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Table legends:
Table S1: Differential gene expression analysis of NM-R and MM spleen transcriptomes
DESeq2 output tables for differential gene expression analysis comparing spleen samples from lsNM-R versus MM ("lsNM-R_vs_MM"), ssNM-R versus MM ("ssNM-R_vs_MM") and ssNM-R versus lsNM-R ("ssNM-R_vs_lsNM-R"), respectively. baseMean, average of the normalised count values; lfcSE, standard error estimate for log2FoldChange; stat, Wald statistic; padj, adjusted p value. For more details, see methods section.

Table S2: Gene set enrichment analysis 
GSEA results comparing ssNM-R versus MM spleen transcriptomic data sets. padj, adjusted p value; ES, enrichment score; NES, normalised enrichment score; nMoreExtreme, number of more significant random gene pathways. Pathway size: number of tested genes in the pathway. For more details, see methods section.

Table S3: Hallmark gene set enrichment analysis
GSEA results comparing ssNM-R versus MM spleen transcriptomic data sets focusing on hallmark pathways. padj, adjusted p value; ES, enrichment score; NES, normalised enrichment score; nMoreExtreme, number of more significant random gene pathways. For more details, see methods section.

Table S4: Enrichment analysis of NM-R immune cell gene signatures
GSEA results with custom pathway signature defined by the immune cell signatures from single cell transcriptomic data as described in [2]. Transcriptome data from spleens of ssNM-R versus MM were compared. NES, normalised enrichment score; pval, p value; padj, adjusted p value. For more details, see methods section.
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