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Figure S1.
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Supplementary Figure S1. RT-qPCR results of eight differentially expressed genes after PRRSV infection by GSWW and VR2332 at 24 hpi. Total RNA was extracted by Trizol, and the first strand cDNA was synthesized using reverse transcriptase kit. Bar represents the mean of three samples. Expression levels were normalized to GAPDH.






Figure S2.
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Supplementary Figure S2 shows GO enrichment of up-regulated mRNAs in GSWW (a) and VR2332 (b) infected groups.

Figure S3.
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Supplementary Figure S3 shows Scatter plots of KEGG pathway enrichment statistics. Top 20 statistics of pathways, enrichment in the KEGG database for up-regulated mRNAs in GSWW infection group. 


Figure S4.
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Supplementary Figure S4 shows Scatter plots of KEGG pathway enrichment statistics. Top 20 statistics of pathways, enrichment in the KEGG database for up-regulated mRNAs in VR2332 infection group. 



Figure S5.
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Supplementary Figure S5 shows Scatter plots of KEGG pathway enrichment statistics. Top 20 statistics of pathways, enrichment in the KEGG database for down-regulated mRNAs in VR2332 infection group. 




Supplementary table S1 lists differently expressed mRNAs upon GSWW and VR2332 infection compared to Mock infection.
Supplementary table S2 lists differently expressed lncRNAs upon GSWW and VR2332 infection compared to Mock infection.
Supplementary table S3 lists GO enrichment of up-regulated and down-regulated mRNAs in GSWW and VR2332 infected groups.
Supplementary table S4 lists KEGG pathway enrichment of up-regulated and down-regulated mRNAs in GSWW and VR2332 infected groups.
Supplementary table S5 lists KEGG pathway enrichment of mRNAs co-localized with differently expressed lncRNAs in GSWW and VR2332 infected groups.
Supplementary table S6 lists KEGG pathway enrichment of mRNAs co-expressed with differently expressed lncRNAs in GSWW and VR2332 infected groups.
Supplementary table S7 lists Real-time primers ans siRNAs used in this study.
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