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HAdV genomic surveillance and identified HAdV types 4, 7 and

14 that caused clustered cases in active duty members and During the influenza season 2018 — 2019, the DoD Global Respiratory Pathogen Surveillance Program (DoDGRS) received 24,300 specimens from its surveillance network. In total, 322 (1.3%) respiratory
their dependents during the season 2018 — 2019. Whole specimens were positive for HAdV in molecular assays. Out of 166 viral culture samples available for NGS, whole genome sequences were obtained for 161 isolates. Most patients identified were military
genome comparative analysis revealed novel genetic mutation, dependents (67%) between the ages of 0-5 (42%). A variety types of HAdV were identified, including HAdV-1 (N = 15), HAdV-2 (N = 26), HAdV-3 (N = 60), HAdV-4 (N = 13), HAdV-5 (N = 6), HAdV-6 (N =
but overall conservation of adenovirus genomes. 3), HAdV-7 (N = 12), HAdV-14 (N = 10), HAdV-55 (N = 1), and HAdV-56 (N = 1). HAdV 3 is the most prevalent type identified, however, it was identified in several locations and was not considered

significant at this time. There were clusters of HAdV 4, 7 and 14 cases, suggesting possible outbreaks.
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https://igv.org), were used for whole genome sequence
assembly and visualization. Multiple sequence alignments were

generated using MUSCLE and phylogenetic trees built using Multiple sequence alignment of complete genome  Whole genome phylogeny of human adenoviruses (HAdV) in this study and representative HAdV sequences in GenBank. (A) HAdV 4; (B) HAdV 7;

Neighbor-Joining method and Tamura-Nei genetic distance sequences of human adenoviruses (HAdV) of (C) HAdV 14. Phylogentic analyses revealed clustered cases of HAdV 4, 7 and 14 infections in several states in the season 2018 — 2019. Neighbor-
model, with 500 bootstrap replicates. Representative complete season 2018 — 2019 in this study. (A) HAdV 4; (B)  Joining phylogenetic tree with bootstrap support values from 500 replicates shown at the branches. The scale bar represents estimated nucleotide
genorr’le sequences for HAdV types 4 7 and 14 strains from HAdV 7; (C) HAdV 14. Genomes are arranged substitutions per site. The dots indicate the HAdVs from season 2018-2019 in this study.

different countries and collection years were retrieved from based on phylogenetic relatedness.

GenBank and included in whole genome phylogenetic analyses.
Sequences containing large segment recombinant, such as
HAdV7 strains HAdV 7/Haiti-0707/2014 (MN531562) and HAdV-
B/USA/8010/1998 (MH910665), were excluded.

Conclusion
Disclaimer A variety types of HAdV were identified in this genomic surveillance study of HAdV isolates from DoDGRS for the influenza season 2018 - 2019.
Material has been reviewed by the Walter Reed Army Institute of Research. HAdV types 4, 7 and 14, which were reported causing ARI outbreaks in the US military and other congregate settings, were found in clustered
There s no objection to its presentation and/or publication. The opinions or cases in several US states. Routine clinical respiratory pathogen diagnostics or molecular surveillance of respiratory diseases detect adenovirus
assertions contained herein are the private views of the author, and are not to _ i ) i _ ) _ i ) . )
be construed as official, or as reflecting true views of the Department of the without determination of HAdV type. Human adenoviruses are genetically diverse and can infect a number of tissues with severities varied from
Army or the Department of Defense. mild to fatal. Enhanced genomic surveillance of HAdV in the US and worldwide will shed light on prevalence, genetic divergence, and viral

evolution of human adenoviruses and inform timely risk assessment and countermeasures.
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