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AFF 5 40 B T A DR e S P 19 DL 48 7R 2 S 4
AR =R HAT, 7 R RE I T 245 H
AR FITEEH)F AR (Microarray ) A3 T 745 AR A4
SEZHL P £ R (RNA sequencing )2 ' 22 4 bF 97 4%
Ao TEMFR BN 5 27 EHE AR, 8
BN IR T AR U O 0 A T R R AT R AL 2y
B, TR 2T 3 LA R B LR B 1R L S AR ]

i [] B B 1) 22 5 26 1A L A (differentially expressed
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W, 148 M 23 FEE I R IA R A T 275K
ko Hrh, 25400504k G A BTA B DG
B 7 FhAE A BB R LR S SR, diied
B AR S5 DA EE A SCHY 16 TR 1 B s
BE T, PI2EIESE FgV1 Efg A1 2 F H w0
AH O 1 2R IB KT, 3 1 X0 s B 1= % 1) SO |
FEHEMEZMEARREERNEE, X
YERGENLHI S Le s R4 T 1504 . TEdn s
fRYLJE 36 h Al 120 h (9 2 AAS[R] IR 1] £, 38 5
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RN STtk GD-118P-VI1 Z a4 32 i
M2 FRIL, ZR MY FEAT AR, 25
2. kb G ARe AR R . 25T
TSCARE R A 26 B T 1R ) A B AR DL S R TR . R
(iR DR R AW B G2 e e s o /T
RsEV1 {2 B i Al 22 4% 1 I ] B 2L, AT
R AR G P
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Exosomes derived from lipopolysaccharide-activated macrophage
cell line HD 11 cell induce the activation of dendritic cells from

Wenchang chicken in vitro

XING Niwen, XIE Yan, QIN Yao
(School of Animal Science and Technology, Hainan University, Haikou, Hainan 570228, China)

Abstract: It has been demonstrated that exosomes derived from macrophages can be used as adjuvants to
enhance cellular immune response. An attempt was made to explore whether exosomes derived from
lipopolysaccharide-activated chicken macrophages could be used as immune adjuvants for the potential
prevention and control of epidemic diseases in Wenchang chicken. The exosomes were extracted by
ultracentrifugation and identified by transmission electron microscopy and particle size analysis. Subsequently,
the exosomes were labeled with PKH67 dye and co-incubated with bone marrow-derived dendritic cells from
Wenchang chicken. The uptake and activation of the exosomes by the dendritic cells were observed under a
fluorescence microscope. The results showed that the exosomes derived from chicken macrophage HD 11 cells
stimulated with lipopolysaccharides were ingested by amphioxus-derived dendritic cells and promoted the

activation of dendritic cells.
Keywords: exosome; macrophage; dendritic cell; Wenchang chicken; lipopolysaccharide
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Advances in the interaction between mycoviruses and

host fungi based on multi-omics

FAN Yu, HE Zhenrui, HUANG Xiaotong, YANG Mei, ZHOU Erxun

(Guangdong Key Laboratory of Microbial Signals and Disease Control/ College of Plant Protection,
South China Agricultural University, Guangzhou, Guangdong 510642, China)

Abstract: The principles, methods and steps of multi-omics, including metabonomics, transcriptomics and
proteomics technologies, were described, and the current status, future research directions and the advantages
of high sensitivity and high throughput of metabonomics, transcriptomics and proteomics technologies in the
interaction between mycoviruses and host fungi were comprehensively analyzed in combination with their
research cases in hypovirulent mycoviruses. This review is helpful for deep exploration of the effects of
mycoviruses on host fungi and their molecular mechanisms, and provides methods and ideas to determine

whether mycoviruses can be used as biological factors for control of plant fungal diseases.
Keywords: mycovirus; multi-omics; interaction; biological control

(RfESRIE: BFIE)



