/projects/fastqc/] (with default parameters) and Trimmomatic [2] (run keys ILLUMI-
NACLIP:/PATH/TO/ADAPTERS/TruSeq. 3-PE-2.fa:2:30:7:2 TRAILING:25 AVGQUAL:20 MINLEN:50)
programs. Genome assembly was made by SPAdes 3.6 [1] in the ‘read error correction and assem-
bling’ mode with —careful key allowing to reduce the number of mismatches and insertions-deletions
when assembling the genome of one organism.
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