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Introduction: Neisseria gonorrhoeae (Ng) has successively developed resistance

to all previously recommended antimicrobial therapies, with ceftriaxone being

the last option for monotherapy of gonorrhea. Global emergence and

international spread of the FC428 clone derived mosaic penA-60 allele,

associated with highlevel ceftriaxone minimum inhibitory concentrations (MICs)

in non FC428 clone Ng lineages, has become an increasing concern. The penA-

60 allele carrying Ng was first identified in the U.S. in Las Vegas, Nevada (2019;

GCWGS-102723), with a multi-locus sequence type (MLST)-1901 strain, in a

non FC428 clone Ng lineage, which is associated with a historically ceftriaxone

susceptible core genogroup. Later in 2022, an allele genetically similar to penA-

60, mosaic penA-237, was identified in the UK (H22-722) and France (F92) with

high-level ceftriaxone MICs and both belonged to MLST-1901.

Methods: In this study, we assessed phylogenomic relatedness and antimicrobial

resistance (AMR) determinant profiles of these three isolates with high-level

ceftriaxone MICs among a global collection of 2,104 genomes belonging to the

MLST-1901 core genome cluster group 31, which includes strains separated by

a locus threshold of 200 or fewer differences (Ng_cgc_200). Recombination

events in and around the penA coding region were catalogued and potential

sources of inter species recombinant DNA were also inferred.

Results: The global population structure of MLST-1901 core genogroup falls

into 4 major lineages. Isolates GCWGS-10723, F92, and H22-722 clustered

within Lineage 1, which was dominated by non-mosaic penA-5 alleles. These

three isolates formed a clade within Lineage 1 that consisted of isolates from

North America and southeast Asia. Neisseria subflava and Neisseria sicca were

identified as likely progenitors of two independent recombination events that
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may have led to the generation of mosaic penA-60 and penA-237, within a

possible non-mosaic penA-5 background.

Discussions: Our study suggests that there are multiple evolutionary pathways

that could generate concerning mosaic penA alleles via homologous

recombination of historically susceptible Ng lineages with Neisseria

commensals. Enhanced surveillance of gonococcal strains and Neisseria

commensals is crucial for understanding of the evolution of AMR, particularly

in less-studied regions (e.g., Asia), where high-level ceftriaxone MICs and

multi-drug resistance are more prevalent.

KEYWORDS

Neisseria gonorrhoeae (Ng), antibiotic resistance, phylogenomics, ceftriaxone
resistance, homologous recombination

Introduction

Neisseria gonorrhoeae, the etiological agent of the sexually
transmitted infection (STI) gonorrhea, is the second most reported
infectious disease in the United States (U.S.) (648,056 cases were
reported to the CDC, 2024), with an estimated yearly incidence of
87 million infections worldwide (Rowley et al., 2019; CDC, 2024).
N. gonorrhoeae antimicrobial resistance (AMR) has been classified
as an “urgent threat” by the CDC due to the organism’s historic
evolution of AMR to all previously recommended drug therapies
used for treatment of gonorrhea (e.g., sulfonamides, penicillins,
tetracyclines, macrolides, fluoroquinolones) (Centers for Disease
Control and Prevention (U.S.), 2019). By the early-2000s, extended
spectrum cephalosporins (ESCs) remained largely effective at low
concentrations, however the 2010s saw the global emergence and
spread of gonococcal strains with reduced susceptibility (RS) or
minimum inhibitory concentration [MIC] values of greater than or
equal to 0.25 µg/mL to oral cefixime (CFM) (Deguchi et al., 2003;
Ito et al., 2004; Yokoi et al., 2007; Ohnishi et al., 2011; Cámara et al.,
2012; Unemo et al., 2012; Unemo and Shafer, 2014; Shimuta et al.,
2015). This left ceftriaxone (CRO), the only current cornerstone
of therapy, as the only ESC recommended for first-line treatment
of gonorrhea in the U.S. and other countries (Unemo and Shafer,
2014). Concerns over the future emergence of ceftriaxone-resistant
gonorrhea, led several countries, including the U.S. in 2010, to
recommend combination therapy with azithromycin (Workowski
et al., 2015). In 2020, however, in response to increasing AMR
to azithromycin, combination therapy was replaced in favor of
ceftriaxone monotherapy in the U.S. (500 mg, 1 g for persons
weighing ≥ 150 kg), as the only recommended regimen for
uncomplicated gonorrhea (Cyr, 2020).

Decreased susceptibility to ESCs is associated with “mosaic”
penA alleles, which contain 60 to 70 mutations in the second half
of the gene, compared to wild-type genes (Ito et al., 2005). The
novel ceftriaxone-resistant gonococcal strain H041 (mosaic penA-
10) was first reported in Japan in 2009 (Ohnishi et al., 2011), which
was followed by reports of ceftriaxone-resistant N. gonorrhoeae
harboring other unique mosaic penA alleles from France (Unemo
et al., 2012), Spain (Cámara et al., 2012) and Australia (Lahra
et al., 2014). Although these strains did not spread further, the
threat of ESC resistant N. gonorrhoeae was further complicated by
the emergence and international spread of gonococcal strains with
the FC428 derived mosaic penA-60 allele first identified in Japan

around 2015. This allele confers high-level cefixime (CFMHL;MICs
of ≥ 1 µg/mL) and ceftriaxone MICs (CROHL; MICs of ≥ 0.5
µg/mL) (Nakayama et al., 2016). FC428 clones have disseminated
internationally and consist of closely related multi-locus sequence
types (MLSTs), predominately MLST-1903, MLST-7365, MLST-
1600, MLST-13871, MLST-13943 and MLST-13429, with reports
from China [2015 to 2021; (Tang et al., 2023)], Australia [2017;
(Lahra et al., 2018)], Canada [2017–2018; (Lefebvre et al., 2018;
Berenger et al., 2019)], Denmark [2017; (Terkelsen et al., 2017)],
Ireland [2018; (Golparian et al., 2018)], the UK [2018 (Eyre et al.,
2019)], Singapore [2018; (Ko et al., 2019)] and France [2019;
(Poncin et al., 2019)].

The mosaic penA-60 allele has also been identified in
phylogenetically distinct gonococcal lineages. In 2018, three MLST-
12039 isolates carrying the penA-60 allele were reported in the UK
[G97687 and G7944; (Eyre et al., 2018)] and Australia [A2735 and
A2543; (Whiley et al., 2018)]. Since then mosaic penA-60 alleles
have been identified in multiple non-FC428 lineages collected
around the world, including the U.S. [MLST-1901; (Picker et al.,
2020)], [MLST-8123; (Reimche et al., 2024)], Austria [MLST-16406;
(Pleininger et al., 2022)], France [MLST-16406; (Maubaret et al.,
2023)], the UK [MLSTs ST-16406, ST-8123 and ST-1901; (Day
et al., 2022)], and Cambodia [MLSTs ST-8143, ST-16406 and ST-
8123;(Ouk et al., 2023)]. Increasingly worrying is the emergence
of mosaic penA-60 derivative alleles (sharing ≥ 98% sequence
homology), such as mosaic penA-237 harbored by MLST-1901
strains, detected in France (Berçot et al., 2022) and the UK (Day
et al., 2022), both with travel links to Southeast Asian countries.

In November 2019, the Southern Nevada Public Health
Laboratory of the Southern Nevada Health District (SNHD)
identified a male urethral gonococcal isolate (GCWGS-10723) with
high-level MICs to cefixime (MIC = 2 µg/mL) and ceftriaxone
(MIC = 1 µg/mL) (Picker et al., 2020). Molecular testing by the
CDC revealed the presence of the mosaic penA-60 allele, which
is the first case of its kind identified within the U.S. Interestingly,
whereas the majority of mosaic penA-60 harboring strains have
belonged to the clonally-expanding FC428 group (MLST ST1903
and similar strains), this particular isolate was revealed to be
more closely related to the globally circulating MLST1901 lineage,
commonly associated with resistance to ciprofloxacin and reduced
susceptibility to azithromycin and cephalosporins (Osnes et al.,
2021; Thomas et al., 2021). The main female partner of the
patient reported travel to China and being treated for gonorrhea
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while in China (Picker et al., 2020). The emergence of this
concerning isolate, in addition to the identification of two other
phylogenetically related strains with similar travel history to
Southeast Asia in 2022 (penA-237 harboring strains, F92 and
H22-722), prompted us to perform an in-depth phylogenomic
investigation in order to ascertain the factors that may have
contributed to their emergence.

Materials and methods

Isolate selection and susceptibility
testing

In total, 2,104 N. gonorrhoeae isolate genome sequences
belonging to the MLST-1901 core genogroup cluster locus
threshold of 200 or fewer differences (Ng_cgc_200, Group 31),
available as of August 2023, were obtained from PubMLST.org
(Jolley et al., 2018; Harrison et al., 2020). The isolates of concern
(GCWGS-10723, F92 and H22-722) belonged to group 31. This
core-genogroup includes the ST1901 strains and their closely
related single or double locus MLST variants (∼53 different
MLSTs), including many described in several previous studies
(Demczuk et al., 2015; de Curraize et al., 2016; Costa-Lourenço
et al., 2018; Lee et al., 2018; Ryan et al., 2018; Sánchez-Busó
et al., 2019; Williamson et al., 2019; Yuan et al., 2019; Alfsnes
et al., 2020; Banhart et al., 2021; Yahara et al., 2021). Of the
2,104 genomes, 997 were from Europe, 800 from North America,
145 from South America, 116 from Asia, 40 from Oceania, 1
from Africa and 5 unknown continent, spanning 28-years (1992-
2022). This collection includes two isolates available in the World
Health Organization (WHO) reference panel as WHO-Y (F89;
France, 2010) and WHO-V (Sweden, 2012) (Unemo et al., 2016).
Isolates from the U.S. (n = 688) were obtained primarily from the
Gonococcal Isolate Surveillance Project (GISP), interspersed with
smaller numbers obtained through Strengthening the US Response
to Resistant Gonorrhea (SURRG) from 2002 to until 2019. All
isolates in our global dataset, including data on antimicrobial
susceptibility profiles, MLST, and associated AMR determinants are
provided in Supplementary Table 1.

Whole genome sequencing and
bioinformatic analyses

All 688 N. gonorrhoeae isolates from GISP or SURRG were
sequenced on an Illumina MiSeq or HiSeq sequencer at the
CDC core sequencing facility (Atlanta, GA) or state public
health laboratories, which are part of the Antibiotic Resistance
(AR) Laboratory Network (i.e., Maryland, Texas, or Washington
State regional laboratories). Quality assessment was performed
using FastQC v0.10.1. All raw Illumina sequencing reads were
initially screened using Kraken v0.10.5 (Wood and Salzberg,
2014) to identify reads assigned to bacterial strains other than
N. gonorrhoeae. Samples with more than 10% of raw reads assigned
to Neisseria meningitidis or other bacterial species were considered
contaminated. CutAdapt v1.8.3 (Martin, 2011) was used to remove
adapter sequences using a minimum quality threshold of < Q30

and a minimum length threshold of 19. Illumina reads were de novo
assembled using Spades v3.15.0 (Bankevich et al., 2012) by passing
the –careful option. All assemblies downloaded from PubMLST and
other published sources were screened with Mash v2.2.2 (Ondov
et al., 2016)1 for the presence of contigs from other bacterial taxa
other than Ng, and their quality was assessed by generating basic
assembly statistics such as number of contigs, N50, L50 and GC
content using bbmap v38.87.2

AMR genotypes were determined using a combination of
several tools, including a customized gonococcal-specific ARIBA
v2.14.53 database (Hunt et al., 2017) and using an in-house
customized python script called the Neisseria gonorrhoeae Genome
Profiler and Typing Tool (CDC) (Schmerer et al., 2020). InSilicoSeq
v1.5.34 was used to generate 1 million simulated reads per assembly,
for samples for which no raw reads were available, based on
a MiSeq error profile (Gourlé et al., 2019). MLST and NG-
MAST sequence types (STs) were determined by MLST v2.195 and
NGMASTER v0.4,6 respectively, while NG-STAR v2.0 STs were
determined using pyngSTar7 (Jolley and Maiden, 2010; Kwong
et al., 2016; Demczuk et al., 2017). Sequence types based on the
N. gonorrhoeae core-genome MLST (cgMLST) v1.0 scheme and the
Ng_cgc_200 grouping scheme (Harrison et al., 2020) were obtained
by querying or submitting assemblies to the PubMLST Neisseria
database,8 which uses the Bacterial Isolate Genome Sequence
Database (BIGsdb) software (Jolley et al., 2018).

For phylogenetic analysis, a core genome alignment was
generated using Snippy v4.3.89 with WHO-Y (GenBank accession
number LT592161.1) provided as the reference (Unemo et al.,
2016). This full-length whole genome alignment was used
as an input to Gubbins v2.3.1 for identifying and filtering
regions of homologous recombination (Croucher et al., 2014).
The resulting alignment, containing only the polymorphisms
present in the non-recombinant regions, was used as input for
RAxML v8.2.910 (Stamatakis, 2014), under the GTR+GAMMAX
model of nucleotide substitution with a majority-rule consensus
(MRE) convergence criterion, to reconstruct an ascertainment
bias corrected (Stamatakis method) maximum-likelihood (ML)
phylogeny. Two phylogenetic analyses were conducted, using the
whole genome alignment generated from the 2104 N. gonorrhoeae
isolates within the Ng_cgc_200 group 31 cluster (Figure 1), as well
as a clade consisting of 213 N. gonorrhoeae isolates, where the
isolates of interest (GCWGS-10723, F92 and H22-722) clustered
(Figure 2), as described above. Pairwise SNP distances between
isolate genomes were calculated with snp-dists v0.7,11 using the
recombination masked alignment from Gubbins as input. All

1 https://github.com/marbl/Mash/releases/tag/v2.2

2 https://sourceforge.net/projects/bbmap/

3 https://github.com/sanger-pathogens/ariba

4 https://github.com/HadrienG/InSilicoSeq

5 https://github.com/tseemann/mlst

6 https://github.com/MDU-PHL/ngmaster

7 https://github.com/leosanbu/pyngSTar

8 https://pubmlst.org/neisseria

9 https://github.com/tseemann/snippy

10 https://github.com/stamatak/standard-RAxML

11 https://github.com/tseemann/snp-dists
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phylogenetic trees were visualized using the R packages ggtree
v3.2.1 (Yu et al., 2017) and RCandy v1.0.0 (Chaguza et al., 2022).

Predicted homologous recombination events in and around
the murE – penA coding regions for GCWGS-10723, F92 and
H22-722 were visualized using RCandy (Chaguza et al., 2022).
Essentially, Gubbins output files generated based on the whole
genome alignment of the clade (n = 212), where the above
mentioned three Ng isolates of concern clustered as described
above, were imported into Rcandy and the unique and ancestral
recombination events were visualized. fastGEAR (Mostowy et al.,
2017) was also run with default parameters, to understand the
flow of inter-species homologous recombination events that may
have contributed to the emergence and acquisition of mosaic penA-
60 and penA-237 alleles in GCWGS-10753 and in both F92 and
H22-722 isolates, respectively. For fastGEAR analysis, a multi-
species alignment of the murE – penA region for 14 N. gonorrhoeae
MLST-1901 clade isolates, along with the homologous regions of
murE – penA regions extracted from reference genomes using
customized BLAST (Altschul et al., 1990) for the following
commensal Neisseria species: N. elongata (NZ_CP031252.1),
N. flavescens (NZ_CP039886.1), N. subflava (NZ_CP039887.1),
N. sicca (NZ_CP072524.1), N. mucosa (NZ_UGRT01000006.1),
N. meningitidis (CP018907.1; urethritis clade), N. polysaccharea
(NZ_QQEZ01000004.1), N. cinerea (NZ_LS483369.1) and N.
lactamica (NZ_CP031253.1), were generated using muscle v5.1.012

(Edgar, 2004). FastGEAR infers the genetic population structure
from a given alignment using a Hidden Markov Model. Populations
are defined as groups which are genetically distinct in at least 50%
of the alignment. Within each inferred population, recombination
events are identified by comparing every nucleotide site in
the target sequence to all remaining populations and asking
whether it is more similar to something else compared to
other strains in the same population. In other words, fastGEAR
infers recombination by searching for similar nucleotide segments
between diverse sequence clusters. To test the significance of
the inferred recombination events and identify a false-positive
recombination event, fastGEAR uses a diversity test, wherein the
diversity of the fragment in question is different compared to its
background. Phylogenetic trees were also inferred from the multi-
species murE – penA alignments using RAxML, as described above,
but without recombination correction.

Results

Gonococcal isolates with high-level
ceftriaxone and cefixime MICs carrying
penA-60 and penA-237 alleles in the
context of the global
MLST-1901-associated Ng_cgc_200,
Group 31

The fully reconstructed maximum likelihood (ML)
phylogenetic analysis of 2,104 MLST-1901-associated core-
genome group 31 gonococci global isolates (based on 17,472

12 https://github.com/rcedgar/muscle

non-recombinant SNP sites), sampled from 40 countries (including
the US) between 1992 and 2022, was broadly partitioned into four
major lineages (Figure 1), based on their monophyletic origins.
These isolates belonged to 52 known MLSTs, with the most
predominant MLST being 1901 (75.3%, 1,585/2,104). Lineage 1
(n = 212) mostly consisted of MLSTs ST7822 (n = 80), ST10314
(n = 71) and ST1901 (n = 18) and included isolates mostly from
Europe (n = 143) and North America (n = 51). The majority
of the Lineage 1 contained ESC susceptible isolates harboring
non-mosaic penA-5 alleles (98.1%, n = 197). The three ST1901
gonococcal isolates with high-level MICs carrying penA-60
(GCWGS-10753) and penA-237 (F92 and H22-722) also clustered
within Lineage 1. The smallest lineage, Lineage 2 (n = 54),
consisted of mainly Asia-derived isolates (n = 35) harboring the
mosaic penA-10 allele, that belonged to MLSTs ST1901 (n = 27) and
ST1579 (n = 25). The second largest lineage, Lineage 3 (n = 432),
represented isolates mostly from North America (n = 250) and
Europe (n = 120) and consisted primarily of MLST-1901 (n = 345)
isolates and harboring mostly penA-5 (n = 378) among other
non-mosaic alleles, which were associated with ESC susceptibility.
The largest lineage, Lineage 4 (n = 1400), was primarily composed
of isolates from Europe (n = 722) and North America (n = 490).
Lineage 4 isolates were predominately MLST-1901 (n = 1187) and
harbored the mosaic penA-34, which were associated with elevated
ESC MICs (CFM; MIC ≥ 0.25 µg/ml and CRO; MIC ≥ 0.125
µg/ml) but susceptible for ESC (Supplementary Table 1). This
lineage was previously well studied and was estimated to be
recently expanded from a common ancestor in the 1990s [clade
AB1 described in Thomas et al. (2021), clade A described in Osnes
et al. (2021) and sublineage 34 described in Yahara et al. (2021)].
Additional details on the MLST-1901 Ng_cgc_200 group 31 isolates
included in this study are provided in Supplementary Table 1 and
Figure 1.

A focused ML phylogenetic analysis of only Lineage 1 isolates
(n = 212) based on 4141 non-recombinant SNP sites is shown in
Figure 2. The four major MLSTs in lineage 1 isolates were ST7822
(n = 80), ST10314 (n = 71), ST1901 (n = 19) and ST11706 (n = 18),
and clustered into MLST-associated clades. Within each of these
MLST specific clades, geographical location specific subclades were
also evident throughout the phylogeny (Figure 2). Notably, the
MLST-1901 clade with 19 isolates within Lineage 1 contained all
three high-level ESC strains, GCWGS-10723, H22-722, and F92.
This clade possessed high genetic diversity and predominantly
contained isolates from North America (n = 8; late-2000s, mid-
2010s, and 2019) and Southeast Asian countries (n = 7; early
and mid-2010s) and were susceptible to ESCs as they harbored
non-mosaic penA-5 with the exception of the three high-level
ESC strains. The closest genetic relative to GCWGS-10723 that
carried mosaic penA-60 was strain 88259 (Ontario, Canada, 2008;
128 SNPs differences), which is susceptible to both cefixime and
ceftriaxone. Interestingly, the estimated longer branch length of this
2019 Las Vegas, U.S. strain (GCWGS-10723) suggested that it is
a highly divergent strain within Lineage 1 isolates. A genetically
similar isolate is either not genome sequenced yet or not detected
anywhere else. Notably, an isolate, 86394 China (2012) clustered as
an outgroup to the subclade containing GCWGS-10723, 88259 and
other isolates from China and the U.S. but was genetically different
by 137 SNPs, compared to the Las Vegas strain, suggesting that
these isolates could have an Asian ancestral origin. Strains H22-722
and F92 with mosaic penA-237 alleles were more genetically similar
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FIGURE 1

Maximum likelihood phylogenetic tree based on core genome SNPs of 2,104 MLST-1901-associated core-genome group 31 gonococci global
isolates, sampled from 40 countries (including the US) between 1992 and 2022. All four major lineages are shown along with the country of origin,
year of isolation, penA allele type, as well as whether the penA allele sequence were mosaic or non-mosaic. The bootstrap estimates (out of 100) for
all the major internal nodes are also shown.

to each other (27 SNPs), as previously shown (Berçot et al., 2022),
than either was to GCWGS-10723 (213 and 218 SNPs respectively).
The closest genetically similar isolates to both H22-722 and F92
were isolates 86122 (China, 2012) and 116842 (New Zealand, 2019),
which were on average 76 and 247 SNPs different, respectively.
This MLST-1901 clade within Lineage 1 contained U.S. isolates
(Hawaii, 2016) that formed a monophyletic subclade with high-
level MICs for azithromycin (AZM) conferred due to the 23S
rRNA 2059A→G mutation, while the Canadian isolate, 88259
that clustered with the Las Vegas isolate, possessed resistance-
level MICs for AZM due to 23S rRNA 2611C→T mutations.
The above-mentioned high-level AZM U.S. subclade isolates also
carried non-mosaic penA-18 (penA-5 + A501T mutation;∼99.94%
sequence similarity to penA-5). All other MLST-specific clades were
susceptible to ESC and AZM. All the lineage 1 isolates, except
for one isolate (116009; USA), carried both gyrA Ser91Phe and
gyrA Asp95Ala/Gly mutations that confer ciprofloxacin resistance
(Supplementary Table 1 and Figure 2).

Characterization of recombination
events across penA-murE region among
Lineage 1 isolates

Our Gubbins-based recombination analysis on all the Lineage 1
(n = 212) isolates revealed the presence of multiple recombination

events within the murE-penA region. The predicted recombination
events were specifically enriched within the highly diverged MLST-
1901 clade, where all three high-level ESC strains, GCWGS-10723,
H22-722, and F92, clustered (Figure 3). Two unique recombination
events were detected (shown as blue lines in Supplementary
Figure 1): 1) 2.5 kb stretch of the genome of GCWGS-10723
covering the dca – murE region, but not within the penA region;
2) 1.2 kb stretch of the strain 116843 genome (New Zealand, 2019)
covering the murE region. An 822 bps region at the 3′ end of the
penA gene was also predicted to be under recombination and was
shared among 11 isolates (including GCWGS-10723 but not in
H22-722 or F92) through common descent (shown in red lines in
Supplementary Figure 1).

FastGEAR analysis on an alignment of the murE-penA
homologous region with other Neisseria species and 11
N. gonorrhoeae isolates (see materials and methods) revealed
the presence of four lineages and five clusters. The four lineages
consisted of 1) N. elongata, 2) N. flavescens and N. subflava, 3)
N. mucosa and N. sicca and 4) all N. gonorrhoeae isolates, N.
polysaccharea, N. cinerea, N, lactamica and N. meningitidis. The
cluster partitions were similar to the lineage assignments, with the
exception that all the three high-level ESC N. gonorrhoeae isolates,
GCWGS-10723, H22-722, and F92, carrying penA-60 and penA-
237 alleles in the lineage 4 were split into two clusters (Figure 3).
Four potential interspecies recombination events were detected in
the penA-60 carrying GCWGS-10723 isolate, two within the murE

Frontiers in Microbiology 05 frontiersin.org

https://doi.org/10.3389/fmicb.2024.1401303
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-15-1401303 September 26, 2024 Time: 19:46 # 6

Thomas et al. 10.3389/fmicb.2024.1401303

FIGURE 2

Maximum likelihood phylogenetic tree based on core genome SNPs of 213 MLST-1901-associated core-genome group 31 lineage 1 gonococci
global isolates. Antimicrobial MICs, important AMR markers and MLSTs associated with each of the lineage 1 isolates are shown. The high-level ESC
isolates carrying penA-60(GCWGS-10723) and penA-237(F92 and H22-722) within the MLST-1901 clade in lineage 1 are highlighted. The bootstrap
estimates (out of 100) for all the major internal nodes are also shown.

and two within penA gene boundaries. The two recombination
events within the murE gene were from the 591st nucleotide to
the 695th nucleotide [104 bp; log (Bayes Factor (BF)) = 11.3] and
from the 957th to the 1451st nucleotide (494 bp; log (BF) = 0.2), the
latter event was only weakly supported. Both the recombination
events at the murE gene region for the GCWGS-10723 isolate
indicated a shared ancestry from N. flavescens and N. subflava,
suggesting potential interspecies recombination events. Both murE
recombination events predicted by fastGEAR overlap within the
2.5kb recombination event inferred by Gubbins. The two adjacent
recombination events inferred by fastGEAR within the penA gene
were 1) from the 925th to 1464th nucleotide (539 bp; log (BF) = 90.7
and the source of this recombination event was from N. flavescens
and N. subflava), 2) from the 1465th to 1665th nucleotide (200 bp;
log (BF) = 23.7 and the source of this recombination event is
from N. sicca and N. mucosa). Similar to the GCWGS-10723
isolate, fastGEAR also estimated two inter-species recombination
events in F92 and H22-722 isolates carrying penA-237 alleles at
approximately the same regions of the penA gene as identified
in the Las Vegas isolate (GCWGS-10723): 1) from the 905th to

1436th nucleotide (531 bp; log (BF) = 102.2 and the source of this
recombination event was from N. flavescens and N. subflava), 2)
from the 1437th to 1665th nucleotide (228 bp; log (BF) = 30.9
and the source of this recombination event is from N. sicca and
N. mucosa). Both of these recombination blocks were predicted
exactly at the same locations in both F92 and H22-722 isolates,
confirming that these two strains were highly related. Unlike the
Las Vegas isolate, there were no predicted recombination events at
the murE region for either the F92 or H22-722 isolate (Figure 3).
Interestingly, N. flavescens is now considered to be the same species
as N. subflava (Bennett et al., 2014; Diallo et al., 2019). Also,
isolates previously classified as Neisseria sicca are now identified as
variants of N. mucosa (Bennett et al., 2012). Herein onwards, both
N. flavescens and N. subflava will be represented as N. subflava, and
N. sicca and N. mucosa as N. sicca.

In order to validate the fastGEAR results, we generated
a sequence alignment of penA genes from the following
N. gonorrhoeae isolates: 88259 (penA-5), 79059 (penA-18),
GCWGS-10723 (penA-60), F92 (penA-237), along with penA
gene homologs from N. sicca and N. subflava, and visualized the
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FIGURE 3

Results showing the inter-species recent recombination events detected by fastGEAR across the Neisseria species alignment of murE-penA
homologous region. The phylogenetic tree on the left shows the maximum likelihood phylogenetic tree reconstructed based on the multi-Neisseria
species murE-penA homologous regions. In each panel, the rows correspond to each species/isolate, columns correspond to positions in the
alignment and colors show the shared genotypes of each of the Neisseria species included in the alignment. Each of the four lineages determined
by fastGEAR, based on the multi- Neisseria species murE-penA homologous regions, are shown in 4 different colors: N. elongata–dark blue;
N. flavescens and N. subflava -green; N. mucosa and N. sicca–red and N. gonorrhoeae, N. polysaccharea, N. cinerea, N. lactamica and N.
meningitidis–blue. Black colored regions represent external recombination importation events that are not from any of the Neisseria species
included in the fastGEAR analysis.

nucleotide differences in the two predicted recombinant blocks
towards the second half of the penA gene (Supplementary Figure
2 and Supplementary Table 2). Out of the 82 codon substitutions
identified in the first recombinant block predicted to be inherited
from N. subflava in both GCWGS-10723 and F92 isolates, 77
variants matched to both N. subflava and N. sicca, and 60%
(46/77) of those codon variants had the nucleotide matched only
to N. subflava, which was consistent with the source species of
the inter species recombination event predicted by fastGEAR.
Similarly, out of 29 codon variants identified at the second
recombination block, 24 substitutions matched to N. subflava and
N. sicca, and 19/24 of those codon variants had the nucleotide at
the variant site, matched to only N. sicca, again consistent with
results from fastGEAR, that N. sicca could be the potential donor
species responsible for the second recombination event in both the
penA-60 and penA-237 alleles. The majority of the above mutations
were nonsynonymous mutations (Supplementary Figure 2 and
Supplementary Table 2).

As expected, out of the five synonymous mutations between
the penA-60 and penA-237 alleles (Berçot et al., 2022), the
variant Pro328Ala in penA-237, which belonged to the first
recombination block, appeared to be imported from N. subflava;
while the remaining variants within the second recombination
block, Ala481Pro, Ser484Thr, Ile486Thr and Thr535Ala matched to
N. sicca, with the exception of Thr535Ala being unique in penA-237.
There were three nonsynonymous mutations between the penA-60
and penA-237 alleles within the first recombination block imported
from N. subflava, at amino acid positions 302, 329 and 330. The
variant codons were similar to N. subflava, with the exception at
amino acid position 330, where the codon was similar to both
N. subflava and N. sicca. Out of the seven amino acid substitutions
associated with the mosaic penA alleles present in penA-60 and
penA-237 that cause ESC resistance, we were able to identify the
source of the recombinant DNA for four substitutions Ile312Met

(both N. subflava and N. sicca), Val316Thr (N. subflava) and the
deletion of Asp345 (codon matched to N. subflava). The codons for
Ala311Val, Asn513Tyr and Gly545Ser, observed in the penA-60 and
penA-237 alleles, were different, compared to both N. subflava and
N. sicca.

Discussion

Reduced susceptibility to ESCs in N. gonorrhoeae has remained
relatively low in the U.S. (fluctuating between 0.2 and 0.4%
for CRO reduced susceptibility isolates between 2017 and 2020;
declining from 1.4% in 2011 to 0.2% in 2021 for CFM reduced
susceptibility isolates) (CDC, 2023). Of the U.S. isolates reported
with elevated cephalosporin MICs, the majority belonged to MLST-
1901 (Ng_cgc_200 group no. 31), a globally circulating lineage
associated with mosaic penA-34 alleles (Thomas et al., 2019, 2021;
Reimche et al., 2023). In 2010, a single ST1901 isolate (F89; France)
possessing high-level ESC MICs was attributed to a treatment
failure case, but did not spread further (Unemo et al., 2012).
Furthermore, as summarized above, all recent reports of high-
level ESC MICs over the last 10-years have largely been associated
with the international spread of FC428 clones (Ng_cgc_400 group
no. 410) harboring mosaic penA-60, which are genetically distinct
from other gonococcal lineages. Nonetheless, there appears to
be increasing reports of non-FC428 isolates possessing mosaic
penA-60 alleles (Reimche et al., 2024), and more recently mosaic
penA-237. This suggests that either these alleles do not impart a
significant fitness cost and/or there are additional compensatory
mutations present that may restore fitness (Vincent et al., 2018).

To our knowledge, the isolate GCWGS-10723, identified by
SNHD, was the first N. gonorrhoeae isolate detected globally to
date that belonged to MLST-1901 and carried a mosaic penA-
60 allele (Picker et al., 2020; Reimche et al., 2023). This isolate
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possesses the highest ceftriaxone MIC since GISP began monitoring
antimicrobial susceptibilities in 1986. Although it belonged to the
ST1901-associated core-genome group, this as well as two other
MLST-1901 isolates with high-level ESC MICs (F92 and H22-722)
were more closely related to the largely ESC susceptible lineage
(Lineage 1). This lineage harbors non-mosaic penA-5 and similar
derivative alleles of Asian origin, as well as the non-mosaic penA-
18.001 allele detected in the U.S. (Hawaii), but are also associated
with travel to Asia (Katz et al., 2017). Within Lineage 1, these
isolates clustered within the MLST-1901 clade with substantial
unsampled genomic diversity. This is particularly evident in the
long branch lengths. The genetically closest isolates were older
isolates sampled in geographically distant areas. Even though all
three high-level ESC MICs MLST-1901 isolates were isolated in
Europe and North America, all of the cases were directly or
indirectly epidemiologically linked (via sexual partners) with travel
to Asian countries (Picker et al., 2020; Berçot et al., 2022; Day et al.,
2022). Interestingly, 9 out of 20 MLST-1901 clade isolates within
Lineage 1 carried AMR markers suggestive of AMR resistance
to more than one antibiotic, indicating the possible existence
of even more concerning isolates within the MLST-1901 clade,
which are most likely under sampled and possibly circulating
in Asia. In addition, the concurrence of two cases of MLST-
1901 carrying mosaic penA-237 in Europe within the same year
suggests that this strain may still be circulating among sexual
networks. Surprisingly, culture independent molecular testing of
257 remnant N. gonorrhoeae NAAT-positive specimens from all
SNHD clinics collected during September to December 2019
did not identify any specimens with the mosaic penA-60 allele.
Moreover, AST of approximately 5,500 gonococcal isolates via
GISP during January-December 2019, as well as to date, did not
identify any isolates with high-level ESC MICs as isolate GCWGS-
10723, among MLST-1901 isolates (Picker et al., 2020). Taken
together, this suggest that the MLST-1901 strain carrying the penA-
60 allele, identified in Las Vegas (GCWGS-10723), was probably
imported from Asia and was effectively detected in the U.S.
Testing and adequate treatment of this patient possibly prevented
further transmission among sexual networks. It is also possible
that the continued dissemination of this strain did not alert public
health laboratories, as this strain was still responsive to ceftriaxone
treatment.

Our detailed recombination analysis of the penA gene suggests
the possibility of two separate inter-species recombination events
from N. subflava and N. sicca to the second half of the penA
gene. This may have contributed to the generation of mosaic
penA-60 (GCWGS-10723) and penA-237 (H22-722 and F92) alleles
within a possible penA-5 ancestral background. Also, differences
in the length of nucleotide sequences under recombination
at the penA region in these isolates suggest two or more
separate inter-species recombination events might have led to
the emergence of penA-60 and penA-237 alleles, rather than the
latter allele being derived from the former allele. Transformation
experiments have demonstrated that high-level ESC strains,
such as the FC428 clones can be generated by homologous
recombination of mosaic penA alleles from commensals, such
as N. cinerea or N. subflava, into a susceptible receipt strain
(Igawa et al., 2018; Kanesaka et al., 2021). While useful, these
methods may not fully recapitulate all of the various pathways of
homologous recombination that may arise from genetic exchange

across multiple Neisseria species. It is also possible that high-
level ESC isolates within the MLST-1901 Clade in lineage 1
acquired mosaic penA-60 and penA-237 genotypes through unique
recombination events, either independent of the FC428 clones
and directly from other Neisseria commensal species or these
stains could have also originated by recombination between 2
Ng strains, one with MLST-1901 genomic background and the
donor strain belonged to the FC428 clone. Confirmation of the
exact path of origins of these strains is beyond the scope of this
study.

The sources of origin for mosaic codon variants for Ala311Val,
Asn513Tyr and Gly545Ser observed in mosaic penA-60 and
penA-237 alleles, in these three high-level ESC isolates, were
not assigned to N. subflava and N. sicca because the reference
genomes analyzed for those two species, in our recombination
analysis, did not carry those variants. Nevertheless, there are
many reports of N. subflava and N.sicca carrying those mosaic
variants, along with high-level ESC MICs, but neither whole
genome data nor Sanger sequenced penA genes are publicly
available (Kanesaka et al., 2021, 2023). Interestingly, recent
cross-sectional studies assessing the resistance patterns of
oropharyngeal Neisseria species in Italy (Gaspari et al., 2023),
Vietnam (Dong et al., 2020) and Belgium (Laumen et al.,
2021) identified N. subflava and N. flavescens as the most
common pharyngeal non-pathogenic Neisseria species. Even
though substantial effort is spent on identifying resistance
mechanisms circulating within the gonococcal populations,
these surveys often overlook a known source of resistance
for gonococci−i.e. the commensal Neisseria species. The
diversity of AMR alleles in commensal population is currently
unknown, presenting an issue for the complete genotypic-
based resistance prediction for any of the Neisseria species,
including pathogens. As reviewed and suggested in Goytia
and Wadsworth (2022), improved characterization of the
Neisseria resistome, and subsequent surveillance of commensal
populations could serve as a “canary in the coal mine” approach
to identifying new or common resistance mechanisms that
may emerge from our microbial reservoirs (Frost et al., 2023;
Unitt et al., 2024).

Furthermore, as observed in the FC428 clones, it is possible
that there may be future cases involving ST1901-associated
genome group as many already possess gyrA mutations shown
experimentally to compensate for fitness costs associated with
mosaic penA alleles (Kanesaka et al., 2021). In fact, this
phenomenon is already happening because almost all of the non-
FC428 clone lineages carrying penA-60 alleles, such as MLSTs-8123,
12039, 16406 and 8143, also carried gyrA mutations associated
with ciprofloxacin resistance (Reimche et al., 2024; Pleininger et al.,
2022; Maubaret et al., 2023).

The recent emergence of gonococcal isolates with high level
ESC in historically susceptible lineages is a major concern,
especially considering that ceftriaxone is the only remaining first-
line treatment for gonorrhea. Our study underscores the necessity
of ongoing surveillance of both gonococcal and commensal
Neisseria populations, public health action, and the need for
point-of-care testing to monitor trends in antimicrobial resistance.
Notably, it is critically important to enhance AMR surveillance in
countries that may be historically under sampled for gonococcal
AMR surveillance.

Frontiers in Microbiology 08 frontiersin.org

https://doi.org/10.3389/fmicb.2024.1401303
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-15-1401303 September 26, 2024 Time: 19:46 # 9

Thomas et al. 10.3389/fmicb.2024.1401303

Data availability statement

The datasets presented in this study can be found in
online repositories. The names of the repository/repositories
and accession number(s) can be found in the article/
Supplementary material.

Author contributions

JT: Data curation, Formal analysis, Investigation, Software,
Writing−original draft, Writing−review and editing. JC: Formal
analysis, Investigation, Methodology, Writing−review and editing.
KH: Data curation, Methodology, Visualization, Writing−review
and editing. SS: Investigation, Writing−review and editing. KS:
Investigation, Writing−review and editing. BR: Conceptualization,
Investigation, Writing−review and editing. EK: Conceptualization,
Funding acquisition, Resources, Writing−review and editing.
SJ: Conceptualization, Data curation, Formal analysis, Funding
acquisition, Investigation, Methodology, Project administration,
Resources, Software, Supervision, Validation, Visualization,
Writing−original draft, Writing−review and editing.

Neisseria gonorrhoeae working
group

Division of STDPrevention, Centers forDisease Control and
Prevention, Atlanta, GA, USA

Kim Gernert, Matthew W. Schmerer and Cau D. Pham
Washington State Department of Health, Washington State

Regional Lab, Shoreline, WA, USA
Mike Tran, Sopheay Hun, Soge O Olusegun, Chi Hua, Brian

Hiatt and Kirstin Veliz
Tennessee Department of Health, Tennessee Regional Lab

Nashville, Nashville, TN, USA
Lindsay Jolly and Maya Spann
Texas Department of State Health Services, Texas Regional

Lab Austin, Austin, TX, USA
Tamara Baldwin, Chun Wang, Maliha Rahman and Bonnie Oh
Maryland Department of Health, Maryland Regional Lab,

Baltimore, MD, USA
David Torpey, Teisha Leak, Rebecca Abelman, Eric Keller,

Terence Moore and Jillian Loomis.
Utah Department of Health and Human Services, Utah

Public Health Laboratory, Salt Lake City, UT, USA
Lindsay Neff, Ravyn Casey, Jenni Wagner, Erin Young, and

Kelly F. Oakeson

Funding

The author(s) declare financial support was received for the
research, authorship, and/or publication of this article. This work
was supported by the CDC (Centers for Disease Control and
Prevention) and in part made possible through support from the
CDC’s Advanced Molecular Detection (AMD) and Combating
Antibiotic Resistant Bacteria (CARB) programs.

Acknowledgments

We thank the Centers for Disease Control and Prevention’s
(CDC) core sequencing facility (Atlanta, GA). We also thank
the Gonococcal Isolate Surveillance Project (GISP), GISP
Regional Laboratories, Antibiotic Resistance Laboratory Network
laboratories, Strengthening the US Response to Resistant
Gonorrhea (SURRG), and all participating sentinel sites for their
contributions of isolate and epidemiologic data used in our
analyses. We thank Alesia Harvey for assistance for verifying isolate
epidemiologic and MIC data. This work was supported in part by
the Centers for Disease Control and Prevention (CDC) Advanced
Molecular Detection (AMD) and Combating Antibiotic Resistant
Bacteria (CARB) initiative.

Conflict of interest

The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.

The authors declared that they were an editorial board member
of Frontiers, at the time of submission. This had no impact on the
peer review process and the final decision.

Publisher’s note

All claims expressed in this article are solely those of the
authors and do not necessarily represent those of their affiliated
organizations, or those of the publisher, the editors and the
reviewers. Any product that may be evaluated in this article, or
claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Author disclaimer

The findings and conclusions in this report are those of the
authors and do not necessarily represent the official position of the
Centers for Disease Control and Prevention.

Supplementary material

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fmicb.2024.
1401303/full#supplementary-material

SUPPLEMENTARY FIGURE 1

Visualization of homologous recombination events identified by Gubbins in
and around the murE-penA region of 213 MLST-1901-associated
core-genome group 31 lineage 1 gonococci global isolates. The
phylogenetic tree on the left is the maximum likelihood tree inferred on the
whole genome alignment by Gubbins and RAxML. The colored strips show
the metadata for the isolates in the phylogenetic tree. Horizontal tracks
showing genomic locations containing putative recombination events
identified using Gubbins. Recombination events colored in red were found
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in multiple isolates at the same genomic coordinate, while those shown in
blue were found in a single genome. Note that unique recombination
events found in different genomes and those found at distinct locations in
the same genome are both colored in blue. Arrows to show genes in the
forward and reverse strand of the annotated reference genome. Graph
showing the number of independent recombinations per isolate in the
specified region on the alignment.

SUPPLEMENTARY FIGURE 2

Visualization of the alignment of the homologous penA gene region in
N. subflava, N. sicca, penA-5.001, penA-18.001, penA-60 and
penA-237alleles. The nucleotide and amino acid (codons) are shown. The
alignment was generated using the Geneious aligner with the default
parameters. The top row shows the consensus sequences (both amino acid
and nucleotide sequence) at each aligned position. The second row shows
identity (green color represents 100% identity) across the homologous

penA gene region for the 2 commensal species and 4 different Ng penA
allele gene sequences. The mutations with in each of the sequences both
at amino acid and nucleotide levels are shown in different colors, along
with the alignment positions. Important variants identified towards the
second half of the penA gene across all the 6 sequences and their potential
inherited is shown in Supplementary Table 2.

SUPPLEMENTARY TABLE 1

Isolate information with all associated metadata and antimicrobial (AMR)
variants associated with all isolates used in this study.

SUPPLEMENTARY TABLE 2

Variants identified towards the second half of the penA gene, across the
alignment with the penA-homologous regions among N. subflava, N. sicca,
penA-5.001, penA-18.001, penA-60and penA-237 alleles and potential
inheritance of each variant. This table was meant to validate the
inter-species recombination events inferred through fastGEAR analysis.

References

Alfsnes, K., Eldholm, V., Olsen, A. O., Brynildsrud, O. B., Bohlin, J., Steinbakk, M.,
et al. (2020). Genomic epidemiology and population structure of Neisseria gonorrhoeae
in Norway, 2016-2017. Microb. Genom. 6:e000359. doi: 10.1099/mgen.0.000359

Altschul, S. F., Gish, W., Miller, W., Myers, E. W., and Lipman, D. J. (1990). Basic
local alignment search tool. J. Mol. Biol. 215, 403–410.

Banhart, S., Selb, R., Oehlmann, S., Bender, J., Buder, S., Jansen, K., et al. (2021). The
mosaic mtr locus as major genetic determinant of azithromycin resistance of Neisseria
gonorrhoeae, Germany, 2018. J. Infect. Dis. 224, 1398–1404. doi: 10.1093/infdis/jiab091

Bankevich, A., Nurk, S., Antipov, D., Gurevich, A. A., Dvorkin, M., Kulikov, A. S.,
et al. (2012). SPAdes: A new genome assembly algorithm and its applications to
single-cell sequencing. J. Comput. Biol. 19, 455–477.

Bennett, J. S., Jolley, K. A., Earle, S. G., Corton, C., Bentley, S. D., Parkhill, J., et al.
(2012). A genomic approach to bacterial taxonomy: An examination and proposed
reclassification of species within the genus Neisseria. Microbiology 158, 1570–1580.
doi: 10.1099/mic.0.056077-0

Bennett, J. S., Watkins, E. R., Jolley, K. A., Harrison, O. B., and Maiden, M. C. J.
(2014). Identifying Neisseria species by use of the 50S ribosomal protein L6 (rplF) gene.
J. Clin. Microbiol. 52, 1375–1381. doi: 10.1128/JCM.03529-13

Berçot, B., Caméléna, F., Mérimèche, M., Jacobsson, S., Sbaa, G., Mainardis, M.,
et al. (2022). Ceftriaxone-resistant, multidrug-resistant Neisseria gonorrhoeae with a
novel mosaic penA-237.001 gene, France, June 2022. Eurosurveillance 27:2200899.
doi: 10.2807/1560-7917.ES.2022.27.50.2200899

Berenger, B. M., Demczuk, W., Gratrix, J., Pabbaraju, K., Smyczek, P., and Martin,
I. (2019). Genetic characterization and enhanced surveillance of ceftriaxone-resistant
Neisseria gonorrhoeae strain, Alberta, Canada, 2018. Emerg. Infect. Dis. 25, 1660–1667.
doi: 10.3201/eid2509.190407

Cámara, J., Serra, J., and Ayats, J. (2012). Molecular characterization of two high-
level ceftriaxone-resistant Neisseria gonorrhoeae isolates detected in Catalonia, Spain.
J. Antimicrob. Chemother. 67, 1858–1860. doi: 10.1093/jac/dks162

CDC (2023). GISP profiles - 2021. Available online at: https://www.cdc.gov/std/
statistics/gisp-profiles/default.htm (accessed December 27, 2023).

CDC (2024). Sexually transmitted infections surveillance, 2022. Available online at:
https://www.cdc.gov/std/statistics/2022/default.htm (accessed February 23, 2024).

Centers for Disease Control and Prevention (U.S.) (2019). Antibiotic resistance
threats in the United States, 2019. Fort Collins, CO: National Center for Emerging
Zoonotic and Infectious Diseases (U.S.), doi: 10.15620/cdc:82532

Chaguza, C., Tonkin-Hill, G., Lo, S. W., Hadfield, J., Croucher, N. J., Harris, S. R.,
et al. (2022). RCandy: An R package for visualizing homologous recombinations
in bacterial genomes. Bioinformatics 38, 1450–1451. doi: 10.1093/bioinformatics/
btab814

Costa-Lourenço, A. P. R., da, Abrams, A. J., dos Santos, K. T. B., Argentino, I. C. V.,
Coelho-Souza, T., et al. (2018). Phylogeny and antimicrobial resistance in Neisseria
gonorrhoeae isolates from Rio de Janeiro. Brazil. Infect. Genet. Evol. 58, 157–163.
doi: 10.1016/j.meegid.2017.12.003

Croucher, N. J., Page, A. J., Connor, T. R., Delaney, A. J., Keane, J. A., Bentley, S. D.,
et al. (2014). Rapid phylogenetic analysis of large samples of recombinant bacterial
whole genome sequences using Gubbins. Nucleic Acids Res. 43:e15. doi: 10.1093/nar/
gku1196

Cyr, S. (2020). Update to CDC’s treatment guidelines for gonococcal infection, 2020.
MMWR Morb. Mortal. Wkly. Rep. 69, 1911–1916. doi: 10.15585/mmwr.mm6950a6

Day, M., Pitt, R., Mody, N., Saunders, J., Rai, R., Nori, A., et al. (2022). Detection
of 10 cases of ceftriaxone-resistant Neisseria gonorrhoeae in the United Kingdom,

December 2021 to June 2022. Euro Surveill. 27:803. doi: 10.2807/1560-7917.ES.2022.
27.46.2200803

de Curraize, C., Kumanski, S., Micaëlo, M., Fournet, N., La Ruche, G., Meunier,
F., et al. (2016). Ceftriaxone-resistant Neisseria gonorrhoeae isolates (2010 to 2014)
in France characterized by using whole-genome sequencing. Antimicrob. Agents
Chemother. 60, 6962–6964. doi: 10.1128/AAC.01568-16

Deguchi, T., Yasuda, M., and Yokoi, S. (2003). Treatment of uncomplicated
gonococ- cal urethritis by double-dosing of 200 mg cefixime at a 6-h interval. J. Infect.
Chemother. 9, 35–39. doi: 10.1007/s10156-002-0204-8

Demczuk, W., Lynch, T., Martin, I., Van Domselaar, G., Graham, M., Bharat, A.,
et al. (2015). Whole-genome phylogenomic heterogeneity of Neisseria gonorrhoeae
isolates with decreased cephalosporin susceptibility collected in Canada between 1989
and 2013. J. Clin. Microbiol. 53, 191–200. doi: 10.1128/JCM.02589-14

Demczuk, W., Sidhu, S., Unemo, M., Whiley, D. M., Allen, V. G., Dillon, J. R., et al.
(2017). Neisseria gonorrhoeae sequence typing for antimicrobial resistance, a novel
antimicrobial resistance multilocus typing scheme for tracking global dissemination of
N. gonorrhoeae strains. J. Clin. Microbiol. 55, 1454–1468. doi: 10.1128/JCM.00100-17

Diallo, K., MacLennan, J., Harrison, O. B., Msefula, C., Sow, S. O., Daugla, D. M.,
et al. (2019). Genomic characterization of novel Neisseria species. Sci. Rep. 9:13742.

Dong, H. V., Pham, L. Q., Nguyen, H. T., Nguyen, M. X. B., Nguyen, T. V., May, F.,
et al. (2020). Decreased cephalosporin susceptibility of oropharyngeal Neisseria species
in antibiotic-using men who have sex with men in Hanoi, Vietnam. Clin. Infect. Dis.
70, 1169–1175. doi: 10.1093/cid/ciz365

Edgar, R. C. (2004). MUSCLE: Multiple sequence alignment with high accuracy and
high throughput. Nucleic Acids Res. 32, 1792–1797.

Eyre, D. W., Sanderson, N. D., Lord, E., Regisford-Reimmer, N., Chau, K., Barker,
L., et al. (2018). Gonorrhoea treatment failure caused by a Neisseria gonorrhoeae strain
with combined ceftriaxone and high-level azithromycin resistance, England, February
2018. Euro Surveill. 23:323. doi: 10.2807/1560-7917.ES.2018.23.27.1800323

Eyre, D. W., Town, K., Street, T., Barker, L., Sanderson, N., Cole, M. J., et al.
(2019). Detection in the United Kingdom of the Neisseria gonorrhoeae FC428 clone,
with ceftriaxone resistance and intermediate resistance to azithromycin, October to
December 2018. Euro Surveill. 24:147. doi: 10.2807/1560-7917.ES.2019.24.10.1900147

Frost, K. M., Charron-Smith, S. L., Cotsonas, T. C., Dimartino, D. C., Eisenhart,
R. C., Everingham, E. T., et al. (2023). Rolling the evolutionary dice: Neisseria
commensals as proxies for elucidating the underpinnings of antibiotic resistance
mechanisms and evolution in human pathogens. bioRxiv [Preprint]. doi: 10.1101/
2023.09.26.559611

Gaspari, V., Djusse, M. E., Morselli, S., Rapparini, L., Foschi, C., Ambretti, S.,
et al. (2023). Non-pathogenic Neisseria species of the oropharynx as a reservoir
of antimicrobial resistance: A cross-sectional study. Front. Cell. Infect. Microbiol.
13:1308550. doi: 10.3389/fcimb.2023.1308550

Golparian, D., Rose, L., Lynam, A., Mohamed, A., Bercot, B., Ohnishi, M.,
et al. (2018). Multidrug-resistant Neisseria gonorrhoeae isolate, belonging to the
internationally spreading Japanese FC428 clone, with ceftriaxone resistance and
intermediate resistance to azithromycin, Ireland, August 2018. Euro Surveill. 23:617.
doi: 10.2807/1560-7917.ES.2018.23.47.1800617

Gourlé, H., Karlsson-Lindsjö, O., Hayer, J., and Bongcam-Rudloff, E. (2019).
Simulating Illumina metagenomic data with InSilicoSeq. Bioinformatics 35, 521–522.
doi: 10.1093/bioinformatics/bty630

Goytia, M., and Wadsworth, C. B. (2022). Canary in the coal mine: How resistance
surveillance in commensals could help curb the spread of AMR in pathogenic
Neisseria. MBio 13:e0199122. doi: 10.1128/mbio.01991-22

Frontiers in Microbiology 10 frontiersin.org

https://doi.org/10.3389/fmicb.2024.1401303
https://doi.org/10.1099/mgen.0.000359
https://doi.org/10.1093/infdis/jiab091
https://doi.org/10.1099/mic.0.056077-0
https://doi.org/10.1128/JCM.03529-13
https://doi.org/10.2807/1560-7917.ES.2022.27.50.2200899
https://doi.org/10.3201/eid2509.190407
https://doi.org/10.1093/jac/dks162
https://www.cdc.gov/std/statistics/gisp-profiles/default.htm
https://www.cdc.gov/std/statistics/gisp-profiles/default.htm
https://www.cdc.gov/std/statistics/2022/default.htm
https://doi.org/10.15620/cdc:82532
https://doi.org/10.1093/bioinformatics/btab814
https://doi.org/10.1093/bioinformatics/btab814
https://doi.org/10.1016/j.meegid.2017.12.003
https://doi.org/10.1093/nar/gku1196
https://doi.org/10.1093/nar/gku1196
https://doi.org/10.15585/mmwr.mm6950a6
https://doi.org/10.2807/1560-7917.ES.2022.27.46.2200803
https://doi.org/10.2807/1560-7917.ES.2022.27.46.2200803
https://doi.org/10.1128/AAC.01568-16
https://doi.org/10.1007/s10156-002-0204-8
https://doi.org/10.1128/JCM.02589-14
https://doi.org/10.1128/JCM.00100-17
https://doi.org/10.1093/cid/ciz365
https://doi.org/10.2807/1560-7917.ES.2018.23.27.1800323
https://doi.org/10.2807/1560-7917.ES.2019.24.10.1900147
https://doi.org/10.1101/2023.09.26.559611
https://doi.org/10.1101/2023.09.26.559611
https://doi.org/10.3389/fcimb.2023.1308550
https://doi.org/10.2807/1560-7917.ES.2018.23.47.1800617
https://doi.org/10.1093/bioinformatics/bty630
https://doi.org/10.1128/mbio.01991-22
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-15-1401303 September 26, 2024 Time: 19:46 # 11

Thomas et al. 10.3389/fmicb.2024.1401303

Harrison, O. B., Cehovin, A., Skett, J., Jolley, K. A., Massari, P., Genco, C. A.,
et al. (2020). Neisseria gonorrhoeae population genomics: Use of the gonococcal
core genome to improve surveillance of antimicrobial resistance. J. Infect. Dis. 222,
1816–1825. doi: 10.1093/infdis/jiaa002

Hunt, M., Mather, A. E., Sánchez-Busó, L., Page, A. J., Parkhill, J., Keane, J. A., et al.
(2017). ARIBA: Rapid antimicrobial resistance genotyping directly from sequencing
reads. Microb. Genom. 3:e000131. doi: 10.1099/mgen.0.000131

Igawa, G., Yamagishi, Y., Lee, K.-I., Dorin, M., Shimuta, K., Suematsu, H., et al.
(2018). Neisseria cinerea with high ceftriaxone MIC is a source of ceftriaxone and
cefixime resistance-mediating penA sequences in Neisseria gonorrhoeae. Antimicrob.
Agents Chemother. 62, e2069–e2017. doi: 10.1128/AAC.02069-17

Ito, M., Deguchi, T., and Mizutani, K. S. (2005). Emergence and spread of Neisseria
gonorrhoeae clinical isolates harboring mosaic-like structure of penicillin- binding
protein 2 in Central Japan. Antimicrob. Agents Chemother. 49, 137–143. doi: 10.1128/
AAC.49.1.137-143.2005

Ito, M., Yasuda, M., Yokoi, S., Ito, S.-I., Takahashi, Y., Ishihara, S., et al. (2004).
Remarkable increase in central Japan in 2001-2002 of Neisseria gonorrhoeae isolates
with decreased susceptibility to penicillin, tetracycline, oral cephalosporins, and
fluoroquinolones. Antimicrob. Agents Chemother. 48, 3185–3187. doi: 10.1128/AAC.
48.8.3185-3187.2004

Jolley, K. A., and Maiden, M. C. J. (2010). BIGSdb: Scalable analysis of bacterial
genome variation at the population level. BMC Bioinformatics 11:595. doi: 10.1186/
1471-2105-11-595

Jolley, K. A., Bray, J. E., and Maiden, M. C. J. (2018). Open-access bacterial
population genomics: BIGSdb software, the Pubmlst.org website and their
applications. Wellcome Open Res. 3:124. doi: 10.12688/wellcomeopenres.14826.1

Kanesaka, I., Ohno, A., Katsuse, A. K., Takahashi, H., and Kobayashi, I. (2021). The
emergence of the ceftriaxone-resistant Neisseria gonorrhoeae FC428 clone by transfer
of resistance from an oral Neisseria subflava reservoir of resistance. J. Antimicrob.
Chemother. 77, 364–373. doi: 10.1093/jac/dkab390

Kanesaka, I., Ohno, A., Morita, M., Katsuse, A. K., Morihana, T., Ito, T., et al. (2023).
Epigenetic effects of ceftriaxone-resistant Neisseria gonorrhoeae FC428 mosaic-like
sequences found in PenA sequences unique to Neisseria subflava and related species.
J. Antimicrob. Chemother. 78, 2683–2690. doi: 10.1093/jac/dkad281

Katz, A. R., Komeya, A. Y., Kirkcaldy, R. D., Whelen, A. C., Soge, O. O., Papp, J. R.,
et al. (2017). Cluster of Neisseria gonorrhoeae isolates with high-level azithromycin
resistance and decreased ceftriaxone susceptibility, Hawaii, 2016. Clin. Infect. Dis. 65,
918–923. doi: 10.1093/cid/cix485

Ko, K. K. K., Chio, M. T. W., Goh, S. S., Tan, A. L., Koh, T. H., and Abdul
Rahman, N. B. (2019). First case of ceftriaxone-resistant multidrug-resistant Neisseria
gonorrhoeae in Singapore. Antimicrob. Agents Chemother. 63, e2624–e2618. doi: 10.
1128/AAC.02624-18

Kwong, J. C., Gonçalves, da Silva, A., Dyet, K., Williamson, D. A., Stinear, T. P.,
et al. (2016). NGMASTER: In silico multi-antigen sequence typing for Neisseria
gonorrhoeae. Microb. Genom. 2:e000076.

Lahra, M. M., Martin, I., Demczuk, W., Jennison, A. V., Lee, K.-I., Nakayama, S.-I.,
et al. (2018). Cooperative recognition of internationally disseminated ceftriaxone-
resistant Neisseria gonorrhoeae strain. Emerg. Infect. Dis. 24:1873. doi: 10.3201/
eid2404.171873

Lahra, M. M., Ryder, N., and Whiley, D. M. (2014). A new multidrug-resistant strain
of Neisseria gonorrhoeae in Australia. N. Engl. J. Med. 371, 1850–1851.

Laumen, J. G. E., Van Dijck, C., Abdellati, S., Manoharan-Basil, S. S., De Baetselier,
I., Martiny, D., et al. (2021). Markedly reduced azithromycin and ceftriaxone
susceptibility in commensal Neisseria species in clinical samples from Belgian men
who have sex with men. Clin. Infect. Dis. 72, 363–364. doi: 10.1093/cid/ciaa565

Lee, R. S., Seemann, T., Heffernan, H., Kwong, J. C., Gonçalves, da Silva, A., et al.
(2018). Genomic epidemiology and antimicrobial resistance of Neisseria gonorrhoeae
in New Zealand. J. Antimicrob. Chemother. 73, 353–364.

Lefebvre, B., Martin, I., Demczuk, W., Deshaies, L., Michaud, S., Labbé, A.-C., et al.
(2018). Ceftriaxone-resistant Neisseria gonorrhoeae, Canada, 2017. Emerg. Infect. Dis.
24:1756. doi: 10.3201/eid2402.171756

Martin, M. (2011). Cutadapt removes adapter sequences from high-throughput
sequencing reads. EMBnet J. 17, 10–12. doi: 10.1089/cmb.2017.0096

Maubaret, C., Caméléna, F., Mrimèche, M., Braille, A., Liberge, M., Mainardis, M.,
et al. (2023). Two cases of extensively drug-resistant (XDR) Neisseria gonorrhoeae
infection combining ceftriaxone-resistance and high-level azithromycin resistance,
France, November 2022 and May 2023. Euro Surveill. 28:456. doi: 10.2807/1560-7917.
es.2023.28.37.2300456

Mostowy, R., Croucher, N. J., Andam, C. P., Corander, J., Hanage, W. P., and
Marttinen, P. (2017). Efficient inference of recent and ancestral recombination
within bacterial populations. Mol. Biol. Evol. 34, 1167–1182. doi: 10.1093/molbev/
msx066

Nakayama, S., Shimuta, K., Furubayashi, K., Kawahata, T., Unemo, M., and Ohnishi,
M. (2016). New ceftriaxone- and multidrug-resistant Neisseria gonorrhoeae strain
with a novel mosaic penA gene isolated in Japan. Antimicrob. Agents Chemother. 60,
4339–4341. doi: 10.1128/AAC.00504-16

Ohnishi, M., Saika, T., Hoshina, S., Iwasaku, K., Nakayama, S.-I., Watanabe, H.,
et al. (2011). Ceftriaxone-resistant Neisseria gonorrhoeae, Japan. Emerg. Infect. Dis. 17,
148–149. doi: 10.3201/eid1701.100397

Ondov, B. D., Treangen, T. J., Melsted, P., Mallonee, A. B., Bergman, N. H., Koren, S.,
et al. (2016). Mash: Fast genome and metagenome distance estimation using MinHash.
Genome Biol. 17:132. doi: 10.1186/s13059-016-0997-x

Osnes, M. N., van Dorp, L., Brynildsrud, O. B., Alfsnes, K., Schneiders, T.,
Templeton, K. E., et al. (2021). Antibiotic treatment regimes as a driver of the
global population dynamics of a major gonorrhea lineage. Mol. Biol. Evol. 38,
1249–1261.

Ouk, V., Pham, C. D., Wi, T., van Hal, S. J., Lahra, M. M., and Egasp Cambodia
working group. (2023). The enhanced gonococcal surveillance programme, cambodia.
Lancet Infect. Dis. 23, e332–e333.

Picker, M. A., Knoblock, R. J., Hansen, H., Bautista, I., Griego, R., Barber, L., et al.
(2020). Notes from the field: First case in the United States of Neisseria gonorrhoeae
harboring emerging mosaic penA60 allele, conferring reduced susceptibility to
cefixime and ceftriaxone. MMWR Morb. Mortal. Wkly. Rep. 69, 1876–1877. doi: 10.
15585/mmwr.mm6949a5

Pleininger, S., Indra, A., Golparian, D., Heger, F., Schindler, S., Jacobsson,
S., et al. (2022). Extensively drug-resistant (XDR) Neisseria gonorrhoeae causing
possible gonorrhoea treatment failure with ceftriaxone plus azithromycin in
Austria, April 2022. Euro Surveill. 27:455. doi: 10.2807/1560-7917.ES.2022.27.24.220
0455

Poncin, T., Merimeche, M., Braille, A., Mainardis, M., Bebear, C., Jacquier, H., et al.
(2019). Two cases of multidrug-resistant Neisseria gonorrhoeae related to travel in
south-eastern Asia, France, June 2019. Euro Surveill. 24:528. doi: 10.2807/1560-7917.
ES.2019.24.36.1900528

Reimche, J. L., Clemons, A. A., Chivukula, V. L., Joseph, S. J., Schmerer, M. W.,
Pham, C. D., et al. (2023). Genomic analysis of 1710 surveillance-based Neisseria
gonorrhoeae isolates from the USA in 2019 identifies predominant strain types and
chromosomal antimicrobial-resistance determinants. Microb. Genom. 9:1006. doi: 10.
1099/mgen.0.001006

Reimche, J. L., Pham, C. D., Joseph, S. J., Hutton, S., Cartee, J. C., Ruan,
Y., et al. (2024). Novel strain of multidrug non-susceptible Neisseria gonorrhoeae
in the USA. Lancet Infect. Dis. 24, e149–e151. doi: 10.1016/S1473-3099(23)
00785-5

Rowley, J., Vander Hoorn, S., Korenromp, E., Low, N., Unemo, M., Abu-
Raddad, L. J., et al. (2019). Chlamydia, gonorrhoea, trichomoniasis and syphilis:
Global prevalence and incidence estimates, 2016. Bull. World Health Organ. 97,
548–562.

Ryan, L., Golparian, D., Fennelly, N., Rose, L., Walsh, P., Lawlor, B., et al.
(2018). Antimicrobial resistance and molecular epidemiology using whole-genome
sequencing of Neisseria gonorrhoeae in Ireland, 2014–2016: Focus on extended-
spectrum cephalosporins and azithromycin. Eur. J. Clin. Microbiol. Infect. Dis. 37,
1661–1672. doi: 10.1007/s10096-018-3296-5

Sánchez-Busó, L., Golparian, D., Corander, J., Grad, Y. H., Ohnishi, M., Flemming,
R., et al. (2019). The impact of antimicrobials on gonococcal evolution. Nat. Microbiol.
4, 1941–1950.

Schmerer, M. W., Abrams, A. J., Seby, S., Thomas, J. C. IV, Cartee, J.,
Lucking, S., et al. (2020). Genomic characterization of Neisseria gonorrhoeae
strains from 2016 U.S. Sentinel surveillance displaying reduced susceptibility to
azithromycin. Antimicrob. Agents Chemother. 64, e2420–e2419. doi: 10.1128/AAC.
02420-19

Shimuta, K., Watanabe, Y., Nakayama, S.-I., Morita-Ishihara, T., Kuroki, T.,
Unemo, M., et al. (2015). Emergence and evolution of internationally disseminated
cephalosporin-resistant Neisseria gonorrhoeae clones from 1995 to 2005 in Japan. BMC
Infect. Dis. 15:378. doi: 10.1186/s12879-015-1110-x

Stamatakis, A. (2014). RAxML version 8: A tool for phylogenetic analysis and
post-analysis of large phylogenies. Bioinformatics 30, 1312–1313. doi: 10.1093/
bioinformatics/btu033

Tang, Y., Liu, X., Chen, W., Luo, X., Zhuang, P., Yang, Y., et al. (2023). Antimicrobial
resistance profiling and genome analysis of the penA-60.001 Neisseria gonorrhoeae
clinical isolates in China in 2021. J. Infect. Dis. 228, 792–799. doi: 10.1093/infdis/
jiad258

Terkelsen, D., Tolstrup, J., Johnsen, C. H., Lund, O., Larsen, H. K., Worning, P., et al.
(2017). Multidrug-resistant Neisseria gonorrhoeae infection with ceftriaxone resistance
and intermediate resistance to azithromycin, Denmark, 2017. Euro Surveill. 22:659.
doi: 10.2807/1560-7917.ES.2017.22.42.17-00659

Thomas, J. C. IV, Joseph, S. J., Cartee, J. C., Pham, C. D., Schmerer, M. W.,
Schlanger, K., et al. (2021). Phylogenomic analysis reveals persistence of
gonococcal strains with reduced-susceptibility to extended-spectrum cephalosporins
and mosaic penA-34. Nat. Commun. 12:3801. doi: 10.1038/s41467-021-
24072-1

Thomas, J. C., Seby, S., Abrams, A. J., Cartee, J., Lucking, S., Vidyaprakash, E., et al.
(2019). Evidence of recent genomic evolution in gonococcal strains with decreased
susceptibility to cephalosporins or azithromycin in the United States, 2014-2016.
J. Infect. Dis. 220, 294–305.

Frontiers in Microbiology 11 frontiersin.org

https://doi.org/10.3389/fmicb.2024.1401303
https://doi.org/10.1093/infdis/jiaa002
https://doi.org/10.1099/mgen.0.000131
https://doi.org/10.1128/AAC.02069-17
https://doi.org/10.1128/AAC.49.1.137-143.2005
https://doi.org/10.1128/AAC.49.1.137-143.2005
https://doi.org/10.1128/AAC.48.8.3185-3187.2004
https://doi.org/10.1128/AAC.48.8.3185-3187.2004
https://doi.org/10.1186/1471-2105-11-595
https://doi.org/10.1186/1471-2105-11-595
https://doi.org/10.12688/wellcomeopenres.14826.1
https://doi.org/10.1093/jac/dkab390
https://doi.org/10.1093/jac/dkad281
https://doi.org/10.1093/cid/cix485
https://doi.org/10.1128/AAC.02624-18
https://doi.org/10.1128/AAC.02624-18
https://doi.org/10.3201/eid2404.171873
https://doi.org/10.3201/eid2404.171873
https://doi.org/10.1093/cid/ciaa565
https://doi.org/10.3201/eid2402.171756
https://doi.org/10.1089/cmb.2017.0096
https://doi.org/10.2807/1560-7917.es.2023.28.37.2300456
https://doi.org/10.2807/1560-7917.es.2023.28.37.2300456
https://doi.org/10.1093/molbev/msx066
https://doi.org/10.1093/molbev/msx066
https://doi.org/10.1128/AAC.00504-16
https://doi.org/10.3201/eid1701.100397
https://doi.org/10.1186/s13059-016-0997-x
https://doi.org/10.15585/mmwr.mm6949a5
https://doi.org/10.15585/mmwr.mm6949a5
https://doi.org/10.2807/1560-7917.ES.2022.27.24.2200455
https://doi.org/10.2807/1560-7917.ES.2022.27.24.2200455
https://doi.org/10.2807/1560-7917.ES.2019.24.36.1900528
https://doi.org/10.2807/1560-7917.ES.2019.24.36.1900528
https://doi.org/10.1099/mgen.0.001006
https://doi.org/10.1099/mgen.0.001006
https://doi.org/10.1016/S1473-3099(23)00785-5
https://doi.org/10.1016/S1473-3099(23)00785-5
https://doi.org/10.1007/s10096-018-3296-5
https://doi.org/10.1128/AAC.02420-19
https://doi.org/10.1128/AAC.02420-19
https://doi.org/10.1186/s12879-015-1110-x
https://doi.org/10.1093/bioinformatics/btu033
https://doi.org/10.1093/bioinformatics/btu033
https://doi.org/10.1093/infdis/jiad258
https://doi.org/10.1093/infdis/jiad258
https://doi.org/10.2807/1560-7917.ES.2017.22.42.17-00659
https://doi.org/10.1038/s41467-021-24072-1
https://doi.org/10.1038/s41467-021-24072-1
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-15-1401303 September 26, 2024 Time: 19:46 # 12

Thomas et al. 10.3389/fmicb.2024.1401303

Unemo, M., and Shafer, W. M. (2014). Antimicrobial Resistance in Neisseria
gonorrhoeae in the 21st Century: Past, evolution, and future. Clin. Microbiol. Rev. 27,
587–613. doi: 10.1128/CMR.00010-14

Unemo, M., Golparian, D., Nicholas, R., Ohnishi, M., Gallay, A., and Sednaoui, P.
(2012). High-level cefixime- and ceftriaxone-resistant Neisseria gonorrhoeae in France:
Novel penA mosaic allele in a successful international clone causes treatment failure.
Antimicrob. Agents Chemother. 56, 1273–1280. doi: 10.1128/AAC.05760-11

Unemo, M., Golparian, D., Sánchez-Busó, L., Grad, Y., Jacobsson, S., Ohnishi,
M., et al. (2016). The novel 2016 WHO Neisseria gonorrhoeae reference strains for
global quality assurance of laboratory investigations: Phenotypic, genetic and reference
genome characterization. J. Antimicrob. Chemother. 71, 3096–3108. doi: 10.1093/jac/
dkw288

Unitt, A., Maiden, M., and Harrison, O. (2024). Characterizing the diversity and
commensal origins of penA mosaicism in the genus Neisseria. Microb. Genom.
10:1209. doi: 10.1099/mgen.0.001209

Vincent, L. R., Kerr, S. R., Tan, Y., Tomberg, J., Raterman, E. L., Dunning Hotopp,
J. C., et al. (2018). in vivo -selected compensatory mutations restore the fitness cost of
mosaic penA alleles that confer ceftriaxone resistance in Neisseria gonorrhoeae. MBio
9, e1905–e1917. doi: 10.1128/mbio.01905-17

Whiley, D. M., Jennison, A., Pearson, J., and Lahra, M. M. (2018). Genetic
characterisation of Neisseria gonorrhoeae resistant to both ceftriaxone and
azithromycin. Lancet Infect. Dis. 18, 717–718. doi: 10.1016/S1473-3099(18)
30340-2

Williamson, D. A., Chow, E. P. F., Gorrie, C. L., Seemann, T., Ingle, D. J., Higgins,
N., et al. (2019). Bridging of Neisseria gonorrhoeae lineages across sexual networks in
the HIV pre-exposure prophylaxis era. Nat. Commun. 10:3988. doi: 10.1038/s41467-
019-12053-4

Wood, D. E., and Salzberg, S. L. (2014). Kraken: Ultrafast metagenomic sequence
classification using exact alignments. Genome Biol. 15:R46.

Workowski, K. A., Bolan, G. A., and Centers for Disease Control and Prevention
(2015). Sexually transmitted diseases treatment guidelines, 2015. MMWR Recomm.
Rep. 64, 1–137.

Yahara, K., Ma, K. C., Mortimer, T. D., Shimuta, K., Nakayama, S.-I., Hirabayashi,
A., et al. (2021). Emergence and evolution of antimicrobial resistance genes and
mutations in Neisseria gonorrhoeae. Genome Med. 13:51. doi: 10.1186/s13073-021-
00860-8

Yokoi, S., Deguchi, T., Ozawa, T., Yasuda, M., Ito, S.-I., Kubota, Y., et al. (2007).
Threat to cefixime treatment for gonorrhea. Emerg. Infect. Dis. 13, 1275–1277.

Yu, G., Smith, D. K., Zhu, H., Guan, Y., and Lam, T. T.-Y. (2017). Ggtree: An r
package for visualization and annotation of phylogenetic trees with their covariates
and other associated data. Methods Ecol. Evol. 8, 28–36.

Yuan, Q., Li, Y., Xiu, L., Zhang, C., Fu, Y., Jiang, C., et al. (2019). Identification
of multidrug-resistant Neisseria gonorrhoeae isolates with combined resistance to
both ceftriaxone and azithromycin, China, 2017-2018. Emerg. Microbes Infect. 8,
1546–1549. doi: 10.1080/22221751.2019.1681242

Frontiers in Microbiology 12 frontiersin.org

https://doi.org/10.3389/fmicb.2024.1401303
https://doi.org/10.1128/CMR.00010-14
https://doi.org/10.1128/AAC.05760-11
https://doi.org/10.1093/jac/dkw288
https://doi.org/10.1093/jac/dkw288
https://doi.org/10.1099/mgen.0.001209
https://doi.org/10.1128/mbio.01905-17
https://doi.org/10.1016/S1473-3099(18)30340-2
https://doi.org/10.1016/S1473-3099(18)30340-2
https://doi.org/10.1038/s41467-019-12053-4
https://doi.org/10.1038/s41467-019-12053-4
https://doi.org/10.1186/s13073-021-00860-8
https://doi.org/10.1186/s13073-021-00860-8
https://doi.org/10.1080/22221751.2019.1681242
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/

	Emergence and evolution of mosaic penA-60 and penA-237 alleles in a Neisseria gonorrhoeae core genogroup that was historically susceptible to extended spectrum cephalosporins
	Introduction
	Materials and methods
	Isolate selection and susceptibility testing
	Whole genome sequencing and bioinformatic analyses

	Results
	Gonococcal isolates with high-level ceftriaxone and cefixime MICs carrying penA-60 and penA-237 alleles in the context of the global MLST-1901-associated Ng_cgc_200, Group 31
	Characterization of recombination events across penA-murE region among Lineage 1 isolates

	Discussion
	Data availability statement
	Author contributions
	Neisseria gonorrhoeae working group
	Funding
	Acknowledgments
	Conflict of interest
	Publisher's note
	Author disclaimer
	Supplementary material
	References


