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The phylogenetic analysis of the 
new emerging ALV-K revealing the 
co-prevailing of multiple clades in 
chickens and a proposal for the 
classification of ALV-K
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Subgroup K avian leukosis virus (ALV-K) is a new subgroup of avian leukosis virus 
(ALV) that was first defined in 2012 and has been become prevalent in Chinese 
native chickens in recent years. An in-depth analysis of the genetic diversity 
of ALV-K was performed in the study. By Blast analysis, the env gene and the 
sequences of the 25 ALV-K isolates we isolated were found to be closely related to 
the isolates from Guangdong, Hebei, Jiangsu, and Hubei provinces, China. Further 
eighty-nine sequences of the gp85 gene of ALV-K strains available were used in 
the phylogenetic and genetic distance analyses for the classification. ALV-K was 
divided into two second-order clades (Clades 1.1 and 1.2) and three third-order 
clades (Clades 1.2.1, 1.2.2, and 1.2.3), indicating that not only 1.1 and 1.2.3, the two 
old clades which are prevalent in Japan, but also two new clades (1.2.1, 1.2.2), are 
co-prevalent in China. The representative strains of each clade were defined for 
the first time. Notably, Clade 1.2.2 was found to have a deletion of an amino acid 
residue in the gp85 gene, which was obviously different from Clades 1.1, 1.2.1, and 
1.2.3. The proposed classification method will facilitate future studies of ALV-K 
epidemiology and the comparison of sequences obtained across the world. The 
first global comprehensive molecular epidemiological analysis was accomplished 
on the emerging ALV-K.
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1. Introduction

Avian leukosis (AL) is a disease caused by the avian leukosis virus (ALV), which causes huge 
economic losses to the poultry industry worldwide. ALV belongs to the genus Alpharetrovirus 
of the family Retroviridae (1). So far, ALV has been divided into 11 subgroups according to the 
differences in envelope protein (ENV) (2). Subgroup J ALV (ALV-J) is currently the most 
common and dominant exotic subgroup in China, while subgroups A and B are less common 
and subgroups C and D are rare (3, 4). It is worth noting that despite the fact that ALV-K has 
been prevalent in China for over a decade, there are still no systematic epidemiological 
studies on it.
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Initially, in 2012, a novel subgroup of ALV named ALV-K was 
isolated from a local chicken breed (Luhua) in Jiangsu Province, 
China (5). In previous studies, an exogenous ALV strain TW-3593 
from Chinese Taiwan in 2008 (6) and several fowl glioma viruses 
(FGV) isolated from Japan (7–10) were reported to be  from 
indigenous chickens, which showed high amino acid (aa) sequence 
similarity in the gp85 gene (more than 90%) with the Chinese ALV-K 
isolates but showed low similarity with other ALVs (11). Subsequently, 
ALV-K isolates were discovered in Yellow-chicken in Guangdong and 
Shandong in China (12). Recently, our group found that ALV-K is 
widespread and prevalent in Yellow-chicken in Guangxi province in 
southern China.

In general, early isolates of ALV-K exhibited no or low 
pathogenicity. Chen et al. (13) reported that key aa sites 199–205, 
269, 319, 321, and 324 of ALV-K env contributed to the weaker 
replication capacity of ALV-K than that of ALV-A. This is the first 
time that molecular factors for the weak replicative ability of ALV-K 
have been revealed. Zhao et al. (14) reported that strain GD14LZ 
(ALV-K) replicates more slowly in DF-1 cells than strains GD13, 
GD08 (ALV-A), and CHN06 (ALV-J). However, Liang et al. (15) 
reported that the ALV-K strain HB2015032 isolated from Layer in 
2015 has exhibited tumorigenicity. These newly discovered ALV-K 
strains could be adapting in the Chinese local chickens, increasing 
their prevalence and pathogenicity in flocks. In addition, for routine 
eradication and diagnostic assays, the presence of ALV-K is not 
easily detected due to its slow replication compared to other 
subgroups and the fact that it is only cultured on cells for one 
passage, thus making it easy to miss detection (12–14). This virus 
may have existed in Chinese local chickens for a long time and 
probably as a persistent infection without notice, due to its weak 
replication ability (12, 14).

This will make the prevention, control, and eradication of 
ALV-K increasingly difficult and become a new potential threat to 
the Chinese poultry industry. In addition, for genetic evolution 
studies, the gp85 gene is commonly used for molecular 
epidemiological analysis, and it is also the most detailed sequence 
available for ALV-K in GenBank.

In the study, a total of 25 (n = 25) ALV-K isolates were newly 
identified recently in 2022–2023. Molecular characteristics and 
phylogenetic analysis of the ALV-K strains including these new 
isolates and all the strains available in the GenBank were performed, 
and a total of 89 sequences of the gp85 gene with known sampling 
information (i.e., time, geographic source, and host) were retrieved. 
The aim of our study was to gain systematic insights into the current 
epidemiology of ALV-K strains.

2. Materials and methods

2.1. Samples

A total of 14 clinical tissue samples and 1,500 plasma samples 
from nine commercial Yellow-chicken farms in Nanning, Guilin, 
Yulin, Guigang, Beihai, and Hechi of Guangxi Province, China, 
were collected during the years 2022–2023. Among them, 
anticoagulation blood samples were collected aseptically, and then 
were further separated by centrifugation at 3000 r/min for 5 min to 
obtain the plasma homogenates, which were stored at −80°C. The 

AL suspected tumors (vascular organs with enlargement or/and 
tumor-like nodular etc. changes) tissue samples from the clinical 
diseased chickens were collected by the farms and sent to the 
laboratory, and were ground at a ratio of 1:3 with sterile PBS, and 
stored at −80°C.

2.2. Virus isolation, identification, and 
sequencing of env gene

A continuous line of chicken embryo fibroblast cells (DF-1) 
without endogenous ALV was used to isolate ALV. DF-1 cells were 
grown in Dulbecco’s modified Eagle’s medium (DMEM) 
(Invitrogen, Shanghai, China) supplemented with 8% fetal bovine 
serum (FBS) from Uruguay1 at 37°C under 5% CO2.The virus 
isolation was performed according to the method of Wang 
et al. (16).

For identification, ALV P27 antigen was detected with the ALV 
antigen kit (BioChek, Netherlands), and the proviral genomic DNA 
samples were extracted with the Tissue Genomic DNA Purification 
Kit (TianGen, Beijing, China) according to the manufacturer’s 
instructions from the ALV P27 antigen-positive cell cultures. The 
subgroup-specific PCR was used to identify each subgroup of ALV 
based on the method reported by Li et  al. (17) 
(Supplementary Table S1). Further amplification of the env genes 
were performed on the ALV-K positive samples. Two pairs of 
sequencing primers were used to amplify the env gene according to 
the sequence published in GenBank and referenced in the literature 
(18) (Table 1). PCR was conducted in a 25 μL volume according to 
the manufacturer’s instructions for PrimeSTAR Max DNA 
Polymerase (Takara, Dalian, China). The conditions for PCR were 
as follows: 95°C 3 min; 95°C 15 s, 60°C 15 s, 72°C, 30 s/kb (32 cycles); 
and 72°C 5 min. The PCR product was displayed by electrophoresis 
using 1.2% agarose in a Tris-EDTA (TBE) buffer gel, purified using 
the Universal DNA Purification Kit (TianGen, Beijing, China), and 
then cloned into the pMD18-T vector (Takara, Dalian, China) for 
sequencing, as the previous description (16). The recombinant 
plasmids were transformed into competent cells of the Escherichia 
coli DH5α strain (TransGen, Beijing, China), and the positive clones 
were sent to sequence by the Shenzhen Huada Genomics Technology 
Service Co., Ltd. The sequences of the obtained env gene isolates 
were collated using DNA Star Lasergene 7.1 and then analyzed 
by BLAST.2

1 http://www.lonsera.cn/

2 https://blast.ncbi.nlm.nih.gov/Blast.cgi

TABLE 1 Information of env gene primer sequences.

Primer Sequence (5′-3′) Tm Product 
size (bp)

ALV-KF1 CACCGATACAAAAACACTGGAGACC
60°C 1007/1010

ALV-KR1 CGGTAGCGAGGACCTGTCTGTG

ALV-KF2 TCCAGGCCGCAACTCAC
60°C 1,214

ALV-KR2 CATACCACCACCCACGTACT
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2.3. Phylogenetic tree construction

Nucleotide sequences of the gp85 gene of 89 ALV-K strains, 
including 25 isolated from the study (GenBank accession numbers: 
OQ990388-OQ990412) and 64 from the National Center for 
Biotechnology,3 were used in the analysis (Supplementary Table S2). 
The reference strains of the ALV-K were isolated from Shandong (3), 
Guangdong (5), Hubei (1), Jiangsu (34), Hebei (5), Taiwan (1) in China, 
and Japan (15), respectively. Data processing and phylogenetic analysis 
were carried out with reference to the classification and nomenclature 
of Deng et al. (19, 20). Isolates with 100% sequence similarity were 
identified and removed. MAFFT v7.511 was used to align the dataset 
of ALV-K gp85 gene sequences. and the gp85 gene sequences were 
compared with the reference strain TW-3593 (6) and adjusted manually 
in BioEdit v7.2.5 (21, 22). The final alignment length was 1,008 nt. Four 
phylogenetic trees from four datasets (n = 38, 89, 69, and 12) using the 
gp85 gene were, respectively, constructed by using IQ-Tree v1.6.12 (23), 
following the steps of Deng’s method (19). The estimates of the average 
evolutionary distances were inferred using MEGA 11 (24).

2.4. Analyses of the amino acid (aa) 
sequences

Using the MUSCLE (Codons) multiple alignment method in 
MEGA 11, important aa residues encoded by the gp85 gene were 
compared between these isolates and the reference strains.

3 NCBI, http://www.ncbi.nlm.nih.gov/.

3. Results

3.1. Results of the BLAST analysis and the 
phylogenetic analysis

A total of 25 ALV-Ks were isolated during the years 2022–
2023. The results of the analysis showed that the overall similarity 
of the env gene of these 25 viruses was 94–100%. Further the 
BLAST analysis, compared with the reference sequences in 
GenBank, showed that the Guangxi isolates were closely related to 
isolates from Guangdong, Hebei, Jiangsu, and Hubei 
(Supplementary Table S3).

All the above 25 isolates clustered in one evolutionary branch 
with ALV-K reference strains GDFX0601 and JS14CZ01, 
according to the analysis of ALV subgroups based on gp85 gene 
sequences, but not in any cluster with the reference strains from 
subgroups A-E, and were the most distantly related to the J 
subgroup reference strains, indicating that these 25 isolates 
belonged to ALV-K (Figure 1).

Further, based on the available gp85 gene sequences, 
the phylogenetic analysis and genetic distance assessment of 
all the ALV-K strains revealed that ALV-K isolates were 
separated into two second-order clades (Clades 1.1 and 1.2; 
Figure  2A; Supplementary Table S4). Subdivision of 
one of the dominant branches, Clade 1.2, showed that 
these ALV-K isolates were divided into three third-order clades 
(Clades 1.2.1, 1.2.2, and 1.2.3; Figure 2B; Supplementary Table S4). 
The result showed that the Japanese isolates were 
distributed in Clades 1.1 and 1.2.3, while the Chinese isolates 
were distributed in Clades 1.1 and 1.2.1, 1.2.2, and 1.2.3 
(Supplementary Figure S1).

FIGURE 1

The phylogenetic analysis of ALV subgroups based on the gp85 gene.
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FIGURE 2

The phylogenetic trees constructed using the gp85 gene. (A) The analysis involved 87 nucleotide sequences from ALV-K. (B) The analysis involved 67 
nucleotide sequences from dominant Clade 1.2 ALV-K.

3.2. “Pilot” tree and the representative 
isolates

In the study, we needed to find a rapid, preliminary method for clade 
identification of the new isolates, using fewer sequences to construct 
evolutionary trees that are consistent with the topology of evolutionary 

trees constructed from the larger sequence datasets and significantly 
reduce the time to construct the evolutionary trees. To identify the 
second-order clades and the third-order clades of Clade 2, ML 
phylogenetic reconstruction was carried out using the 12 representative 
viral sequences. The new isolates can be quickly preliminary classified 
by using this pilot dataset (Figure 3; Supplementary Table S5).
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3.3. Analysis of amino acid sequences

It was interestingly noted that the aa residues in one of the several 
branches are obviously distinct. Aa residues 70AD71 make up the 
majority of Clade 1.1, 70AS71 are the majority of Clades 1.2.1 and 1.2.3, 
and 70G-71 are the majority of Clade 1.2.2 (Supplementary Figure S2). 
Notably, Clade 1 2.2 was discovered to have a deletion of an aa-residue 
in the gp85 gene, which was noticeably different from Clades 1.1, 
1.2.1, and 1.2.3.

4. Discussion

So far, most strains of ALV-K are considered to be no or low 
pathogenic, as chickens infected with ALV-K do not exhibit clinical 
or subclinical symptoms. At the same time, there is a lack of 
attention and long-term targeted detection of the isolates in the 
field. However, previous studies in 2015 found enhanced 
replication capacity or increased pathogenicity of ALV-K isolates 
obtained from the clinical samples (15, 25). In recent years, 
researchers have focused on the genetic evolution and 
pathogenicity changes of ALV-K. Currently, it is not only prevalent 
in the Chinese Yellow-chicken breeds but also distributed in other 
countries chicken breeds in Asia (11, 26, 27). The lack of attention 
on ALV-K has led to it being easily ignored in routine testing, 
especially with the emergence of co-infection with different 
subgroups of ALV and/or MDV (28), to the detriment of the ALV 
eradication programs. ALV-K has increasingly been isolated from 
Chinese Yellow-chicken recently, but there are few studies focused 
on the phylogenetic analysis of ALV-K isolates, and this study is a 
new attempt.

The study established a detailed classification approach for the 
purpose of more effectively tracking the source of ALV-K. Referring 

to the classification and nomenclature of Deng et al. (19, 20), we are 
able to trace the virus’s origin in the study because of the improvements 
in the accuracy of our ALV-K classification results. For example, 
sequence alignment was performed using MAFFT software, the gp85 
gene sequence was compared with the reference strain TW-3593, and 
the identical repeated sequence was removed using BioEdit software, 
which will facilitate the construction of a topologically stable 
evolutionary tree.

The study found that the currently identified ALV-K strains 
could be divided into two second-order clades (Clades 1.1 and 1.2) 
and three third-order clades (Clades 1.2.1, 1.2.2, and 1.2.3) 
(Figure 2), based on phylogenetic analysis and genetic distance 
analysis. Clade 1.1 includes not only Chinese isolates from various 
sources but also Japanese strains. Clade 1.2 is a branch of strains 
that all originated in China. The phylogenetic trees of Clade 1.2 
showed the ALV-K strains fell into 3 sub-subclades (Clades 1.2.1, 
1.2.2, and 1.2.3). During the years 2022–2023, our group was 
successful in isolating 25 ALV-K isolates by detecting the P27 
antigen of ALV on DF-1 cell cultures that had been inoculated with 
the tissue samples of the clinical diseased chickens and the plasma 
samples from birds in the routine eradication testing. The fact that 
the majority of the clinical bird isolates (11/14) and the routine 
eradication testing isolates (10/11) belonged to Clade 1.2 
demonstrated that incomplete eradication of ALV is one of the 
primary reasons for getting these ALV-K. ALV-K is a vertically 
transmitted virus that is extremely difficult to eradicate once 
infected. For routine eradication and diagnostic assays, the 
presence of ALV-K is not easily detected due to its slow replication 
compared to other subgroups (12, 14) and the fact that it is only 
cultured on cells for one passage, thus making it easy to miss 
detection. These also suggest that we  should pay attention to 
ALV-K monitoring when conducting “eradication” tests. In the 
analysis of aa residues on the gp85 sequence, the differences 

FIGURE 3

Classification “pilot” tree. Phylogenetic analysis is based on the gp85 genes of the selected isolates representing the second-order and third-order 
clades.
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between Clades 1.1, 1.2.1, 1.2.2, and 1.2.3 were explained. Notably, 
Clade 1.2.2 was found to have a deletion of an aa-residue (70G-71) 
in the gp85 gene, and that was significantly different from Clades 
1.1, 1.2.1, and 1.2.3. It is therefore assumed that Clade 1.1 virus was 
endemic in chickens in Taiwan, China, and Japan for years, leading 
to certain site changes and evolved into Clade 1.2, which was better 
adapted and led to endemicity in the flocks. In addition, we found 
a widespread co-infection of ALV-K and ALV-J in chickens during 
the ALV eradication process (Source unpublished data from 
our group).

In conclusion, we  first proposed the definition of the current 
ALV-K strains based on the gp85 gene that were divided into two 
second-order clades (Clades 1.1 and 1.2) and three third-order clades 
(Clades 1.2.1, 1.2.2, and 1.2.3), and found that only two clades (Clades 
1.1 and 1.2.3) are co-prevalent in Japan, while two new clades (1.2.1, 
1.2.2) are co-prevalent in China. This system includes comprehensive 
criteria for the classification of new ALV-K isolates. We  defined 
representative strains of each clade for the first time. Notably, Clade 
1.2.2 was found to have a deletion of an amino acid residue in the gp85 
gene, which was significantly different from Clades 1.1, 1.2.1, and 
1.2.3. Our classification can play an irreplaceable role in tracking the 
evolution of ALV-K and provides a theoretical basis for enhanced 
epidemiological surveillance and eradication measures for ALV-K in 
the future.

Data availability statement

The datasets presented in this study can be  found in online 
repositories. The names of the repository/repositories and accession 
number(s) can be found in the article/Supplementary material.

Ethics statement

The study focused on ALV-K using a modern molecular approach. 
The study was approved by the Animal Welfare and the Animal 
Experimental Ethical Committee of Guangxi University.

Author contributions

JG and QD completed the data analysis and contributed to the 
experiment. WZ, FF, LL, and TW assisted in this experiment. PW 
provided the funding of research, reviewed, and approved the final 
manuscript. All authors contributed to the article and approved the 
submitted version.

Funding

This work was supported by the Guangxi Program for Modern 
Agricultural Industry Technical System Construction-Chicken 
Industry [nycytxgxcxtd-19-03].

Conflict of interest

The authors declare that the research was conducted in the 
absence of any commercial or financial relationships that could 
be construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the 
authors and do not necessarily represent those of their affiliated 
organizations, or those of the publisher, the editors and the 
reviewers. Any product that may be evaluated in this article, or 
claim that may be made by its manufacturer, is not guaranteed or 
endorsed by the publisher.

Supplementary material

The Supplementary material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fvets.2023.1228109/
full#supplementary-material

References
 1. ICTV. (2020).Virus taxonomy: 2019 release. International committee on taxonomy 

of viruses Available at: https://talkictvonlineorg/taxonomy/

 2. Payne LN, Nair V. The long view: 40 years of avian Leukosis research. Avian Pathol. 
(2012) 41:11–9. doi: 10.1080/03079457.2011.646237

 3. Gao YL, Qin LT, Pan W, Wang YQ, Le Qi X, Gao HL, et al. Avian Leukosis virus 
subgroup J in layer chickens, China. Emerg Infect Dis. (2010) 16:1637–8. doi: 10.3201/
eid1610.100780

 4. Morgan HR. Avian Leukosis-sarcoma virus antibodies in wildfowl, domestic 
chickens and man in Kenya. Proc Soc Exp Biol Med. (1973) 144:1–4. doi: 
10.3181/00379727-144-37513

 5. Wang X, Zhao P, Cui ZZ. Identification of a new subgroup of avian Leukosis virus 
isolated from Chinese indigenous chicken breeds. Chin J Virol. (2012) 28:609–14.

 6. Chang SW, Hsu MF, Wang CH. Gene detection, virus isolation, and sequence 
analysis of avian Leukosis viruses in Taiwan country chickens. Avian Dis. (2013) 
57:172–7. doi: 10.1637/10387-092612-Reg.1

 7. Hatai H, Ochiai K, Murakami M, Imanishi S, Tomioka Y, Toyoda T, et al. Prevalence 
of fowl glioma-inducing virus in chickens of zoological gardens in Japan and nucleotide 
variation in the ENV gene. J Vet Med Sci. (2008) 70:469–74. doi: 10.1292/jvms.70.469

 8. Nakamura S, Ochiai K, Hatai H, Ochi A, Sunden Y, Umemura T. Pathogenicity of 
avian Leukosis viruses related to fowl glioma-inducing virus. Avian Pathol. (2011) 
40:499–505. doi: 10.1080/03079457.2011.605783

 9. Ochi A, Ochiai K, Kobara A, Nakamura S, Hatai H, Handharyani E, et al. 
Epidemiological study of fowl glioma-inducing virus in chickens in Asia and Germany. 
Avian Pathol. (2012) 41:299–309. doi: 10.1080/03079457.2012.684373

 10. Tomioka Y, Ochiai K, Ohashi K, Kimura T, Umemura T. In Ovo infection with an 
avian Leukosis virus causing fowl glioma: viral distribution and pathogenesis. Avian 
Pathol. (2003) 32:617–24. doi: 10.1080/03079450310001610640

 11. Cui N, Su S, Chen Z, Zhao X, Cui Z. Genomic sequence analysis and biological 
characteristics of a rescued clone of avian Leukosis virus strain JS11C1, isolated from 
indigenous chickens. J Gen Virol. (2014) 95:2512–22. doi: 10.1099/vir.0.067264-0

 12. Li X, Lin W, Chang S, Zhao P, Zhang X, Liu Y, et al. Isolation, identification and 
evolution analysis of a novel subgroup of avian Leukosis virus isolated from a local 
Chinese yellow broiler in South China. Arch Virol. (2016) 161:2717–25. doi: 10.1007/
s00705-016-2965-x

 13. Chen J, Li J, Dong X, Liao M, Cao W. The key amino acid sites 199-205, 269, 319, 
321 and 324 of ALV-K Env contribute to the weaker replication capacity of ALV-K than 
ALV-A. Retrovirology. (2022) 19:19. doi: 10.1186/s12977-022-00598-0

 14. Zhao Z, Rao M, Liao M, Cao W. Phylogenetic analysis and pathogenicity 
assessment of the emerging recombinant subgroup K of avian Leukosis virus in South 
China. Viruses. (2018) 10:194. doi: 10.3390/v10040194

 15. Liang X, Gu Y, Chen X, Li T, Gao Y, Wang X, et al. Identification and 
characterization of a novel natural recombinant avian leucosis virus from Chinese 

https://doi.org/10.3389/fvets.2023.1228109
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fvets.2023.1228109/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fvets.2023.1228109/full#supplementary-material
https://talkictvonlineorg/taxonomy/
https://doi.org/10.1080/03079457.2011.646237
https://doi.org/10.3201/eid1610.100780
https://doi.org/10.3201/eid1610.100780
https://doi.org/10.3181/00379727-144-37513
https://doi.org/10.1637/10387-092612-Reg.1
https://doi.org/10.1292/jvms.70.469
https://doi.org/10.1080/03079457.2011.605783
https://doi.org/10.1080/03079457.2012.684373
https://doi.org/10.1080/03079450310001610640
https://doi.org/10.1099/vir.0.067264-0
https://doi.org/10.1007/s00705-016-2965-x
https://doi.org/10.1007/s00705-016-2965-x
https://doi.org/10.1186/s12977-022-00598-0
https://doi.org/10.3390/v10040194


Guo et al. 10.3389/fvets.2023.1228109

Frontiers in Veterinary Science 07 frontiersin.org

indigenous chicken flock. Virus Genes. (2019) 55:726–33. doi: 10.1007/
s11262-019-01695-7

 16. Wang P, Li M, Li H, Lin L, Shi M, Gu Z, et al. Full-length Cdna 
sequence analysis of 85 avian Leukosis virus subgroup J strains isolated from 
chickens in China during the years 1988-2018: coexistence of 2 extremely 
different clusters that are highly dependent upon either the host genetic background 
or the geographic location. Poult Sci. (2020) 99:3469–80. doi: 10.1016/j.
psj.2020.04.023

 17. Li H, Wang P, Lin L, Shi M, Gu Z, Huang T, et al. The emergence of the infection 
of subgroup J avian leucosis virus escalated the tumour incidence in commercial yellow 
chickens in southern China in recent years. Transbound Emerg Dis. (2019) 66:312–6. 
doi: 10.1111/tbed.13023

 18. Chen Y. Pathogenetic investigation and genetic polymorphism analysis of receptor 
genes in avian Leukemia of Huiyang bearded chicken [M.S.]. South China Agricultural 
University, Guangzhou, China (2018) (in Chinese).

 19. Deng Q, Li M, He C, Lu Q, Gao Y, Li Q, et al. Genetic diversity of avian Leukosis 
virus subgroup J (ALV-J): toward a unified phylogenetic classification and nomenclature 
system. Virus Evol. (2021) 7:veab037. doi: 10.1093/ve/veab037

 20. Deng Q, Li Q, Li M, Zhang S, Wang P, Fu F, et al. The emergence, diversification, 
and transmission of subgroup J avian Leukosis virus reveals that the live chicken trade 
plays a critical role in the adaption and Endemicity of viruses to the yellow-chickens. J 
Virol. (2022) 96:e0071722. doi: 10.1128/jvi.00717-22

 21. Hall T. Bioedit: a user-friendly biological sequence alignment editor and analysis 
program for Windows 95/98/Nt. Nucleic Acids Symp Ser. (1999) 41:95–8.

 22. Katoh K, Standley DM. Mafft multiple sequence alignment software version 7: 
improvements in performance and usability. Mol Biol Evol. (2013) 30:772–80. doi: 
10.1093/molbev/mst010

 23. Nguyen LT, Schmidt HA, von Haeseler A, Minh BQ. IQ-TREE: a fast and effective 
stochastic algorithm for estimating maximum-likelihood phylogenies. Mol Biol Evol. 
(2015) 32:268–74. doi: 10.1093/molbev/msu300

 24. Tamura K, Stecher G, Kumar S. MEGA11: molecular evolutionary genetics 
analysis version 11. Mol Biol Evol. (2021) 38:3022–7. doi: 10.1093/molbev/msab120

 25. Su Q, Li Y, Cui Z, Chang S, Zhao P. The emerging novel avian Leukosis virus with 
mutations in the pol gene shows competitive replication advantages both in vivo and in 
vitro. Emerg Microbes Infect. (2018) 7:117. doi: 10.1038/s41426-018-0111-4

 26. Dong X, Zhao P, Xu B, Fan J, Meng F, Sun P, et al. Avian Leukosis virus in indigenous 
chicken breeds, China. Emerg Microbes Infect. (2015) 4:e76. doi: 10.1038/emi.2015.76

 27. Shao H, Wang L, Sang J, Li T, Liu Y, Wan Z, et al. Novel avian Leukosis viruses from 
domestic chicken breeds in mainland China. Arch Virol. (2017) 162:2073–6. doi: 
10.1007/s00705-017-3344-y

 28. Li T, Xie J, Liang G, Ren D, Sun S, Lv L, et al. Co-infection of Vvmdv with multiple 
subgroups of avian Leukosis viruses in indigenous chicken flocks in China. BMC Vet 
Res. (2019) 15:288. doi: 10.1186/s12917-019-2041-3

https://doi.org/10.3389/fvets.2023.1228109
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org
https://doi.org/10.1007/s11262-019-01695-7
https://doi.org/10.1007/s11262-019-01695-7
https://doi.org/10.1016/j.psj.2020.04.023
https://doi.org/10.1016/j.psj.2020.04.023
https://doi.org/10.1111/tbed.13023
https://doi.org/10.1093/ve/veab037
https://doi.org/10.1128/jvi.00717-22
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/molbev/msu300
https://doi.org/10.1093/molbev/msab120
https://doi.org/10.1038/s41426-018-0111-4
https://doi.org/10.1038/emi.2015.76
https://doi.org/10.1007/s00705-017-3344-y
https://doi.org/10.1186/s12917-019-2041-3

	The phylogenetic analysis of the new emerging ALV-K revealing the co-prevailing of multiple clades in chickens and a proposal for the classification of ALV-K
	1. Introduction
	2. Materials and methods
	2.1. Samples
	2.2. Virus isolation, identification, and sequencing of env gene
	2.3. Phylogenetic tree construction
	2.4. Analyses of the amino acid (aa) sequences

	3. Results
	3.1. Results of the BLAST analysis and the phylogenetic analysis
	3.2. “Pilot” tree and the representative isolates
	3.3. Analysis of amino acid sequences

	4. Discussion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Conflict of interest
	Publisher’s note
	Supplementary material

	 References

