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Abstract

:

Human Adenovirus species C (HAdV-C) is the most common etiologic agent of respiratory disease. In the present study, we characterized the nearly full-length genome of one potential new HAdV-C recombinant strain constituted by Penton and Fiber proteins belonging to type 89 and a chimeric Hexon protein of types 1 and 89. By using viral metagenomics techniques, we screened out, in the states of Tocantins and Pará, Northern and North regions of Brazil, from 2010 to 2016, 251 fecal samples of children between 0.5 to 2.5 years old. These children were presenting acute diarrhea not associated with common pathogens (i.e., rotavirus, norovirus). We identified two HAdV-C strains in two distinct patients. Phylogenetic analysis performed using all complete genomes available at GenBank database indicated that one strain (HAdV-C BR-245) belonged to type 1. The phylogenetic analysis also indicated that the second strain (HAdV-C BR-211) was located at the base of the clade formed by the newly HAdV-C strains type 89. Recombination analysis revealed that strain HAdV-C BR-211 is a chimera in which the variable regions of Hexon gene combined HAdV-C1 and HAdV-C89 sequences. Therefore, HAdV-C BR-211 strain possesses a genomic backbone of type HAdV-C89 and a unique insertion of HAdV-C1 in the Hexon sequence. Recombination may play an important driving force in HAdV-C diversity and evolution. Studies employing complete genomic sequencing on circulating HAdV-C strains in Brazil are needed to understand the clinical significance of the presented data.
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1. Introduction


Human Adenoviruses (HAdVs) are non-enveloped, double-stranded, medium-sized (34–36 kbp) linear DNA viruses classified in the genus Mastadenovirus [1,2]. The HAdV virion is icodsahedral in shape, made up of a 252-capsomer protein capsid, with 12 penton bases pentamers connected each to a fiber protein, and 240 hexon trimers [2]. There are currently seven known Adenovirus species that infect humans (HAdV-A to HAdV-G), divided into more than 100 distinct subgroups or subtypes (http://hadvwg.gmu.edu/). Recently, HAdV Working Group was established with the goal of standardizing the process of assigning names to candidate novel HAdVs. Nomenclature was developed to incorporate molecular types including major capsid genes penton base, hexon and fiber (PHF) (http://hadvwg.gmu.edu).



HAdVs are transmitted by multiple mechanisms including droplets, fomites, the fecal–oral route and autoinoculation. The infected host can develop a number of pulmonary complications including upper respiratory impairment, bronchiolitis and pneumonia, without significant seasonal variation [3]. The virus also causes extrapulmonary pathologies including conjunctivitis, gastroenteritis and meningitis [4,5]. Viruses of the HAdV-C species are universally prevalent and commonly associated with respiratory tract infections among pediatric patients [6]. After the initial primary infection, HAdV-C has the potential to remain in the lymphoid cells of the body and continue to intermittently shed viruses into the feces for many years [7].



Despite the global disease burden of HAdV-C and its use in molecular biology, only six HAdV-C types (HAdV-C1, HAdV-C2, HAdV-C5, HAdV-C6, HAdV-C57, and HAdV-C89) have been formally recognized so far [7,8]. This has resulted in a deficit of knowledge regarding the pathogenicity and evolution of HAdV-C [7]. HAdV-C recombinant viruses have been thoroughly investigated, allowing complex delineation of their genomes, resulting in the widespread use of HAdV in vector-based vaccines and gene therapies [8,9]. HAdV-C57 and HAdV-C89 are both recombinant viruses [8,10]. HAdV-C57 and HAdV-C6 share the same hexon structure and fiber gene [10]. In contrast, HAdV-C89 had a novel penton base sequence [7].



Full-genome sequencing has recently been used to investigate HAdV in fecal specimens from immunocompromised children [11,12]. The study demonstrated the widespread prevalence of HAdV-C strains in the British pediatric population [11]. The high prevalence of HAdV-C and the long intracellular life of its DNA in the host result in frequent superinfections, facilitating the evolution of novel HAdV-C types [11]. Here we performed genomic and bioinformatics analyses of one potentially new HAdV-C recombinant strain that was obtained from children with acute gastroenteritis in the Northern region of Brazil during a Next-Generation Sequencing (NGS) investigation of enteric viruses.




2. Materials and Methods


2.1. Study Population


The current cross-sectional surveillance study was carried out from 2010 to 2016 in the states of Tocantins and Pará, Northern and North regions of Brazil, respectively. This descriptive study was carried out with surveillance specimens from patients presenting with the symptoms of acute gastroenteritis at the Brazilian Unified Health System (SUS) units. A total of 251 fecal samples were collected for analysis from collaborating units in 38 different localities. Two hundred forty-five samples were collected from the state of Tocantins and 3 samples from the state of Pará. Three samples were obtained from border municipalities (Estreito and Carolina) located between the state of Tocantins and the state of Maranhão (Northeast region of Brazil). All specimens were sent to Tocantins Public Health Laboratory (LACEN-TO) together with relevant collection date, age and gender data. Fecal samples were screened for bacteria (e.g., Escherichia coli and Salmonella sp.), protozoan (e.g., Giardia sp.) and helminths (e.g., Taenia Solum) using conventional parasitological and cultures techniques. Stored frozen fecal specimens were then forwarded to the São Paulo Institute of Tropical Medicine to identify enteric viruses (e.g., rotavirus and norovirus) throughout NGS investigation. The specimens were stored at −20 °C.



Two HAdV-C strains were identified during the NGS investigation: HAdV-C BR-211 (potential novel HAdV-C recombinant) and HAdV-C BR-245 (HAdV-C1 strain), in which Norovirus was also detected (see the Figure S1 that shows all viruses found by NGS in these patients). Both patients were experiencing acute gastroenteritis symptoms, such as diarrhea, vomiting and fever. In addition, the HAdV-C BR-211 patient presented coryzal symptoms. HAdV-C BR-211 (potential novel HAdV-C recombinant) was detected in a sample collected in 2015 in the city of Carolina, Maranhão from a 3-year-old female child, and the HAdV-C BR-245 (HAdV-C1) was collected in 2014 in the city of Araguaína, Tocantins from a 1-year-old female infant.




2.2. Viral Metagenomics


The protocol used to perform deep sequencing was a combination of several protocols applied to viral metagenomics and/or virus discovery and has been previously described by the study of the current author [13]. In summary, 50 mg of human fecal sample was diluted in 500 μL of Hanks’ buffered salt solution (HBSS). This solution was then added to a 2 mL impact-resistant tube containing lysing matrix C (MP Biomedicals, Santa Ana, CA, USA) and homogenized in a FastPrep-24 5G Homogenizer (MP Biomedicals, Santa Clara, CA, USA). The homogenized sample was centrifuged at 12,000× g for 10 min, and approximately 300 μL of the supernatant was percolated through a 0.45 μm filter (Merck Millipore, Billerica, MA, USA) to remove eukaryotic- and bacterial-cell-sized particles. Approximately 100 μL, equivalent to one-fourth of the volume of the tube, of cold PEG-it Virus Precipitation Solution (System Biosciences, Palo Alto, CA, USA) was added to the filtrate, and the contents of the tube were gently mixed, then incubated at 4 °C for 24 h. After the incubation period, the mixture was centrifuged at 10,000× g for 30 min at 4 °C. Following centrifugation, the supernatant (~350 μL) was discarded. The pellet, rich in viral particles, was treated with a combination of nuclease enzymes (TURBO DNase and RNase Cocktail Enzyme Mix-Thermo Fischer Scientific, Waltham, MA, USA; Baseline-ZERO DNase-Epicentre, Madison, WI, USA; Benzonase-Darmstadt, Darmstadt, Germany; and RQ1 RNase-Free DNase and RNase A Solution-Promega, Madison, WI, USA) to digest unprotected nucleic acids. The resulting mixture was subsequently incubated at 37 °C for 2 h. After incubation, viral nucleic acids were extracted using a ZR & ZR-96 Viral DNA/RNA Kit (Zymo Research, Irvine, CA, USA) according to the manufacturer’s instructions. Subsequently, a Nextera XT Sample Preparation Kit (Illumina, San Diego, CA, USA) was used to construct a DNA library, which was identified using dual barcodes. The library was then purified using ProNex® Size-Selective Purification System (Promega, WI, USA). Following ProNex® purification, the quantity of each sample was normalized to ensure equal library representation in our pooled samples using the ProNex® NGS Library Quant Kit (Promega, WI, USA). For size range selection, Pippin Prep (Sage Science, Inc.) was used to select a 300 bp insert (range 200–400 bp), which excluded very short and long library fragments. Prior to cluster generation, libraries were quantified again by qPCR using the ProNex® NGS Library Quant Kit (Promega, WI, USA). The library was deep-sequenced using a Hi-Seq 2500 Sequencer (Illumina, CA, USA) with 126 bp ends [13,14,15]. Bioinformatics analysis was performed according to the protocol previously described [16]. The contigs, including sequences of rotaviruses as well as enteric viruses, humans, fungi, bacteria and others, sharing a percent nucleotide identity of 95% or less were assembled from the obtained sequence reads by de novo assembly. The resulting singlets and contigs were analyzed using BLASTx to search for similarity to viral proteins in GenBank. The contigs were compared to the GenBank non-redundant nucleotide and protein databases (BLASTn and BlastX). After identification of the viruses, a reference template sequence was used to map the full-length genome with Geneious R9 software (Biomatters Ltd. L2, 18 Shortland Street Auckland, 1010, New Zealand). Based on the best hits of the BLASTx searches, HAdV-C genomes were chosen for further analyses. Sequences generated in this study have been deposited in GenBank: MN628614 (HAdV-C BR-245) and MN628615 (HAdV-C BR-211). All protocols and procedures were conducted within the enhanced laboratory biosafety level 2 (ABSL-2) facility of the Institute for Tropical Medicine, São Paulo University. The ABSL-2 facility consists of a laboratory in which all in vitro experimental work is carried out in class 3 biosafety cabinets, which are also negative pressurized (<−200 Pa). Although all experiments are conducted in closed-class 3 cabinets and isolators, special personal protective equipment, including laboratory suits, gloves and FFP3 face-masks is used. Air released from the class 3 units is filtered by High-Efficiency Particulate Air (HEPA) filters and then leaves via the facility ventilation system, again via HEPA filters. Only authorized personnel that have received the appropriate training can access the facility. The facility is secured by procedures recognized as appropriate by the institutional biosafety officers and facility management at São Paulo University and Brazilian National Technical Biosafety Commission (CTNBio).




2.3. Phylogenetic Analysis


Genomes were aligned using Clustal X version 2.0 software [17]. Briefly, phylogenetic tree construction used the Maximum Likelihood approach, and branch support values were assessed with a Shimodaira-Hasegawa test. Trees were then inferred using FastTree version 2.1 software [18]. Evolutionary models were selected based on the likelihood ratio test (LRT) implemented in the jModeltest2 software [19]. Estimates of genetic distances were conducted using the Maximum Composite Likelihood model implemented in MEGA X version 10.0.5 [20]. All positions containing gaps and missing data were eliminated (complete deletion option). The number of base substitutions per site from between sequences is shown; standard error estimate(s) are also shown and were obtained by a bootstrap procedure (200 replicates). There was a total of 33,317 positions in the final dataset.




2.4. Detection of Recombination


The identification of potential parental sequences and the localization of possible recombination breakpoints were determined using the Recombination Detection Program, RDP4 version 4.9.5. [21], which was used with settings (a Bonferroni-corrected p-value cut-off of 0.05) for the different detection methods, including RDP5, GENECONV, BootScan, MaxChi, Chimaera, SiScan and 3Seq [21].




2.5. Homology Modeling of Hexon Structure


The primary amino acid sequence of HAdV-C BR-211 hexon was submitted to the SWISS-MODEL workspace for homology modeling [22]. The SWISS-MODEL template library (https://swissmodel.expasy.org) was searched with BLASTp and HHBlits [23] for evolutionary related structures that matched the target sequence [14,15,24]. The highest-quality templates were selected for model building. The models were built based on the target-template alignment using ProMod3. Coordinates that were conserved between the target and the template were copied from the template to the model. Insertions and deletions were remodeled by using a fragment library. Side chains were then rebuilt. PyMOL v0.99 (https:pymol.org/) was used to generate the space-filling representation of the hexon structure.




2.6. Ethical Approval


Previous Ethics Committee approval was granted by the University of São Paulo School of Medicine (number CAAE: 53153916.7.0000.0065) and Lutheran Palms University Center (number CAAE: 53153916.7.3007.5516). This was an anonymous unlinked study, and informed consent was not required according to resolution 466/12 concerning research involving humans (Conselho Nacional de Saúde/Ministério da Saúde, Brasília, 2012).





3. Results


3.1. Genetic Distances of Brazilian HAdV-C


Viral sequences were identified through sequence identity (using BLAST) to annotated viral genomes in GenBank. Near full-length genomes were used to estimate the evolutionary distances of the strains detected here to HAdV-C reference strains. Once the mean genetic distances within each type were less than 10%, one reference sequence per type was selected in order to calculate pairwise distances between Brazilian and reference strains. The highest distance to strain HAdV-C BR-211 was with type 5 (43%), and the lowest was with type 57 (less than 4%). Equally, the highest distance to strain HAdV-C BR-245 was with type 5 (68%) and the lowest with type 1 (29%). The distances between HAdV-C BR-211 and HAdV-C BR-245 were 65%. It is important to mention that the higher distances of HAdV-C BR-245 are partially due to the poor quality of these sequences, which have many ambiguities and multiple gaps. To provide more detailed estimates and avoid errors of genome regions with poor quality, we also estimated distances between penton base, hexon and fiber genes separately (Table 1). Based on the closest evolutionary distances (Boldface words in Table 1), HAdV-C BR-245 can be classified as P1H1F1 and BR-211 classified as P89H1F89. Overall, genetic distances are in consensus with Blast results. Phylogenetic analysis confirms that strain BR-245 can be classified as HAdV-C1 and that strain HAdV-C BR-211 is possibly a recombinant strain.




3.2. Phylogenetic Analysis of Near Full-Length Genomes of HAdV-C


The Maximum Likelihood tree shown in Figure 1 was inferred using all near full-length genomes of HAdV-C available. Sequences formed well-supported monophyletic groups, represented by their corresponding prototype: types 1, 2, 5, 6, 57 and 89. Based on the phylogenetic tree, the HAdV-C BR-245 detected here grouped into the HAdV-C type 1 as expected. On the other hand, HAdV-C BR-211 strain was placed at the base of the clade formed by HAdV-C2 and HAdV-C89. It is important to mention that HAdV-C89 has been recently classified as a consequence of multiple recombination events [1,8,12].



In order to classify HAdV-C BR-211, the three coding regions (penton base, hexon and fiber) were analyzed separately. Each region was used to infer phylogenetic relationships between HAdV-C BR-211 and reference strains. All genetic trees displayed high bootstrap values based on approximate LRT. The phylogenetic analysis of the partitioned regions confirmed that strain HAdV-C BR-211 exhibited a close genetic relationship to HAdV-C-89 strains in its penton base and fiber regions, while the hexon gene grouped into the HadV-C type 1 (Figure 2).




3.3. Recombination of HAdV-C1 and HAdV-C89


Recombination analysis of HAdV-C BR-211 strain (supposed P89H1F89 recombination) revealed a unique and unexpected feature: the presence of a potential chimeric hexon gene derived from HAdV-C1 and HAdV-C89. Two breakpoints located at positions 17,338 and 19,903 in the HAdV-C BR-211 genome were identified. The region delimited by the breakpoints is related to HAdV-C1 and was mapped within the hexon gene sequence, starting at position 17,186 and ending at position 20080. Hence, the HAdV-C BR-211 strain possesses a genomic backbone of type HAdV-C89 with a unique insertion of HAdV-C1 in the hexon sequence. The mosaic pattern of HAdV-C BR-211 is shown in Panel A in Figure 3, highlighting its composition of DNA from two distinct HAdV-C strains (represented by colored lines). To support our findings, the hexon gene sequence was partitioned in two: the first partition corresponds to nucleotides 1 to 17,000, and the second partition corresponds to the nucleotides 20,100 to 33,837, excluding the supposed HAdV-C1 insertion. Maximum Likelihood trees were constructed for each partition and confirmed that HAdV-C BR-211 belongs to type 89 in both regions (Panels B and C in Figure 3). We also constructed a genome tree without the hexon gene region (Figure S2) and characterized mosaic genome of BR-211 by other methods (Figure S3).




3.4. Structure of Recombinant Hexon Protein of HAdV-C


We were interested in understanding whether there were differences in the conformation of a chimeric hexon, so the structure of the hexon of the HAdV-C BR-211 chimera was investigated. Based on the high BLASTp similarity score between the amino acid sequences of the hexon proteins of HAdV-C BR-211 and HAdV-C2, the hexon protein structure 1P2Z from a HAdV-C2 strain was selected as a template to predict the structure of the HAdV-C BR-211 chimeric hexon. The HAdV-C BR-211 sequence was mapped onto the HAdV-C2 structure. Of note, the variable regions present on the apical side of the hexon proteins, facing the outside of the virion, are derived from HAdV-C1, but remain unique (Figure 4). Variable regions of each monomer are interlaced to form the trimeric structure.




3.5. Characteristics of Penton Base of HAdV-C BR-211


Trees constructed with the nucleotide or amino acid sequences of the penton base gene showed that the HAdV-C BR-211 strain forms a clade with HAdV-C89. Recombination analysis did not reveal any breakpoints in this region. Recently, HAdV-C89 was characterized as a new HAdV-C type, and this was achieved based on penton base residue analysis [7]. After initial viral attachment, the penton base interacts with cellular integrins through an Arg–Gly–Asp (RGD) motif located in a hypervariable surface loop. This process results in virus internalization [25]. It is with this hypervariable surface loop that penton base proteins can be distinguished. Key residues of the surface loop used to distinguish HAdV-C89 from HAdV-C2 [8] were used here to differentiate HAdV-C BR-211 from the other HAdV-C types. Predicted amino acid sequences of HAdV-C BR-211 penton base were compared to the amino acid sequences of reference strains. Table 2 summarizes these findings. Of the key residues on the hypervariable surface loop, HAdV-C BR-211 shares all the same residues as HAdV-C89 except for an amino acid substitution in strain HAdV-C BR-211 at position 157 (K→N). In addition, motif 361AAAP364, present in HAdV-C BR-211 and other HAdV-C types like type 2, is absent in HAdV-C89. These features, which distinguish HAdV-C BR-211 from HAdV-C89, are in boldface in Table 2.





4. Discussion


In this study, 251 fecal samples from children with acute gastroenteritis were surveyed using NGS. Detailed descriptions of viruses detected in these samples were reported elsewhere [14,15,24,26,27,28,29,30,31,32]. Here, we characterized the near full-length genomes of two Brazilian HAdV-C strains. The detection of HAdV-C strains in stool samples could not necessarily be associated with diarrhea symptoms, as HAdV can exhibit a lingering shedding in feces after previous infections in other organs [33]. In fact, HAdV-C1, to which the HAdV-C BR-245 strain is identified here, is frequently associated with respiratory infections [34]. In addition, patient HAdV-C BR-245 tested positive for Norovirus infection. Patient HAdV-C BR-211 was experiencing respiratory symptoms in addition to gastroenteritis.



Previous studies have reported the detection of HAdV-C1 strains in Brazil associated with both respiratory and gastrointestinal symptoms [34,35]. Nevertheless, to the best of our knowledge, this is the first description of the full-length genome of a recombinant HAdV-C strain (BR-211) in the country. The HAdV-C1 BR-245 strain revealed to be related to Argentinean and North American HAdV-C1 strains according to our analysis, suggesting that this particular HAdV-C1 strain may have been circulating in the North and South American continents. However, the dataset used for this analysis presented an important limitation: the number of sequences analyzed was small, a restriction mainly due to the fact that we chose to look at only complete or near full-length genome sequences. More in-depth analyses of HAdV-C1 strains detected worldwide involving full genomic characterization are needed in order to expand our understanding of HAdV-C1 genetic diversity.



NGS surveillance, described in the present investigation to study enteric viruses, has provided an opportunity to identify for the first time in Brazil a strain, BR-211, belonging to a new HAdV-C type derived from the recently described HAdV-C type 89. Because HAdV-C89 was only recently described as a novel HAdV-C strain [7], knowledge of the epidemiology and prevalence of HAdV-C89 is still very limited. This new HAdV-C type could only be determined based on the sequencing of its entire genome, since approximately 80% of the viral sequence shares high similarity to HAdV-C2 strains [7]. Hence, without analyzing the whole genome of BR-211, it would have been virtually impossible to confirm its type and origins. Recombination events between the genes encoding major capsid proteins (hexon, fiber and penton base) are known to play an important role in the evolution of HAdV-D types [35], but members of the HAdV-C species are considered to be more stable, undergoing fewer recombination events [7,36]. HAdV-C types 57 and 89 are exceptions to this rule [7,9]. The present study also identified, in HAdV-C BR-211, a chimeric hexon protein combining type 1 and type 89 sequences. Moreover, the variable regions in the hexon protein of HAdV-C BR-211 were found to be related to HAdV-C type 1 and not type 89. The variable regions of the HAdV hexon proteins represent the major antigenic portion of the protein, and various neutralizing antibodies have been detected that target them [37,38,39]. It also has been shown that site-directed mutations in the variable regions of hexon proteins reduce drastically the replication of HAdV-C [39].



Characterizing recombination events allow one to indirectly identify HAdV-C strains that are circulating at a certain location and at a certain time. In other words, recombination means co-infection and therefore co-circulation of different strains [12]. Our NGS data is not enough to determine the source and HAdV-C BR-211 infection. This strain may have emerged recently by the recombination of strains HAdV-C1 and HAdV-C89 that were co-infecting the patient BR-211. Another equally likely explanation is that patient 211 was infected by a HadV-C1/89 recombinant strain. For this reason, an increase in HAdV-C surveillance in this particular area of Brazil could provide valuable information about the presence and prevalence of strains HAdV-C1 and HadV-C89 and other recombinant HAdV-C strains.



In addition to the chimeric hexon with type 1 and type 89 sequences identified in HAdV-C BR-211, we also found unique signatures in the penton base (Table 2). The HAdV-C89 penton base sequence is highly diverse in the functional RGD loop compared to the HAdV-C types described in the past, which may result in differences in the binding properties of type 89 to secondary cellular receptors. However, whether such amino acid differences in penton base sequences might increase or not the virulence of circulating HAdV-C89 strains has yet to be assessed.




5. Conclusions


Here we describe a near full-length genome of two HAdV-C strains from Brazil: the BR-245 strain, which is a common HAdV-C type 1 strain, and the HAdV-C BR-211 strain, a potential new recombinant HAdV-C strain with its own type, made up in part by a chimeric hexon gene with type 1 and type 89 DNA. Routine HAdV-C typing strategies may fail to detect new recombinants, likely resulting in incorrect typing of novel HAdV-C strains and missing the opportunity to discover new HAdV-C recombinants or even entirely new types. Expanding the viral genome database could improve overall typing success and help track the emergence of novel HAdV-C strains, thus helping to understand their evolution. In addition, future studies employing complete genomic sequencing on circulating HAdV-C strains in Brazil are needed to understand the clinical significance of the data presented in this study.








Supplementary Materials


The following are available online at https://www.mdpi.com/1999-4915/12/5/508/s1, Figure S1: viruses identified by metagenomics, Figure S2: phylogenetic tree of HAdV-C genomes and Figure S3: genome mosaic pattern of HAdV-C 211.





Author Contributions


R.T., A.C.d.C., E.L., E.C.S. and A.L. conceived the study; R.T., A.C.d.C., A.L. and É.L. designed the study protocol; R.T., É.L., A.C.d.C., F.A.d.P.M., R.B., M.d.A.R.T., R.T.d.C., C.V.d.D.A.S., A.S.A.W., C.S.A., and F.V. participated in the conduct of the study, collection and screening of the specimens; RT and ACC performed the deep-sequencing assays; A.C.d.C., É.L., X.D. and E.D. analyzed the big data; R.T., A.C.d.C., K.T., R.J.T., F.A.d.P.M., R.B., M.d.A.R.T., R.T.C., C.V.d.D.A.S., A.S.A.W., C.S.A., F.V., X.D., E.D., A.L., É.L. and E.C.S. analyzed and interpreted the data; E.D., E.C.S., A.C.d.C., A.L. and É.L. supervised the study; R.T., A.C.d.C., A.L. and EL drafted the manuscript; all authors critically revised the manuscript for intellectual content and approved the final version. All authors have read and agreed to the published version of the manuscript.




Funding


This study was supported by the Fundação de Amparo à pesquisa do estado de São Paulo/FAPESP #2016/01735-2 and the Conselho Nacional de Desenvolvimento Científico e Tecnológico/CNPq (#400354/2016-0). ACC is funded by FAPESP (#2017/00021-9), EL is supported by CNPq (#302677/2019-4) and AL is supported by CNPq (#4004502016-0).




Acknowledgments


We thank Zymo Research Inc. for the donation of reagents for this project.




Conflicts of Interest


The authors declare no conflict of interest. The funders had no role in the design of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, and in the decision to publish the results.




References


	



Rivailler, P.; Mao, N.; Zhu, Z.; Xu, W. Recombination analysis of human mastadenovirus c whole genomes. Sci. Rep. 2019, 9, 2182. [Google Scholar] [CrossRef] [PubMed]

	



Robinson, C.M.; Singh, G.; Lee, J.Y.; Dehghan, S.; Rajaiya, J.; Liu, E.B.; Yousuf, M.A.; Betensky, R.A.; Jones, M.S.; Dyer, D.W.; et al. Molecular evolution of human adenoviruses. Sci. Rep. 2013, 3, 1812. [Google Scholar] [CrossRef] [PubMed]

	



Lion, T. Adenovirus infections in immunocompetent and immunocompromised patients. Clin. Microbiol. Rev. 2014, 27, 441–462. [Google Scholar] [CrossRef] [PubMed]

	



Pratte-Santos, R.; Miagostovich, M.P.; Fumian, T.M.; Maciel, E.L.; Martins, S.A.; Cassini, S.T.; Keller, R. High prevalence of enteric viruses associated with acute gastroenteritis in pediatric patients in a low-income area in vitoria, southeastern brazil. J. Med. Virol. 2019, 91, 744–750. [Google Scholar] [CrossRef] [PubMed]

	



Filho, E.P.; da Costa Faria, N.R.; Fialho, A.M.; de Assis, R.S.; Almeida, M.M.S.; Rocha, M.; Galvao, M.; Dos Santos, F.B.; Barreto, M.L.; Leite, J.P.G. Adenoviruses associated with acute gastroenteritis in hospitalized and community children up to 5 years old in rio de janeiro and salvador, brazil. J. Med. Microbiol. 2007, 56, 313–319. [Google Scholar] [CrossRef]

	



Wang, Y.F.; Shen, F.C.; Wang, S.L.; Kuo, P.H.; Tsai, H.P.; Liu, C.C.; Wang, J.R.; Chi, C.Y. Molecular epidemiology and clinical manifestations of adenovirus respiratory infections in taiwanese children. Medicine (Baltimore) 2016, 95, e3577. [Google Scholar] [CrossRef]

	



Dhingra, A.; Hage, E.; Ganzenmueller, T.; Bottcher, S.; Hofmann, J.; Hamprecht, K.; Obermeier, P.; Rath, B.; Hausmann, F.; Dobner, T.; et al. Molecular evolution of human adenovirus (hadv) species c. Sci. Rep. 2019, 9, 1039. [Google Scholar] [CrossRef]

	



Yang, J.; Mao, N.; Zhang, C.; Ren, B.; Li, H.; Li, N.; Chen, J.; Zhang, R.; Li, H.; Zhu, Z.; et al. Human adenovirus species c recombinant virus continuously circulated in china. Sci. Rep. 2019, 9, 9781. [Google Scholar] [CrossRef]

	



Alonso-Padilla, J.; Papp, T.; Kajan, G.L.; Benko, M.; Havenga, M.; Lemckert, A.; Harrach, B.; Baker, A.H. Development of novel adenoviral vectors to overcome challenges observed with hadv-5-based constructs. Mol. Ther. 2016, 24, 6–16. [Google Scholar] [CrossRef]

	



Walsh, M.P.; Seto, J.; Liu, E.B.; Dehghan, S.; Hudson, N.R.; Lukashev, A.N.; Ivanova, O.; Chodosh, J.; Dyer, D.W.; Jones, M.S.; et al. Computational analysis of two species c human adenoviruses provides evidence of a novel virus. J. Clin. Microbiol. 2011, 49, 3482–3490. [Google Scholar] [CrossRef]

	



Houldcroft, C.J.; Roy, S.; Morfopoulou, S.; Margetts, B.K.; Depledge, D.P.; Cudini, J.; Shah, D.; Brown, J.R.; Romero, E.Y.; Williams, R.; et al. Use of whole-genome sequencing of adenovirus in immunocompromised pediatric patients to identify nosocomial transmission and mixed-genotype infection. J. Infect. Dis. 2018, 218, 1261–1271. [Google Scholar] [CrossRef] [PubMed]

	



Mao, N.; Zhu, Z.; Rivailler, P.; Chen, M.; Fan, Q.; Huang, F.; Xu, W. Whole genomic analysis of two potential recombinant strains within human mastadenovirus species c previously found in beijing, china. Sci. Rep. 2017, 7, 15380. [Google Scholar] [CrossRef] [PubMed]

	



Charlys da Costa, A.; Theze, J.; Komninakis, S.C.V.; Sanz-Duro, R.L.; Felinto, M.R.L.; Moura, L.C.C.; Barroso, I.M.O.; Santos, L.E.C.; Nunes, M.A.L.; Moura, A.A.; et al. Spread of chikungunya virus east/central/south african genotype in northeast brazil. Emerg. Infect. Dis. 2017, 23, 1742–1744. [Google Scholar] [CrossRef] [PubMed]

	



Cilli, A.; Luchs, A.; Leal, E.; Gill, D.; Milagres, F.A.P.; Komninakis, S.V.; Brustulin, R.; Teles, M.; Lobato, M.; Chagas, R.T.D.; et al. Human sapovirus gi.2 and gi.3 from children with acute gastroenteritis in northern brazil. Memórias Inst. Oswaldo Cruz 2019, 114, e180574. [Google Scholar] [CrossRef] [PubMed]

	



da Costa, A.C.; Leal, E.; Gill, D.; Milagres, F.A.P.; Komninakis, S.V.; Brustulin, R.; Teles, M.; Lobato, M.; das Chagas, R.T.; Abrao, M.; et al. Discovery of cucumis melo endornavirus by deep sequencing of human stool samples in brazil. Virus Genes 2019, 55, 332–338. [Google Scholar] [CrossRef]

	



Deng, X.; Naccache, S.N.; Ng, T.; Federman, S.; Li, L.; Chiu, C.Y.; Delwart, E.L. An ensemble strategy that significantly improves de novo assembly of microbial genomes from metagenomic next-generation sequencing data. Nucleic Acids Res. 2015, 43, e46. [Google Scholar] [CrossRef]

	



Larkin, M.A.; Blackshields, G.; Brown, N.P.; Chenna, R.; McGettigan, P.A.; McWilliam, H.; Valentin, F.; Wallace, I.M.; Wilm, A.; Lopez, R.; et al. Clustal w and clustal x version 2.0. Bioinformatics 2007, 23, 2947–2948. [Google Scholar] [CrossRef]

	



Price, M.N.; Dehal, P.S.; Arkin, A.P. Fasttree 2—Approximately maximum-likelihood trees for large alignments. PLoS ONE 2010, 5, e9490. [Google Scholar] [CrossRef]

	



Posada, D. Jmodeltest: Phylogenetic model averaging. Mol. Biol. Evol. 2008, 25, 1253–1256. [Google Scholar] [CrossRef]

	



Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. Mega x: Molecular evolutionary genetics analysis across computing platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. [Google Scholar] [CrossRef]

	



Martin, D.P.; Murrell, B.; Golden, M.; Khoosal, A.; Muhire, B. Rdp4: Detection and analysis of recombination patterns in virus genomes. Virus Evol. 2015, 1, vev003. [Google Scholar] [CrossRef] [PubMed]

	



Arnold, K.; Bordoli, L.; Kopp, J.; Schwede, T. The swiss-model workspace: A web-based environment for protein structure homology modelling. Bioinformatics 2006, 22, 195–201. [Google Scholar] [CrossRef] [PubMed]

	



Remmert, M.; Biegert, A.; Hauser, A.; Soding, J. Hhblits: Lightning-fast iterative protein sequence searching by hmm-hmm alignment. Nat. Methods 2011, 9, 173–175. [Google Scholar] [CrossRef] [PubMed]

	



da Costa, A.C.; Luchs, A.; Milagres, F.A.P.; Komninakis, S.V.; Gill, D.E.; Lobato, M.; Brustulin, R.; das Chagas, R.T.; Abrao, M.; Soares, C.; et al. Recombination located over 2a-2b junction ribosome frameshifting region of saffold cardiovirus. Viruses 2018, 10, 520. [Google Scholar] [CrossRef] [PubMed]

	



Zubieta, C.; Blanchoin, L.; Cusack, S. Structural and biochemical characterization of a human adenovirus 2/12 penton base chimera. FEBS J. 2006, 273, 4336–4345. [Google Scholar] [CrossRef]

	



da Costa, A.C.; Luchs, A.; Milagres, F.A.P.; Komninakis, S.V.; Gill, D.E.; Lobato, M.; Brustulin, R.; das Chagas, R.T.; Abrao, M.; Soares, C.; et al. Near full length genome of a recombinant (e/d) cosavirus strain from a rural area in the central region of brazil. Sci. Rep. 2018, 8, 12304. [Google Scholar] [CrossRef]

	



Leal, E.; Luchs, A.; Milagres, F.A.P.; Komninakis, S.V.; Gill, D.E.; Lobato, M.; Brustulin, R.; Chagas, R.T.D.; Abrao, M.; Soares, C.; et al. Recombinant strains of human parechovirus in rural areas in the north of brazil. Viruses 2019, 11, 488. [Google Scholar] [CrossRef]

	



Luchs, A.; Leal, E.; Komninakis, S.V.; de Padua Milagres, F.A.; Brustulin, R.; da Aparecida Rodrigues Teles, M.; Gill, D.E.; Deng, X.; Delwart, E.; Sabino, E.C.; et al. Wuhan large pig roundworm virus identified in human feces in brazil. Virus Genes 2018, 54, 470–473. [Google Scholar] [CrossRef]

	



Luchs, A.; Leal, E.; Tardy, K.; Milagres, F.A.P.; Komninakis, S.V.; Brustulin, R.; Teles, M.; Lobato, M.; das Chagas, R.T.; Abrao, M.; et al. The rare enterovirus c99 and echovirus 29 strains in brazil: Potential risks associated to silent circulation. Memórias Inst. Oswaldo Cruz 2019, 114, e190160. [Google Scholar] [CrossRef]

	



Ribeiro, G.O.; Luchs, A.; Milagres, F.A.P.; Komninakis, S.V.; Gill, D.E.; Lobato, M.; Brustulin, R.; Chagas, R.T.D.; Abrao, M.; Soares, C.; et al. Detection and characterization of enterovirus b73 from a child in brazil. Viruses 2018, 11, 16. [Google Scholar] [CrossRef]

	



Rosa, U.A.; Ribeiro, G.O.; Villanova, F.; Luchs, A.; Milagres, F.A.P.; Komninakis, S.V.; Tahmasebi, R.; Lobato, M.; Brustulin, R.; Chagas, R.T.D.; et al. First identification of mammalian orthoreovirus type 3 by gut virome analysis in diarrheic child in brazil. Sci. Rep. 2019, 9, 18599. [Google Scholar] [CrossRef] [PubMed]

	



Watanabe, A.S.A.; Luchs, A.; Leal, E.; Milagres, F.A.P.; Komninakis, S.V.; Gill, D.E.; Lobato, M.; Brustulin, R.; das Chagas, R.T.; Abrao, M.; et al. Complete genome sequences of six human bocavirus strains from patients with acute gastroenteritis in the north region of brazil. Genome Announc. 2018, 6, e00235-18. [Google Scholar] [CrossRef] [PubMed]

	



Afrad, M.H.; Avzun, T.; Haque, J.; Haque, W.; Hossain, M.E.; Rahman, A.R.; Ahmed, S.; Faruque, A.S.G.; Rahman, M.Z.; Rahman, M. Detection of enteric- and non-enteric adenoviruses in gastroenteritis patients, bangladesh, 2012–2015. J. Med. Virol. 2018, 90, 677–684. [Google Scholar] [CrossRef] [PubMed]

	



Ghebremedhin, B. Human adenovirus: Viral pathogen with increasing importance. Eur. J. Microbiol. Immunol. (Bp.) 2014, 4, 26–33. [Google Scholar] [CrossRef]

	



Primo, D.; Pacheco, G.T.; Timenetsky, M.; Luchs, A. Surveillance and molecular characterization of human adenovirus in patients with acute gastroenteritis in the era of rotavirus vaccine, brazil, 2012–2017. J. Clin. Virol. 2018, 109, 35–40. [Google Scholar] [CrossRef]

	



Ismail, A.M.; Zhou, X.; Dyer, D.W.; Seto, D.; Rajaiya, J.; Chodosh, J. Genomic foundations of evolution and ocular pathogenesis in human adenovirus species d. FEBS Lett. 2019, 593, 3583–3608. [Google Scholar] [CrossRef]

	



Feng, Y.; Sun, X.; Ye, X.; Feng, Y.; Wang, J.; Zheng, X.; Liu, X.; Yi, C.; Hao, M.; Wang, Q.; et al. Hexon and fiber of adenovirus type 14 and 55 are major targets of neutralizing antibody but only fiber-specific antibody contributes to cross-neutralizing activity. Virology 2018, 518, 272–283. [Google Scholar] [CrossRef]

	



Liu, T.; Fan, Y.; Li, X.; Gu, S.; Zhou, Z.; Xu, D.; Qiu, S.; Li, C.; Zhou, R.; Tian, X. Identification of adenovirus neutralizing antigens using capsid chimeric viruses. Virus Res. 2018, 256, 100–106. [Google Scholar] [CrossRef]

	



Tian, X.; Qiu, H.; Zhou, Z.; Wang, S.; Fan, Y.; Li, X.; Chu, R.; Li, H.; Zhou, R.; Wang, H. Identification of a critical and conformational neutralizing epitope in human adenovirus type 4 hexon. J. Virol. 2018, 92, e01643-17. [Google Scholar] [CrossRef]








[image: Viruses 12 00508 g001 550] 





Figure 1. Maximum Likelihood tree constructed using near full-length genomes of Human Adenovirus species C (HAdV-C). Red arrows point to the Brazilian strains described in the present study. Each node and corresponding branches are colored according to their statistical likelihood, calculated using aLRT. Numbers above branches of each phylogroup correspond to HAdV-C types, and the overarching clades they belong to are highlighted in different colors. The scale bar under the tree represents nucleotide substitutions per site. The Maximum Likelihood tree was inferred assuming General time reversible (GTR) + Gamma correction model and was constructed using the software FastTree [18]. 
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Figure 2. Maximum Likelihood trees comparing penton base, hexon and fiber regions of sample and reference HAdV-C strains. A red arrow points to the Brazilian strain HAdV-C BR-211. Numbers above branches of each phylogroup correspond to HAdV-C types. Phyloclades in which the Brazilian strain HAdV-C BR-211 belongs are highlighted in grey. Each node and corresponding branches are colored according to their statistical likelihood, calculated using aLRT. The scale bar under the trees represents nucleotide substitutions per site. Maximum Likelihood trees were inferred using the most likelihood model according to the aLRT. All trees were constructed using the software FastTree [18]. 
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Figure 3. Recombination pattern of chimera strain HAdV-C BR-211. (a) The Burt method was used to determine the parental types that compose the recombinant HAdV-C BR-211 strain. Colored lines represent the probability (given by the hidden Markov model) of genomic regions belonging to a certain parental HAdV-C type (greenish-blue line—MH121097 HadV-C type 89—and magenta line—AF534906 HAdV-C type 1). The x axis represents the sequence length in base pairs (bp). The y axis represents the probability at each base. The diagram above the plot indicates the position and direction of the polymerase, penton base, hexon and fiber orfs on the genome of HAdV-C, and the vertical lines indicate the location breakpoints in the hexon region. Only results with a probability above 0.95 were considered. In the upper region of the figure, a hatched horizontal line represents the informative genome site used to determine recombination, and the red area is the interval of breakpoints. The confidence interval of breakpoints is indicated by vertical gray lines. All these analyses were performed using the RDP v4 software [21]. Maximum Likelihood trees were constructed with an alignment corresponding to the genome positions 1 to 17,000 (b) and with alignment corresponding to positions 20,100 to 33,837 (c). The Brazilian strain HAdV-C BR-211 is indicated by red arrows, and references are indicated by dots. The scale bar under the tree represents the nucleotide substitutions per site. Maximum Likelihood trees were inferred using the most likelihood model according to the aLRT. All trees were constructed using the software FastTree [18]. 
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Figure 4. Homotrimeric structure of chimeric hexon protein of HAdV-C BR-211 strain. The predicted amino acid sequence of the hexon protein of the HAdV-C BR-211 strain is shown in the upper panel of the image. Residues depicted in blue are those related to HAdV-C89, and residues in magenta are those related to HadV-C1. Variable regions, related to HAdV-C1, and present on the apical side of the protein, are indicated in the following colors: gray (V1: residues 138–172), orange (V2: residues 184–231), red (V3: residues 255–296) and yellow (V4: residues 440–460). (a) Side view of the predicted 3D model of the chimeric hexon protein of the HAdV-C BR-211 strain based on the crystal structure of HAdV-C2 (PDB; 1P2Z). Mesh representation of each monomer of the hexon protein are distinguished by color: cyan, magenta and light green. Blue structures in the 3D model highlight regions of the HAdV-C BR-211 hexon protein related to HAdV-C89. Variable regions (V1, V2, V3 and V4) of the hexon protein are shown as colored spheres in the 3D model. (b) and (c) show, respectively, left- and right-sided views of the 3D hexon model. The homology model was based on the highest BLASTp scores and was made using Swiss-model tools [22,23]. 
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Table 1. Genetic divergence of HAdV-C BR-211 and HAdV-C BR-245 strains.
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Gene Region

	
Type 1

	
Type 2

	
Type 5

	
Type 6

	
Type 57

	
Type 89

	
Strain






	
Penton base (P)

	
0.00886

	
0.01065

	
0.01424

	
0.00886

	
0.00896

	
0.00510

	
BR-211




	
0.00235

	
0.00886

	
0.01663

	
0.00471

	
0.00335

	
0.01543

	
BR-245




	
Hexon (H)

	
0.00242

	
0.16695

	
0.20007

	
0.19355

	
0.13400

	
0.17017

	
BR-211




	
0.00446

	
0.017060

	
0.20023

	
0.19549

	
0.14343

	
0.17385

	
BR-245




	
Fiber (F)

	
0.777510

	
0.004093

	
0.722381

	
0.685276

	
0.692742

	
0.000994

	
BR-211




	
0.025583

	
0.775442

	
0.691595

	
0.598394

	
0.605335

	
0.779578

	
BR-245








Genetic distances were calculated using Maximum composite likelihood implemented in Mega X. Those based on the closest evolutionary distances are in boldface.
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Table 2. Differences at the variable region of penton base of HAdV-C strains.






Table 2. Differences at the variable region of penton base of HAdV-C strains.





	
Penton Base Position

	
HAdV-C




	
BR-211

	
Type 89

	
Type 2

	
Type 5

	
Type 1






	
2

	
R

	
R

	
Q

	
R

	
R




	
153

	
Q

	
Q

	
L

	
P

	
L




	
157

	
K

	
N

	
K

	
N

	
K




	
312

	
S

	
S

	
N

	
S

	
N




	
458

	
R

	
R

	
S

	
R

	
R/S




	
361–364

	
AAAP

	
Del.

	
AAAP

	
AAAP

	
AAAP




	
367–369

	
EAA

	
EAA

	
Del.

	
Del.

	
EAA








IUPAC amino acid code. A = Alanine, C = Cysteine, D = Aspartic Acid, E = Glutamic Acid, F = Phenylalanine, G = Glycine, H = Histidine, I = Isoleucine, K = Lysine, L = Leucine, M = Methionine, N = Asparagine, P = Proline, Q = Glutamine, R = Arginine, S = Serine, T = Threonine, V = Valine, W = Tryptophan, Y = Tyrosine. Del. = Deletion. These features, which distinguish HAdV-C BR-211 from HAdV-C89, are in boldface.














© 2020 by the authors. 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 (http://creativecommons.org/licenses/by/4.0/).






media/file4.png
Penton base Fiber

)
——
gl
B
|
]
o I
Hexon
KE268130_HASY_clUs8UFL_Advaiz D04/ [P2HaE2]
BATIONT_HA_ciAnc/Assd D0 z[PzH2F2]
" HADY_2
HALE 04201 205 1]
DxATI08_HAN iU
J0131T_HADVzE
KE26a310_HASY_cUsaFitts_ D0109M882/2[P2HzEz2]
MF1 HA OS2 2R HRE 2]
' c_calii3
BATI0N_HAN _ciEcYiEsliz0i 2P 2]
MH
BATIOTE_HADV_ciARG/A 18932/200z/2[PzH2Fz]
MH1211 47c2
Mo Imdoms_HADV 2 T21s/Ft
_________ LcOEaT15_HADV_&_10s0156
_________ LCOEaT20_HAA_5_10s01=a
--------- o _HADV_&_1
--------- LcO6aT1s_HADV_5_ 540152
--------- _5_1040s0z
———————— LCOEaT13_HAN,
--------- 1030787
_________ JxA23 33 HAV_ciUsAlak31_AdVE/2007SIPSHEFE]
N Ho41331
15} F
LoOEaT14_HAA_5_530113
7 125_HADV_ AUFL_AdvE/2 DO=/E[PEHESE]
HoOO3817_HADY_cimus /= T[F1HaTFE]
AF=34506_HADV_1

Joc T30z HAGY_ciUsANT IadizD0ZF1H1F]
HAdVC_mm_zdsc

S TI0TE_HADY, VA =1 2000 [P 1HAF]
JocA TI0m0_HAS_ 1M FPIHAFT]

(1)

=T s m

sk






nav.xhtml


  viruses-12-00508


  
    		
      viruses-12-00508
    


  




  





media/file2.png
‘)

IX1TI053 HAGY CUSANTISTHA0ISPHIFY]
IX1TI056_HAGY CUSANT13BE00YPTHIFY]
IXITI0EE. HAGY CUSANTIS 20005 IHIF]]
IXITI07E HAGY CIARGAIS 000 [PIHIF]
IXITI052 HAY CAUSANTIRL003PIHIF]
AC_I00017_HAGV 1

A0 HAGY 1

W_M_TM‘IHIH‘IH]
HAVC_BR 211c

NF35009 HAY CCHNBIN WP IHDF]]
KRERL HAN C_CBI3

K175 HAGY CEGYESYNIRHF]
NFS008 AV CCHNBIYM 2P IHDF]
IX1T3054 HAGY CIUSANTSSAL0I3 P HFY]
JO1B1T HANZ

AC_000007 HAGY 2

NC_D01405 LUSA
KF255130_HAV CAUSAURL A0 IPHFT]
IXITATT HAGY CIARGIABRS0SOP3IFY)
KF255310_HANV CAUSAPis DO10SHSS0P2HIFY
NH121114_HAIVC, 28 4702

MH121097 HAGVC, 28 202
K405 HAGY 2 TSRt

JX1TI07S HAGY CIARGIAISEI00020PHOF]]
HOOD381T HAGY CRUSMETI0NUSTIPIEETFE]
KFI55120_ HAV CUSAURL A DISEPEHETS]
HO41T315 HAGVCS 99

FIBE09 AV § 36
LCOBETIS HAJV § B40162
LCOBETH HAQV § 530113
LCOBETI6_HAV & 1030787
LCOBET13_ HAGV § BTDSE0
LCOBET12 HAGV § BTDSS0
LCOBETIB_ HAV § 1040502
KFU51585_ HAV (D008

JRATT3E0 HAGY CUSAS1 AVE00TKIPEHERS]
LCOBSTTT HAV 6 104054
LCOBET1S_ HAGV & 1050155

LCOBET20_HAGV 1050158

KF25519_ HAV CUSAURL AGSDSSPIHSFY
AYEIIEE HAW 5 NHAC

AYTOEEE HA C 5

KF429754_HADV_ CAUSAPits 00 1451990PSHFSF266310

KFEHT7_HAQY CAUSACL S0M18555PSHEY)
MTIE0 HAQV OIS
AC_000005 HAGY 5





media/file5.jpg





media/file3.jpg





media/file1.jpg





media/file7.jpg
@i
@ v2iman
@usaszm
© vewosen






media/file0.png





media/file8.png
LSPGLVQFARATETYFSLNNKFRNPTVAPTHDVTTDRSQRLTLRFIPVDREDTAY SYKARFTLAVGDNRVLDMASTY

FDIRGVLDRGPTFKFYSGTAYNALAFKGAFNSCEWEQ KKTHVYAQAPL
GGRVLKKTTPMKPCYGSYARPTN

VLYSEDVNMETPDTHISYKPSKTDENSKAMLGQQAMPNRPNYIAFRDNFlGLMYYNSTGNMGVLAGQASQLNAWDLQDRNTELSYQLLLDSIGDRTRY
S YCFPLGGIGVTDTYQ EIGVGNNFALEINLNANLWRNELY SNIALYLPD
KLKYTPTNVEISPNPNSYDYMNKRWAPGLVDCYINLGARWSLDYMDNVNPFNHHRNAGLRYRSMLLGNGRYVPFH!QVPQKFFAIKNLLLLF'GSYTYEW
NERKDVNMVLQSSLGNDLRVDGASIKFDSICLYATFFPMAHNTAS TLEAMLRNDTNDQSFNDYLSAANMLY PIPANATNVPISIPSRNWAAFRGWAFTRLK
TKETFSLGSGYDPYYTYSGSIPYLDGTFYLNHTFKKVAITFDSSVSWPGNDRLLI. NEF JCNMTKDWFLVOMLANYNIGYQGEYIP
ESYKDRMYSFFRNFQPMSRQVVI YQQVGILH VGYLAPTMREGQAYPANFPYPLIGKTAVDSITOKKELCDRTLWRIPESSNEMSMG
ALTDLGQNLLYANSAHALDMTFEVDFMDEPTLLWLFEVFDWRVHQPHRGVSEWYLRTPFSAGNAT

@ v1(138-172)
@® v2 (184-231)
@ V3 (255-296)
V4 (440-460)






media/file6.png
a) HAdV-C1/89 BR 211 17338 19903

polymerase pentonbase hexon fiber
-IH (N BT B ] PR ——

1-‘” L " an ' "n L 1 n " " L 1 ] wn T ] 1 " L m Bn
| i [ Reference strains:
.0 | MH121097 HAdV-C89

AF534906 HAdV-C1

1M

———
18288
Position in alignment

b) C)
genome positions: 1 to 17000 genome positions: 20100 to 33837
alRT AC 000007 HAGV 2 NHEZ09 HAAVC, 88 22 @
| an?z KNSBA950 HAGY 2 TSR
(08} M2td HAGNC 9 47C2
0 xmun HAuN (/ARGIABGA9/200512 P2H2F * | CABGATSCOI02PHEFY
x[xmaamwtmsms ORR22 ;
KF258150_ HAd CAJSNUF[ Adva2004
3r2[P2H2F2] |HG00H05154

I.H121097 + KF281% FkdV CUSAURL ABA0MIPREY
SO %%mmmmwﬁmm
|
M-|1211£“m W CIARG!M H2F2] (| O B CUSAVTSMI2P
NF315028 HAGY CCHNBIZINIIPIHORY
mm HW : 5‘!0550 MWFE1S02 ST COORNBAR013PIOFY)
O WA € 1000 g
il LIRS HAA 5 (0T Lmaa%mwsam R
COBT15 HAGY 6 940152 (OB 2
LCHBATA HAGV 00113 O ]
REBSE89 v D008 LIS 016
™ HQU13315 HAGVCE %0 mm B 10408
FLBAB0% LL - ’ | folzsﬂm_ﬁm_cmsmk31_mmﬂmmﬁsm
YR58 T C
KFA?B?&'M@%US% 00 41000SPOHBFSF288310 ) [ HOS Ml CRUSSTOZSTRSTR
- " N30 p— P22 HA CAUSAUFL ADVGLAOSPOHGES
1350
L, _’—' AYmﬁfﬁ I'[W ENHRC i wﬁwﬁ%
M 20812 Hhd CUSAUF AQG20SPEHE 8 Ay T @
e JX423369 HAQV CMSN&IGI ANNZUOT!G[PBHSFB] XTT30RY HAO CAUSANT B4 03P IF
AC 00001'7 {1l XS0 WA CURGAISS 220001 PIHIF)
HAC, BR 250
‘ CUSKVTS42001[PHH JXITARS WA CASANTIS23PIHIFY)
me?ﬂ F.w C!ARGJMWW 1H1F1 M IXTTYO6 ARV CUSHNT BRI 004PIHEF
f IX{T3080_HAGV CEGYIE1 32001/t m& XITS083 WAV CUSNTTZZ003PIHFY
1 HAdV CEGYESYINPRFY) | I
JXIT3080 HAGV CAUSANT 1366220041 1H1F1 AC 00008 HAe 5
JX173085HAGV CIUSANT2612/20031 H1FH AYBI1635_HAdV § NRC
IX173083 HAV CIUSAVT26T220031 P11 M KFA20TSY HAGV CUSAHs 001401080PSHEFE 238310
MFS15028HAd\ CCHNBIOS013P i - ATt 5
KFZ68199 HAGV CAUSAIUFL Aavsrzmsms[mm i KF288127 HAGV GSACL 4219085PSHEFS
KE268140 Ml CUSAUEL AdiSOOREPIMSFS]

\FS15028 HAdY CCHNBI
HOLOST7 HAd CRLS! smrz%%p fsv[P1+Zerrs|

0.002





