
AADAT

ABCA13

ABCD2
ABI3

ACER1

ACPP

ACR
ADAMTS17

ADAMTS5

ADAT3

ADORA1

ADRB2

AGR2

AICDA
AIRE

AK4

AKR7L

ALOX5

ANK3

ANKK1
APLN

ARAP3

ARG1
ARPP21

ARRDC5

ASCL2

ASS1

ATP2C2

B4GALNT3

BAALC

BEST1

C1QC

C3orf65

CASP5

CCR1
CCR8

CD14

CDCA7
CDH23

CEACAM1

CEACAM3

CES1

CLEC4D
CLEC6A

CRABP1

CRISP2

CYP1B1

DES

DLEC1

DLL4

DNMT3B

F5

FGD2

GIMAP4

GINS2 GJA1

GNAI1

HK3

HOXA9

IDO1

IDO2

IRG1

ITGA1
ITGB2−AS1

LGALS17A

LINC01021

LRRN3

LTB

MAPK13

MIR181A1HG

MN1

MYO7B

NFAM1

NTN4

OR6K3

OR6N1
PROM1

PTGFR

SLC35G2

SLC46A2

SPP1

STEAP4

TGFBI

WLS

0

5

10

15

−2.5 0.0 2.5
 Log2 fold change

−
Lo

g 1
0 
P

NS Log2 FC p−value p − value and log2 FC

EnhancedVolcano

AML vs MF

FC cutoff, 1.5; q cutoff, 0.05

Figure S1. Volcano plot of RNA-seq analysis of MF samples pre and post transformation to AML. This plot shows the 
result of DESeq2 based RNA-seq analysis comparing transformed MPN cases (‘AML’) to samples gathered from the 
same patients prior to transformation. The analysis utilized a model statement incorporating both disease stage and 
sample identity to adjust for sample specific features. Log fold change of gene expression is plotted against adjusted 
significance. Genes are colored according to whether the log fold change is above 1.5 (green), q value is less than 0.05 
(blue), or both (red). Selected genes with logFC above threshold and a significant q value are printed.
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Figure S2. Survival analysis of transformed MPN cases. Patient groups were determined using the lineage 
deconvolution-based clustering shown in Figure 5A. Overall survival curves were generated starting at the time of 
transformation.




