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A genetic development route 
analysis on MDS subset carrying 
initial epigenetic gene mutations
Xiao Li1,2*, Feng Xu1,2, Ling-Yun Wu1,2, You-Shan Zhao   1, Juan Guo1, Qi He1, Zheng Zhang1, 
Chun-Kang Chang1 & Dong Wu1

MDS development is a dynamic process during which the accumulation of somatic mutations leads 
to specific malignant evolution. To elucidate the differential roles of gene mutations in typical MDS, 
we used targeted sequencing to investigate clonal patterns from 563 patients and focused on cases 
(199/563 cases) with initial mutations (ASXL1, DNMT3A and TET2) at MDS diagnosis. The consistency 
of frequency and distribution in patients with or without aberrant chromosomes suggested early 
events of these initial mutations. Some additional driver mutations (SF3B1, U2AF1 or RUNX1) 
played roles to keep the basic disease features, or give rise to different phenotypes (BCOR, EZH2 or 
TP53) in individual patients. Notably, analysis in paired samples before and after MDS progression 
showed that the mutations identified as last events (involving active signaling, myeloid transcription 
or tumor suppressor) seemed necessary for MDS development to be AML. Last mutations can exist 
at MDS diagnosis, or emerge at AML transformation, and involve a small group of genes. Single-
allele CEBPA mutations and diverse TP53 mutations were checked as the most common last event 
mutations. Considering the necessity of last event mutations and limited gene involvement in AML 
transformations, it is possible to validate a small group of last events involved mutations to develop 
some new strategies to block MDS progression.

It is widely accepted that MDS-related mutations occur mainly in genes involved in mRNA splicing, epigenetic 
regulation, receptor and kinase signaling, transcription regulation, tumor suppression and adhesion1–3. Several 
in-depth studies have been completed to clarify the detailed mechanism underlying high-frequency mutations 
(such as SRSF2, ASXL1 and U2AF1)4–6. In addition, some hematologists are conducting longitudinal (over time) 
observation of evolutionary models of gene mutation in individual or groups of MDS patients to understand the 
onset and development of this disease7–9.

Jaiswal et al. reported clonal hematopoiesis at a frequency of approximately 10% in a large cohort of elderly 
individuals, presenting a low variant allele factor (VAF) of somatic mutations mainly in ASXL1, DNMT3A or 
TET2 but without any cytopenia10. A few of these cases transformed to MDS or AML subsequently. Other reports 
have proposed the retention of these initial mutations as a source of relapse after different therapies, including 
hypomethylation, chemotherapy, and even peripheral blood stem cell transplantation7,9,11. Apparently, the com-
binations of some new somatic (driver) mutations catalyze disease evolution and control disease phenotypes and 
outcomes. We hypothesize that MDS progression involves the following stages: the first stage only exhibits clone 
instability, and there is no hematopoiesis involvement (asymptomatic clonal hematopoiesis in aged populations). 
At the second stage, individuals exhibit not only unstable clones but also hematopoietic involvement without or 
with obvious changes in genetic material (typical MDS with normal or abnormal chromosomes). At the final 
stage, individuals develop AML by join of some last event mutation. In this study, we analyze and follow-up 
the characteristics of the additional driver gene mutation types (early drivers and last events) around the initial 
mutations (ASXL1.DNMT3A and TET2) at different MDS stages, seeking key gene mutations associated with 
phenotypic control and disease evolution of MDS.
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Results
Patients.  The data are from patients diagnosed in our department from July 2006 to June 2017. A total of 563 
cases with a diagnosis of MDS (313 with normal karyotypes, 250 with abnormal chromosomes) were subjected 
to target sequencing (the general data for these cases can be found in Supplementary Table 1). Those with initial 
mutations were the focus of our study.

Initial mutations.  Table 1 and Fig. 1a show the features of the initial mutations at the diagnosis of MDS. One 
hundred and fourteen (cohort 1, C1) out of the 313 cases (36.4%) with normal karyotypes carried one or two of 
the three initial somatic mutations. The frequencies of ASXL1, DNMT3A and TET2 mutations were 16.0%, 11.2% 

Parameters Normal chromo Abnormal chromo P

Initial mutation number 114/313 cases 85/250 cases

Initial mutation (%) 36.4 34.0 0.584

ASXL1 (%) (No) (exon12) 16.0(50) (42/50) 14.0(35)(31/35) 0.878

DNMT3A (%) (No) (exon23) 11.2(35) (13/35) 10.8(27)(10/27) 0.995

TET2 (%) (No) (exon3) 13.4(42) (25/42) 16.0(40)(21/40) 0.734

Mean VAF (range) 0.43(0.11–0.88) 0.45(0.23–0.86)

ASXL1 + DNMT3A (no) 3 2

ASXL1 + TET2 (no) 6 10

DNMT3A + TET2(no) 5 5

ASXL1 + DNMT3A + TET2 (no) 0 0

Table 1.  Comparison of initial mutations for all 563 cases.

Figure 1.  Distribution of initial and driver mutations. (a) Under the premise that the frequencies of the 3 initial 
mutations were very similar, the driver mutations were very different in patients with normal chromosomes 
or abnormal chromosomes (total 563 cases). Pink and red bar represents initial mutations (ASXL1, TET2 and 
DNMT3A) in patients groups with normal or abnormal karyotype, respectively. (b) Distribution of driver 
mutations in patients in C1 (114 cases, all with initial mutations). Driver mutations include U2AF1, SF3B1, 
RUNX1, BCOR, EZH2, TP53, etc. (c) Distribution of driver mutations in patients in C2 (85 cases, all with initial 
mutations). The frequencies of the U2AF1, SF3B1 and RUNX1 mutations were similar to those in C1, but that of 
BCOR mutations was lower, while that of EZH2/TP53 mutations was much higher.

https://doi.org/10.1038/s41598-019-55540-w


3Scientific Reports |          (2020) 10:826  | https://doi.org/10.1038/s41598-019-55540-w

www.nature.com/scientificreportswww.nature.com/scientificreports/

and 13.4%, respectively. Among these cases, a few exhibited dual initial mutations, while no individual exhibited 
triplex initial mutations. The mean VAF of the initial mutations from the 114 cases was 0.43 (range 0.11–0.88). 
Among the 50 cases with ASXL1 mutations, forty-two had mutations in exon 12. Thirteen of the 35 DNMT3A 
mutations were found in exon 23 (frequently reported as R882H/C). The TET2 mutation occurred mainly in 
exon 3 (25/42 cases) (Table 1). Simultaneously, eighty-five (cohort 2, C2) of the 250 cases (34.0%) with abnormal 
chromosomes carried one or two of the three initial somatic mutations. The frequencies of ASXL1, DNMT3A 
and TET2 mutations were 14.0%, 10.8% and 16.0%, respectively. The other features of these cases can be found in 
Table 1 and were very similar to those of cohort1.

Baseline additional driver mutations.  Coexisting additional driver mutations at diagnosis were found 
in 89 (78.1%) out of the 114 cases in C1. Accordingly, the coexisting mutations with frequencies of or greater 
than approximately 10% were U2AF1 (12.3%), BCOR (11.4%), SF3B1 (10.5%) and RUNX1 (9.6%) (Table 2 and 
Fig. 1b). Coexisting additional driver mutations were found in 69 (81.2%) of the 85 cases in C2. Accordingly, the 
coexisting mutations with frequencies of or greater than approximately 10% were TP53 (22.4%), U2AF1 (14.1%), 
EZH2 (11.8%), SF3B1 (11.8%), and RUNX1 (10.6%) (Table 2 and Fig. 1c). In general, the frequencies of SF3B1 
and U2AF1 (RNA-splicing-related genes) as well as RUNX1 (myeloid transcription factor) were high and fre-
quently similar in C1 and C2. In addition to the three high-ratio mutations, BCOR was the only high-ratio driver 
mutation in C1, whereas TP53 and EZH2 (especially TP53) constituted the fundamental fraction of the driver 
mutations in C2.

Phenotypes and outcome.  The clinical features of C1 are shown in Table 3. In general, these cases were 
predominantly classified as having low International Prognostic Scoring System (IPSS) scores (82.5%, 94 cases 
with ≤1.0, including 44.7% with refractory cytopenia with multilineage dysplasia [RCMD] and 34.2% with 
refractory anemia with excess blasts [RAEB]. The determinant AML transformation occurred in 26.3% of the 
patients (30 out of the 114 cases), and the median survival of the 114 patients was 47 months (Fig. 2). The pheno-
types of C2 are also shown in Table 3. Compared with the patients with normal chromosomes, the patients in this 
group appeared to be advanced cases (IPSS ≥1.5, RAEB and higher blast proportion). During the same follow-up 
period, the determinant AML transformation occurred in 24.7% of the patients (21 out of the 85 cases), and the 
median survival of the 85 patients was only 17 months (Fig. 2).

Gene characteristics around the AML transformation.  A total of 30 patients in C1 and 21 patients in 
C2 exhibited transformation to AML upon follow-up. To determine whether each patient who underwent AML 
transformation needed a last mutation events, we performed target sequencing of 25 cases from C1/C2 before 
(at diagnosis of MDS) and after (immediately after MDS/AML diagnosis) AML transformation (Fig. 3). For gene 
mutations to be defined as last events, they needed to meet one of the following criteria: 1. there was no emerged 
mutations after MDS/AML diagnosis, but at least one of the baseline gene mutations involved one of follow-
ing pathway: activated signaling, myeloid transcriptional factors, tumor suppressors or NPM1, and the AML 
occurred in less than one year from MDS diagnosis (transformation style1 in Fig. 4). 2. the patients were defined 
with newly emerged gene mutations immediately after the MDS/AML diagnosis, and at least one of the emerged 
mutation involved the four pathway mentioned above(transformation style2 in Fig. 4). Whereas for those who 
transformed to be AML but lacked post-transformation samples, the existed mutations (mentioned above) at 
MDS diagnosis could not considered as last events, because some more aggressive mutations could emerge during 
AML transformation (such as in case number 11, as shown in Supplementary Table 3). Supplementary Tables 2, 
3 and Fig. 3 show that twenty-two of the 25 patients exhibited evidence of last mutation events. Supplementary 
Tables 2 and 3 show that AML transformation style 1 requires a shorter duration than style 2: 5.9 and 5.4 months 
in C1 and C2, respectively. While the secondary transformation style requires relatively long durations (16.8 and 
8 months for C1 and C2, respectively), In general, those with abnormal chromosomes exhibited relatively short 
AML transformation times (6.7 months for 10 patients in C2 vs. 14 months for 12 patients in C1). Overall, the 
last events involved a total of eleven genes: CBL, CEBPA, ETV6, FLT3, NF1, NPM1, PHF6, KRAS/NRAS, TP53, 
RUNX1 and WT1. High-frequency mutations in CEBPA (6 cases) and TP53 (5 cases) are highlighted.

parameters Normal chromosome Abnormal chromosome P

Driver mutation(%) 78.1(89/114 cases) 81.2(69/85 cases) 0.592

TP53 mutation (%) 2.6 22.4 <0.001

EZH2 mutation (%) 4.4 11.8 0.051

BCOR mutation (%) 11.4 5.9 0.179

U2AF1 mutation (%) 12.3 14.1 0.704

SF3B1 mutation (%) 10.5 11.8 0.783

RUNX1 mutation (%) 9.6 10.6 0.631

Table 2.  Driver mutations for initial mutation positive case. Note: The genes listed here are those their mutation 
rate ≥10% at least in one subset.
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Discussion
The description of initial (founder) gene mutations before and during MDS development has been widely 
accepted12. Mutations such as ASXL1, DNMT3A and TET2 are widely considered to be the most typical initial 
mutations9,10. Mossner et al. transferred CD34+ cells (containing several VAF closed gene mutations, including 
ASXL1) and MSCs from MDS patients into mice with a pure background9. After 14 weeks, the human original 
hematopoietic cells in mice could be checked only with ASXL1 mutations, which were then deduced as the initial 
mutations that lead to MDS development. In general, initial mutations were considered the founder factors that 
emerged before the clinical phenotypes of MDS10,13,14. Typical MDS symptoms appeared over time or upon the 
introduction of new driver gene mutations. When the additional gene mutations involve activation signals, mye-
loid transcriptional factors, or tumor suppressors, MDS may transform into AML15,16. Hypomethylation, chemo-
therapy, and even PBSCT could clear the driver mutations, leading to complete remission (CR), but the initial 
mutation in the bone marrow was retained as a residue of the disease and was the source of disease relapse9,11. The 
clinical phenotype could completely change if the founder is combined with different driver mutations upon dis-
ease relapse. Apparently, the initial mutations lead to the origination and relapse of MDS. Whereas, the additional 

Parameters Normal chromo Abnormal chromo P

Cases number 114 85

Median age (years) 60 62 0.075

Sex (male: female) 1.78 1.66 0.808

IPSS scoring ≤1.0 (%) 82.5 47.1 <0.001

RCMD (%) 44.7 29.4 0.028

RAEB1 + 2(%) 34.2 41.2 0.315

Chromosome (%)

Complex 26/85 (30.6)

Trisomy 8 15/85 (17.6)

20q- 11/85 (12.9)

7q-/-7 9/85 (10.6)

5q-/-5 10/85 (11.8)

The others 20/85 (23.5)

Cellulerity (median) (%) 60 70 0.124

BM Blast Ratio(median) (%) 2.4 3.6 0.610

Hb (g/L) (median) 73 72 0.426

WBC (×109/L) (median) 3.0 3.7 0.155

Neutrophil (%) 49 50 0.352

BPC (×109/L) (median) 47 50 0.211

AML transformation (%) 26.3 24.7 0.797

Total median survival (M) 31 17 0.016

Table 3.  Comparison of clinical features.

Figure 2.  Survival and AML transformations for C1 and C2. Ptients with abnormal chromosomes exhibited 
very short survival times.
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somatic mutations (drivers) give rise to the phenotypes of MDS. Finally, the combinations of some specific muta-
tions as last events lead to the AML transformation. We hope to primarily prove the process by longitudinal target 
sequencing for those MDS subsets who had with the admitted initial mutations at diagnosis.

One hundred and ninety-nine (35.1%) out of the 563 MDS cases diagnosed in our department were defined 
by at least one of the three initial mutations by sequencing 38 target genes. There were two pieces of evidence to 
support the idea that the initial mutations are early events in MDS development. First, thirty-one (15.6%) out of 
the 199 cases in this assay were defined by two of the three initial mutations, but none of these cases had all three 
initial mutations. Considering the predicted roles that the three genes play in epigenetic regulation, one or two 
initial mutations appear to be sufficient for successful MDS origination. In addition, the patients in C1 and C2 
presented totally different phenotypes in this assay, whereas the characteristics of these patients in terms of initial 
mutations appeared to be very consistent, regardless of frequency, location and VAF, strongly indicating that the 
initial mutations are early events during MDS development (Table 1 and Fig. 1a).

After the consistent features of the initial mutations were defined in C1 and C2, we asked why the patients in 
C2 exhibited completely different clinical phenotypes with increased age, increased risk ratios, rapid AML trans-
formation and decreased survival (Table 3 and Fig. 2). We focused on only driver mutations. First, we observed 
that the mutation frequencies in SF3B1 and U2AF1 were very similar between the two cohorts (12.3% vs 14.1% 
and 10.5% vs 11.8%, respectively), which seemed reasonable. Considering the important roles that RNA splicing 
plays in MDS pathogenesis, mutations in the most common RNA splicing regulators should be indispensable 
during MDS development5,6,17,18. On one hand, these mutations lead to MDS-specific phenotypes (such as muta-
tions in SF3B1, which lead increased levels of ring sideroblasts)18. On the other hand, these mutations may lead 
to some other MDS-specific features, such as overapoptosis or dysplasia4,19. In addition to SF3B1 and U2AF1, 
the RUNX1 mutation ratio was very similar in C1 and C2 (9.6% vs 10.6%). As a myeloid transcription factor, 
RUNX1 should be essential for the maintenance of MDS features and progression regardless of chromosomal sta-
tus20,21. TP53 (22.4%) and EZH2 (11.8%) were the most predominant mutations in C2. Understandably, the high 

Figure 3.  Evolution of initial/driver and last event mutations in 25 paired samples pre and post AML 
transformation. (a) Distribution of initial/driver and last event mutations for 25 cases at MDS diagnosis. The 
blue panel represents the mutations that met the criteria for last events; the black panel represents the defined 
last events mutations according to the criteria described in the text. (b) Distribution of initial/driver and last 
event mutations for 25 cases after AML transformation. The blue and black panels represent the same mutations 
described above.
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frequency of TP53 mutations (causing genetic instability) and EZH2 mutations (located on chromosome 7 and 
often coexisting with chromosome 7 abnormalities) led to poor prognoses for patients in C222,23. Apparently, the 
differentiated driver mutation styles resulted in different phenotypes and outcomes for individual patients under 
the premise of the same initial mutations.

Sequencing results were analyzed from patients who exhibited transformation from MDS to AML. We 
focused on the last mutation events from 25 patients whose paired samples (before and after AML transforma-
tions) were successfully acquired. The last events were systematically defined (described in Results part) to rule 

Figure 4.  Schematic depiction of MDS evolution. (a) Schematic diagram of different mutations. (b) 
Generalized pattern of clonal evolution summarized from this study. C: Illustration of individual MDS/AML. 
Font color in cells represents the properties of the mutations.
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out perturbations. Twenty-two of the 25 available patients were defined with last events mutations, with a high 
frequency of involvement in CEBPA and TP53 but none in C-Kit. Considering the limitations of target sequenc-
ing, we speculate that each MDS/AML case may need last events mutations for AML transformation. In addition, 
considering that M2 is a common subset of MDS/AML, it is acceptable that CEBPA is a highly frequent last 
events, although there have been no similar reports.

Conclusions
The last event mutations may be necessary in AML transformations. Further validation should be carried out to 
verify our results, and if the last mutations are truly limited within a small spectrum (as observed in this assay), 
these mutations may represent a new targeted or immune therapy to block MDS progression.

Methods
Patients and samples.  588 samples from 563 MDS patients from 2006 to 2017 were involved into this 
study. MDS diagnosis meets the minimum diagnostic criteria (Vienna, 2006)24. MDS classification and prognosis 
were evaluated according to the WHO criteria and the International Prognostic Scoring System (IPSS)25,26. Bone 
marrow mononuclear cells were obtained by density gradient centrifugation. All of the subjects provided written 
informed consent for genetic analysis under a protocol that was approved by the Ethics Committee of Shanghai 
Jiao Tong University Affiliated Sixth People’s Hospital. All methods were performed in accordance with the rele-
vant guidelines and regulations.

Genomic DNA preparation.  Genomic DNA (gDNA) was extracted from bone marrow mononuclear cells. 
The purity (OD260/280 > 1.8) and concentration (50 ng per µl) of the gDNA met the sequencing requirements. 
Sequencing methods and statistical analysis are referred in our previous study27.

Targeted gene sequencing.  Thirty-eight genes (ASXL1, ANKRD11, BCOR, CALR, CBL, CEBPA, 
DNMT3A, ETV6, EZH2, FLT3, GATA2, IDH1, IDH2, ITIH3, JAK2, KIF20B, KIT, KRAS, MPL, NF1, NPM1, 
NRAS, PHF6, PTPN11, PTPRD, ROBO1, ROBO2, RUNX1, SETBP1, SF3B1, SRSF2, STAG2, TET2, TP53, 
U2AF1, UPF3A, WT1 and ZRSR2)2,27 were examined for mutations by MiSeq sequencing (Illumina, San Diego, 
CA, USA). To identify mutations in the selected genes, we designed PCR primers using the primerXL pipeline. 
A total of 755 oligonucleotide pairs were produced, encompassing all of the coding sequences (CDSs) and most 
of the UTRs of the 38 genes. The amplification reactions were conducted using an ABI 2720 thermal cycler. The 
PCR products were used to generate a library for further detection, and the adapter-ligated and adapter-indexed 
DNA fragments from 10 libraries were then pooled and hybridized. After hybridization of the sequencing primer, 
base incorporation was performed in a single lane using a MiSeq benchtop sequencer, following the manufac-
turer’s standard cluster generation and sequencing protocols, for 250 cycles of sequencing per read to generate 
paired-end reads that included 250 bp at each end and 8 bp of the index tag.

Mutation calling.  Sequence data were analyzed via our established pipeline to detect possible somatic muta-
tions. All of the sequencing reads were aligned to the human reference genome (hg19) using BWA version 0.5.8 
with default parameters. After all of the duplicated reads and low-quality reads and bases were removed, the allele 
variable frequencies (AVFs) of single-nucleotide variants (SNVs) and indels were calculated at each genomic 
position by enumerating the relevant reads using SAMtools. All of the variants that exhibited AVF > 10% were 
extracted and annotated with ANNOVAR for further consideration only if they were identified in >5 posi-
tive reads among >10 total reads. All of the synonymous variants and ambiguous (unknown) candidates were 
discarded. In addition, known SNVs with frequencies greater than 0.01 in the 1000 Genomes databases were 
removed, although SNVs that were found in the COSMIC database were rescued as somatic mutations.

Statistical analysis.  Statistical analyses were conducted using SPSS software version 18.0. The associa-
tions of the mutations with clinical characteristics were analyzed via the χ2 test. Comparisons of two independ-
ent samples were assessed using the two-tailed Student’s t-test. Fisher’s exact test was applied to determine the 
co-occurrence of highly recurrent genes. Kaplan-Meier analysis was used to evaluate the time to survival and time 
to progression. All P-values were based on 2-sided tests and P-values less than 0.05 were considered statistically 
significant.

Data availability
The sequencing data can be obtained by contacting the corresponding author.

Received: 15 July 2019; Accepted: 26 November 2019;
Published: xx xx xxxx

References
	 1.	 Bejar, R. et al. Clinical effect of point mutations in myelodysplastic syndromes. N Engl J Med 364, 2496–2506 (2011).
	 2.	 Papaemmanuil, E. et al. Chronic Myeloid Disorders Working Group of the International Cancer Genome Consortium. Clinical and 

biological implications of driver mutations in myelodysplastic syndromes. Blood 122, 3616–3627 (2013).
	 3.	 Haferlach, T. et al. Landscape of genetic lesions in 944 patients with myelodysplastic syndromes. Leukemia 28, 241–247 (2014).
	 4.	 Abdel-Wahab, O. et al. Deletion of Asxl1 results in myelodysplasia and severe developmental defects in vivo. J Exp Med 210, 

2641–2659 (2013).
	 5.	 Kim, E. et al. SRSF2 Mutations Contribute to Myelodysplasia by Mutant-Specific Effects on Exon Recognition. Cancer Cell 27, 

617–630 (2015).
	 6.	 Shirai, C. L. et al. Mutant U2AF1 Expression Alters Hematopoiesis and Pre-mRNA Splicing In Vivo. Cancer Cell 27, 631–643 (2015).

https://doi.org/10.1038/s41598-019-55540-w


8Scientific Reports |          (2020) 10:826  | https://doi.org/10.1038/s41598-019-55540-w

www.nature.com/scientificreportswww.nature.com/scientificreports/

	 7.	 Uy, G. L. et al. Dynamic changes in the clonal structure of MDS and AML in response to epigenetic therapy. Leukemia 31, 872–881 
(2017).

	 8.	 Kim, T. et al. The clonal origins of leukemic progression of myelodysplasia. Leukemia 31, 1928–1935 (2017).
	 9.	 Mossner, M. et al. Mutational hierarchies in myelodysplastic syndromes dynamically adapt and evolve upon therapy response and 

failure. Blood 128, 1246–1259 (2016).
	10.	 Jaiswal, S. et al. Age-related clonal hematopoiesis associated with adverse outcomes. N Engl J Med 371, 2488–2498 (2014).
	11.	 Lindsley, R. C. et al. Prognostic Mutations in Myelodysplastic Syndrome after Stem-Cell Transplantation. N Engl J Med 376, 536–547 

(2017).
	12.	 Sperling, A. S., Gibson, C. J. & Ebert, B. L. The genetics of myelodysplastic syndrome: from clonal haematopoiesis to secondary 

leukaemia. Nat Rev Cancer 17, 5–19 (2017).
	13.	 Yoshizato, T. et al. Somatic Mutations and Clonal Hematopoiesis in Aplastic Anemia. N Engl J Med 373, 35–47 (2015).
	14.	 Negoro, E. et al. Origins of myelodysplastic syndromes after aplastic anemia. Blood 130, 1953–1957 (2017).
	15.	 Walter, M. J. et al. Clonal architecture of secondary acute myeloid leukemia. N Engl J Med 366, 1090–1098 (2012).
	16.	 da Silva-Coelho, P. et al. Clonal evolution in myelodysplastic syndromes. Nat Commun 8, 15099 (2017).
	17.	 Yoshida, K. et al. Frequent pathway mutations of splicing machinery in myelodysplasia. Nature 478, 64–69 (2011).
	18.	 Papaemmanuil, E. et al. Somatic SF3B1 mutation in myelodysplasia with ring sideroblasts. N Engl J Med 365, 1384–1395 (2011).
	19.	 Huang, Y. et al. SF3B1 deficiency impairs human erythropoiesis via activation of p53 pathway: implications for understanding of 

ineffective erythropoiesis in MDS. J Hematol Oncol 11, 19 (2018).
	20.	 Cai, X. et al. Runx1 Deficiency Decreases Ribosome Biogenesis and Confers Stress Resistance to Hematopoietic Stem and Progenitor 

Cells. Cell Stem Cell 17, 165–177 (2015).
	21.	 Tsai, S. C. et al. Biological Activities of RUNX1 Mutants Predict Secondary Acute Leukemia Transformation from Chronic 

Myelomonocytic Leukemia and Myelodysplastic Syndromes. Clin Cancer Res 21, 3541–3551 (2015).
	22.	 Chang, C. K. et al. TP53 mutations predict decitabine-induced complete responses in patients with myelodysplastic syndromes. Br 

J Haematol 176, 600–608 (2017).
	23.	 Nikoloski, G. et al. Somatic mutations of the histone methyltransferase gene EZH2 in myelodysplastic syndromes. Nat Genet 42, 

665–667 (2010).
	24.	 Valent, P. et al. Definitions and standards in the diagnosis and treatment of the myelodysplastic syndromes: Consensus statements 

and report from a working conference. Leuk Res 31, 727–736 (2007).
	25.	 Vardiman, J. W. et al. The 2008 revision of the World Health Organization (WHO) classification of myeloid neoplasms and acute 

leukemia: rationale and important changes. Blood 114, 937–951 (2009).
	26.	 Greenberg, P. et al. International scoring system for evaluating prognosis in myelodysplastic syndromes. Blood 89, 2079–88 (1997).
	27.	 Xu, F. et al. Exploration of the role of gene mutations in myelodysplastic syndromes through a sequencing design involving a small 

number of target genes. Sci Rep 7, 43113 (2017).

Acknowledgements
This work was supported by the National Natural Science Foundation of China (81470291, 81770120 and 
81770122) and Shanghai Health Commission General Program (201640267). We sincerely thank Dr. Rafael 
Bejar for providing constructive revision. We also thank Shanghai Tianhao Inc. for providing assistance in exome 
sequencing and data analysis.

Author contributions
X.L. was the principal investigators who conceived the study. F.X., L.-Y.W. and Y.-S.Z. carried out most of the 
experiments. J.G. and Q.H. were responsible for bioinformatics investigation. Z.Z. participated in the preparation 
of biological samples. Z.Z., C.-K.C. and D.W. helped gather detailed clinical information for the study and helped 
to carry out clinical analysis. X.L., F.X. and L.-Y.W. wrote the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https://doi.org/10.1038/s41598-019-55540-w.
Correspondence and requests for materials should be addressed to X.L.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2020

https://doi.org/10.1038/s41598-019-55540-w
https://doi.org/10.1038/s41598-019-55540-w
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	A genetic development route analysis on MDS subset carrying initial epigenetic gene mutations

	Results

	Patients. 
	Initial mutations. 
	Baseline additional driver mutations. 
	Phenotypes and outcome. 
	Gene characteristics around the AML transformation. 

	Discussion

	Conclusions

	Methods

	Patients and samples. 
	Genomic DNA preparation. 
	Targeted gene sequencing. 
	Mutation calling. 
	Statistical analysis. 

	Acknowledgements

	Figure 1 Distribution of initial and driver mutations.
	Figure 2 Survival and AML transformations for C1 and C2.
	Figure 3 Evolution of initial/driver and last event mutations in 25 paired samples pre and post AML transformation.
	Figure 4 Schematic depiction of MDS evolution.
	Table 1 Comparison of initial mutations for all 563 cases.
	Table 2 Driver mutations for initial mutation positive case.
	Table 3 Comparison of clinical features.




