




Nature Cancer

Article https://doi.org/10.1038/s43018-026-01136-z

Extended Data Fig. 9 | Chemokine expression across in silico- and 
spatially-defined LN compartments. (A) Heatmap colored by the scaled 
geometric mean expression of chemokines and their receptors per zone 
(as defined in Fig. 4). (B) Spatial transcriptomics plots of FL- (top panels) 

and DLBCL-LN (bottom panels) tissue cores colored by cell type (left panel) 
as well as ligand-receptor interaction scores (L-R scores) for zone-defining 
chemokine-receptor pairs (right panels). Dashed lines mark a representative B 
cell follicle.
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Extended Data Fig. 10 | See next page for caption.
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Extended Data Fig. 10 | Attenuated homeostatic chemokine expression is 
linked to inferior overall survival in DLBCL and high-grade FL. (A–D) DLBCL 
samples from bulk transcriptomics cohorts22,28,30,31 were stratified into high 
and low expressers of homeostatic chemokines using maximally selected rank 
statistics (middle panels) and associations with overall survival are depicted 
in Kaplan-Meier curves (left panels). Forest plots visualize HRs (center), 95% 
confidence intervals (error bars) and Wald-derived p-values estimated from 
Cox proportional hazard models of homeostatic chemokine expression and 
overall survival, adjusted for COO and IPI (right panels). (E) Kaplan-Meier curve 
stratifying samples from the Reddy et al. cohort29 by homeostatic chemokine 
expression and IPI (left panel) and forest plot showing results from a Cox 
proportional hazard model (right panel), corresponding to Fig. 5b. (F) Box plots 

showing mean expression of homeostatic chemokines across patient metadata 
of exemplary bulk RNA-seq cohorts28,29,31. Boxes indicate the median (center line), 
interquartile range (bounds) and 1.5x interquartile range (whiskers). Data points 
represent patient samples. P-values were calculated using two-sided unpaired 
Welch’s t-test. (G, H) FL 1/2/3 A (A) and 3B (B) samples from bulk transcriptomics 
data22 were stratified by homeostatic chemokine expression into high and low 
samples using maximally selected rank statistics, represented in a dot plot 
(right panels) and Kaplan-Meier curve showing OS (left panels). P-values were 
calculated using log-rank tests. For panel G: high (orange) n = 57; low (blue) 
n = 73 patients. For panel H: high (orange) n = 32; low (blue) n = 14 patients. 
Abbreviations: COO = cell-of-origin, IPI = international prognostic index, ns = non 
significant, Homeo = homeostatic chemokines, HR = hazard ratio.
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