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Abstract; In this paper,the technical characteristics and development of RNA — seq were summarized, and the
application of RNA —seq in the research of classical swine fever infection was reviewed in detail, and the existing

problems and future development were further prospected, in order to provide reference for the related research of

classical swine fever.
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g3, 18 HIA NI (Classical swine fever, CSF)
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128> 4% 40 Y, ( peripheral blood mononuclear cells,
PBMCs) #1756 s I | DA % 22 S 7 s i 1 &
UYL BEREOR ARG 3 d, R R
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Wi, LIRR YL 2 T 4 b TR 52 1 i = 7 PN 440 i
TR 5 R TE 32 00 G0 4 MR T K i il v 48
RN, XSRS AR 7R T 4 CSFV 518 3241
HAEFME 253 FHLE, I 4 4 T e CSFV 5
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AT B A B Rk g LA B, 140, Bensaude 55
FEIRYL T CSFV 1 1078 P4 K 40 i b G 3] NF - kB
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