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Unexpected increase in
ompA-genotype L1
variants responsible
for anorectal
lymphogranuloma
venereum in France

Investigations into circulating Chlamydia
trachomatis genotypes are useful to
elucidate the dynamics and evolution
of lymphogranuloma venereum. ompA-
genotype L2b was the causative agent of
thefirst casesof rectal lymphogranuloma
venereum in Europe in 2003, which then
spread globally.1 Since 2013, the evolu-
tion of the ongoing lymphogranuloma
venereum epidemic has been marked by
a shift to ompA-genotype L2 and emer-
gence of ompA-genotype L2 and L2b
variants.2

In France, the diversity of ompA-
genotypes responsible for lymphogra-
nuloma venereum is monitored by
sequencing the ompA gene from all
lymphogranuloma venereum-positive
rectal samples collected as part of
a 3-month prospective nationwide
survey with universal lymphogranu-
loma venereum screening.3 This sur-
veillance was initiated in 2020 and
has been conducted every year by
the National Reference Center for Bac-
terial Sexually Transmitted Infections,
Bordeaux, France.
Collectionandanalysis of652anorectal

lymphogranuloma venereum-positive
specimens between 2020 and 2024
indicated a significant decrease in the
ompA-genotype L2 (p<0⋅0001) and
disappearance of the ompA-genotype L2b
variant (appendix p 1). In contrast, the
proportions of the ompA-genotype
L1 variants increased markedly: two
(1⋅5%) of 137 in 2020, two (1⋅6%) of
128 in 2021, 12 (8⋅9%) of 135 in
2022, 15 (15⋅3%) of 98 in 2023, and
40 (26%) of 154 in 2024.
We identified three ompA-genotype L1

variants that differed from the L1/440
reference strain. The first, GenBank
accession number MN563611.1, differed
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by ten mutations and was the most fre-
quent (58 [81⋅7%] of 71 samples). The
first variant was identified in two
samples in 2020 and 2021 each,
12 samples in 2022, 14 samples in
2023, and 28 samples in 2024. The
second, PQ151388, differed by 11muta-
tions and was detected in one sample
in 2023 and 11 samples in 2024.
The third, PQ1656811, differed by
12 mutations and was identified in
one sample in 2024. All the ompA-
genotype L1 variants identified in our
study had the characteristic nine-bp
insertion in the pmpH gene of variant
L2b,2 suggesting recombinationbetween
the genomes of lymphogranuloma
venereum strains. The L1 variants were
not geographically clustered and were
distributed throughout France. No
associations were found between the
L1 variants and anorectal symptoms,
HIV status, or pre-exposure prophylaxis
use.
Lymphogranuloma venereum cases

with the ompA-genotype L1 variant
(GenBankGQ413956)werefirstdescribed
in the 1980s amongmenwho have sex
with men.4 This strain did not spread
further during the lymphogranuloma
venereum outbreak. OmpA-genotype
L1 variants were sporadically reported
in Europe since 2014.2 Conversely,
ompA-genotype L1 variants accounted
for 27 (31%) of 88 of the lymphogra-
nuloma venereum cases in Argentina
from 2017 to 2019.5

In conclusion, our results highlight the
unique genotype distribution of lym-
phogranuloma venereum in France in
2024, which is characterised by the
presence of ompA-genotype L1 variants
in about a quarter of the cases. The
occurrence of ompA-genotype L1 variants
is unprecedented among lymphogra-
nuloma venereum cases in Europe and
reflects changes in the operating sexual
networks of men who have sex with
men and distinct migration or travel
patterns.
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