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Figure S1 KEGG pathway enrichment of differentially expressed genes following BmNPV infection.
(A) Up-regulated genesin infected midguts. (B) Down-regulated genesin infected midguts.
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Figure S1 KEGG pathway enrichment of differentially expressed genes following BmNPV infection. (A) Up-regulated genes in infected midguts. (B) Down-regulated genes in infected midguts. 
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