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Supplementary information

Fold change

Figure S1. 25 differentially expressed genes involved in TNF signaling pathway in the
KEGG database. The left and right sides of the box represented gene expression fold-changes
between control versus the H37Ra and H37Rv strains, respectively. For an extensive list of genes
induced by TNF, we refer to the Kyoto Encyclopedia of Genes and Genomes (KEGG), pathway
map 04668. URL:http://www.genome.jp/. The KEGG database has been described previsouly.?®
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Figure S2. Mtbh-induced SLLC7A2 expression in macrophages.

(A) BMDMs were transfected with one of three different siRNAs targeting Slc7a2 (#1, #2 and #3)
or siControl (Con) and then were infected with Ra (MOI=1, 48 h). After infection, SLC7A2 was
detected by Western blotting. B-actin was used for the cell loading controls. (B) BMDMs were
transfected with 10 pg of pcDNA3.1-Slc7a2 (Slc7a2) or pcDNA3.1 (Control) and then were
infected with Rv (MOI=1). (C) BMDMs were transfected with 1 pg of Slc7a2 or control and then
were infected with Ra (MOI=1). (D and E) BMDMs were transfected with 200nM of siRNA
(siControl or siSlc7a2 #3) and then were infected with Rv or Ra (MOI=1). (B-E) After infection
3 h, phagocytosis of Rv or Ra was measured by CFU assay.
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Figure S3. Full length gel and blot of figure 3.
(A) Full length gel of (left) figure 3A and (right) 3B. (B) Full length blot of figure 3D. Red dotted

lines show the cropping.
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Figure S4. Full length blot of figure 4.

Original membranes for the representative Western Blots shown in (A) figure 4A, (B) figure 4B,
(C) figure 4E, (D) figure 4F, (E) figure 4G and (F) figure 4H. Red dotted lines show the cropping.
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Figure S5. Full length blot of Supple figure 2A.
Red dotted lines show the cropping.
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