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Supplementary Figure 1. Gating strategy for flow cytometric analysis of lung cellular infiltrates.  
Live, single cells were identified using SSC-A, FSC-A and FSC-A. Myeloid cells were identified 
as the CD3- and CD19- population. From the CD3-CD19- population, CD11c and MHCII 
expressing cells were gated out as cDCs and CD11c+, CD11b- were gated out and marked as 
AM if positive for SiglecF expression. The CD11b+c- cells were segregated as recruited 
macrophages if Ly6G- and Ly6C-, neutrophils if Ly6G+ and as inflammatory monocytes if Ly6C+. 
The CD11b+c-Ly6+ cells were further separated as CD301+ and CCR2+ interstitial macrophages.   
Dendritic cells CD3-CD19-CD11b+CD11c+; Alveolar macrophages CD3-CD19-CD11b-
CD11c+SiglecF+; Recruited macrophages CD3-CD19-CD11b+CD11c-Ly6c-Ly6g-; Neutrophils 
CD3-CD19-CD11b+CD11c-Ly6c+Ly6g+; Inflammatory monocytes CD3-CD19-CD11b+CD11c-
Ly6c+Ly6g-. Inflammatory monocyte subsets were either CCR2+ or CD301a+. 
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Supplementary Figure 2. C3HeB/FeJ mice were infected with ~100 CFU of the indicated strain 

via Glas-Col aerosol exposure. At the indicated time post infection mice were sacrificed the right 

middle and inferior lung lobes were isolated to obtain single cells. Percent and total number of 

neutrophils (CD3-CD19-CD11b+CD11c-Ly6C+Ly6G+), recruited macrophages (CD3-CD19-

CD11b+CD11c-Ly6C-Ly6G- cells), and inflammatory monocytes (CD3-CD19-CD11b+CD11c-

Ly6C+Ly6G-) including CCR2+ and CD301a+ subsets were calculated following acquisition on 

LSRFortessa X-20 and FlowJo analysis. Sample size of n=5 mice was examined in each group. 

Data are presented as mean values +/- SD. Source data are provided as a Source Data file. 

Significance was determined using unpaired t test.   
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Supplementary Figure 3. C3HeB/FeJ mice were infected with ~100 CFU and at the indicated 
time post infection mice were sacrificed and lung lobes harvested, following which single cell 
suspensions were prepared. Total CD4+ T cells was determined by acquisition on LSRFortessa 
X-20. Sample size of n=5 mice was included in each group. Significance was determined using 
using unpaired t test one-way ANOVA with Tukey’s correction. **p<0.01. 

  



 

 

Mtb Strain

NC_00096

2 (Gene)

locus_tag 

(NC_00096

2 (Gene)) Region Type Reference Allele Length Repeat region Product Note

GeneID 

(NC_000962) Protein id

Mtb-LT1 gyrB Rv0005 6140 SNV G T 1 DNA gyrase subunit BBelongs to the type II topoisomerase family.GeneID:887081 NP_214519.2

Mtb-HT1 13636 SNV T C 1

Mtb-LT1 34149 SNV G C 1

Mtb-LT1 Rv0039c Rv0039c 42014 SNV G C 1 transmembrane proteinA core mycobacterial gene; conserved in mycobacterial strains (See Marmiesse et al., 2004 PMID:14766927).GeneID:887038 NP_214553.1

Mtb-LT1 Rv0039c Rv0039c 42350 SNV A G 1 transmembrane proteinA core mycobacterial gene; conserved in mycobacterial strains (See Marmiesse et al., 2004 PMID:14766927).GeneID:887038 NP_214553.1

Mtb-LT1 Rv0045c Rv0045c 49439 SNV C T 1 hydrolase GeneID:887029 NP_214559.1

Mtb-LT1 Rv0045c Rv0045c 49764 SNV C A 1 hydrolase GeneID:887029 NP_214559.1

Mtb-HT1 ponA1 Rv0050 54786 SNV G A 1 bifunctional penicillin-insensitive transglycosylase/penicillin-sensitive transpeptidasepenicillin-binding protein 1A/1B; penicillin-binding protein (class A), bienzymatic protein with transglycosylase and transpeptidase activitiesGeneID:887065

Mtb-LT1 ssb Rv0054 58808 SNV G A 1 single-strand DNA-binding protein GeneID:887013 NP_214568.1

Mtb-LT1 Rv0079 Rv0079 88333 SNV G A 1 hypothetical proteinpossible vaccine candidate (See Zvi et al.,2008 PMID:8505592).GeneID:886995 NP_214593.1

Mtb-LT1 ctpA Rv0092 100767 SNV A G 1 cation transporter ATPase ABelongs to the cation transport ATPases family (E1-E2 ATPases), subfamily IB.GeneID:886946 NP_214606.1

Mtb-LT1 Rv0094c Rv0094c 103756 SNV G T 1 REP-2, len: 1503 nt. REP251, member of REP13E12 family. hypothetical protein GeneID:886943 NP_214608.1

Mtb-HT1 Rv0095c Rv0095c 104962 SNV G A 1 REP-2, len: 1503 nt. REP251, member of REP13E12 family. hypothetical protein GeneID:886940 NP_214609.1

Mtb-LT1 Rv0095c Rv0095c 105060 SNV G A 1 REP-2, len: 1503 nt. REP251, member of REP13E12 family. hypothetical protein GeneID:886940 NP_214609.1

Mtb-LT1 Rv0095c Rv0095c 105063 SNV G A 1 REP-2, len: 1503 nt. REP251, member of REP13E12 family. hypothetical protein GeneID:886940 NP_214609.1

Mtb-LT1 fadD10 Rv0099 108572 SNV G A 1 fatty-acid--CoA ligase FadD10 GeneID:886933 NP_214613.1

Mtb-HT1 PE_PGRS1 Rv0109 132417 SNV C G 1 PE-PGRS family protein PE_PGRS1Member of the M. tuberculosis PE family, PGRS subfamily of gly-rich proteinsGeneID:886912

Mtb-LT1 Rv0110 Rv0110 133445 SNV G A 1 integral membrane protein GeneID:886917 NP_214624.1

Mtb-LT1 Rv0122 Rv0122 148652 SNV C T 1 hypothetical protein GeneID:886888 NP_214636.1

Mtb-LT1 PE_PGRS2 Rv0124 150890 SNV A G 1 PE-PGRS family protein PE_PGRS2Member of the Mycobacterium tuberculosis PE family, PGRS subfamily of gly-rich proteinsGeneID:886883

Mtb-HT1 Rv0149 Rv0149 175905 SNV T C 1 quinone oxidoreductasebelongs to the zinc-containing alcohol dehydrogenase family, quinone oxidoreductase subfamilyGeneID:886843 NP_214663.1

Mtb-HT1 mce1D Rv0172 202961 SNV A G 1 Mce family protein Mce1D GeneID:886807 NP_214686.1

Mtb-LT1 mce1F Rv0174 205767 SNV C T 1 Mce family protein Mce1F GeneID:886820 NP_214688.1

Mtb-HT1 Rv0181c Rv0181c 212813 SNV T C 1 hypothetical protein GeneID:886788 NP_214695.1

Mtb-LT1 218637 SNV T C 1

Mtb-LT1 Rv0194 Rv0194 228168 SNV G C 1 multidrug ABC transporter ATPase/permeaseBelongs to the ATP-binding transport protein family (ABC transporters).GeneID:886790 NP_214708.1

Mtb-HT1 mmpL3 Rv0206c 244565 SNV C T 1 transmembrane transport protein MmpL3GeneID:886752 NP_214720.1

Mtb-HT1 lipW Rv0217c 259997 SNV C T 1 esterase LipW GeneID:886726 NP_214731.1

Mtb-LT1 Rv0218 Rv0218 261562 SNV G A 1 transmembrane protein GeneID:886727 NP_214732.1

Mtb-HT1 Rv0221 Rv0221 265219 SNV C T 1 diacyglycerol O-acyltransferasetriacylglycerol synthaseGeneID:886719 NP_214735.1

Mtb-HT1 Rv0226c Rv0226c 269914 SNV C A 1 transmembrane proteinA core mycobacterial gene; conserved in mycobacterial strains (See Marmiesse et al., 2004 PMID:14766927).GeneID:886711 NP_214740.1

Mtb-HT1 fadE4 Rv0231 277201 SNV C T 1 acyl-CoA dehydrogenase FadE4 GeneID:886703 NP_214745.1

Mtb-LT1 nrdB Rv0233 279006 SNV A T 1 ribonucleoside-diphosphate reductase subunit beta NrdBBelongs to the ribonucleoside diphosphate reductase small chain family. Cofactor: iron, manganeseGeneID:886699 NP_214747.1

Mtb-HT1 fadE5 Rv0244c 295009 SNV T C 1 acyl-CoA dehydrogenase FadE5 GeneID:886698 NP_214758.1
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