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SUPPLEMENTARY TABLES AND FIGURES 

 Supplementary Table 1. Study cohort and demographics 

Participant Sex Age 

(years) 

CF or 

control 

scRNA-

seq 

Totalseq 

ADT 

A1_Ctrl M 3.00 Control Y  

B1_CF M 2.99 CF Y  

C1_CF M 2.99 CF Y  

D1_CF M 3.03 CF Y  

E2_CF F 5.99 CF Y Y 

F2_CF F 6.02 CF Y Y 

G2_CF F 4.91 CF Y Y 

H2_CF F 5.89 CF Y Y 

I2_CF F 5.93 CF Y Y 

J2_CF M 5.05 CF Y Y 

K2_CF M 4.92 CF Y Y 

L2_CF M 5.95 CF Y Y 
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Supplementary Table 2. Concordance between HTO and genetic assignments.  

HTO / 

genetic 

donor 

donor_

A 

donor_

B 

donor_

C 

donor_

D 

donor_

E 

donor_

F 

donor_

G 

donor_

H 

Doublet Unknown Total 

HTO_1 0 1620 3 1 1 0 9 0 16 15 1665 

HTO_2 0 2 1 1 1 0 2763 2 49 30 2849 

HTO_3 1 1 1 0 3267 0 0 2 17 8 3297 

HTO_4 1 0 1663 0 0 0 0 0 7 2 1673 

HTO_5 0 0 1 2 2 2913 0 1 30 8 2957 

HTO_6 0 0 1 1861 0 1 0 1 8 6 1878 

HTO_7 0 1 0 1 0 0 1 2310 14 6 2333 

HTO_8 2274 1 3 4 2 1 3 2 30 81 2401 

Doublet 181 163 248 216 380 330 273 281 1581 29 3682 

Unknown 133 86 482 227 178 47 63 155 384 338 2093 

Total 2590 1874 2403 2313 3831 3292 3112 2754 2136 523 24828 
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Supplementary Table 3. Flow cytometry antibody cocktail 

Surface Marker Fluorophore Clone Final Dilution 

CD16 BUV395 3G8 1:400 

SIRPα BUV563 SE5A5 1:100 

CD47 BUV737 B6H12 1:00 

CD206 BV421 G10F5 1:50 

HLADR V500 G46-6 1:100 

CD19 BV605 SJ25C1 1:100 

CD8 BV650 RPA-T8 1:100 

CD45 BV711 HI30 1:50 

CD14 BV786 M5E2 1:25 

EPCAM BB515 EBA-1 1:100 

CD3 FITC SK7 1:50 

PD1 BB700 EH12.1 1:100 

CD66b PE 19.2 1:100 

CD15 PECF594 W6D3 1:100 

CD11c PECy7 B-ly6 1:50 

CD63 A647 H5C6 1:50 

CD4 A700 RPA-T4 1:25 
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Supplementary Table 4. REACTOME analysis of macrophage subclusters.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

*the two most significant (FDR) pathways per functional subcluster are presented 
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Supplementary Table 5. REACTOME analysis of T/NK subclusters 

 

 

 

 

 

 

 

 

 

 

 

 

*the two most significant (FDR) pathways per functional subcluster are presented 

 

 

 

 

 

 

 

 

 

  



 

 

6 

Supplementary Table 6. REACTOME analysis of myeloid, B, and epithelial cell clusters 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

*the two most significant (FDR) pathways per functional subcluster are presented 
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Supplementary Figure 1. Representative flow cytometry manual gating of BAL cells. (A) 

Live cells were negative for near IR viability dye. (B) Within the live single cell gate, immune 

cells were CD45+ and airway epithelial cells (AEC) were CD45-EPCAM+. (C) Macrophages 

were identified within the CD45+ immune cell gate by expression of CD206, and neutrophils 

were CD206-CD15+. (D) Within the neutrophil populations, three subtypes were identified:  

CD16-CD66bhigh, CD16+CD66bhigh and CD16+CD66blow. (E) Within the CD45+CD206-CD15- 

population, T cells were CD3+ and these were then identified as (F) CD4+ or CD8+ T cells. (G) 

Within the CD45+CD206-CD15-CD3- gate, monocytes were identified based on CD14 

expression and B cells were CD14-CD19+. (H) A small proportion of monocytes were positive 

for CD16. (I) Finally, cells negative for all preceding markers (excluding CD45) were 

identified as DCs based on positive staining for HLADR. 
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Supplementary Figure 2. Proportions of subpopulations in each individual identified by a 

sub-clustering analysis of (A) T/NK cells and (B) all other cells (not macrophages, not T/NK 

cells). Data is expressed as a proportion of all cells in the parent clusters.   


