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Methods
qRT-PCR for Ig and Ig free light chaim mRNA
Reactions were performed using an Agilent AriaMAx Real-Time PCR System (Agilent Technologies) and gene-specific primers (Sigma, UK) and probes (Eurogentec Ltd, UK) for Igκ and Ig light chains Sequences of primers used are as follows: 
Igκ 
Forward primer: 5’-CACACTGGCCTCCGATCAC-3’
Reverse primer: 5’-TGCAGCCACAGTTCGTTTAATC-3’
Probe: 6-FAM-TTCGGCCAAGGGACACGACTG-TAMRA 
Igλ 
Forward primer: 5’-CCACCAAACCCTCCAAACAG-3’
Reverse primer: 5’-GGGCGTCAGGCTCAGGTA-3’
Probe: 6-FAM-CAACAACAAGTACGCGGCCAGCAG-TAMRA.  

RNASeq analysis
[bookmark: __UnoMark__26332_406449029]Illumina adapters and nucleotides with low quality (Phred score<20) were removed with cutadapt (v.1.11;1) while processing both read pairs at the same time. The filtered reads were mapped to human reference genome GRCh38.p10 (GCA_000001405.25) using TopHat2 (v.2.1.0; D.2) with preset b2-sensitive. The read counts for genes were extracted with Rsubreads (v1.28.1;3) using version GRCh38.91 of the genome annotation (GTF) with default settings. Differential gene expression was analysed with DESeq2 (v1.18.1;4), using a two factor design; treatment (drug = VaN and control = CON), cell line (H929 and JJN3) and interaction of treatment and cell line explaining expression variation. The log2 fold changes estimates were shrunken with lfcShrink, using approximate posterior estimation for GLM coefficients (apeglm, v1.0.3). The differentially expressed genes (FDR<0.05) were analysed with ensemble of genes set enrichment analyses (EGSEA, v1.6.1;5) and Reactome (6).
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