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Abstract: There are significant variations in pathogenicity among different virulent strains of the
Newcastle disease virus (NDV). Virulent NDV typically induces severe pathological changes and
high mortality rates in infected birds, while avirulent NDV usually results in asymptomatic infec-
tion. Currently, the understanding of the specific mechanisms underlying the differences in host
pathological responses and symptoms caused by various virulent NDV strains remains limited. Long
non-coding RNA (lncRNA) can participate in a range of biological processes and plays a crucial
role in viral infection and replication. Therefore, this study employed RNA-Seq to investigate the
transcriptional profiles of chicken embryos’ visceral tissues (CEVTs) infected with either the virulent
NA-1 strain or avirulent LaSota strain at 24 hpi and 36 hpi. Using bioinformatic methods, we obtained
a total of 2532 lncRNAs, of which there were 52 and 85 differentially expressed lncRNAs at 24 hpi and
36 hpi, respectively. LncRNA analysis revealed that the severe pathological changes and symptoms
induced by virulent NDV infection may be partially attributed to related target genes, regulated
by differentially expressed lncRNAs such as MSTRG.1545.5, MSTRG.14601.6, MSTRG.7150.1, and
MSTRG.4481.1. Taken together, these findings suggest that virulent NDV infection exploits the
host’s metabolic resources and exerts an influence on the host’s metabolic processes, accompanied
by excessive activation of the immune response. This impacts the growth and development of each
system of CEVTs, breaches the blood–brain barrier, inflicts severe damage on the nervous system,
and induces significant lesions. These observations may be attributed to variations in pathology.
Consequently, novel insights were obtained into the intricate regulatory mechanisms governing NDV
and host interactions. This will aid in unraveling the molecular mechanisms underlying both virulent
and avirulent forms of NDV infection.

Keywords: Newcastle disease virus; long non-coding RNA; virulence; immune; metabolism; growth
and development; nervous system

1. Introduction

Newcastle disease (ND), caused by virulent strains of avian paramyxovirus 1 (APMV-1,
also named as avian orthoavulavirus 1, AOAV-1) and commonly known as Newcastle
disease virus (NDV), is a highly contagious and often economically important disease
found throughout the world that affects many domestic and wild avian species [1,2]. Based
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on the intracerebral pathogenicity index (ICPI) observed in day-old chicks, NDV can be
classified into three pathotypes, known as lentogenic, mesogenic, and velogenic. Within
these categories, velogenic NDV further differentiates into visceral or neurotropic types
based on its tissue tropism, eliciting characteristic symptoms in infected poultry including
hyperthermia, respiratory distress, neurological manifestations, and hemorrhagic lesions
within the gastrointestinal tract. The mortality rate among susceptible birds can reach up to
100% [2]. On the other hand, lentogenic NDV infections only result in atypical symptoms
like mild respiratory problems, along with slow growth and reduced egg production,
and are generally followed by quick recovery [3]. Consequently, avirulent strains of
NDV such as the LaSota strain are extensively employed as vaccines for prevention and
control purposes against ND in clinical settings [4]. However, research regarding how both
virulent and avirulent forms of NDV infection induce pathological damage within hosts
remains limited.

Long non-coding RNA (lncRNA) is a class of RNA molecules that do not primarily
encode proteins and have a transcript length exceeding 200 nt [5]. With the advances
made in high-throughput sequencing technology, further lncRNAs have been continu-
ously discovered, and an increasing number of studies have demonstrated their significant
role in viral infection and replication [6]. Following viral infection, the host cells express
both endogenous and virus-encoded lncRNAs. Some of these lncRNAs exhibit differen-
tial expression patterns and impact downstream target gene expression through cis- or
trans-regulation; subsequently, they influence viral infection and replication through the
modulation of relevant pathways, as well as promoting or antagonizing the expression
of antiviral genes [7]. Numerous avian infection-related lncRNAs have been successively
identified; for instance, Yanghua He et al. revealed that linc-GALMD1 can coordinate the
expression of MDV genes and tumor-related genes to regulate immune responses against
Marek’s disease virus (MDV) infection [8], thereby facilitating tumor suppression. Shao
Chen et al., on the other hand, found that lnc-ALVE1-AS1 mediated the antiviral response
induced by endogenous retroviral elements via the activation of TLR3 signaling in the
cytoplasm [9], suggesting a crucial role for lncRNAs in avian viral infections, with many
as-yet-undiscovered functions.

Specific pathogen-free (SPF) chicken embryos exhibit a high susceptibility to various
pathogenic microorganisms and are extensively employed in avian virus research, par-
ticularly for NDV [10]. The existing studies have demonstrated that the immune system
of chicken embryos initiates development at an early stage and subsequently generates
a discernible immune response; consequently, the utilization of the chicken embryos as
in vitro models effectively addresses the limitations encountered when conducting in vivo
experiments [11]. Therefore, this study aimed to construct infection models through the
infection of SPF chicken embryos with the virulent strain NA-1 and the avirulent strain
LaSota at 24 h post-infection (hpi) and 36 hpi. RNA sequencing (RNA-Seq) was performed
on infected chicken embryonic visceral tissues to process and analyze transcriptome data,
thereby investigating the role of lncRNAs in the pathogenic process of CEVTs when in-
fected with virulent or avirulent NDV strains. To our knowledge, there is a lack of reports
regarding host lncRNAs and their biological functions during the NDV virulent infection
of CEVTs. Our findings will serve as a valuable resource for comprehending the regulatory
functions of lncRNAs in terms of differences related to infectivity and pathogenesis between
virulent and avirulent NDV strains. Additionally, this study will contribute towards anno-
tating the chick embryo genome while enhancing our understanding of NDV pathogenesis,
ultimately facilitating the development of new vaccines and other control strategies.

2. Materials and Methods
2.1. Chicken Embryo Challenge and Tissue Collection

The handing and tissue collection procedures for chicken embryos were described in
our previous work [12]. In brief, sixty-four 10-day-old chicken embryos were randomly
allocated into two groups, one with a single dose of 7 × 103 TCID50 of either virulent strain
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NA-1 (n = 32) and another with an avirulent vaccine strain called LaSota (n = 32). Visceral
tissues were chosen from chicken embryos using a hemagglutination titer (n ≥ 4) in the 24
and 36 hpi groups after NA-1 and LaSota infection for high-throughput sequencing.

2.2. RNA Isolation, Construction of cDNA Library and Sequencing

Total RNA extraction from chicken embryo visceral tissues (CEVTs) without any mod-
ification was previously described in detail in our study [12]. Thereafter, the qualified
RNA samples for library construction underwent tRNA and rRNA removal treatment
before cDNA library preparation to meet the specified requirements. The preliminary
cDNA library was further processed by performing cDNA end repair and Ploy A tail
ligation—an essential component of lncRNA—followed by PCR reaction to obtain a com-
plete cDNA library. This was performed according to the manufacturer’s instructions,
without any modification (Illumina Stranded Total RNA Prep with Ribo-Zero Plus kit, Illu-
mina, San Diego, CA, USA). After the purification and quality assessment of the constructed
libraries, lncRNA sequencing was conducted on an Illumina NextSeq 2000 Sequencing
System (Illumina, San Diego, CA, USA).

2.3. Quality Assessment and Splicing Quantification of LncRNA-Seq

The raw data quality values and other relevant information were tallied. This was
followed by the visual evaluation of the sequencing data’s quality using Fast QC (ver-
sion 0.11.2). To ensure accurate information analysis, the raw data underwent processing
with Trimmomatic to obtain clean reads. Subsequently, the quality-controlled sequencing
sequences were aligned to the reference genome using HISAT2 (version 2.1.0), and statis-
tical alignment was performed using RSeQC (version 2.6.1). Finally, StringTie reference
annotation-based transcripts (RABT) were utilized to assemble the genomic mapping re-
sults of each sample. Assembly results from multiple samples were then consolidated,
discarding transcripts with low levels of expression (FPKM < 1, TPM < 1) during the
merging process.

2.4. LncRNA Transcript and Expression Analysis

Using the transcriptome assembly results, a series of stringent screening criteria were
established based on the structural characteristics of lncRNAs and the functional character-
istics of non-coding proteins. We performed (1) exon number screening: low-confidence
single-exon transcripts in the transcriptome assembly results were filtered out, and only
transcripts with more than two exons were selected. We performed (2) transcript length
screening: transcripts shorter than 200 bp were excluded. We performed (3) screening for
known transcript annotations: overlapping transcripts with annotated exon regions from
the database were identified based on class codes (j, i, u, o, y, x). We performed (4) coding
potential screening: the resulting transcripts underwent coding potential analysis using
mainstream methods such as CPC2, CNCI, Pfam, and PLEK in order to identify those
without coding potential. The intersection of these software’s analysis results was used to
generate a predicted lncRNA dataset, which was then statistically analyzed and displayed
in terms of their genomic positions.

To quantify NDV infection strength levels based on gene expression, StringTie was
used to calculate per million transcript (TPM) values. DESeq2 was employed for further
analysis by selecting lncRNAs with q-values ≤ 0.05 and |log2 (fold change)| ≥1, indicating
significantly differentially expressed lncRNAs (DELs). Additionally, when comparing
between two samples without biological replicates or between groups with biological
replicates, at least one sample or group should have an expression quantity of five or more
lncRNAs for differences in expression to be considered significant.

2.5. Target Gene Prediction and Functional Enrichment Analysis

The function of lncRNAs is associated with their neighboring coding protein genes;
therefore, we adopted the default approach of predicting the cis-target genes by considering
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the coding genes within a 10 kb range upstream and downstream of the lncRNA genes.
The names of adjacent genes were compiled into tables and inputted into the DAVID
database (https://david.ncifcrf.gov/, accessed on 2 May 2022) to perform Gene Ontology
(GO) analysis and Kyoto Encyclopedia of Genes Genomes (KEGG) enrichment analysis.
Significantly enriched GO terms and KEGG pathways were determined based on a p-value
threshold of 0.05. Regarding trans (co-expression) target gene prediction, it follows the
basic principle that lncRNAs’ function is linked to their co-expressed protein-coding genes.
We utilized the Pearson correlation coefficient method to examine the correlation between
lncRNAs and protein-coding genes across samples, retaining only those with an absolute
correlation value greater than 0.95 (r > 0.95 or r < −0.95). The aforementioned gene names
were summarized in a table and subjected to GO analysis and KEGG enrichment analysis
using the DAVID database. Among the names listed, significantly enriched GO terms and
KEGG pathways were identified based on a p-value threshold of 0.05.

2.6. Construction and Analysis of LncRNA–mRNA Interaction Network

We performed significant enrichment screening (p ≤ 0.05) to identify target GO terms,
and selected lncRNA–mRNA interactions based on the differential expression of mRNAs
(|log2(FoldChange)| ≥ 1), combining DELs cis- and trans-target genes. Subsequently,
we visualized the constructed lncRNA–mRNA co-expression networks based on our data
using Cytoscape (version 3.9.1)

2.7. Validation of Differentially Expressed LncRNAs by Quantitative Real-Time PCR (qPCR)

To validate the RNA-Seq results, the ABI StepOne Real-Time PCR system (Applied
Biosystems, Foster City, CA, USA) was utilized for qPCR analysis. The Primer-BLAST-
designed lncRNAs (http://www.ncbi.nlm.nih.gov/tools/primer-blast/, accessed on 16
November 2022) and gene primers were used in conjunction with the Fast Start Universal
SYBR Green Master Kit (Roche, Basel, Switzerland). This kit measured the expression
levels of three differentially expressed lncRNAs (DELs) and three differentially expressed
genes (DEGs). These were randomly selected from lncRNA–target gene relationship pairs
annotated via three rounds of RNA-Seq statistical amplification. Relative gene expression
was calculated using the 2−∆∆Ct method.

3. Results
3.1. RNA Sequencing Output and Characterization of Long Non-Coding RNAs

In order to identify the lncRNAs expressed during NDV infection, eight cDNA li-
braries (N1, N2, N3, N4, L1, L2, L3, and L4) were constructed from the CEVTs infected with
NDV NA-1 and LaSota for 24 hpi (N1, N2, L1, L2) and 36 hpi (N3, N4, L3, L4), respectively.
Among them, the N1 and N2 libraries represented the NA-1-infected group at 24 hpi, while
the L1 and L2 libraries represented the LaSota-infected group at 24 hpi; meanwhile, N3,
N4, L3, and L4, respectively, denoted the NA-1- and LaSota-infected groups at 36 hpi.
The libraries were sequenced using the Illumina HiSeq™ platform, generating a total of
639,146,390 raw readings across eight cDNA libraries. The raw data were filtered using
Trimmomatic to remove sequences containing low-quality sequences with adapters, result-
ing in 595,283,836 net readings. The percentage of clean reads in each library ranged from
90.96% to 94.79%. We aligned the clean reads to the reference genome, and approximately
57.43–79.71% of the clean reads in all libraries were successfully mapped (Table 1). In
addition, strict screening conditions were applied based on transcriptome assembly results
and according to the lncRNA structural characteristics and non-coding protein functional
characteristics. Four different tools (CPC2, CNCI, Pfam, and PLEK) were used to calculate
the coding potential of transcripts for the analysis of the predicted lncRNA dataset. The
results revealed a total of 2532 candidate lncRNAs at 1801 sites (Figure 1A). This included
antisense lncRNAs, accounting for 444 candidates (17.54%); lincRNAs, accounting for 587
(23.18%); sense_intronic lncRNAs, accounting for 569 (22.47%); and sense-overlapping
lncRNAs, accounting for 932 (36.81%). These were distributed across all chromosomes,
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with the majority found on chromosomes 1 and 2, respectively: 409 (16.2%) and 286 (11.3%)
(Figure 1B).

The lncRNAs were further characterized through the comparison of their transcript
length and number of exons with those of mRNAs. It was observed that chicken lncRNAs
exhibited significantly shorter lengths compared to the mRNAs (Figure 1C). Addition-
ally, the number of exons in lncRNAs was also significantly lower than that in mRNAs
(Figure 1D).

Table 1. Statistical comparison results: the details of eight cDNA libraries.

Category L1 L2 L3 L4 N1 N2 N3 N4

Raw reads 63,185,830 87,459,796 82,119,456 74,796,940 100,987,550 78,012,660 71,990,202 80,593,956

Clean reads
59,809,132 82,903,540 74,696,552 70,189,696 93,498,134 72,493,762 67,209,392 74,483,628

94.66% 94.79% 90.96% 93.84% 92.58% 92.93% 93.36% 92.42%

Clean bases
8,226,497,815 11,179,215,599 9,837,276,558 9,394,971,507 12,637,411,374 9,844,025,677 9,098,133,501 9,815,789,727

8.23 G 11.18 G 9.84 G 9.39 G 12.68 G 9.84 G 9.1 G 9.82 G

Total
mapped

46,294,524 66,079,664 44,961,818 44,024,603 60,914,300 48,030,990 44,081,783 42,779,015
77.40% 79.71% 60.19% 62.72% 65.15% 66.26% 65.59% 57.43%
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seven lncRNAs exhibited consistent differential expression across both time points, 
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bly, a significantly higher number of DELs was detected at 36 hpi compared to those 

Figure 1. Global lncRNA expression patterns in chicken embryonic visceral tissues after NA-1 and
LaSota infection. (A) Venn diagram of coding potential prediction. The sum of the numbers in each
large circle represents the total number of noncoding transcripts for the software, and the overlapping
circles represent the noncoding transcripts shared among the software. (B) The statistical map of the
distribution of lncRNAs in chromosomes. The horizontal axis is the name of the chromosome, and
the vertical axis is the number of lncRNAs located on that chromosome. (C) A density plot of exon
numbers for comparison between lncRNA and mRNA. The horizontal axis is the number of exons,
the vertical axis is the density distribution value, and the different colors represent different types
of RNA. (D) A comparative density plot of lncRNA and mRNA lengths. The horizontal axis is the
length, the vertical axis is the density distribution value, and the different colors represent different
types of RNA.

3.2. Global LncRNA Expression Patterns in Chicken Embryonic Visceral Tissues after Infection
with NA-1 and LaSota

In order to further investigate the disparities in the infection mechanism of CEVTs
caused by virulent and avirulent NDV strains, we employed DESeq2 for sequencing data
analysis. To identify significantly different lncRNAs, we established the screening criteria
as q value ≤ 0.01 and |log2 (fold change)| ≥ 1. When comparing NA-1 and LaSota strains,
there was a total of 52 differentially expressed lncRNAs (including 31 up-regulated and
21 down-regulated) at both 24 hpi and 36 hpi time points (Table S1), while at individual
time points, there were 85 DELs (including 50 up-regulated and 35 down-regulated DELs)
at 24 hpi (Table S1, Supplementary Materials). The differences in transcript abundance
were visually represented using Venn plots as well as volcano plots. Among these DELs,
seven lncRNAs exhibited consistent differential expression across both time points, whereas
specific expression was observed for forty-five lncRNAs at the earlier time point (24 hpi)
and for seventy-eight lncRNAs at the later time point (36 hpi) (Figure 2A). Notably, a
significantly higher number of DELs was detected at 36 hpi compared to those detected at
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24 hpi. Furthermore, lncRNAs were categorized into two major groups based on the fold
change values (Figure 2B).
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explore how lncRNAs interact with target genes, participate in regulating the pathogenic 
differences between strong and weak NDV virulence, and identify the key molecules 

Figure 2. Results from differentially expressed lncRNAs (DELs). (A) A Venn diagram of DELs at
24 and 36 hpi. The parts circled with blue and pink represent the DELs at 24 hpi and 36 hpi when
NA-1 is compared to LaSota, respectively, and the overlapping parts represent the common DELs in
the two comparison groups. (B) Heatmap of DELs. DELs were grouped into two clusters according
to fold change. (C,D) A volcano plot of DELs identified in the groups between NA-1 and LaSota at
24 hpi (C) and 36 hpi (D). The red dots represent up-regulated DELs, and the green dots represent
downregulated DELs, respectively.

3.3. Interaction Network Construction of Cis- and Trans-Regulated Protein-Coding Genes of lncRNAs

Based on the positional relationship and expression correlation of different lncRNA–
mRNA pairs, we predicted the cis- and trans-regulatory genes of lncRNAs to gain a better
understanding of their spatial and temporal transcription patterns. This analysis aimed to
explore how lncRNAs interact with target genes, participate in regulating the pathogenic
differences between strong and weak NDV virulence, and identify the key molecules in-
volved in this process. Therefore, we examined 10 kb upstream and downstream of all
identified lncRNAs for protein-coding genes. We discovered that a total of 2532 lncRNAs
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had 2400 transcripts located near 2881 protein-coding neighbors (<10 kb) (Table S2). Specif-
ically, at 24 hpi, there were 51 DELs, forming 103 cis-regulatory pairs with 64 cis-target
genes; meanwhile, at 36 hpi, there were 81 DELs, forming 171 cis-regulatory pairs with
128 cis-target genes.

Furthermore, through co-expression analysis, we predicted the potential targets of
lncRNAs in trans-regulatory relationships. We found that, among the analyzed tran-
scripts (2077 lncRNAs) and protein-coding genes (9711 genes), there were significant
trans-regulatory interactions (Table S3). When comparing NA-1 vs. LaSota groups, at
the time point of 24 hpi, there were 51 DELs, forming 1065 trans-regulatory pairs with
963 trans-target genes (Table S4), whereas at the time point of 36 hpi, we found 78 DELs,
forming 2491 trans-regulatory pairs with 2096 trans-target genes (Table S5), which was a
significantly higher number than observed at 24 hpi.

3.4. GO and KEGG Enrichment Analysis of Genes Regulated by LncRNAs

To further elucidate the response and role of lncRNAs in viral infection at different
time points and in response to NDV with varying levels of virulence, we employed Gene
Ontology (GO) analysis and KEGG enrichment analysis to functionally annotate the cis-
target genes and trans-target genes of differentially expressed lncRNAs in the following
comparison groups: Na vs. La (24 hpi-cis); Nb vs. Lb (36 hpi-cis); Na vs. La (24 hpi-trans);
and Nb vs. Lb (36 hpi-trans). The cis-target genes and trans-target genes were enriched in
multiple biological processes and signaling pathways (Tables S6 and S7). The GO terms
and KEGG pathways enriched in trans-target genes were significantly more abundant
than those enriched in cis-target genes. Moreover, with increasing infection time, a greater
number of genes responded to the infection and participated in various biological processes.

The GO enrichment results revealed that 14 GO terms were significantly enriched
among 2 cis-target genes and 111 trans-target genes when NA-1 was infected with LaSota
at 24 hpi. When NA-1 was infected at 36 hpi compared to LaSota, a total of 53 GO
terms were significantly enriched from 20 cis-target genes and 303 trans-target genes. All
four groups exhibited significant enrichment for immune-related items, such as the T-cell
receptor signaling pathway, the negative regulation of cytokine production, and the positive
regulation of p38 MAPK cascade (Figures 3 and 4). Additionally, except for the Na vs. La
(24 hpi-cis) group, the targeted genes in the other two groups were enriched with multiple
metabolic-related entries, including the lipid metabolic process, the glycerol-3-phosphate
metabolic process, and the tricarboxylic acid cycle. The remaining GO terms were related
to different biological processes, such as growth, development, and the nervous system
(Figures 3 and 4).

The KEGG enrichment results were relatively limited (Table S8). When NA-1 and
LaSota were infected at 24 hpi, a total of 59 trans-target genes showed significant enrichment
in five KEGG pathways. In comparison, when NA-1 was infected at 36 hpi compared to
LaSota, a total of nine KEGG pathways exhibited significant enrichment for four cis-target
genes and one hundred and forty-eight trans-target genes. Notably, no signaling pathways
were enriched in the Na vs. La (24 hpi-cis) group. With the exception of the Na vs. La
(24 hpi-trans) group (Figure 3C), most of the significantly enriched pathways in the other
two groups of target genes were associated with immunity, including the necroptosis
pathway, the Wnt signaling pathway, and the autophagy-related pathway. These findings
suggest that certain lncRNAs may be implicated in the differences in infection intensity and
virulence between NDV strains and contribute to virus–host interactions (Figure 4C,D).
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Figure 3. GO and KEGG pathway enrichment analysis of the cis-target genes of DELs in chicken 
embryonic visceral tissues infected with viruses. (A,B) GO enrichment analysis of cis-target genes 
of DELs identified in the groups between NA−1 and LaSota at 24 hpi (A) and 36 hpi (B). The cis-
target genes of DELs, determined according to mean difference (|log2 (fold change)|), are presented 
and sorted via decreasing mean value (p < 0.05). (C) KEGG pathway enrichment analysis of cis-
target genes of DELs identified in the groups between NA-1 and LaSota at 36 hpi. The dot size indi-
cates the number of cis-target genes of DELs. The redder the color, the smaller the p-value (p < 0.05). 

  

Figure 3. GO and KEGG pathway enrichment analysis of the cis-target genes of DELs in chicken
embryonic visceral tissues infected with viruses. (A,B) GO enrichment analysis of cis-target genes of
DELs identified in the groups between NA−1 and LaSota at 24 hpi (A) and 36 hpi (B). The cis-target
genes of DELs, determined according to mean difference (|log2 (fold change)|), are presented and
sorted via decreasing mean value (p < 0.05). (C) KEGG pathway enrichment analysis of cis-target
genes of DELs identified in the groups between NA-1 and LaSota at 36 hpi. The dot size indicates the
number of cis-target genes of DELs. The redder the color, the smaller the p-value (p < 0.05).
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Figure 4. GO and KEGG pathway enrichment analysis of the trans-target genes of DELs in chicken 
embryonic visceral tissues infected with viruses. (A,B) GO enrichment analysis of trans-target genes 
of DELs identified in the groups between NA-1 and LaSota at 24 hpi (A) and 36 hpi (B). The trans-
target genes of DELs, determined according to mean difference (|log2 (fold change)|), are presented 
and sorted by decreasing mean value (p < 0.05). (C,D) KEGG pathway enrichment analysis of trans-
target genes of DELs identified in the groups between NA-1 and LaSota at 24 hpi (C) and 36 hpi (D). 
The dot size indicates the number of trans-target genes of DELs. The redder the color, the smaller 
the p-value (p < 0.05). 
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Figure 4. GO and KEGG pathway enrichment analysis of the trans-target genes of DELs in chicken
embryonic visceral tissues infected with viruses. (A,B) GO enrichment analysis of trans-target
genes of DELs identified in the groups between NA-1 and LaSota at 24 hpi (A) and 36 hpi (B). The
trans-target genes of DELs, determined according to mean difference (|log2 (fold change)|), are
presented and sorted by decreasing mean value (p < 0.05). (C,D) KEGG pathway enrichment analysis
of trans-target genes of DELs identified in the groups between NA-1 and LaSota at 24 hpi (C) and
36 hpi (D). The dot size indicates the number of trans-target genes of DELs. The redder the color, the
smaller the p-value (p < 0.05).

3.5. Classification of LncRNA–mRNA Co-Expression and Co-Location Modules Associated with
the Infection of NA-1 and LaSota

In order to further investigate the pathogenesis of NDV virulent infection and com-
prehensively explore the key lncRNAs that interact with DEGs to regulate the host re-
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sponse, we identified DEG involvement in four biological processes—growth and devel-
opment, nervous system, immunity, and metabolism—based on GO enrichment analysis
(Tables S9 and S10). By predicting cis- and trans-target genes of DELs, we constructed regu-
latory networks by identifying the interactions between DELs and these DEGs
(Tables S11 and S12). When comparing the infection of NA-1 with LaSota at 24 hpi, the
lncRNA–cis-target gene interaction networks consisted of four DELs and four DEGs. These
distinct cis-regulatory relationships were delineated according to different biological pro-
cesses: four pairs for growth and development, as well as immune processes; two pairs
for the nervous system and metabolic processes, respectively (Figure 5A). This network
included a total of 26 DELs and 22 DEGs at 36 hpi. It comprised 21 pairs of cis-regulatory
relationships for growth and development processes, 2 pairs for nervous system processes,
and 26 pairs each for immune and metabolic processes (Figure 5C; Table S11). In a similar
way, when comparing the infection of NA-1 with LaSota at 24 hpi, the lncRNA–trans-target
gene interaction networks contained six DELs, interacting with six DEGs. These formed
diverse trans-regulatory relationships across different biological processes: six pairs for
growth, development, and immune processes; and two pairs for the nervous system and
metabolic processes, respectively (Figure 5B). At 36 hpi, this network included 41 DELs
and 110 DEGs. It formed 103 pairs of trans-regulatory relationships for growth and devel-
opment processes, 17 pairs for nervous system processes, 101 pairs for immune processes,
and 109 pairs for metabolic processes (Figure 5D; Table S12).

3.6. Analysis of LncRNAs and Their Target Genes Associated with Multi-Life Process

The interrelationship and interdependence of numerous biological processes are of
significant importance, as certain genes can exert their influence on various biological
processes. Hence, based on the constructed lncRNA–target networks (Figure 6B), we
identified those DEGs that consistently participated in growth and development, nervous
system function, immunity, and metabolism across the four groups. Through a detailed
consideration of their GO enrichment results, we selected specific lncRNAs that targeted
these DEGs (Table S13). In total, 22 DEGs were identified among the four groups: one
in the 24 hpi-cis group and three in the trans group; two in the 36 hpi-cis group; and
seventeen in the trans group. These genes exhibited diverse functions within each of the
four biological processes (Figure 6A,B). A regulatory network was constructed to illustrate
their interactions with corresponding DELs, comprising a total of 22 lncRNA–target gene
pairs consisting of 22 DELs and 22 DEGs (Figure 6C).

3.7. Validation of RNA-Seq Data Using Quantitative Real-Time PCR

The accuracy of the RNA-Seq data was further confirmed via the random selection
of three DELs and three DEGs from the aforementioned 22 lncRNA–target gene pairs for
validation through q-PCR analysis. Notably, consistent expression patterns were observed
for all selected DELs and DEGs in both RNA-Seq and qPCR analyses, providing strong
evidence for the validity of the RNA-Seq data (Figure 6D; Table S14).
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Figure 5. LncRNA–mRNA interaction networks involved in different biological processes. (A,C) Interactions between DELs and their cis-regulated genes, 24 hpi 
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Figure 5. LncRNA–mRNA interaction networks involved in different biological processes. (A,C) Interactions between DELs and their cis-regulated genes, 24 hpi (A)
and 36 hpi (C). (B,D) Interactions between DELs and their trans-regulated genes, 24 hpi (B) and 36 hpi (D). Triangles represent DELs, circles represent mRNAs.
There is yellow–green pairing for cis-regulation, and red–blue pairing for trans-regulation.
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Figure 6. LncRNA–mRNA interaction networks that exist in different biological processes. (A) Venn plots of cis- and trans-target genes consistently functioning in
multiple biological processes at different time points (the color pink symbolizes immune process, while yellow signifies growth and development. Green represents
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the nervous system, whereas orange embodies metabolism). (B) Functional classification of cis- and trans-target genes enriched to consistently function in multiple
biological processes at different time points. Blue triangles represent DEGs, the circles represent biological functions: a yellow circle with the letter D for growth
and development: there is a green circle with the letter I for immune response, an orange circle with the letter M for metabolism, and a red circle with the letter N
for the nervous system. (C) LncRNA–mRNA pairs that continuously function in different biological processes, where triangles represent DELs, circles represent
mRNAs, red is up-regulation of expression, and green is down-regulation. (D) Validation of RNA-Seq data by qPCR. Expression patterns of selected DEGs and
DELs associated with NDV infection of different virulence were detected by qPCR. The y-axis shows expression levels that are normalized to ACTB expression. The
x-axis shows the annotations of the selected DEGs and DELs.
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4. Discussion
4.1. NA-1 Infection with NDV Alters Transcript Levels of LncRNAs in Chicken Embryonic
Visceral Tissues Compared to LaSota

Virulent strains typically induce severe damage to the various tissues and systems
of the body, resulting in a high mortality rate. In contrast, avirulent strains usually only
elicit atypical symptoms, or even an asymptomatic infection with a low mortality rate.
Therefore, studying the disparities between virulent and avirulent strains of NDV infection
is instrumental in elucidating the precise pathogenic mechanisms of NDV and facilitating
its prevention and treatment. Furthermore, promoting the advancement of the poultry
industry holds immense commercial significance.

Host cells express both their own lncRNAs as well as virus-encoded lncRNAs to
modulate viral infection and replication through the regulation of relevant pathways, either
enhancing or counteracting the expression of antiviral genes [13–15]. Previous studies on
NDV infection transcriptomics have predominantly focused on miRNA, mRNA, siRNA,
etc., while the knowledge regarding lncRNAs remains limited. However, recent years have
witnessed continuous exploration into lncRNAs and their mechanisms of action, revealing
their profound importance in viral infection and replication [16]. For instance, Shihao
Chen et al. discovered that lncRNA lnc-LTR5B can regulate avian leukemia virus subtype J
replication in chicken cells through interaction with BiP; similarly, it was found that lncRNA-
LNC_007 exerted an inhibitory effect on NDV replication. The differentially expressed
lncRNAs identified herein may also participate in and influence virulence during infection.

Therefore, based on the previous analysis study of protein-coding transcripts, in order
to gain a better understanding and elucidate the response of lncRNA levels to host infection
with strong and weak NDV strains, as well as explore the potential interaction between
lncRNA and mRNA, we further annotated and analyzed the transcriptome sequencing
data. In this study, we identified 2532 lncRNAs in the internal organs of chicken embryos
infected with NDV at two time points (24 hpi, 36 hpi) using high-throughput sequencing.
Compared to protein-coding transcripts, lncRNAs exhibited a significantly shorter length
and fewer exons, consistent with their characteristic features. Previous studies have shown
that changes in lncRNA expression are closely associated with various biological processes
and that their functions are highly correlated with time [17]. Therefore, we screened for
differentially expressed lncRNAs at two time points (24 hpi, 36 hpi) in the CEVTs infected
with NDV and found 52 DELs at 24 hpi when comparing the NA-1 strain to the LaSota
strain; meanwhile, there were 85 DELs at 36 hpi. Interestingly, seven of these lncRNAs
showed differential levels of expression at both time points. These differentially expressed
lncRNAs may play specific biological roles during the NDV infection process; moreover,
their distinct expression patterns at different time points could be related to the dynamic
regulation mechanisms underlying NDV infection.

4.2. LncRNAs Affect Pathogenicity Differences between Highly Virulent and Avirulent Vaccine
Virus by Inducing a Stronger Immune Response in Chicken Embryonic Visceral Tissues

After viral infection, host cells will express both their own and virus-encoded lncRNAs.
Among these lncRNAs, certain ones are differentially expressed and regulated by down-
stream cis- or trans-target genes through immune signaling pathways [18]. This regulation
ultimately impacts viral infection and replication, playing a crucial role in the host’s antivi-
ral immune response [19]. Therefore, we selected GO terms and KEGG pathways related
to immune responses for further analysis. In both the NA-1 and LaSota groups, lncRNA
target genes associated with the host’s innate immune response were induced at 24 hpi
and 36 hpi. These genes were significantly enriched via the cis- and trans-regulation of
DELs. The enrichment included processes such as the positive regulation of the p38 MAPK
cascade and the T-cell receptor signaling pathway, the negative regulation of cytokine
production, and the positive regulation of the authorized Wnt signaling pathway along
with other GO terms [20,21]. These findings aligned with our previous data from analysis
on DEGs, indicating that NDV infection can trigger a robust innate immune response
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in the host, which contributes to ND pathogenesis [12]. In addition, we discovered that
MSTRG.31691.20 was able to trans-regulate multiple target genes, including WNK1, PDE4B,
BRAF, FGF1, and PLEKHG5, as well as BRAF again. These genes were found to enrich
the T-cell receptor signaling pathway and activate the T-cell receptor signaling pathway,
respectively. Different GO terms, such as MAPK activity, indicate that the same lncRNA
can regulate host immunity and participate in viral infection via targeting.

Apart from the GO terms and KEGG pathway enrichment genes, several interactions
between lncRNAs and target genes were identified as being involved in the host’s innate im-
mune response. Among these DEGs, IL-6 is a key factor in cytokine storm regulation. This is
positively regulated by MSTRG.6755.9 after NA-1 infection, leading to its up-regulation. A
moderate increase in IL-6 aids in clearing infected cells or damaged tissues, while excessive
activation can result in fatal lesions [22,23]. IL8L2 and CX3CL1 are inversely regulated by
MSTRG.1545.5 and MSTRG.14601.6, respectively, to regulate inflammatory responses [24].
CD83, CD274, and other leukocyte differentiation antigens are positively regulated by
MSTRG.31594.11 and MSTRG.7150.1, respectively, thus promoting antigen recognition and
capture, as well as facilitating interactions between immune cells or immune molecules and
playing an important role during various stages of immune response activation [25]. In
summary, we speculate that lncRNAs may participate in the host’s innate immune response
through cis- and trans-actions on related target genes, thus influencing differences in the
virulence of NDV.

In addition, programmed cell death also plays a crucial role in the antiviral response
through inducing dysfunction or apoptosis of infected cells and neighboring uninfected
cells [26]. After their specific induction at 36 hpi, MSTRG.1545.5, MSTRG.14601.6, and
other multiple differentially expressed lncRNAs targeted BID [27,28], JAK1 [29], ATG13,
ATG14 [30], EIF2S1 [31], and other genes associated with programmed cell death [32]. These
lncRNAs are enriched in pathways related to the hepatocyte apoptotic process, necroptosis,
and the autophagy–animal pathways. It is speculated that, as the infection progresses,
certain lncRNAs become activated in order to regulate their target genes involved in
programmed cell-death-related pathways. This dual mechanism inhibits viral replication
while promoting virus-induced damage through the inflammatory response triggered by
NDV infection. These factors may contribute to the enhanced pathogenicity observed in
some virulent NDV strains. Following the viral infection of the host, an appropriate immune
response aids in viral clearance; however, excessive activation of antiviral immunity can
lead to fatal host damage [23]. Our study suggests that virulent NDV infection induces the
expression of specific lncRNAs, within both the host and virus itself, that participate in
regulating host immune responses and the induction of antiviral factors, thereby promoting
ND pathogenesis through the overactivation of innate immune responses and hijacking the
mechanisms underlying programmed cell death.

4.3. LncRNAs Affect Pathogenicity Differences between Highly Virulent and Avirulent Vaccine
Virus by Altering the Metabolism of Visceral Tissues in the Chick Embryo

Viruses lack their own metabolic networks. After long-term co-evolution, viruses have
developed various mechanisms to allow them to interact with the host’s metabolic system,
exploiting the host’s metabolic resources for replication by disrupting key metabolic path-
ways and targeting major regulatory proteins [33]. Additionally, there exists a reciprocal
regulation between viruses and innate immunity. Extensive evidence has demonstrated
that lncRNAs are intricately involved in cellular metabolic processes, playing a pivotal role
in antiviral immunity. For instance, lncRNA-ACOD1 has been observed to be induced by
diverse viruses and it also directly binds to the metabolic enzyme GOT2 to enhance its
catalytic activity, facilitating influenza virus replication and increasing pathogenicity [34].
However, the utilization of cellular metabolism in different virulent NDVS strains and
the question of whether the resulting changes in metabolism are associated with ND
pathogenicity and pathological alterations remain poorly investigated.
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When comparing NA-1 and LaSota, lncRNA target genes were significantly enriched
for multiple GO terms involved in the metabolism of three major substances, including lipid
metabolic process, the tricarboxylic acid cycle, carbohydrate metabolism, etc. Among them,
IREB2, as the main transcription factor regulating iron metabolism, is involved in the regu-
lation of ferroptosis [35] and is enriched in multiple metabolic processes under the trans-
regulation of MSTRG.7150.1. Additionally, CS that is trans-regulated by MSTRG.23849.78
is also enriched in multiple metabolic processes, with its encoded proteins being present in
almost all cells capable of oxidative metabolism; they are widely distributed and rich in
functions. In addition to GO enrichment and KEGG pathway enrichment gene findings, we
observed that multiple DEGs were involved in host metabolic processes. Among them, nine
solute carrier superfamily (SLC) genes, including SLC2A14, SLC4A1, and SLC38A2, were
up-regulated by MSTRG.28990.3, MSTRG.6755.9, MSTRG.1545.5, and nine other lncRNAs,
which regulated the expression of the genes differentially. Solute carrier transporters have a
wide range of functions and can regulate lymphocyte signaling through various metabolic
pathways while participating in antiviral immunity [36]. Moreover, studies have shown
that NDV can promote its replication through up-regulating the expression of SLC1A3 [37].

In summary, it can be speculated that the avirulent LaSota infection only causes a slight
metabolic disorder in the host, while virulent NA-1 infection activates certain lncRNAs
which act on downstream target genes to manipulate the host’s cell metabolism and utilize
its resources to support viral infection. Moreover, the increase in infection time leads to a
continuous rise in viral load, which aggravates the viral hijacking of the host’s metabolic
resources, resulting in fatal lesions due to an overactivated immune response.

4.4. LncRNAs Affect Pathogenicity Differences between Highly Virulent and Avirulent Vaccine
Virus by Modulating Organismal Growth and Development, Especially the Nervous System of
Visceral Tissues in the Chicken Embryo

The virulent infection of NDV can cause severe damage to chicken embryos and birds
during their developmental stage. This leads to significant impairments in the growth
and development of various body systems, resulting in deformities and even mortality.
A robust antiviral response particularly affects the developing nervous system, which
contains non-renewable populations [38]. Furthermore, a virulent strain infection can
cause substantial damage to the avian nervous system, with some infected birds exhibiting
symptoms of non-suppurative encephalitis. Conversely, weak strain infections may result
in no or only mild neurological symptoms.

Our GO and KEGG enrichment analysis revealed that lncRNA target genes related to
host growth and development were induced in both the NA-1 and LaSota groups at 24 hpi
and 36 hpi. These target genes were significantly enriched through cis- and trans-regulation
by DELs. Specifically, GO terms such as cardiac muscle tissue development and cartilage
development suggest that lncRNAs are primarily involved in regulating muscle and bone
development. Items related to the nervous system mainly pertain to signaling pathways
involved in synaptic transmission modulation, such as the semaphorin–plexin signaling
pathway, the nerve growth factor signaling pathway, among others.

It is evident that lncRNAs primarily regulate genes involved in synaptic function.
These serve as the functional connection between neurons and play a crucial role in in-
formation transmission. Abnormalities in synapses can lead to neurological lesions and
associated symptoms [39]. Notably, MSTRG.12658.15 regulates nerve growth factor (NGF).
This is encoded by the NGF gene, which plays a vital role in neuron survival, differenti-
ation, growth, repair, and regeneration at various stages. Additionally, NGF participates
in immune-related signaling pathways, such as the MAPK pathway, NF-κB pathway, and
the JNK-p53-Bax apoptosis pathway, to establish a link between the nervous system and
the immune system [40]. Furthermore, our regulatory network analysis revealed that
MSTRG.6755.9 regulates IL-6, while MSTRG.1545.5 regulates STAT3; STAT3 activates the
NF-κB pathway, while IL-6 is targeted by it. Both are pivotal in facilitating the blood–brain
barrier permeability required for the transportation of activated immune cells/factors from
systemic circulation into the central nervous system/brain parenchyma [41].
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Taking into consideration the hemorrhagic lesions observed in hypervirulent avian
embryos, particularly in the cerebral region, we hypothesize that, compared to their hy-
pervirulent counterparts, lncRNAs may be up-regulated in hypervirulent avian embryos,
modulating embryonic growth and development with a specific focus on neurodevelop-
ment. On one hand, these lncRNAs are implicated in the regulation of synaptic signal
transmission, thereby perturbing neural homeostasis. On the other hand, the lncRNA-
induced disruption of the blood–brain barrier results in cytokine extravasation into the
brain tissue and triggers severe neurological symptoms as well as fatal encephalopathy
through an exaggerated immune response.

4.5. LncRNAs Persistently Affect Multi-Biological Processes to Induce Pathogenicity Differences
between Highly Virulent and Avirulent Vaccine Virus

The biological processes in the body are not isolated but interconnected and interdepen-
dent, forming regulatory networks through the coordination and cooperation of numerous
proteins, genes, nucleic acids, and other components. Within these networks, certain nodes
play pivotal roles that have significant implications across various biological processes
and may be closely associated with viral infection. Therefore, we conducted a screening
of mRNAs and lncRNAs that consistently participate in four key biological processes:
growth and development, nervous system function, immunity, and metabolism. These
networks comprise 22 selected mRNAs and 22 lncRNAs. Through this analysis, we isolated
22 pairs of lncRNA–mRNA relationships. Among them, MSTRG.3915.1, MSTRG.7150.1,
MSTRG.6755.9, and MSTRG.1545.5 regulate multiple DEGs involved in diverse biological
processes. Based on our findings, we propose that viral infection can induce alterations in
the expression of specific host lncRNAs, which subsequently regulate downstream target
genes involved in diverse functions across different biological processes. This dysregulation
ultimately leads to more extensive damage within infected hosts.

5. Conclusions

In conclusion, we have elucidated the expression profile of lncRNAs in CEVTs infected
with the virulent NDV strain NA-1 and the avirulent strain LaSota through RNA-Seq
analysis. We have identified and characterized lncRNAs that may influence NDV, revealing
the regulatory relationship between lncRNAs and mRNAs. From an lncRNA perspective,
this study has further confirmed that highly virulent NDV induces a robust innate immune
response and severe metabolic disorders. Additionally, it affects organism growth and de-
velopment while targeting the nervous system of infected hosts, leading to life-threatening
symptoms in severely affected animals. This study will contribute to understanding the
regulatory role of lncRNAs in NDV pathology. In future studies, further investigations into
lncRNAs’ functions are needed to explore the precise mechanisms underlying host–virulent
NDV interactions at a molecular level.
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https://www.mdpi.com/article/10.3390/microorganisms12050971/s1
https://www.mdpi.com/article/10.3390/microorganisms12050971/s1


Microorganisms 2024, 12, 971 26 of 28

Author Contributions: Y.S., X.L. and R.Y. formulated and evoluted of overarching research goals and
aims; Y.S., W.Y., M.W., K.Z. and H.L. designed the methods; Y.S., S.J., S.W., K.Z. and Y.R. analyzed
and processed the data. X.L. and R.Y. contributed reagents/materials/analysis tools. All authors
have read and agreed to the published version of the manuscript.

Funding: This study was partly supported by the DOST-Philippines and MOST-China joint R&D
project (2021YFE0109100), the Natural Science Foundation of Jilin Province (20230203138SF, and
20220402055GH), the Shanxi Province Science and Technology Cooperation and Exchange Project
(202204041101019), the Science and Technology project of Education Department of Jilin Province
(JJKH20221039KJ, and JJKH2023502KJ), the Macedonian-Chinese Scientific and Technological Cooper-
ation project (6–19, and 20-6337/1), and the Fundamental Research Funds for the Central Universities
(2022-JCXK-33).

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki, and approved by the Institutional Animal Care and Use Committee of Jilin University,
China (201803036, March 2018).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author due to privacy.

Acknowledgments: I express my gratitude to Zhuang Ding for providing valuable comments on the
manuscript. Additionally, I am thankful to Hongli Li and Xiaohong Xu for their insightful suggestions,
as well as to Chao Gao for her patience and wise guidance. We extend our appreciation to Weiwei
Chi, Rui Luo, Xianwen Lin, Yue Yin, Chuanrong Dong, and Hao Xu for their helpful feedback
on earlier drafts of this paper. Furthermore, I would like to acknowledge Tobias Stoeger, Abdul
Wajid, Aleksandar Dodovski, and Dmitry B Andreychuk for their invaluable recommendations. To
those who have offered encouragement, support, and research assistance throughout this study’s
completion process: your contributions are sincerely appreciated. Lastly but not lastly, I would also
like to express my sincere gratitude towards the anonymous reviewers whose insights and comments
have greatly enhanced the quality of this manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Miller, P.J.; Haddas, R.; Simanov, L.; Lublin, A.; Rehmani, S.F.; Wajid, A.; Bibi, T.; Khan, T.A.; Yaqub, T.; Setiyaningsih, S.; et al.

Identification of new sub-genotypes of virulent Newcastle disease virus with potential panzootic features. Infect. Genet. Evol.
2015, 29, 216–229. [CrossRef] [PubMed]

2. Alexander, D.J.; Aldous, E.W.; Fuller, C.M. The long view: A selective review of 40 years of Newcastle disease research. Avian
Pathol. 2012, 41, 329–335. [CrossRef] [PubMed]

3. Miller, P.J.; Decanini, E.L.; Afonso, C.L. Newcastle disease: Evolution of genotypes and the related diagnostic challenges. Infect.
Genet. Evol. 2010, 10, 26–35. [CrossRef] [PubMed]

4. Liu, M.; Shen, X.; Li, J.; Yu, Y.; Fan, J.; Jia, X.; Dai, Y. Efficacy of Newcastle disease LaSota vaccine-induced hemagglutination
inhibition antibodies against challenges with heterologous virulent strains of genotypes VII and IX. Vet. Immunol. Immunopathol.
2023, 259, 110591. [CrossRef] [PubMed]

5. Bridges, M.C.; Daulagala, A.C.; Kourtidis, A. LNCcation: lncRNA localization and function. J. Cell Biol. 2021, 220, e202009045.
[CrossRef] [PubMed]

6. Yi, K.; Zhang, Y.; Wang, Y.; Wang, Z.; Xie, M.; Jin, Z.; Zhao, T. Long noncoding RNA and its role in virus infection and pathogenesis.
Front. Biosci. 2019, 24, 777–789. [CrossRef] [PubMed]

7. Liu, W.; Ding, C. Roles of LncRNAs in Viral Infections. Front. Cell. Infect. Microbiol. 2017, 7, 205. [CrossRef] [PubMed]
8. He, Y.H.; Han, B.; Ding, Y.; Zhang, H.M.; Chang, S.; Zhang, L.; Zhao, C.F.; Yang, N.; Song, J.Z. Linc-GALMD1 Regulates Viral

Gene Expression in the Chicken. Front. Genet. 2019, 10, 1122. [CrossRef] [PubMed]
9. Chen, S.H.; Hu, X.M.; Cui, I.H.; Wu, S.G.; Dou, C.F.; Liu, Y.Y.; Sun, Z.; Xue, S.L.; Geng, T.Y.; Liu, Z.P.; et al. An endogenous

retroviral element exerts an antiviral innate immune function via the derived lncRNA lnc-ALVE1-AS1. Antivir. Res. 2019,
170, 104571. [CrossRef]

10. Yates, J.G.E.; Leacy, A.; Pham, P.H.; Zielinska, N.; Tusnadi, E.A.; Susta, L.; Wootton, S.K. Production of High-Titer Recombinant
Newcastle Disease Virus from Allantoic Fluid. J. Vis. Exp. 2022, 183, e63817. [CrossRef]

11. Brauer, R.; Chen, P. Influenza virus propagation in embryonated chicken eggs. J. Vis. Exp. 2015, 97, e52421. [CrossRef] [PubMed]
12. Cheng, S.Y.; Liu, X.X.; Mu, J.Q.; Yan, W.W.; Wang, M.J.; Chai, H.R.; Sha, Y.X.; Jiang, S.N.; Wang, S.J.; Ren, Y.N.; et al. Intense Innate

Immune Responses and Severe Metabolic Disorders in Chicken Embryonic Visceral Tissues Caused by Infection with Highly

https://doi.org/10.1016/j.meegid.2014.10.032
https://www.ncbi.nlm.nih.gov/pubmed/25445644
https://doi.org/10.1080/03079457.2012.697991
https://www.ncbi.nlm.nih.gov/pubmed/22834545
https://doi.org/10.1016/j.meegid.2009.09.012
https://www.ncbi.nlm.nih.gov/pubmed/19800028
https://doi.org/10.1016/j.vetimm.2023.110591
https://www.ncbi.nlm.nih.gov/pubmed/37030151
https://doi.org/10.1083/jcb.202009045
https://www.ncbi.nlm.nih.gov/pubmed/33464299
https://doi.org/10.2741/4750
https://www.ncbi.nlm.nih.gov/pubmed/30844712
https://doi.org/10.3389/fcimb.2017.00205
https://www.ncbi.nlm.nih.gov/pubmed/28603696
https://doi.org/10.3389/fgene.2019.01122
https://www.ncbi.nlm.nih.gov/pubmed/31798630
https://doi.org/10.1016/j.antiviral.2019.104571
https://doi.org/10.3791/63817
https://doi.org/10.3791/52421
https://www.ncbi.nlm.nih.gov/pubmed/25867050


Microorganisms 2024, 12, 971 27 of 28

Virulent Newcastle Disease Virus Compared to the Avirulent Virus: A Bioinformatics Analysis. Viruses 2022, 14, 911. [CrossRef]
[PubMed]

13. Morchikh, M.; Cribier, A.; Raffel, R.; Amraoui, S.; Cau, J.L.; Severac, D.; Dubois, E.; Schwartz, O.; Bennasser, Y.; Benkirane, M.
HEXIM1 and NEAT1 Long Non-coding RNA Form a Multi-subunit Complex that Regulates DNA-Mediated Innate Immune
Response. Mol. Cell 2017, 67, 387–399. [CrossRef] [PubMed]

14. Mang, Y.Y.; Li, L.; Ran, J.H.; Zhang, S.N.; Liu, J.; Li, L.B.; Chen, Y.M.; Liu, J.; Gao, Y.; Ren, G. Long noncoding RNA NEAT1
promotes cell proliferation and invasion by regulating hnRNP A2 expression in hepatocellular carcinoma cells. OncoTargets Ther.
2017, 10, 1003–1016. [CrossRef] [PubMed]

15. Huarte, M.; Guttman, M.; Feldser, D.; Garber, M.; Koziol, M.J.; Kenzelmann-Broz, D.; Khalil, A.M.; Zuk, O.; Amit, I.; Rabani, M.;
et al. A Large Intergenic Noncoding RNA Induced by p53 Mediates Global Gene Repression in the p53 Response. Cell 2010, 142,
409–419. [CrossRef] [PubMed]

16. Vierbuchen, T.; Fitzgerald, K.A. Long non-coding RNAs in antiviral immunity. Semin Cell Dev Biol 2021, 111, 126–134. [CrossRef]
[PubMed]

17. Hu, X.W.; Feng, Y.; Zhang, D.M.; Zhao, S.H.D.; Hu, Z.Y.; Greshock, J.; Zhang, Y.Y.; Yang, L.; Zhong, X.M.; Wang, L.P.; et al. A
Functional Genomic Approach Identifies FAL1 as an Oncogenic Long Noncoding RNA that Associates with BMI1 and Represses
p21 Expression in Cancer. Cancer Cell 2014, 26, 344–357. [CrossRef] [PubMed]

18. Zhang, X.P.; Wang, W.; Zhu, W.D.; Dong, J.; Cheng, Y.Y.; Yin, Z.J.; Shen, F.F. Mechanisms and Functions of Long Non-Coding
RNAs at Multiple Regulatory Levels. Int. J. Mol. Sci. 2019, 20, 5573. [CrossRef] [PubMed]

19. Lin, H.Y.; Jiang, M.H.; Liu, L.; Yang, Z.H.; Ma, Z.F.; Liu, S.; Ma, Y.W.; Zhang, L.F.; Cao, X.T. The long noncoding RNA Lnczc3h7a
promotes a TRIM25-mediated RIG-I antiviral innate immune response. Nat. Immunol. 2019, 20, 812–823. [CrossRef]

20. Zhan, Y.; Yu, S.Q.; Yang, S.; Qiu, X.S.; Meng, C.C.; Tan, L.; Song, C.P.; Liao, Y.; Liu, W.W.; Sun, Y.J.; et al. Newcastle Disease virus
infection activates PI3K/Akt/mTOR and p38 MAPK/Mnk1 pathways to benefit viral mRNA translation via interaction of the
viral NP protein and host eIF4E. PLoS Pathog. 2020, 16, e1008610. [CrossRef]

21. Gao, P.; Zhang, S.Y.; Zhang, X.X.; Xu, C.G.; Chen, L.B.; Fan, L.; Ren, J.L.; Lin, Q.Y.; Xiang, B.; Ren, T. S1PR1 regulates NDV-induced
IL-1β expression via NLRP3/caspase-1 inflammasome. Vet. Res. 2022, 53, 58. [CrossRef] [PubMed]

22. Kang, Y.F.; Li, Y.L.; Yuan, R.Y.; Feng, M.S.; Xiang, B.; Sun, M.H.; Li, Y.L.; Xie, P.; Tan, Y.T.; Ren, T. Host Innate Immune Responses of
Ducks Infected with Newcastle Disease Viruses of Different Pathogenicities. Front. Microbiol. 2015, 6, 1283. [CrossRef] [PubMed]

23. Burke, S.; Shergold, A.; Elder, M.J.; Whitworth, J.; Cheng, X.; Jin, H.; Wilkinson, R.W.; Harper, J.; Carroll, D.K. Oncolytic Newcastle
disease virus activation of the innate immune response and priming of antitumor adaptive responses in vitro. Cancer Immunol.
Immunother. 2020, 69, 1015–1027. [CrossRef] [PubMed]

24. Wang, X.H.; Yu, H.L.; Zou, W.B.; Mi, C.H.; Dai, G.J.; Zhang, T.; Zhang, G.X.; Xie, K.Z.; Wang, J.Y. Study of the Relationship
between Polymorphisms in the IL-8 Gene Promoter Region and Coccidiosis Resistance Index in Jinghai Yellow Chickens. Genes
2020, 11, 476. [CrossRef] [PubMed]

25. Straub, C.; Neulen, M.L.; Sperling, B.; Windau, K.; Zechmann, M.; Jansen, C.A.; Viertlboeck, B.C.; Göbel, T.W. Chicken NK cell
receptors. Dev. Comp. Immunol. 2013, 41, 324–333. [CrossRef]

26. Ning, X.H.; Wang, Y.T.; Jing, M.; Sha, M.Y.; Lv, M.Z.; Gao, P.F.; Zhang, R.; Huang, X.J.; Feng, J.M.; Jiang, Z.F. Apoptotic Caspases
Suppress Type I Interferon Production via the Cleavage of cGAS, MAVS, and IRF3. Mol. Cell 2019, 74, 19–31. [CrossRef] [PubMed]

27. Galluzzi, L.; Vitale, I.; Aaronson, S.A.; Abrams, J.M.; Adam, D.; Agostinis, P.; Alnemri, E.S.; Altucci, L.; Amelio, I.; Andrews, D.W.;
et al. Molecular mechanisms of cell death: Recommendations of the Nomenclature Committee on Cell Death 2018. Cell Death
Differ. 2018, 25, 486–541. [CrossRef] [PubMed]

28. Cuadrado-Castano, S.; Sanchez-Aparicio, M.T.; García-Sastre, A.; Villar, E. The therapeutic effect of death: Newcastle disease
virus and its antitumor potential. Virus Res. 2015, 209, 56–66. [CrossRef] [PubMed]

29. Ma, P.; Gu, K.; Li, H.; Zhao, Y.; Li, C.; Wen, R.Q.; Zhou, C.Y.; Lei, C.W.; Yang, X.; Wang, H.N. Infectious Bronchitis Virus Nsp14
Degrades JAK1 to Inhibit the JAK-STAT Signaling Pathway in HD11 Cells. Viruses 2022, 14, 1045. [CrossRef]

30. Li, Z.; Miao, Z.Y.; Ding, L.L.; Teng, X.H.; Bao, J. Energy metabolism disorder mediated ammonia gas-induced autophagy via
AMPK/mTOR/ULK1-Beclin1 pathway in chicken livers. Ecotoxicol. Environ. Saf. 2021, 217, 112219. [CrossRef]

31. Hu, B.L.; Zhang, Y.N.; Jia, L.; Wu, H.S.; Fan, C.F.; Sun, Y.T.; Ye, C.J.; Liao, M.; Zhou, J.Y. Binding of the pathogen receptor
HSP90AA1 to avibirnavirus VP2 induces autophagy by inactivating the AKT-MTOR pathway. Autophagy 2015, 11, 503–515.
[CrossRef] [PubMed]

32. Sun, Y.J.; Yu, S.Q.; Ding, N.; Meng, C.C.; Meng, S.S.; Zhang, S.L.; Zhan, Y.; Qiu, X.S.; Tan, L.; Chen, H.J.; et al. Autophagy Benefits
the Replication of Newcastle Disease Virus in Chicken Cells and Tissues. J. Virol. 2014, 88, 525–537. [CrossRef] [PubMed]

33. Girdhar, K.; Powis, A.; Raisingani, A.; Chrudinová, M.; Huang, R.X.; Tran, T.; Sevgi, K.; Dogru, Y.D.; Altindis, E. Viruses and
Metabolism: The Effects of Viral Infections and Viral Insulins on Host Metabolism. Annu. Rev. Virol. 2021, 8, 373–391. [CrossRef]
[PubMed]

34. Wang, P.; Xu, J.F.; Wang, Y.J.; Cao, X.T. An interferon-independent lncRNA promotes viral replication by modulating cellular
metabolism. Science 2017, 358, 1051–1055. [CrossRef] [PubMed]

35. Xia, X.J.; Fan, X.P.; Zhao, M.Y.; Zhu, P. The Relationship between Ferroptosis and Tumors: A Novel Landscape for Therapeutic
Approach. Curr. Gene Ther. 2019, 19, 117–124. [CrossRef] [PubMed]

https://doi.org/10.3390/v14050911
https://www.ncbi.nlm.nih.gov/pubmed/35632651
https://doi.org/10.1016/j.molcel.2017.06.020
https://www.ncbi.nlm.nih.gov/pubmed/28712728
https://doi.org/10.2147/Ott.S116319
https://www.ncbi.nlm.nih.gov/pubmed/28260918
https://doi.org/10.1016/j.cell.2010.06.040
https://www.ncbi.nlm.nih.gov/pubmed/20673990
https://doi.org/10.1016/j.semcdb.2020.06.009
https://www.ncbi.nlm.nih.gov/pubmed/32580911
https://doi.org/10.1016/j.ccr.2014.07.009
https://www.ncbi.nlm.nih.gov/pubmed/25203321
https://doi.org/10.3390/ijms20225573
https://www.ncbi.nlm.nih.gov/pubmed/31717266
https://doi.org/10.1038/s41590-019-0379-0
https://doi.org/10.1371/journal.ppat.1008610
https://doi.org/10.1186/s13567-022-01078-1
https://www.ncbi.nlm.nih.gov/pubmed/35854395
https://doi.org/10.3389/fmicb.2015.01283
https://www.ncbi.nlm.nih.gov/pubmed/26635752
https://doi.org/10.1007/s00262-020-02495-x
https://www.ncbi.nlm.nih.gov/pubmed/32088771
https://doi.org/10.3390/genes11050476
https://www.ncbi.nlm.nih.gov/pubmed/32349370
https://doi.org/10.1016/j.dci.2013.03.013
https://doi.org/10.1016/j.molcel.2019.02.013
https://www.ncbi.nlm.nih.gov/pubmed/30878284
https://doi.org/10.1038/s41418-017-0012-4
https://www.ncbi.nlm.nih.gov/pubmed/29362479
https://doi.org/10.1016/j.virusres.2015.07.001
https://www.ncbi.nlm.nih.gov/pubmed/26221764
https://doi.org/10.3390/v14051045
https://doi.org/10.1016/j.ecoenv.2021.112219
https://doi.org/10.1080/15548627.2015.1017184
https://www.ncbi.nlm.nih.gov/pubmed/25714412
https://doi.org/10.1128/Jvi.01849-13
https://www.ncbi.nlm.nih.gov/pubmed/24173218
https://doi.org/10.1146/annurev-virology-091919-102416
https://www.ncbi.nlm.nih.gov/pubmed/34586876
https://doi.org/10.1126/science.aao0409
https://www.ncbi.nlm.nih.gov/pubmed/29074580
https://doi.org/10.2174/1566523219666190628152137
https://www.ncbi.nlm.nih.gov/pubmed/31264548


Microorganisms 2024, 12, 971 28 of 28

36. Song, W.X.; Li, D.Y.; Tao, L.; Luo, Q.; Chen, L.G. Solute carrier transporters: The metabolic gatekeepers of immune cells. Acta
Pharm. Sin. B 2020, 10, 61–78. [CrossRef] [PubMed]

37. Liu, P.R.; Tang, N.; Meng, C.C.; Yin, Y.C.; Qiu, X.S.; Tan, L.; Sun, Y.J.; Song, C.P.; Liu, W.W.; Liao, Y.; et al. SLC1A3 facilitates
Newcastle disease virus replication by regulating glutamine catabolism. Virulence 2022, 13, 1407–1422. [CrossRef] [PubMed]

38. Ramanathan, S.; Brilot, F.; Irani, S.R.; Dale, R.C. Origins and immunopathogenesis of autoimmune central nervous system
disorders. Nat. Rev. Neurol. 2023, 19, 172–190. [CrossRef] [PubMed]

39. Düsedau, H.P.; Steffen, J.; Figueiredo, C.A.; Boehme, J.D.; Schultz, K.; Erck, C.; Korte, M.; Faber-Zuschratter, H.; Smalla, K.H.;
Dieterich, D.; et al. Influenza A Virus (H1N1) Infection Induces Microglial Activation and Temporal Dysbalance in Glutamatergic
Synaptic Transmission. mBio 2021, 12, 10–1128. [CrossRef]

40. Fiore, M.; Chaldakov, G.N.; Aloe, L. Nerve Growth Factor as a Signaling Molecule for Nerve Cells and also for the Neuroendocrine-
Immune Systems. Rev. Neurosci. 2009, 20, 133–145. [CrossRef]

41. Nekludov, M.; Antovic, J.; Bredbacka, S.; Blombäck, M. Coagulation abnormalities associated with severe isolated traumatic
brain injury: Cerebral arterio-venous differences in coagulation and inflammatory markers. J. Neurotrauma 2007, 24, 174–180.
[CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.apsb.2019.12.006
https://www.ncbi.nlm.nih.gov/pubmed/31993307
https://doi.org/10.1080/21505594.2022.2112821
https://www.ncbi.nlm.nih.gov/pubmed/35993169
https://doi.org/10.1038/s41582-023-00776-4
https://www.ncbi.nlm.nih.gov/pubmed/36788293
https://doi.org/10.1128/mBio.01776-21
https://doi.org/10.1515/REVNEURO.2009.20.2.133
https://doi.org/10.1089/neu.2006.0173
https://www.ncbi.nlm.nih.gov/pubmed/17263681

	Introduction 
	Materials and Methods 
	Chicken Embryo Challenge and Tissue Collection 
	RNA Isolation, Construction of cDNA Library and Sequencing 
	Quality Assessment and Splicing Quantification of LncRNA-Seq 
	LncRNA Transcript and Expression Analysis 
	Target Gene Prediction and Functional Enrichment Analysis 
	Construction and Analysis of LncRNA–mRNA Interaction Network 
	Validation of Differentially Expressed LncRNAs by Quantitative Real-Time PCR (qPCR) 

	Results 
	RNA Sequencing Output and Characterization of Long Non-Coding RNAs 
	Global LncRNA Expression Patterns in Chicken Embryonic Visceral Tissues after Infection with NA-1 and LaSota 
	Interaction Network Construction of Cis- and Trans-Regulated Protein-Coding Genes of lncRNAs 
	GO and KEGG Enrichment Analysis of Genes Regulated by LncRNAs 
	Classification of LncRNA–mRNA Co-Expression and Co-Location Modules Associated with the Infection of NA-1 and LaSota 
	Analysis of LncRNAs and Their Target Genes Associated with Multi-Life Process 
	Validation of RNA-Seq Data Using Quantitative Real-Time PCR 

	Discussion 
	NA-1 Infection with NDV Alters Transcript Levels of LncRNAs in Chicken Embryonic Visceral Tissues Compared to LaSota 
	LncRNAs Affect Pathogenicity Differences between Highly Virulent and Avirulent Vaccine Virus by Inducing a Stronger Immune Response in Chicken Embryonic Visceral Tissues 
	LncRNAs Affect Pathogenicity Differences between Highly Virulent and Avirulent Vaccine Virus by Altering the Metabolism of Visceral Tissues in the Chick Embryo 
	LncRNAs Affect Pathogenicity Differences between Highly Virulent and Avirulent Vaccine Virus by Modulating Organismal Growth and Development, Especially the Nervous System of Visceral Tissues in the Chicken Embryo 
	LncRNAs Persistently Affect Multi-Biological Processes to Induce Pathogenicity Differences between Highly Virulent and Avirulent Vaccine Virus 

	Conclusions 
	References

