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Supplemental Figure Legends 

Supplemental Figure 1. SF3B1 is frequently mutated in patients with RARS 

and RARS-T. We performed Sanger sequencing on exons 13, 14, 15, and 16 of 

SF3B1 in 456 patients. Patients are divided in 4 groups: (A) MDS (n=93), (B) 

MDS/MPN (n=105), (C) AML (n=94), and (D) Others (n=164). Bar histograms 

show the frequency of SF3B1 mutations. White bars and black bars indicate wild 

type and mutant patients, respectively. The frequency of SF3B1 mutations is 

higher in patients with RARS (68%) and RARS-T (81%) compared to the other 

groups. (E) Schematic distribution of SF3B1 mutations in different diseases 

according to 2008 World Health Organization criteria. Each color represents a 

specific mutation.  

MDS, myelodysplastic syndromes; MPN, myeloproliferative neoplasms; AML, 

acute myeloid leukemia. 

Supplemental Figure 2. Human Colony Forming-Units Cell Assay. Human 

clonogenic progenitor cells with and without different doses of meayamycin (2, 

10, 50nM) were analyzed for the presence of ring sideroblasts (RS) after 2 weeks 

of culture. Bar histogram represents the percentage of RS calculated by scoring 

200 erythroid cells per concentration of meayamycin in representative 

experiment. 

Supplemental Figure 3. SF3B1 mutations predicts for better overall 

survival. Overall survival calculated by univariate analysis at time of sampling is 

presented for (A) MDS, (B) MDS/MPN, and (C) RARS/RARS-T groups. Blue and 



magenta lines represent wild type (WT) and mutant patients, respectively. P ≤ 

.05 is considered statistically significant. 

 

Supplemental Table 1. List of genes showing differential gene expression 

between SF3B1 mutant and normal samples. Differential gene expression was 

tested on 12,870 reference genes for differential expression. One hundred thirty 

genes were found to be differentially expressed using a False Discovery Rate 

(FDR) level of 0.05. Ninety-four % of these genes were under-expressed in 

SF3B1 mutant compared to normal samples. 

Supplemental Table 2. List of gene sets showing over and under 

representation of differential gene expression. MSigDB database version 3.0 

(http://www.broadinstitute.org/gsea/msigdb/index.jsp) was used to define gene 

set collections (c2-c5) of under and over represented genes. Adjusted P < 0.05 is 

considered significant for each gene set. 
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