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ABSTRACT Campylobacter jejuni is the leading cause of bacterial foodborne disease
worldwide. Here, we report the complete annotated genomes and plasmid se-
quences of 17 Campylobacter jejuni strains isolated from patients with gastroenteritis
in Santiago, Chile.

ampylobacter spp. are now considered the most common bacterial cause of human

gastroenteritis worldwide. Of the 25 Campylobacter species, Campylobacter jejuni is
the most common species associated with human disease (1-3). In Chile, Campylobac-
ter jejuni infections are emerging as an important cause of foodborne illnesses (4-7). In
this study, we obtained the complete genome sequences of 17 C. jejuni strains using a
combination of long (Oxford Nanopore) and short (lllumina) reads.

These 17 strains, all belonging to different sequence types, were selected for
genome closing out of 81 total strains. These strains were isolated in the laboratory
from stool samples from patients with gastroenteritis as previously described (6, 8).
These strains were exempt from institutional review board (IRB) review. Strains were
grown overnight in Mueller-Hinton 5% sheep blood agar plates at 42°C under mi-
croaerobic conditions, and genomic DNA was extracted using the DNeasy blood and
tissue kit (Qiagen). DNA quality and quantity were assessed using a NanoDrop spec-
trophotometer and a Qubit fluorometer (Thermo Scientific, Waltham, MA, USA), respec-
tively, following the manufacturer’s instructions. The long reads for each strain were
generated in a MinlON sequencer (Nanopore Technologies, Oxford, UK). The sequenc-
ing library was prepared using the rapid barcoding sequencing kit (SQK-RBK004). Every
10 libraries were pooled and run in a FLO-MIN106 (R9.4.1) flow cell, according to the

manufacturer’s instructions, for 48 h. The run was base called live using default settings Citation Bravo V, Porte L, Weitzel T, Varela C,
. Blondel CJ, Gonzalez-Escalona N. 2020.

(MinKNOW v19.06.8, Guppy v3.0.7). Default parameters were used for all software e T

unless otherwise specified. In total, we conducted 2 Nanopore runs. The sequencing Campylobacter jejuni strains from Chile.
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outputs for each of the 2 runs were 2.50 Gb (quality score, 12.41; Ns,, 3,957 bp; total
reads, 300,000) and 7.2 Gb (quality score, 11.46; N, 6,000 bp; total reads, 569,349), for

an estimated average genome coverage of 60 to 90X. Reads of <5,000 bp and with a Sehoel of Medidihne
quality score of <7 were discarded for downstream analysis. This is a work of the U.S. Government and is

The short-read sequencing libraries for each strain were prepared using 100 ng DNA not subjectto copyright protectionin the

. . .. . . . United States. Foreign copyrights may apply.
per strain according to the manufacturer’s instructions using the Nextera DNA flex kit
K . ] ) Address correspondence to

(Ilumina, San Diego, CA, USA) for the MiSeq sequencing and 1 ng DNA for the Nextera N. Gonzalez-Escalona,
XT kit for the NextSeq sequencing. Strains were sequenced using a MiSeq sequencer narjol.gonzalez-escalona@fda hhs.gov.
and a NextSeq sequencer (lllumina). For the MiSeq sequencing, we used a MiSeq v3 kit I'iece"’tejgzgl‘fy 2022(?20

. ) ) ) . ) ccepted 25 June
using 2 X 250-bp paired-end chemistry, according to the manufacturer’s instructions, Published 23 July 2020

with >100X average coverage. For the NextSeq sequencing, we used a NextSeq

Volume 9 Issue 30 e00535-20 ¥ mraasm.org 1


https://orcid.org/0000-0002-9804-2123
https://orcid.org/0000-0002-7099-6347
https://orcid.org/0000-0003-4568-0022
https://doi.org/10.1128/MRA.00535-20
mailto:narjol.gonzalez-escalona@fda.hhs.gov
https://crossmark.crossref.org/dialog/?doi=10.1128/MRA.00535-20&domain=pdf&date_stamp=2020-7-23
https://mra.asm.org

4 Microbiology

Bravo et al.

‘basixaN Buisn pasusnbas ,
‘(/493oeq0|AdWed/Bioysjwgnd//:sdiy) adAy aduanbas ‘IS 5

‘uontInN paijddy pue A13jes pood 10} 19U ‘NYS4D q
'suRud0Iseb yum siuaned Jo sjools woly ‘d11yD ‘9j1Iy) ap obelnues ul palejos d1am sulens ||y »

6S€L 810T  (861€) 6690791 1YYS (9TS'T06'L) €8565801HYS 9L o€ 18 (44013 (912°02L'L) LL¥L¥0dD  pLOE9G6ONVSAD
0S 610 (T6L'LY) 00L0TILLHYS (9SZ'LSLE) 6096580 LHYS s8¢ £9¢ 6¢€l LG0€ (£01°059'1L) 84¥/¥0dD  p9OE960NYSAD
[444 610T  (18£'9) LOLOTOLLYYS (9£S'£S1'9) €£096S80LHYS 0zs 89 09¢ 14443 (S9T°1TL'L) 64¥L¥0dD  pSOE960NVSAD
6S€L 810Z (8S0'LL) TOLOTOLLYYS (#10'TL6'S) 6876580 LHYS oLs L6 6¥C L¥'0E (z8L'LTL'L) 08¥L¥0dD  pTOE960NYSAD
4] 610T (S60'8%) €0L0T9LLYYS (9€0'€ET'9) ¥£S6580LHYS €99 00¢ (VA4 87°0€ (£0€'199°1) 187/¥0dD  pLOE96ONVSID
LST 810T  (€96'Z) ¥0L0T9L1YYS (T06'E€8L’S) T8765801HYS 444 6/ oLe roe  (607'8Y) €87/¥0dD  (LL¥'¥99°L) T87/¥0dD  pL6CI60NYSAD
0S 610T  (€¥T'7) SOLOTOLLYYS (8£9'£0L'L) €L¥65S801HYS S/9 0¢ 96C ¥S0€ (01£'S€9'L) ¥8¥/¥0dD  p96C960NVSAD
1609 810T  (£882) 1690791 1YYS (0£7'88T'L) S660980LHYS /81 8/ 88 95°0€ (€65'579'L) L090V0dD  ¥TTEGONVSHD
Lz 8L0C  (€88'Z) T69079LLHYS (#SE'980°L) £860980 LHYS 671 09 Lz 750 (€16'6€) 609070dD  (€00°L89'L) 8090¥0dD  9TTEGONVSHD
£09 £10T  (SS8'Y) €69079L1YHYS  (¥O¥'TLOL) TL60980LHYS €€l o 99 oLoe (6S¥'7T8'L) 0L90¥0dD  LTTEGONVSAD
€6¢€ 810T  (£8S'S) ¥690791L14YS (0LE'Z8L L) 0660980 1HYS 091 S 9L Se'0¢g (0S's¥L'l) 1190¥0dD  8ETE6ONVSHD
Sly 810T  (S8%'6) S690791 LHYS (055'566) £86098014HYS orlL 06 99 LG0€ (001'299°1) TL90V0dD  LYZEGONVSAD
8€68 810T  (££9'7) 9690791 1YYS (¥1T'¥TT’'L) 186098014HYS 0slL 0¢ €L ¥S0€E  (FL6'LL) ¥190¥0dD  (€78°089°L) €190¥0dD  9¥TEGONVSID
96101 8L0C  (C€0'6) £69079LLHYS (090VEE'L) ££60980 LHYS 81 S6 ¥8 €5°0€ (€09'€S9°L) SL90V0dD  9STEGONVSD
6S€L 810T  (TL¥'T) 869079L1YUYS (8EE'0ST'L) 1£60980LHYS 891 0¢ 9/ L¥'0€ (999'02£1) 9190¥0dD  LSTEGONVSAD
0s 810C  (¥€T'S) 90L0T9L LHYS (80%'L86) 6960980 LHYS gel Le ¥9 Lg'o€ (LLL'889L) £L190V0dD  6STE6ONVSAD
4] 810T  (TLS'Y) LOL0TOLLYYS (80€'TTOL) 8960980 LHYS Sl [4A 0z 95°0€ (6££'£T9'1) 8190¥0dD  09ZE60NVSAD
>1S uonejosi (spea4 jo ‘ou) (speas jo 'ou)  (x) yadsp  (x) yadsp (X) (%) 3ua1u0d pilwse|d swosowoyd) q’0U NVS4D

JO A ‘ou yys a4odoueN ‘ou yys eulwnjj bBupusnbas bHupusnbas osbessanod swousb oD 10§ "OU UOISSa77€ ULGUID

basin alodoue  Ajquasse pLgAH

»ApN3s siyy ul paniodal suieys junfof D /1 dYl 4oy ereperdy L 319vVL

mra.asm.org 2

Issue 30 e00535-20

Volume 9


https://www.ncbi.nlm.nih.gov/nuccore/CP040618
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860968
https://www.ncbi.nlm.nih.gov/sra/SRR11620707
https://www.ncbi.nlm.nih.gov/nuccore/CP040617
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860969
https://www.ncbi.nlm.nih.gov/sra/SRR11620706
https://www.ncbi.nlm.nih.gov/nuccore/CP040616
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860971
https://www.ncbi.nlm.nih.gov/sra/SRR11620698
https://www.ncbi.nlm.nih.gov/nuccore/CP040615
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860973
https://www.ncbi.nlm.nih.gov/sra/SRR11620697
https://www.ncbi.nlm.nih.gov/nuccore/CP040613
https://www.ncbi.nlm.nih.gov/nuccore/CP040614
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860981
https://www.ncbi.nlm.nih.gov/sra/SRR11620696
https://www.ncbi.nlm.nih.gov/nuccore/CP040612
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860987
https://www.ncbi.nlm.nih.gov/sra/SRR11620695
https://www.ncbi.nlm.nih.gov/nuccore/CP040611
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860990
https://www.ncbi.nlm.nih.gov/sra/SRR11620694
https://www.ncbi.nlm.nih.gov/nuccore/CP040610
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860972
https://www.ncbi.nlm.nih.gov/sra/SRR11620693
https://www.ncbi.nlm.nih.gov/nuccore/CP040608
https://www.ncbi.nlm.nih.gov/nuccore/CP040609
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860983
https://www.ncbi.nlm.nih.gov/sra/SRR11620692
https://www.ncbi.nlm.nih.gov/nuccore/CP040607
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10860995
https://www.ncbi.nlm.nih.gov/sra/SRR11620691
https://www.ncbi.nlm.nih.gov/nuccore/CP047484
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859473
https://www.ncbi.nlm.nih.gov/sra/SRR11620705
https://www.ncbi.nlm.nih.gov/nuccore/CP047482
https://www.ncbi.nlm.nih.gov/nuccore/CP047483
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859482
https://www.ncbi.nlm.nih.gov/sra/SRR11620704
https://www.ncbi.nlm.nih.gov/nuccore/CP047481
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859574
https://www.ncbi.nlm.nih.gov/sra/SRR11620703
https://www.ncbi.nlm.nih.gov/nuccore/CP047480
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859489
https://www.ncbi.nlm.nih.gov/sra/SRR11620702
https://www.ncbi.nlm.nih.gov/nuccore/CP047479
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859603
https://www.ncbi.nlm.nih.gov/sra/SRR11620701
https://www.ncbi.nlm.nih.gov/nuccore/CP047478
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859609
https://www.ncbi.nlm.nih.gov/sra/SRR11620700
https://www.ncbi.nlm.nih.gov/nuccore/CP047477
https://trace.ncbi.nlm.nih.gov/Traces/sra/?run=SRR10859583
https://www.ncbi.nlm.nih.gov/sra/SRR11620699
https://pubmlst.org/campylobacter/
https://mra.asm.org

Microbiology Resource Announcement

500/550 high-output kit v2.5 (300 cycles) using 2 X 150-bp paired-end chemistry,
according to the manufacturer’s instructions, with >300X average coverage. The reads
were trimmed with Trimmomatic v0.36 (9).

The final complete genome sequence (comprising the chromosome and plasmid,

when present) for each strain was obtained using a previously described pipeline (10),
except that Flye v2.6 (11) was used instead of Canu v1.7 (12) for long-read de novo
assembling. The genomes were confirmed as circular closed by finding the contig end
overlap, which was then manually trimmed. Each closed genome was rotated to start
at the dnaA gene.

Data availability. The complete genome sequences reported here have been

deposited in NCBI GenBank under the accession numbers listed in Table 1.
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