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Introduction of SARS-COV-2 C.37 (WHO VOI lambda) from

Peru to ltaly

To The Editor,

Severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2)
variants of interest (VOI) deserve special monitoring because of the
occurrence of Spike mutations associated with phenotypic implica-
tions, such as higher transmissibility or resistance to vaccines or
neutralizing antibody-based therapeutics.”

We report here a 53-years-old female Peruvian immigrant,
affected by autoimmune thyroiditis, who entered Italy on June 2
after an indirect flight from Lima-Madrid-Milan. Unvaccinated
against coronavirus disease 2019, she tested negative at SARS-
CoV-2 nasopharyngeal swab (NPS) at departure (June 1), but a
follow-up NPS on June 11 tested positive on Abbott Alinity (Ct
15). Mild symptoms of headache and muscle pain resolved on
June 17, whereas anosmia persists. Full genome sequencing
(GISAID entry EPI_ISL_2759089) showed deletion A246-252 and
missense amino acid mutations G75V, T76l, L452Q, F490S, and
T859N, which are hallmarks of SARS-CoV-2 C.37 clade according
to PANGOLIN phylogeny (GR/452Q.V1 in GISAID phylogeny,
20D clade in NextStrain). Such a clade has been classified by the
WHO on June 14, 2021, as VOI “lambda” in its simplified
nomenclature.? The occurrence of mutations associated with loss
of neutralization in different strains (L452Q and F490S) makes
C.37 of special interest. L452 falls within the so-called 443-450
loop epitope (amino acids 443-452 and 494-501): while L452Q
has been only reported in B.1.74, the related L452R mutation
has been found in the WHO variant of concern (VOC)
“delta” (B.1.617.2/AY.1/AY.2 or 21A/S:478K or VUI-21APR-02
or G.452R.V.3), in VOIs “epsilon” (B.1.427/B.1.429 or 20C/
S:452R or GH/452R.V1) from Southern California, and “iota”
(B.1.526.1 or 20C/S.484K or GH) from New York. F490S has been
instead acquired by VOC alpha (B.1.1.7 or 20I/S: 501Y.V1 or
VOC-20DEC-01 or GRY). Both mutations cause to escape from
several neutralizing antibodies,® and in particular, L452R causes
resistance to bamlanivimab.® Accordingly, “lambda” has been

proven to have moderately reduced sensitivity to neutralization

by convalescent sera® and REGN10987 monoclonal antibody,®
and slightly reduced sensitivity to BNT162b2,° mRNA-1273,° and
CoronaVac®-elicited antibodies, while retaining full sensitivity to
REGN10933.°

C.37 has been first reported in Peru in August 2020, and later
spread to most South American countries.” As of July 2021, it has
reached a prevalence as high as 90% in several Peruvian countries.
Imported cases have been reported in most European countries since
December 2020 (as of July 19, 2021: 95 cases in Germany, 83 in
Spain, 21 in France, 11 in Switzerland, 7 in the UK, 6 in Italy, 6 in
Denmark, 4 in Belgium, in The Netherlands, 2 in Portugal, and 1 each
in Sweden, Poland, and Ireland).

Increased genomic surveillance from South America, especially
Peru, will be required to prevent the introduction of SARS-CoV-2
lambda VOI.
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