
total = 21569 genes

upregulated (1.19%)
downregulated (1.87%)

Aipl1, Opn1sw, Cnga3, Gnat2, Arr3, 
Prom1, Prph2, Rcvrn, Pdc, Cep290, 
Unc119, Grk1

Slc6a8, Dlg4, Dnm1, Stx3, Syngr1, 
Madd, Bin1, Cltb

Ampd2, Pde6c, Adcy8, Pde8a, Pde6b, 
Pde6g, Impdh1, Cngb3, Pde6h

Cd14, Ctss, Ctsd, Itgam, Ncf1, Stat1. 
Tlr2, Tlr4

Aif1, Cd86, Chek1, Adgre1, Rack1, 
Tlr7, Ccl4, Ccl6, Unc93b1, Nectin4, 
Trem2
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MyD88-dependent toll-like receptor signaling pathway
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I-kappaB phosphorylation
positive regulation of interleukin-8 production
positive regulation of inflammatory response
positive regulation of chemokine production

positive regulation of interleukin-6 production
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Cd14, P2rx7, Tlr2, Tlr4, Vil1, Ptafr, Trem2
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