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We report enterovirus D68 circulation in Maryland,
USA, during September—October 2021, which was as-
sociated with a spike in influenza-like illness. The char-
acterized enterovirus D68 genomes clustered within
the B3 subclade that circulated in 2018 in Europe and
the United States.

n early July 2021, the United States began to relax
COVID-19 infection control measures. As the num-
ber of COVID-19 cases began to fall, cases of influ-
enza-like illness (Appendix Table 1, https:/ /wwwnc.
cdc.gov/EID/article/28/7/21-2603-Appl.pdf) con-
tinued to be seen in the Johns Hopkins Hospital
system (Baltimore, MD, USA) through October 2021
(Appendix Figure 1). Enterovirus/rhinovirus were
detectable throughout the pandemic (1,2), but their
positivity markedly increased to reach 20.7% (of all
samples tested for enterovirus/rhinovirus) in Octo-
ber 2021, surpassing all other respiratory viruses (Ap-
pendix Figure 2) (2).
Enterovirus-D68 (EV-D68) was associated with
a large outbreak of respiratory disease in children
in North America in 2014 and was subsequently
linked to the occurrence of acute flaccid myelitis
(AFM) (3). After the 2014 outbreak, active surveil-
lance of EV-D68 was implemented in many coun-
tries in Asia, Europe, Africa, and the Americas. Data
obtained through surveillance during 2014-2018
suggested a biennial circulation cycle in Europe
and North America (4,5). However, despite this ex-
pected biennial pattern, EV-D68 detection in 2020
was lower than anticipated, and limited cases were
detected in the United States (6). This change in
the circulation of EV-D68 in 2020 might have been
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secondary to the widespread mitigation measures
for COVID-19. Of note, a recent study from 8 coun-
tries in Europe reported a rapid increase in EV-D68
infections during July 31-October 14, 2021, which
coincided with a period of relaxed COVID-19 miti-
gation measures (7).

For this study, we collected samples positive
for enterovirus/rhinovirus after the standard-
of-care diagnosis at the Johns Hopkins Medi-
cal Microbiology Laboratory during September-
October 2021 (Figure; Appendix). Research was
conducted under Johns Hopkins Institutional Re-
view Board protocol IRB00221396 with a waiver of
consent. Remnant nasopharyngeal clinical speci-
mens from patients that tested positive for en-
terovirus/rhinovirus during September-October
2021 were retrieved for the study. Genomes were
made publicly available in GenBank (accession nos.
OL826825-36).

We employed an optimized typing approach
by using Nanopore next-generation sequencing
(NGS) to characterize the enterovirus types (Sep-
tember-October 2021) associated with the increase
in influenza-like illness. In brief, we used primers
specific for enterovirus species A-D to amplify a
~4,500-nt fragment that covers the whole P1 region
(about half of the genome) (8) and then performed
sequencing (Appendix). Of 280 enterovirus/rhino-
virus-positive samples, we collected 262 for geno-
typing (Figure). We detected enterovirus in 28.6%
of the 63 successfully sequenced samples (18/63);
94.4% (17/18) were EV-D68 and 5.6% (1/18) were
coxsackievirus A6 (CV-A6). Even though the prim-
ers used for amplification were specific for entero-
viruses, rhinoviruses were characterized in 45 of
the 63 samples; those rhinoviruses consisted pri-
marily of species C (26/45), followed by A (13/45)
and B (6/45).

The whole cohort of patients positive for en-
terovirus/rhinovirus during September-October
2021 ranged in age from <1 year to >90 years; mean
age was 16.7 years and median age 5 years. The
male:female ratio was 1:1. On the other hand, the
median age of EV-D68-positive patients was 2 years,
and the male:female ratio was 1:3 (Appendix Table 2).
EV-D68 was detected in 15/168 (8.9%) pediatric spec-
imens positive for enterovirus/rhinovirus during
the study time frame. Symptoms or signs of viral or
respiratory illness were reported in all pediatric pa-
tients with EV-D68 (N =15) (Appendix Table 2), and 5
patients (33.3%) were admitted and required supple-
mental oxygen, admission to the intensive care unit,
or both. No neurologic complications including AFM
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Sep 1-Oct 31, 2021
1,458 specimens tested for
enterovirus/rhinovirus

280 positive for enterovirus/rhinovirus

Figure. Flowchart of patients and
specimens in study of circulation
of EV-D68 during period of
increased influenza-like illness,
Maryland, USA, 2021. CV-AG,
coxsackievirus A6; EV-D68,
enterovirus D68.
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were observed (Appendix Table 2). Of note, no AFM
cases were diagnosed at Johns Hopkins Hospital dur-
ing the study time frame. Most cases of enterovirus
were detected in residents of the city of Baltimore
(11/17). A total of 12 EV-D68 sequences, subclade
B3, had a complete 5' half of the genome (3000-4200
bp). EV-D68 genomes clustered with strains detected
in 2019 from several countries in Europe (Appendix
Figure 3).

We report a predominance of EV-D68 among the
circulating enteroviruses during the same period in
which enterovirus/rhinovirus positivity increased in
this hospital system (2). The predominance of EV-D68
in our study (27% of total enterovirus/rhinovirus-
typed genomes) was higher than the 0.4% and 3.6%
observed in 2019 and 2020 in the United States (6)
and comparable to the 24.3% reported before the CO-
VID-19 pandemic in 2018 (6).

The EV-D68 strains detected belong to the B3
subclade, which had not been reported from the
United States since 2018 (6) but was detected in
Europe in 2019 (9). The strains we detected form
a distinct cluster within the B3 subclade that circu-
lated in 2018 in Europe and the United States but
seem very close to those characterized in Europe
in 2019. Nevertheless, it was reported that strains
circulating in Europe in 2019 are common ances-
tors of strains detected in the United States in 2018
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(9). That report might explain why the strains we
identified are more closely related to subclade B3
from the United States than to those from Europe
in 2018.
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Epidemiologic and genomic investigation of SARS-CoV-2
infections associated with 2 repatriation flights from Aus-
tralia to India in April 2021 indicated that 4 passengers
transmitted SARS-CoV-2 to >11 other passengers. Re-
sults suggest transmission despite mandatory mask use
and predeparture testing. For subsequent flights, prede-
parture quarantine and expanded predeparture testing
were implemented.

uring the first epidemic wave of SARS-CoV-2,

Australia closed its borders; during March 28,
2020-November 1, 2021, international arriving pas-
sengers were required to undergo mandatory super-
vised quarantine (I). This initial response contributed
to the end of the first pandemic wave in June 2020 and
resulted in periods of COVID-19 control throughout
the country (2).

Beginning October 23, 2020, a quarantine facility
in Darwin, Northern Territory, Australia, received
persons who arrived via government-assisted re-
patriation flights. On April 15 and 17, 2021, two
repatriation flights (flights 1 and 2) carrying pas-
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