A Genes induced or repressed by 8 h M1 activation (|F.C.|>1.5, p<0.05, FDR<0.05)

Induced in both Repressed in both

WT and M-BKO WT and M-BKO
Reg of apoptosis - Cell cycle 1
Neg reg transcription - DNA metab proc/repair 1

Stress response/inflammation - Ketone metabolism A
Pos reg of transcription - Lipid metabolism -
Cellular proc 1 Carbohydrate metabolism -

Developmental proc 1 Cellular proc 1

Neg reg kinase activity 1 Microtubule organization -
Post-translational protein mod - tRNA metabolic proc -

Reg of cytokine production - WT M-BKO Glycoprotein metabolism WT M-BKO
Vascularization | up up Meiosis 1 dn dn

0 5 10 0 510152025

Enrichment score Enrichment score

B Differentially expressed genes in M1-activated macrophages
(p<0.05, FDR<0.05)

Higher in WT vs M-BKO

Higher in M-BKO vs WT

(312 genes) (419 genes)
Immune sys proc Stress response/Inflammation
Phosphorylation Leukocyte chemotaxis
Response to external stimulus Immune response
Cell death Foam cell differentiation
Reg of small GTPase signaling Amino acid transport
DNA damage response Macromolecule localization
Reg of T cell activation Protein catabolism
Neg reg of cell growth Endocytosis
Pos reg of transcription Cell component organization
Reg of cellular proc Transition metal ion transport
0 2 4 012345
Enrichment score Enrichment score

C owremHko
Lat2/Slc7a8

D -oWT -e-M-BKO -» M-BKO+BCH

53 25, LPS

— 'lé' | *

% o * 215

31 . n z10{ |

T Q 51 1

Xo o 0 . '
°T. 8 |-|16 24 0 40 80 120

ime (Hours) Time (Minutes)

Fig. 5 Supplemental figure 1



