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Figure S1. Single cell RNA-seq analysis of Cxcl12-GFP+ bone marrow cells. 1	

 2	

(A) FACS-sorting strategy for Cxcl12-GFP+ cells (red box), cells isolated from Cxcl12GFP/+; 3	

Cxcl12-creER; R26RtdTomato femurs for single cell RNA-seq analysis. 4	

(B)  Overview of the single-cell RNA-seq analysis workflow. LIGER takes two single-cell 5	

datasets, Cxcl12CE_1 and Cxcl12CE_2 as input, integrates the single-cell transcriptome data, 6	

and determines clustering assignments. ScVelo infers the future state of individual cells. 7	

CellphoneDB infers relevant receptor-ligand interactions between cell populations.  8	

(C,D)  UMAP-based visualization of major classes of FACS-sorted cells. Feature plots of cell-9	

type specific markers. Purple: high expression. n=7,326 cells merged from two biological 10	

replicates.  11	
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Figure S2. Comparative RNA-seq analysis of CXCL12-deficient Cxcl12-GFP+ stromal cells. 13	

 14	

RNA-seq analysis of ∆CXCL12 cells. (A) Principal component analysis (PCA) plot of six 15	

biological samples. Triangles: ∆CXCL12 (cKO, red), circles: Control (blue). x-axis: PC1, 73% 16	

variance, y-axis: PC2, 12% variance. n=3 biological replicates per group. (B) MA plot, x axis: 17	

log2FPKM, y axis: log2fold-change. y > 0.58 represents genes enriched in ∆CXCL12 (cKO, red), 18	

y < -0.58 represents genes enriched in Control (blue). (C) Volcano plot, x axis: log2fold-change, 19	

y axis: -log10adjusted p-value. x > 0.58 represents genes enriched in ∆ CXCL12 (cKO, red), x < - 20	

0.58 represents genes enriched in Control (blue). Each dot represents a gene. 21	
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Supplemental Table 1, related to Figure 4. Functional CXCL12 maintains reticular stromal 23	

cells’ physical interactions with hematopoietic cells. 24	

 25	

Enriched terms for Pathway analysis (KEGG, A) and Gene Ontology analysis – Biological 26	

Process (B), based on differentially expressed genes between Control and ∆CXCL12 cells. 27	
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