Towards non-invasive real-time

0
H ONE
g

monitoring of avian influenza virus

LONDON
CALLING

: : ‘e .. 2023
Albert Perlas™?, Tim Reska'%3, Kateri Bertran®, Natalia Majo>°, Lara Urban'23

1Helmholtz Pioneer Campus, Helmholtz Zentrum Muenchen, Ingolstaedter Landstr. 1, 85764 Neuherberg, Germany
- 2Helmbholtz Al, Helmholtz Zentrum Muenchen, Ingolstaedter Landstr. 1, 85764 Neuherberg, Germany
@Albert_Perlas 3 Technical University of Munich, School of Life Sciences, Alte Akademie 8, 85354 Freising, Germany
= S|RTA, Programa de Sanitat Animal, Centre de Recerca en Sanitat Animal (CReSA), Campus de la Universitat Autonoma de Barcelona (UAB), Spain

albert.perlaspuente@helmholtz-munich.de 6 Departament de Sanitat i Anatomia Animals, Universitat Autonoma de Barcelona, Campus de la Universitat Autonoma de Barcelona (UAB), Spain

Non-invasive real-time monitoring
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Avian influenza virus (AlV) is an RNA virus that can affect
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wild animals, livestock, and humans. Wild aquatic birds are ko
the main reservoir of AIV and spread the virus around the /Q, a

globe, causing devastating outbreaks in wild and domestic - P 100 e
populations. Early in situ detection and sequencing of AlV Atlantlc 9 e

in wild populations is therefore essential to control
transmission during an outbreak, understand global
transmission patterns, and avoid devastating impacts on
biodiversity, global health, and food security. Here, we
present a pilot study to test direct RNA sequencing for
developing a non-invasive real-time approach to rapidly
and efficiently detect and sequence AlIV through the East
Atlantic flyway.
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Position (bp)
3162 Influenza A virus
(A/duck/Italy/281904/2006(H1N1))
wias Reads 15,454
3.16 Mapped 10,029
i % Mapped 64.9%
® Consensus 99.61%
S 0.32
B
O 0.10
o A Name Length Mapped bases Mean coverage
L PB2 2308 1876669 813.1148
0.01 PB1l 2310 2413382 1,044.7541
0.00 PA 2200 1225865 557.2114
0.00 HA 1741 166651 95.7214
NP 1530 223824 146.2902
5 10 15 20 25 30 35 40
NA 1424 168240 118.1461
Cycles M 989 342473 346.2821
Cycle thresholds (Ct) of an avian H1N1 serial dilution were analyzed with a rRT-PCR targeting the M NS 890 148519 166.8753

segment of the virus using a portable Mic gPCR cycler. The original sample, with a Ct of 13, was direct
RNA sequenced with the M1ke.
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