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Abstract 

Background  Avian pathogenic E. coli (APEC) can cause localized or systemic infections, collectively known as avian 
colibacillosis, resulting in huge economic losses to poultry industry globally per year. In addition, increasing evidence 
indicates that long non-coding RNAs (lncRNAs) play a critical role in regulating host inflammation in response to bac-
terial infection. However, the role of lncRNAs in the host response to APEC infection remains unclear.

Results  Here, we found 816 differentially expressed (DE) lncRNAs and 1,798 DE mRNAs in APEC infected chicken 
macrophages by RNAseq. The identified DE lncRNA-mRNAs were involved in Toll like receptor signaling pathway, 
VEGF signaling pathway, fatty acid metabolism, phosphatidylinositol signaling system, and other types of O-glycan 
biosynthesis. Furthermore, we found the novel lncRNA TCONS_00007391 as an important immune regulator in APEC 
infection was able to regulate the inflammatory response by directly targeting CD86.

Conclusion  These findings provided a better understanding of host response to APEC infection and also offered 
the potential drug targets for therapy development against APEC infection.

Keywords  Avian pathogenic E. coli, lncRNA-mRNA, Immune and inflammatory response, lncRNA TCONS_00007391, 
CD86, RNAseq

Background
Avian pathogenic E. coli (APEC), a causative agent of coli-
bacillosis, can cause high mortality and significant eco-
nomic losses in poultry industry worldwide. In general, 
chickens at 4–6 weeks are more susceptible to APEC, 
resulting in diarrhea, enteritis, varying degrees of septice-
mia, airsacculitis, meningitis, perihepatitis, swollen head 
syndrome, and pericarditis [1–3]. Moreover, APEC can 
also infect ducks, geese, pigeon, turkey, and game birds 
with similar clinical symptom of colibacillosis [4–6]. The 
poultry product contaminated by APEC could pose a 
global threat to human food safety. Currently, although 
antibiotics have been an effective method to control 
colibacillosis [7], the excessive and misuse of antibiotics 
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resulted in multiple antibiotic-resistant strains, becoming 
a significant problematic in the poultry industry [8, 9]. 
Effective vaccines are the good methods to control coli-
bacillosis. However, vaccination failure could often occur 
due to the different APEC strains or serotypes. Therefore, 
it is urgent to explore the host genetic immunity mecha-
nism in order to prevent and control APEC infection.

Recently, accumulating evidence showed that lncRNAs, 
a group of non-coding RNA molecules of more than 200 
nucleotides in length, can participate in a variety of bio-
logical processes by regulating gene expression at the 
epigenetic and post-transcriptional levels [10–12]. It 
was found that lncRNAs played an important role in cell 
polarization, inflammatory response, and disease process 
[13–16]. For example, Ahmad et  al. demonstrated that 
the lncRNA MALAT1/microRNA-30b axis can regulate 
macrophage polarization and function [17]. Moreover, 
Ma et  al. found that lncRNA XIST was able to regulate 
bovine mammary epithelial cell inflammatory response 
by modulating the NFκB/NLRP3 inflammasome path-
way [18]. Currently, there are many published studies 
on lncRNAs associated with various virus infection in 
chicken. However, there is a lack of research on lncRNA 
in chicken during bacterial infections, particularly APEC 
infection.

Macrophages, a type of immune cell, are widely dis-
tributed in the blood and tissues and play an important 
role in body’s immune defense, immune homeostasis, 
and immune surveillance. In the present study, to identify 
the lncRNAs/mRNAs expression profiles and reveal their 
important regulatory functions during APEC infection, 
we performed the high-throughput sequencing analysis 
to investigate the differentially expressed (DE) lncRNAs 
and mRNAs in chicken HD11 macrophages infected with 
or without APEC. Specifically, we determined the role 
of lncRNA TCONS_00007391 and its target gene CD86 
upon APEC infection. We aimed to identify the impor-
tant interactions between host lncRNAs-mRNAs and 
APEC infection, which may contribute to a better under-
standing of host immune response and provide potential 
biomarkers and therapeutic targets for APEC infection.

Results
Effect of APEC infection on inflammatory response 
of chicken macrophages
Morphological changes of chicken HD11 macrophages 
were observed with or without APEC infection. As 
shown in Fig.  1A, cytopathic effects were observed in 
HD11 macrophages infected with APEC at 108  cfu/mL 
for 24 h in comparison to the Control group. In Con-
trol group, the wall-adherent macrophages were spin-
dle-shaped or polygonal, while non-adherent ones were 
rounded (Fig. 1A). However, cells were swelled, deformed 

or destroyed after APEC infection (Fig.  1A). Moreover, 
cell survival rate was significantly decreased in APEC 
infected chicken macrophages measured by an CCK8 
assay (Fig. 1B), which was consistent with the results of 
cell morphology. Additionally, NO production was sig-
nificantly increased in APEC infection group (Fig.  1C). 
In terms of inflammatory factors, the expression level 
of IL6 exhibited significantly higher levels in chicken 
macrophages infected with APEC (Fig.  1D). Similarly, 
the expression of IL8, IL1β, and TNFα were also signifi-
cantly increased in APEC infection group (Fig.  1E-G). 
These results indicated that APEC infection could sig-
nificantly induce the inflammatory response in chicken 
macrophages.

Analysis of lncRNAs and mRNAs profile during APEC 
infection
To identify the significantly differentially expressed 
(DE) lncRNAs and mRNAs in the comparison of APEC 
infected chicken macrophages (APEC) vs. non-infected 
chicken macrophages (Control), six cDNA libraries were 
constructed for whole transcriptome sequencing. In 
total, 816 DE lncRNAs (401 up-regulated and 415 down-
regulated) and 1,798 mRNAs (946 up-regulated and 858 
down-regulated) were identified, respectively, with a cor-
rected p value < 0.05 and a |log2 (fold change)|> 1 as the 
cutoff values in APEC group compared to the Control 
group (Fig.  2A-B). Hierarchical clustering showed that 
the expression level of the identified DE lncRNAs and 
mRNAs in APEC group was significantly different from 
those in Control group. These results indicated that the 
altered expression of the DE lncRNAs and mRNAs was 
caused by APEC infection (Fig. 2C-D).

Functional analysis of the identified DE genes
To better understand and predict the biological function 
and corresponding pathways of the identified signifi-
cant DE genes in APEC vs. Control, GO enrichment and 
KEGG pathways were performed to explore the poten-
tial functions and regulatory networks. According to the 
GO annotation, the biological process included cellular 
process, biological regulation, response to stimulus, cell 
communication, signal transduction (Fig.  3A). KEGG 
analysis showed that a total of 65 pathways were identi-
fied, including the Phagosome, p53 signaling pathway, 
MAPK signaling pathway, Lysosome, Focal adhesion, 
Endocytosis, and Apoptosis etc. immune related path-
ways. The top 20 enriched pathways of the identified DE 
genes are shown in Fig. 3B. These results indicated that 
the DE genes might play a crucial role in chicken against 
APEC infection.
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Prediction the target genes of the identified DE lncRNAs
Functional roles of the identified DE lncRNAs were 
investigated by examining the cis-regulated and trans-
regulated mRNAs. Results showed that a total of 1,900 
target genes were predicted for 466 known lncRNAs 
and 203 novel lncRNAs with differential expression in 
the comparison of APEC vs. Control (Fig. 4A). In addi-
tion, a total of 345 overlapping mRNAs were identified 
between the DE lncRNA target genes and the DE genes 
(Fig.  4B). Then, GO and KEGG analyses of the 345 
overlapping DE mRNAs were further used to annotate 
their functions. Results showed that the overlapping 
DE genes were significantly enriched in the biologi-
cal processes, including regulation of Notch signaling 

pathway, cell volume homeostasis, immune response, 
positive regulation of angiogenesis, small GTPase 
mediated signal transduction, signal transduction, and 
intrinsic apoptotic signaling pathway in response to 
DNA damage (Fig.  4C). Furthermore, KEGG analysis 
showed that the overlapping DE genes were grouped 
into the functional categories of other types of O-gly-
can biosynthesis, VEGF signaling pathway, Toll-like 
receptor signaling pathway, fatty acid metabolism, 
and phosphatidylinositol signaling system (Fig.  4D). 
Meanwhile, the overlapping DE genes and their corre-
sponding lncRNAs that enriched in the immune related 
pathways were visualized by using Cytoscape (Fig. 4E). 
The aforementioned results indicated that the induced 

Fig. 1  Effect of avian pathogenic E. coli (APEC) infection on immune response of chicken macrophages. A The morphology of chicken 
macrophages with or without APEC infection. B The cell viability of chicken macrophages before and after APEC infection. C The nitric oxide (NO) 
production of chicken macrophages before and after APEC infection. D-G. The mRNA expression level of IL6 (D), IL8 (E), IL1β (F), and TNFα (G) 
in chicken macrophages before and after APEC infection. Data are shown as mean ± SD; n = 4 independent experiments; * p < 0.05; ** p < 0.01; *** 
p < 0.001; NS, not significant
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Fig. 2  The differentially expressed (DE) lncRNAs and mRNAs in APEC infected macrophages (APEC) vs. non-infected macrophages (Control). A-B 
Volcano plot diagram of the DE lncRNAs (A) and mRNAs (B) between APEC infected macrophages and non-infected macrophages. C-D Hierarchical 
clustering of the DE lncRNAs (C) and mRNAs (D)
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Fig. 3  GO and KEGG pathway analyses of the differentially expressed (DE) genes in avian pathogenic E. coli infected macrophages (APEC) vs. 
non-infected macrophages (Control). A GO analysis of the DE genes in APEC vs. Control. B KEGG analysis of the DE genes in APEC vs. Control
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lncRNAs-mRNAs regulated immunity, signal transduc-
tion, and apoptosis during APEC infection.

RT‑qPCR analysis of the lncRNA‑mRNA pairs
To validate the predicted lncRNA-mRNA pairs, we ran-
domly selected five DE lncRNAs and their five target 
mRNAs (the DE genes) for RT-qPCR analysis. Results 
showed that the relative changes in the expression lev-
els of lncRNAs and their target mRNAs (the DE genes) 
expression levels were consistent with those detected in 
RNAseq (Fig. 5). These results indicated that the RNAseq 
data, together with the predicted lncRNA − mRNA pairs, 
were reliable and accurate.

LncRNA TCONS_00007391 and CD86 were up‑regulated 
during APEC infection
The pair of lncRNA TCONS_00007391 and CD86 were 
selected for further study because they were predicted 
to be involved in Toll-like receptor signaling pathway 
based on the functional analysis of DE lncRNAs and 
mRNAs. We first investigated the correlation between 
lncRNA TCONS_00007391 and CD86 by examining 
their transcript levels in chicken macrophages infected 
with APEC at different time points. The expression of 
TCONS_00007391 was significantly increased in an 
APEC dose- and infection time-dependent manner. At 
a concentration of 1 × 107 cfu/mL APEC, the expression 
of TCONS_00007391 was significantly increased at 12 h, 
and peaked at 24–48 h (Fig. 6A). After APEC (1 × 106 cfu/
mL) infection for 24 h, the TCONS_00007391 expression 
level was significantly higher than that in Control group 
(Fig.  6B). The expression level of TCONS_00007391 
reached its peak with 1 × 107  cfu/mL APEC infection, 
while it decreased with 1 × 108 cfu/mL APEC infec-
tion (Fig.  6B). In addition, CD86, the target gene of 
TCONS_00007391, was also significantly up-regulated in 
an APEC dose-dependent (Fig.  6C) and infection time-
dependent manner (Fig. 6D). These results indicated that 
a positive correlation existed between TCONS_00007391 
and CD86.

Expression pattern of LncRNA TCONS_00007391 and CD86 
in different tissues
Total RNA was isolated from ten tissues (heart, liver, 
lung, cecum, stomach, duodenum, cerebrum, cer-
ebellum, ileum, and spleen). The expression level of 
TCONS_00007391 and CD86 in different tissues was 
determined by RT-qPCR. As shown in Fig.  7A, the 
TCONS_00007391 expression level was significantly 
higher in lung, cecum, stomach, duodenum, ileum, and 
spleen in comparison to heart (p < 0.01). Furthermore, it 
is worth noting that CD86, a lncRNA TCONS_00007391 
potential target mRNA, also had significant higher expres-
sion level in lung, cecum, stomach, duodenum, ileum, and 
spleen compared to heart (p < 0.01) (Fig. 7B). These results 
indicated that TCONS_00007391 and CD86 had the same 
expression pattern in chicken different tissues.

Construction of overexpression and interference vector 
of lncRNA TCONS_00007391
To identify the potential role of lncRNA TCONS_ 
00007391 in APEC infection, we designed and con-
structed the specific interference and overexpression 
vector of TCONS_00007391. As shown in Fig. 8A-B and 
supplementary file 1-2, the interference recombination 
plasmid was successfully constructed according to the 
results of double enzyme digestion electrophoresis gel 
and Sanger sequencing. At 48 h after transfection, the 
shRNA1 and shRNA3 of lncRNA TCONS_00007391 
can markedly decrease the expression level of 
TCONS_00007391 compared with the blank group 
(p < 0.01) (Fig.  8C). The shRNA1 of TCONS_00007391 
was used for follow-up experiments due to its strongest 
interference activity. Meanwhile, bacterial liquid PCR 
amplification showed that the overexpression recombina-
tion plasmid of TCONS_00007391 was also successfully 
obtained (Fig. 8D, supplementary file 3-4). The expression 
of TCONS_00007391 was significantly increased after 
macrophages transfected with the overexpression plasmid 
in comparison to blank group (p < 0.0001) (Fig. 8E).

(See figure on next page.)
Fig. 4  Functional analysis of the overlapping genes between the differentially expressed (DE) mRNAs and the potential target genes of DE lncRNAs 
in avian pathogenic E. coli infected macrophages (APEC) vs. non-infected macrophages (Control). A. The potential target genes of the identified 
DE lncRNAs. B. Venn diagram of the number of the overlapping genes between the DE mRNAs and the target genes of DE lncRNAs in APEC vs. 
Control. C. GO analysis of the overlapping genes between the DE mRNAs and the target genes of DE lncRNAs in APEC vs. Control. a, P2RY8; b, 
GPR35L; c, GPR35; d, GPR65; e, LOC112532977; f, LFNG; g, GALNT11; h, MFNG; i, SLC12A4; j, ADD1; k, SLC12A9; l, JUP; m, PRKCB; n, BRCA1; o, RHOB; p, 
VEGFA; q,CD86; r, TNFSF15; s, LY86; t, TNFSF8; u, TLR7; v, CTSV; w, CD244; x, RASGEF1A; y, RASGEF1B; z, DOCK8; aa, LOC429518; ab, RND2; ac, CHRNA1; ad, 
PHLPP1; ae, LOC428967; af, LRRK1; ag, FAM13A; ah, AFDN; ai, RASSF5; aj, IL1RAPL2; ak, RHPN1; al, TCP11L1; am, SRGAP2; an, PLPP1; ao, BCL2A1; ap, IKBKE; A, 
positive regulation of Rho protein signal transduction; B, regulation of Notch signaling pathway; C, cell volume homeostasis; D, positive regulation 
of angiogenesis; E, immune response; F, small GTPase mediated signal transduction; G, signal transduction; H, intrinsic apoptotic signaling pathway 
in response to DNA damage. D. KEGG analysis of the overlapping genes between the DE mRNAs and the target genes of DE lncRNAs in APEC vs. 
Control. E. Cytoscape visualizing of the overlapping DE genes and their corresponding lncRNAs that enriched in the immune related pathway
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Fig. 4  (See legend on previous page.)
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Fig. 5  RT-qPCR was used to validate the RNAseq data. A The fold change of the differentially expressed (DE) lncRNA-mRNA pairs in RNAseq data. B 
The relative expression level of the differentially expressed (DE) lncRNA-mRNA pairs in RT-qPCR experiment
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Effect of lncRNA TCONS_00007391 on APEC infected 
macrophages
As shown in Fig.  9, lncRNA TCONS_00007391 inter-
ference can significantly suppress the expression level 
of TNFα, IL8, IL6, and IL1β with or without APEC 
infection, while overexpression of TCONS_00007391 
can significantly increase the expression of those 
cytokines. After silencing/overexpressing lncRNA 
TCONS_00007391, both morphology and viability of 
chicken macrophages with or without APEC infec-
tion were examined to identify the function of lncRNA 
by using microscope and CCK8 assay, respectively. 

Results showed that cytopathic effects occurred in 
chicken macrophages after APEC infection in com-
parison to the Control group. Knockdown of lncRNA 
TCONS_00007391 can significantly attenuate the 
APEC induced cytopathy, whereas overexpression of 
TCONS_00007391 was able to exacerbate the APEC 
induced cellular injury (Fig. 10A). Furthermore, it was 
found that overexpression of TCONS_00007391 can 
significantly reduce the APEC induced cell survival rate 
in comparison to APEC and Control group (Fig. 10B). 
However, knockdown of lncRNA TCONS_00007391 
was able to rescue the APEC induced cell survival rate 

Fig. 6  The correlation between lncRNA TCONS_00007391 and CD86 upon APEC infection. A and C. The expression level of lncRNA TCONS_00007391 
(A) and CD86 (C) after chicken macrophages infected with APEC (1 × 107 cfu/mL) for 3 h, 6 h, 12 h, 24 h, and 48 h by using RT-qPCR. B and D The 
expression level of lncRNA TCONS_00007391 (B) and CD86 (D) after chicken macrophages infected with APEC at different concentrations (0, 106 cfu/
mL, 107 cfu/mL, and 108 cfu/mL) for 24 h via RT-qPCR. data represent the mean ± SD of four independent experiments. * p < 0.05; ** p < 0.01
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compared to the APEC infection group (Fig.  10B). 
Therefore, these results suggested that knockdown 
lncRNA TCONS_00007391 could alleviate the inflam-
matory response and increase cell viability during 
APEC infection.

CD86 was the target of lncRNA TCONS_00007391
According to the results of RNAplex, CD86, which 
is differentially expressed upon APEC infection, 
was predicted to be the potential target of lncRNA 
TCONS_00007391. Dual luciferase reporter gene system 
was first used to identify the interaction between lncRNA 
TCONS_00007391 and CD86. It was found that luciferase 
activity was significantly decreased in the macrophages 
transfected with TCONS_00007391 knockdown plasmid 
and pGL3-CD86, whereas it was significantly increased 
in the macrophages transfected with TCONS_00007391 
overexpression plasmid and pGL3-CD86 (Fig.  10C and 
E). Moreover, results of RT-qPCR showed that the CD86 
mRNA expression level was significantly declined in the 
knockdown of lncRNA TCONS_00007391 compared 
with the negative control (Fig.  10D), while markedly 
increased in the overexpression of TCONS_00007391 
group (Fig.  10F). The aforementioned results indicated 
that lncRNA TCONS_00007391 was able to regulate the 
expression of CD86.

Discussion
APEC, a group of gram-negative bacteria, is responsible 
for causing avian diseases, which can be acute or chronic. 
These diseases result in significant economic losses 
in poultry industry [19–21]. However, the underlying 

molecular mechanisms of host immune response against 
APEC infection are still poorly understood. Recently, 
accumulated studies have demonstrated that the lncRNAs 
are widely involved in various physiological and patho-
logical processes, including bacterial infection [22–24]. 
However, little is known for the role of lncRNAs during 
APEC infection. Macrophages are key cells that initi-
ate inflammation. They can participate in the inflamma-
tory response by activating immune system and releasing 
a series of inflammatory mediators, such as cytokines. 
Therefore, in this study, transcriptome analysis of lncR-
NAs and mRNAs was investigated in APEC infected 
chicken macrophages, among which the function of novel 
lncRNA, TCONS_00007391 was specially validated. This 
study was the first to investigate the complex regulation of 
lncRNAs in APEC infected chicken macrophages.

In current study, the DE lncRNAs and DE genes 
identified by the transcriptome analysis were involved 
in a high consistency of pathways, resulting in rela-
tively more reliable target relationships between lncR-
NAs and mRNAs. Both the up-regulated lncRNAs 
and mRNAs are mainly involved in immune pathway 
related to Toll-like receptor signaling pathway, indi-
cating the potential synergistic effect of lncRNA and 
mRNA. It has been demonstrated that Toll-like recep-
tor (TLR) signaling pathway, which is essential for the 
innate immune system, is involved in recognition of 
the bacteria and induction of the reactive oxygen spe-
cies (ROS), type I IFN, NFκB activation of proinflam-
matory cytokines [25–27].

The pair of TCONS_00038895-MAPK14 was detected 
in the aforementioned pathway (TLR signaling pathway). 

Fig. 7  Relative expression pattern of lncRNA TCONS_00007391 and CD86 gene in chicken different tissues. A-B. The relative expression level 
of TCONS_00007391 (A) and CD86 (B) in heart, liver, lung, cecum, stomach, duodenum, cerebrum, cerebellum, ileum, and spleen were measured 
by using RT-qPCR. The result was normalized with GAPDH gene and relative to gene expression in the heart group. Data are shown as mean ± SD; 
n = 8; ** indicates p < 0.01
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MAPK14 is particularly important in the regulation 
of inflammation and cell death [28–30]. MAPK14 has 
shown to regulate the lipopolysaccharide (LPS) induced 
lung cell injury [31]. In present study, the fold change 
of lncRNA TCONS_00038895 and MAPK14 was 4.92 
and 2.02, respectively. The pair of TCONS_00007391 
and CD86 was also involved in the Toll-like recep-
tor signaling pathway with a fold change of 8.99 and 
9.92, respectively. Moreover, the expression pattern of 
TCONS_00007391 and CD86 was similar in chicken dif-
ferent tissues, indicating their highly positive correla-
tion. Researchers have demonstrated that lncRNAs had 
function to cooperate with neighboring genes to per-
form cis regulatory function [11, 32, 33]. Furthermore, 

Dimitrova et  al. found that LincRNA-p21 was able to 
regulate p21 in cis form to modulate the activation and 
chromatin state of hundreds of downstream genes [34]. 
In present study, we also found that the novel lncRNA 
TCONS_00007391 was capable of cis-regulating of the 
expression level of CD86.

CD86, a member of the immunoglobulin superfam-
ily, is constitutively expressed on the immune cells, 
including dendritic cells, macrophages, B cells and 
other antigen-presenting cells [35–39].CD86 can 
bind to CD28 to provide costimulatory signals neces-
sary for T cell activation and survival [40, 41]. CD86 
can also bind to the CTLA-4 receptor on T cells to 
inhibit T cell activation [42–44]. In present study, 
CD86 had a significantly higher expression level 

Fig. 8  Construction and activity verification of TCONS_00007391 RNA interference/overexpression vector. A Double enzyme digestion 
of the TCONS_00007391 interference recombination plasmid. M, Marker; 1, empty vector; 2–3, shRNA1; 4–5, shRNA2; 6–7, shRNA3. B Sanger 
sequencing of the TCONS_00007391 interference recombination plasmid. C Relative expression of TCONS_00007391 in macrophages transfected 
with shRNA vectors for 48 h as measured by RT-qPCR. D Bacterial liquid PCR amplification of TCONS_00007391. M, Marker; 1–6, TCONS_00007391. E 
Relative expression of TCONS_00007391 in macrophages transfected with overexpression vector for 48 h as measured by RT-qPCR
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during APEC infection, indicating both the innate and 
acquired immunity were highly activated during APEC 
infection.

Since lncRNAs could regulate the immune response 
against bacterial infection [45–47], we also validated 
the function of novel lncRNA TCONS_00007391, a 
regulator of CD86 identified in this study, by gene 
silencing and overexpression. Results showed that 
knockdown of TCONS_00007391 can rescue the 
APEC induced cellular injury, while overexpression of 
TCONS_00007391 can exacerbate the APEC induced 
cellular injury. Altogether, the aforementioned find-
ings provide new directions for better understanding 

of host response to APEC infection and offer new 
insights for the preventing and treating of APEC 
infection.

Conclusion
In summary, we investigate the transcriptional pro-
files of lncRNAs and mRNAs in chicken macrophages 
upon APEC infection by RNAseq. A total of 816 DE 
lncRNAs and 1,798 DE mRNAs were identified to be 
associated with APEC-host interactions. Moreover, 
the overlapping genes between DE lncRNAs and DE 
mRNAs were enriched in Toll like receptor signal-
ing pathway and VEGF signaling pathway, suggesting 

Fig. 9  The effects of lncRNA TCONS_00007391 on different cytokines in chicken macrophages with or without APEC infection. A-D The expression 
levels of four pro-inflammatory mediators, including IL1β (A), IL6 (B), IL8 (C), and TNFα (D) were analyzed using RT-qPCR after chicken macrophages 
were transfected with the overexpression/interference of TCONS_00007391 vector associated with or without APEC infection. Data are shown 
as mean ± SD; n = 4 independent experiments; * p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001
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that the lncRNA-mRNA pairs were involved in 
chicken immune related pathways against APEC 
infection. Furthermore, the identified novel lncRNA 
TCONS_00007391 was able to regulate the APEC 
induced inflammatory response by directing target-
ing CD86. The present findings not only provide a new 
perspective for chicken in response to APEC infection, 
but also offer the potential drug targets for therapy 
development against APEC infection.

Materials and methods
APEC O78
The bacteria strain of APEC O78 was from Chinese 
Veterinary Culture Collection Center (CVCC, Beijing, 
China). LB agar plate was used to grow APEC O78. 
Then, a single colony was picked to LB medium for 

continuously culturing at 37  °C overnight. Before APEC 
infection, the bacteria culture medium was centrifugated 
at 5000 × g for 15 min to obtain the APEC O78 pellets. 
Then, the pellets were washed three times by using PBS. 
Bacteria were counted based on spectral readings at 600 
nm, and the inoculum was adjusted to the desired bac-
terial concentration in PBS. Counts were confirmed by 
plating serial dilutions of the inoculum on MacConkey 
agar overnight. The gradient test of a previous infection 
experiment indicated that 0.1 mL of the 1 × 108  cfu/mL 
concentration of APEC O78 was the most suitable dosage 
to induce cellular immune response [48].

Cell culture
The HD11 macrophages were grown in RPMI1640 
(Gibco, Carlsbad, CA, USA) supplemented with 10% 

Fig. 10  TCONS_00007391 was able to regulate avian pathogenic E. coli (APEC) induced cell viability via targeting CD86. A The morphology 
of chicken macrophages in the groups of Control, APEC, ovexpression of TCONS_00007391 + APEC, and knockdown of TCONS_00007391 + APEC. 
B The cell viability of chicken macrophages in the groups of Control, APEC, ovexpression of TCONS_00007391 + APEC, and knockdown 
of TCONS_00007391 + APEC. Data are shown as mean ± SD; n = 4 independent experiments; * p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001. C 
Luciferase reporter assay was used to determine the relationship between knockdown of TCONS_00007391 and CD86. Firefly luciferase activities 
were normalized to Renilla luciferase activities. Data are shown as mean ± SD; n = 4 independent experiments; ** p < 0.01, **** p < 0.0001. D 
RT-qPCR analysis of CD86 mRNA expression in macrophages transfected with the TCONS_00007391 knockdown plasmid. Data are shown 
as mean ± SD; n = 4 independent experiments; ** p < 0.01, **** p < 0.0001. E Luciferase reporter assay was used to determine the relationship 
between overexpression of TCONS_00007391 and CD86. Firefly luciferase activities were normalized to Renilla luciferase activities. Data are shown 
as mean ± SD; n = 4 independent experiments; ** p < 0.01, **** p < 0.0001. F RT-qPCR analysis of CD86 mRNA expression in macrophages transfected 
with the TCONS_00007391 overexpression plasmid. Data are shown as mean ± SD; n = 4 independent experiments; **** p < 0.0001
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fetal bovine serum (FBS, Gibco, Carlsbad, CA, USA) in a 
humidified incubator with 5% CO2 at 37 °C. Macrophages 
were passaged before 80–90% confluence.

APEC infection
Macrophages (1 × 105 cells/well) were seeded in 48-well 
plates and divided into Control and APEC group. The 
Control group indicated that chicken macrophages did 
not infect with APEC. For APEC group, cells were chal-
lenged with 0.1 mL APEC O78 (1 × 108 cfu/mL) for 24 
h. The cells were observed under an optical microscope 
(Olympus, Japan). Then, supernatant was discarded and 
cells were washed with PBS for two times. Cells were 
digested by trypsin for 2 min and culture medium was 
used to stop the digestion. Cells were collected after cen-
trifugation at 626 × g for 6 min. The harvested cells were 
used for subsequent experiment.

Detection of inflammatory factors expression levels 
in macrophages infected with APEC
Macrophages from Control and APEC group were used 
to isolate the total RNA by Trizol reagent (Invitrogen, 
Carlsbad, CA, USA). The quality and concentration of 
the extracted RNA was detected by Nanodrop ND-1000 
spectrophotometer (Thermo Fisher ScientificInc., MA, 
USA). Then, the RNA was reverse transcribed into 
cDNA using a Reverse Transcription Kit (Takara, Dalian, 
China). cDNA was synthetized using the One Step 
SYBR® PrimeScript® PLUS RTRNA PCR Kit (Takara, 
Dalian, China). RT-qPCR was used to identify the expres-
sion level of inflammatory factors (IL1β, IL8, IL6, and 
TNFα). Primer sequences of the inflammatory factors 
were displayed in Table S1.

Total RNA Extraction, cDNA library, and RNA sequencing
RNA isolation kit (QIAGEN, Hilden, Germany) was 
used to extract the total RNA from chicken macrophages 
with or without APEC infection. Then, agarose gel elec-
trophoresis and a Nanodrop™ OneCspectrophotometer 
(Thermo Fisher Scientific Inc., MA, USA) were used to 
determine the quality of total RNA. RNA integrity num-
ber (RIN) was also detected by Qseq (Qseq100, Guang-
ding, Taiwan). Ribo-off rRNA depletion kit (Illumina, 
San Diego, CA, USA) was used to construct the stranded 
RNA sequencing libraries with 2 μg of the qualified RNA. 
The quality of the libraries was determined by Qubit 3.0 
with Qubit™ RNA Broad Range Assay kit (Life Technolo-
gies, Carlsbad, CA, USA). Then, the libraries with 200–
500 bps were sequenced on NovaSeq 6000 sequencer 
(Illumina, San Diego, CA, USA) with PE150 sequencing 
platform.

Analysis of RNA sequencing data
Trimmomatic (version 0.36) was used to filter the low-
quality reads and adaptor sequences. The duplicated 
reads introduced in PCR amplification or sequencing 
were also removed. After that, STRA software (version 
2.5.3a) was used to map the deduplicated clean reads to 
chicken reference genome (gallus gallus 6: https://​asia.​
ensem​bl.​org/​info/​data/​ftp/​index.​html). New transcripts 
(lncRNAs) were identified by using Stringtie (version 
1.3.2). The criteria for identifying new lncRNAs include 
transcripts that are longer than 200 bp and have more 
than 2 exons and 3 reads. Then, the coding potential of 
new transcripts was predicted by CPC2 (version 2.0), 
CPAT (version 1.2.4), CNCI (version 2), and Pfam (ver-
sion 27.0). FeatureCounts (Subread-1.5.1, Bioconduc-
tor) was used to determine the expression of novel and 
known lncRNAs. Finally, reads per kilobase of exon 
model per million mapped reads (RPKM) was used for 
normalization.

EdgeR package (version 3.12.1) [49] was used to identify 
the differentially expressed (DE) lncRNAs and mRNAs 
between APEC and Control group. The threshold of the 
statistical significance of DE lncRNAs or DE mRNAs was 
the adjusted p value less than 0.05 and |log2(fold-change)| 
more than 1. RIsearch (version 2.0) [50] was used to pre-
dict the DE lnRNAs anti-sense targets with the criteria of 
the minimum binding free energy less than –50. Mean-
while, the potential cis targets were investigated in 100 kb 
upstream and downstream of the DE lncRNAs. WGCNA 
(version 1.51) [51] was used to analyze the co-expression 
of mRNA and lncRNA with the criteria of weight value 
and R2 value more than 0.8. The overlapped targets of 
anti-sense and cis were used for further analysis. Then, 
KOBAS software (version: 2.1.1) [52] was used to identify 
the potential function of the target genes of DE lnRNAs 
with the criteria of p value less than 0.05.

Plasmid constructions and cell transfection
According to the sequence of lncRNA TCONS_00007391, 
the RNA interference target sequence was designed as 
following: siRNA1: GCC​TTC​TGG​ACA​GTG​CCT​GAA; 
siRNA2: GGA​TCC​AGG​AGC​CTT​CAA​CAT; siRNA3: 
GCT​CAT​CTA​AGA​GCA​ACA​GAA. The oligo sequence 
was synthesized and named as shRNA1, shRNA2, and 
shRNA3. After annealing, the double-stranded DNA 
vector (PCR product) was formed. The PLVX-EF1α-
IRES-puro vector was digested with double restriction 
enzymes (BamH I and EcoR I) to produce the line plas-
mid. The obtained PCR product was then cloned into 
the line plasmid. The ligated products were transformed 
into Escherichia coli cells overnight culture. Positive 

https://asia.ensembl.org/info/data/ftp/index.html
https://asia.ensembl.org/info/data/ftp/index.html
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single bacteria were sequenced. Then, the vector was 
transfected into chicken macrophages and the fluores-
cence expression was observed at 48 h. Cells from blank, 
shRNA-NC, shRNA1, shRNA2, and shRNA3 were har-
vested and used to isolate the total RNA. The RNA was 
reverse transcribed into cDNA, and the interference effi-
ciency was detected by RT-qPCR. Full-length lncRNA 
TCONS_00007391 was amplified by PCR and inserted 
into the pcDNA3.1 vector with Hind III and EcoR I 
restriction sites to produce pcDNA3.1-lncRNA. The 
primer for pcDNA3.1-lncRNA is displayed in Table  S2. 
After macrophages were transfected with pcDNA3.1 or 
pcDNA3.1-lncRNA for 48 h, differently treated cells were 
collected to identify the overexpression efficiency with 
RT-qPCR.

2,000 bp of the upstream of CD86 transcription start 
site was selected to construct the vector of its promoter. 
The CD86 promoter fragment were amplified using 
5’ unidirectional deletion specific primers containing 
BamH I and EcoR I restriction enzyme sites, respec-
tively. The PCR products were cloned into pGL3-basic 
luciferase reporter vector (Progema, Madison, WI, USA) 
using T4 DNA ligase (TaKaRa, Dalian, China). After 
enzyme digestion and sequencing identification, the 
recombinant plasmids were extracted using EndoFree 
Mini Plasmid Kit II (Tiangen, Beijing, China), and named 
pGL3-CD86.

Dual‑luciferase reporter assay
When the cells reached 70–80% confluence, 1 × 105 cells 
were seeded in 24-well plates. To verify the relationship 
between lncRNA TCONS_00007391 and CD86, each 
recombinant plasmid (800 ng) was co-transfected with 
internal vector pRL-TK (20 ng) using Lipofectamine™ 
8000 reagent according to the manufacturer’s protocol. 
After 48 h post-transfection, the luciferase activity was 
detected using the dual luciferase reporter assay sys-
tem (Vazyme, Nanjing, China) and the pGL3-basic vec-
tor was used as a negative control. The firefly luciferase 
and Renilla luminescence activities were measured in a 
multi-function microplate reader (Biotek, Winooski, VT, 
USA).

Verification of RNAseq data via RT‑qPCR
RT-qPCR was used to determine the reliable of 
RNAseq data. Primer sequences of CD86, TLR7, 
MAPK14, PRKCB, CD80, TCONS_00007391, ENSGAL 
G00000049035, TCONS_00038895, ENSGALG000000 
37400, and TCONS_00007916 were displayed in 
Table  S1. Macrophages from Control and APEC group 
were collected and used to extract total RNA for subse-
quent RT-qPCR experiment.

RT‑qPCR
RT-qPCR was conducted using a SYBR® Premix Ex Taq™ 
II Kit (Takara, Dalian, China). The thermal cycling condi-
tions of RT-qPCR were as follows: denaturation for 3 min 
at 95 °C, 40 cycles for 10 s at 95 °C, 58 °C for 30 s, and 
then 72 °C for 30 s. Relative expression of the lncRNAs/
genes were calculated using the 2−∆∆Ct method. GADPH 
was utilized as an internal control. The formula of ΔΔCt 
is (Ct of lncRNA/gene in test group—Ct of GAPDH in 
test group)—(Ct of lncRNA/gene in control group—Ct of 
GAPDH in control group).

Samples collection
The expression patterns of TCONS_00007391 and CD86 
were investigated in chicken different tissues. Briefly, 
eight healthy sanhuang adult roosters with uniform body 
weight were purchased from Wangyuan Livestock and 
Poultry Breeding Co., Ltd (Shandong, China). The birds 
were kept under conventional housing conditions with-
out any vaccinations. The roosters (n = 8) were euthanized 
by CO2 inhalation. A total of ten tissues was collected, 
including heart, liver, lung, cecum, stomach, duodenum, 
cerebrum, cerebellum, ileum, and spleen. Then, all the 
harvested tissues were stored at − 80  °C for subsequent 
total RNA extraction and RT-qPCR experiment.

Cell viability assay
A density of 1 × 105 cells/well was seeded in a 96-well 
plate containing 100 μL of medium per well. Then, cells 
were divided into four groups: (1) Control: cells that 
were neither infected APEC nor transfected with plas-
mids; (2) APEC: cells that were infected with APEC for 
24  h; (3) oelncRNA + APEC: cells that were first trans-
fected with overexpression of lncRNA TCONS_00007391 
vector (oelncRNA) for 48  h, and then infected with 
APEC for 24  h; (4) shRNA + APEC: cells that were first 
transfected with RNA interference vector of lncRNA 
TCONS_00007391 (shRNA) for 48  h, and then infected 
with APEC for 24 h. The viability of chicken macrophages 
from different groups (Control, APEC, oelncRNA + APEC, 
and shRNA + APEC) was determined using Cell Count-
ing Kit 8 (CCK8) (Vazyme, Nanjing, China). The cells were 
incubated for 2 h in 10 μL of CCK8 solution. The absorb-
ance (optical density, OD) was measured at 450 nm using a 
microplate reader (DR-200Bs, Diatek, Wuxi, China).

Data analysis
Statistical analysis was conducted using a one-way ANOVA 
and the Turkey Honestly Significant (HSD) differences test 
with JMP statistical software (version 15.2.1, SAS Institute). 
Data are expressed as the mean ± standard deviation (SD). 
Statistical significance was defined as p < 0.05.



Page 16 of 17Sun et al. BMC Veterinary Research           (2024) 20:49 

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s12917-​024-​03890-7.

Additional file 1. 

Acknowledgements
We would like to thank Xuming Hu who provided the chicken macrophages 
HD11 for this experiment.

Authors’ contributions
HS and HL designed the experiments and wrote the original manuscript. XC, 
YM, and S provided the methodology and validated the RNA-seq data. HS, 
LQ and WH revised the manuscript. All authors have read and agreed to the 
published version of the manuscript.

Funding
This research was supported by grants from the Yangzhou International Sci-
ence and Technology Cooperation Project (YZ2023260) and the "JBGS" Project 
of Seed Industry Revitalization in Jiangsu Province (JBGS[2021]029)”.

Availability of data and materials
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. The raw sequence reads were deposited 
into NCBI SRA database under accession no. PRJNA1002001.

Declarations

Ethics approval and consent to participate
The procedures involving animals and their care were accordance with the 
United States National Institute of Health guidelines (NIH Pub. No. 85–23, 
revised 1996). The experiments were conducted under the approval of the 
Ethics Committee of Yangzhou University for Laboratory and Experimental 
Animals.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 10 August 2023   Accepted: 18 January 2024

References
	1.	 Dziva F, Stevens MP. Colibacillosis in poultry: unravelling the molecular 

basis of virulence of avian pathogenic Escherichia coli in their natural 
hosts. Avian Pathol. 2008;37:355–66.

	2.	 Barbieri NL, De Oliveira AL, Tejkowski TM, Pavanelo DB, Matter LB, Pinheiro 
SR, et al. Molecular characterization and clonal relationships among 
Escherichia coli strains isolated from broiler chickens with colisepticemia. 
Foodborne Pathog Dis. 2015;12:74–83.

	3.	 Dho-Moulin M, Fairbrother JM. Avian pathogenic Escherichia coli (APEC). 
Vet Res. 1999;30:299–316.

	4.	 Lima Barbieri N, Nielsen DW, Wannemuehler Y, Cavender T, Hussein A, Yan 
S, et al. mcr-1 identified in avian pathogenic Escherichia coli (APEC). PLoS 
ONE. 2017;12:e0172997.

	5.	 Maluta RP, Nicholson B, Logue CM, Nolan LK, Rojas TC, Dias da SW. Com-
plete genomic sequence of an avian pathogenic Escherichia coli strain of 
serotype O7:HNT. Genome Announc. 2016;4:123.

	6.	 Borges CA, Maluta RP, Beraldo LG, Cardozo MV, Guastalli EAL, Kariya-
wasam S, et al. Captive and free-living urban pigeons (Columba livia) 
from Brazil as carriers of multidrug-resistant pathogenic Escherichia coli. 
Vet J. 2017;219:65–7.

	7.	 Borzi MM, Cardozo MV, de Oliveira ES, de Souza PA, Guastalli EAL, dos San-
tos LF, et al. Characterization of avian pathogenic Escherichia coli isolated 
from free-range helmeted guineafowl. Braz J Microbiol. 2018;49:107–12.

	8.	 Kabiswa W, Nanteza A, Tumwine G, Majalija S. Phylogenetic groups and 
antimicrobial susceptibility patterns of Escherichia coli from healthy 
chicken in eastern and Central Uganda. J Vet Med. 2018;2018:9126467.

	9.	 Tello A, Austin B, Telfer TC. Selective pressure of antibiotic pollu-
tion on bacteria of importance to public health. Env Health Pers. 
2012;120:1100–6.

	10.	 Quinn JJ, Chang HY. Unique features of long non-coding RNA biogenesis 
and function. Nat Rev Genet. 2016;17:47–62.

	11.	 Gil N, Ulitsky I. Regulation of gene expression by cis-acting long non-
coding RNAs. Nat Rev Genet. 2020;21:102–17.

	12.	 Dykes IM, Emanueli C. Transcriptional and post-transcriptional gene 
regulation by long non-coding RNA. Genom Proteom Bioinform. 
2017;15:177–86.

	13.	 Cao L, Tan Q, Tan Q, Zhu R, Ye L, Shi G, Yuan Z. LncRNA MIR4435-2HG 
suppression regulates macrophage M1/M2 polarization and reduces 
intestinal inflammation in mice with ulcerative colitis. Cytokine. 
2023;170:156338.

	14.	 Liang Y, Xu XD, Xu X, Cai YB, Zhu ZX, Zhu L, Ren K. Linc00657 promoted 
pyroptosis in THP-1-derived macrophages and exacerbated athero-
sclerosis via the miR-106b-5p/TXNIP/NLRP3 axis. Int J Biol Macromol. 
2023;253(Pt4):126953.

	15.	 Hu R, Molibeli KM, Zhu L, Li H, Chen C, Wang Y, Xiong D, Liu J, Tang L. 
Long non-coding RNA-xloc_002383 enhances the inhibitory effects of 
THP-1 macrophages on Mycobacterium avium and functions as a com-
peting endogenous RNA by sponging miR-146a-5p to target TRAF6. 
Microbes Infect. 2023;25(7):105175.

	16.	 Poulet C, Njock MS, Moermans C, Louis E, Louis R, Malaise M, et al. 
Exosomal long non-coding RNAs in lung diseases. Int J Mol Sci. 
2020;21:3580.

	17.	 Ahmad I, Naqvi RA, Valverde A, Naqvi A. LncRNA MALAT1/microRNA-
30b axis regulates macrophage polarization and function. Front 
Immunol. 2023;14:1214810.

	18.	 Ma M, Pei Y, Wang X, Feng J, Zhang Y, Gao MQ. LncRNA XIST mediates 
bovine mammary epithelial cell inflammatory response via NFκB/
NLRP3 inflammasome pathway. Cell Prolif. 2019;52:e12525.

	19.	 Newman DM, Barbieri NL, de Oliveira AL, Willis D, Nolan LK, Logue CM. 
Characterizing avian pathogenic Escherichia coli (APEC) from colibacil-
losis cases, 2018. PeerJ. 2021;9:e11025.

	20.	 Alber A, Stevens MP, Vervelde L. The bird’s immune response to avian 
pathogenic Escherichia coli. Avian Pathol. 2021;50:382–91.

	21.	 Li R, Li N, Zhang J, Wang Y, Liu J, Cai Y, et al. Expression of immune-
related genes of ducks infected with avian pathogenic Escherichia coli 
(APEC). Front Microbiol. 2016;7:637.

	22.	 Gao R, Wang L, Bei Y, Wu X, Wang J, Zhou Q, et al. Long noncoding RNA 
cardiac physiological hypertrophy-associated regulator induces cardiac 
physiological hypertrophy and promotes functional recovery after 
myocardial ischemia-reperfusion injury. Circulation. 2021;144:303–17.

	23.	 Zhang X, Hamblin MH, Yin KJ. The long noncoding RNA Malat1: 
its physiological and pathophysiological functions. RNA Biol. 
2017;14:1705–14.

	24.	 Xu Q, Ma G, Li D, Bai F, Fang J, Zhang G, et al. LncRNA C2dat2 facilitates 
autophagy and apoptosis via the miR-30d-5p/DDIT4/mTOR axis in cer-
ebral ischemia-reperfusion injury. Aging. 2021;13:11315–35.

	25.	 Krakauer T. Inflammasomes, autophagy, and cell death: the trinity of 
innate host defense against intracellular bacteria. Mediators Inflamm. 
2019;2019:2471215.

	26.	 Vu A, Calzadilla A, Gidfar S, Calderon-Candelario R, Mirsaeidi M. Toll-like 
receptors in mycobacterial infection. Eur J Pharmacol. 2017;808:1–7.

	27.	 Ma Y, Han F, Liang J, Yang J, Shi J, Xue J, et al. A species-specific activation 
of toll-like receptor signaling in bovine and sheep bronchial epithelial 
cells triggered by mycobacterial infections. Mol Immunol. 2016;71:23–33.

	28.	 Wu W, Zhang W, Choi M, Zhao J, Gao P, Xue M, et al. Vascular smooth 
muscle-MAPK14 is required for neointimal hyperplasia by suppressing 
VSMC differentiation and inducing proliferation and inflammation. Redox 
Biol. 2019;22:101137.

	29.	 Gao P, Gao P, Zhao J, Shan S, Luo W, Slivano OJ, et al. MKL1 cooperates 
with p38MAPK to promote vascular senescence, inflammation, and 
abdominal aortic aneurysm. Redox Biol. 2021;41:101903.

https://doi.org/10.1186/s12917-024-03890-7
https://doi.org/10.1186/s12917-024-03890-7


Page 17 of 17Sun et al. BMC Veterinary Research           (2024) 20:49 	

	30.	 Liang N, Zhong R, Hou X, Zhao G, Ma S, Cheng G, et al. Ataxia-telangiec-
tasia mutated (ATM) participates in the regulation of ionizing radiation-
induced cell death via MAPK14 in lung cancer H1299 cells. Cell Prolif. 
2015;48:561–72.

	31.	 Liang Y, Miao Y, Xiang J. Circular RNA circESPL1 knockdown alleviates 
lipopolysaccharide (LPS)-induced lung cell injury via sponging miR-326 
to regulate MAPK14. Int Immunopharmacol. 2022;112:109146.

	32.	 He X, Chai P, Li F, Zhang L, Zhou C, Yuan X, et al. A novel lncRNA transcript, 
RBAT1, accelerates tumorigenesis through interacting with HNRNPL and 
cis-activating E2F3. Mol Cancer. 2020;19:115.

	33.	 Zhou H, Simion V, Pierce JB, Haemmig S, Chen AF, Feinberg MW. LncRNA-
MAP3K4 regulates vascular inflammation through the p38 MAPK signal-
ing pathway and cis-modulation of MAP3K4. FASEB J. 2021;35:e21133.

	34.	 Dimitrova N, Zamudio J, Jong R, Soukup D, Resnick R, Sarma K, et al. 
LincRNA-p21 activates p21 in cis to promote polycomb target gene 
expression and to enforce the G1/S checkpoint. Mol Cell. 2014;54:777–90.

	35.	 Parker D. CD80/CD86 signaling contributes to the proinflamma-
tory response of Staphylococcus aureus in the airway. Cytokine. 
2018;107:130–6.

	36.	 Ke N, Su A, Huang W, Szatmary P, Zhang Z. Regulating the expression of 
CD80/CD86 on dendritic cells to induce immune tolerance after xeno-
islet transplantation. Immunobiology. 2016;221:803–12.

	37.	 Zhao PW, Ma L, Ji HF, Yu L, Feng JY, Wang J, et al. The expression of TLR-9, 
CD86, and CD95 phenotypes in circulating B cells of patients with 
chronic viral hepatitis B or C before and after antiviral therapy. Mediators 
Inflamm. 2015;2015:762709.

	38.	 Liang F, Lindgren G, Lin A, Thompson EA, Ols S, Röhss J, et al. Efficient 
targeting and activation of antigen-presenting cells in vivo after 
modified mRNA vaccine administration in rhesus macaques. Mol Ther. 
2017;25:2635–47.

	39.	 Pinto BF, Medeiros NI, Teixeira-Carvalho A, Eloi-Santos SM, Fontes-Cal 
TCM, Rocha DA, et al. CD86 expression by monocytes influences an 
immunomodulatory profile in asymptomatic patients with chronic 
chagas disease. Front Immunol. 2018;9:454.

	40.	 Holt MP, Punkosdy GA, Glass DD, Shevach EM. TCR signaling and CD28/
CTLA-4 signaling cooperatively modulate T regulatory cell homeostasis. J 
Immunol. 2017;198:1503–11.

	41.	 Wang CJ, Heuts F, Ovcinnikovs V, Wardzinski L, Bowers C, Schmidt EM, 
et al. CTLA-4 controls follicular helper T-cell differentiation by regu-
lating the strength of CD28 engagement. Proc Natl Acad Sci U S A. 
2015;112:524–9.

	42.	 Chikuma S. CTLA-4, an essential immune-checkpoint for T-cell activation. 
Curr Top Microbiol Immunol. 2017;410:99–126.

	43.	 Goenka R, Xu Z, Samayoa J, Banach D, Beam C, Bose S, et al. CTLA4-
Ig-based bifunctional costimulation inhibitor blocks CD28 and ICOS 
signaling to prevent T cell priming and effector function. J Immunol. 
2021;206:1102–13.

	44.	 Kim MT, Kurup SP, Starbeck-Miller GR, Harty JT. Manipulating memory 
CD8 T cell numbers by timed enhancement of IL-2 signals. J Immunol. 
2016;197:1754–61.

	45.	 He J, Ou Q, Liu C, Shi L, Zhao C, Xu Y, et al. Differential expression of long 
non-coding RNAs in patients with tuberculosis infection. Tuberculosis. 
2017;107:73–9.

	46.	 Gao C, Cai X, Ma L, Li C. Identification of mRNA-miRNA-lncRNA regulatory 
network associated with the immune response to Aeromonas salmo-
nicides infection in the black rockfish (Sebastes schlegelii). Dev Comp 
Immunol. 2022;130:104357.

	47.	 Paneru B, Al-Tobasei R, Palti Y, Wiens GD, Salem M. Differential expres-
sion of long non-coding RNAs in three genetic lines of rainbow trout 
in response to infection with Flavobacterium psychrophilum. Sci Rep. 
2016;6:36032.

	48.	 Sun H, Li N, Tan J, Li H, Zhang J, Qu L, et al. Transcriptional regulation of 
RIP2 gene by NFIB is associated with cellular immune and inflammatory 
response to APEC infection. Int J Mol Sci. 2022;23:3814.

	49.	 Robinson MD, McCarthy DJ, Smyth GK. EdgeR: a bioconductor package 
for differential expression analysis of digital gene expression data. Bioin-
formatics. 2009;26:139–40.

	50.	 Wenzel A, Akbasli E, Gorodkin J. RIsearch: fast RNA-RNA interaction 
search using a simplified nearest-neighbor energy model. Bioinformatics. 
2012;28:2738–46.

	51.	 Langfelder P, Horvath S. WGCNA: an R package for weighted correlation 
network analysis. BMC Bioinformatics. 2008;9:559.

	52.	 Xie C, Mao X, Huang J, Ding Y, Wu J, Dong S, et al. KOBAS 2.0: a web server 
for annotation and identification of enriched pathways and diseases. 
Nucleic Acids Res. 2011;39:W316-322.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Genome-wide transcriptional profiling and functional analysis of long noncoding RNAs and mRNAs in chicken macrophages associated with the infection of avian pathogenic E. coli
	Abstract 
	Background 
	Results 
	Conclusion 

	Background
	Results
	Effect of APEC infection on inflammatory response of chicken macrophages
	Analysis of lncRNAs and mRNAs profile during APEC infection
	Functional analysis of the identified DE genes
	Prediction the target genes of the identified DE lncRNAs
	RT-qPCR analysis of the lncRNA-mRNA pairs
	LncRNA TCONS_00007391 and CD86 were up-regulated during APEC infection
	Expression pattern of LncRNA TCONS_00007391 and CD86 in different tissues
	Construction of overexpression and interference vector of lncRNA TCONS_00007391
	Effect of lncRNA TCONS_00007391 on APEC infected macrophages
	CD86 was the target of lncRNA TCONS_00007391

	Discussion
	Conclusion
	Materials and methods
	APEC O78
	Cell culture
	APEC infection
	Detection of inflammatory factors expression levels in macrophages infected with APEC
	Total RNA Extraction, cDNA library, and RNA sequencing
	Analysis of RNA sequencing data
	Plasmid constructions and cell transfection
	Dual-luciferase reporter assay
	Verification of RNAseq data via RT-qPCR
	RT-qPCR
	Samples collection
	Cell viability assay
	Data analysis

	Acknowledgements
	References


