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The hepatitis A virus (HAV) is still one of the leading causes of acute viral hepatitis worldwide, despite there being an anti-HAV vaccine. It is a virus of concern not only because of its global distribution but also because of its quite unique quasi-enveloped form [1].



We still need biological diagnosis because hepatitis A is clinically indistinguishable from other viral causes of hepatitis and validated home-made assays are still good alternatives to commercial assays where or when commercial are difficult to obtain. Kozak et al. tested and validated a home-made assay on both blood and stool samples [2]. Genotyping methods are also needed to study the emergence and spread of particular strains and to investigate clusters. Studies of VP1/2A sequences (267 bp) and complete VP1 sequences (953 bp) showed that the HAV strains circulating in Brazil belong to subgenotype IA and that most of the strains were closely related to that isolated in outbreaks that occurred in several European countries in 2016 [3]. Honda et al. also described a recent male-dominant hepatitis A outbreak in Japan involving subgenotype IA. The genotype was determined by sequencing part (168 bp) of the VP1-2A region [4].



Environmental surveillance can also help provide a more complete picture of strains circulating in a community [5], such as the spread of a particular strain during an outbreak. The contents of treated wastewater discharges can also be examined to identify the risk of exposure of communities using water downstream from wastewater treatment plants [6]. Analysis of clinical, food, and environmental data is in agreement with the One Health approach, and should increase in the next few years.



The review written by Migueres et al. summarizes the epidemiology of HAV infection, the main groups of people at risk and the strategies used to prevent infections [7]. It also provides an update on the development of antiviral drugs targeting HAV. These would be a great step forward for treating severe and fulminant forms. It was widely accepted that liver injuries were due to an adaptive immune response, especially that of HAV-specific cytotoxic T cells, as the replication of HAV is noncytopathic in vitro. However, the review by Wang et al., which summarizes the current knowledge of the mechanisms of hepatocellular injury, suggests that innate cells like natural killer (NK) and NKT cells are involved [8].



The 5 original research paper and 2 tremendous reviews in this issue will, I am sure, contribute to our knowledge of the hepatitis A virus. I thank all the contributors who made this special issue of “Recent Progress in Hepatitis A Virus Research” possible.






Conflicts of Interest


The authors declare no conflict of interest.




References


	



Feng, Z.D.; Hensley, L.; McKnight, K.L.; Hu, F.Y.; Madden, V.; Ping, L.F.; Jeong, S.-H.; Walker, C.; Lanford, R.E.; Lemon, S.M. A pathogenic picornavirus acquires an envelope by hijacking cellular membranes. Nature 2013, 496, 367–371. [Google Scholar] [CrossRef] [PubMed]

	



Kozak, R.A.; Rutherford, C.; Richard-Greenblatt, M.; Chau, N.Y.E.; Cabrera, A.; Biondi, M.; Borlang, J.; Day, J.; Osiowy, C.; Ramachandran, S.; et al. Development and Evaluation of a Molecular Hepatitis A Virus Assay for Serum and Stool Specimens. Viruses 2022, 14, 159. [Google Scholar] [CrossRef] [PubMed]

	



Chuffi, S.; Gomes-Gouvêa, M.S.; Casadio, L.V.B.; Nastri, A.C.S.S.; Gonzalez, M.P.; Cotia, A.L.F.; Aranda, A.G.D.; Tenore, S.B.; Ono, S.K.; Malta, F.M.; et al. The Molecular Characterization of Hepatitis A Virus Strains Circulating during Hepatitis A Outbreaks in Sao Paulo, Brazil, from September 2017 to May 2019. Viruses 2021, 14, 73. [Google Scholar] [CrossRef] [PubMed]

	



Honda, M.; Asakura, H.; Kanda, T.; Somura, Y.; Ishii, T.; Yamana, Y.; Kaneko, T.; Mizutani, T.; Takahashi, H.; Kumagawa, M.; et al. Male-Dominant Hepatitis A Outbreak Observed among Non-HIV-Infected Persons in the Northern Part of Tokyo, Japan. Viruses 2021, 13, 207. [Google Scholar] [CrossRef] [PubMed]

	



La Rosa, G.; Mancini, P.; Ferraro, G.B.; Iaconelli, M.; Veneri, C.; Paradiso, R.; De Medici, D.; Vicenza, T.; Proroga, Y.T.R.; Di Maro, O.; et al. Hepatitis A Virus Strains Circulating in the Campania Region (2015-2018) Assessed through Bivalve Biomonitoring and Environmental Surveillance. Viruses 2020, 13, 16. [Google Scholar] [CrossRef] [PubMed]

	



Rachida, S.; Taylor, M.B. Potentially Infectious Novel Hepatitis A Virus Strains Detected in Selected Treated Wastewater Discharge Sources, South Africa. Viruses 2020, 12, 1468. [Google Scholar] [CrossRef] [PubMed]

	



Migueres, M.; Lhomme, S.; Izopet, J. Hepatitis A: Epidemiology, High-Risk Groups, Prevention and Research on Antiviral Treatment. Viruses 2021, 13, 1900. [Google Scholar] [CrossRef] [PubMed]

	



Wang, M.; Feng, Z. Mechanisms of Hepatocellular Injury in Hepatitis A. Viruses 2021, 13, 861. [Google Scholar] [CrossRef] [PubMed]












	
	
Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional affiliations.











© 2022 by the author. Licensee MDPI, Basel, Switzerland. This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution (CC BY) license (https://creativecommons.org/licenses/by/4.0/).






nav.xhtml


  viruses-14-01138


  
    		
      viruses-14-01138
    


  




  





media/file0.png





