
R273H/C/Ffs*71

R248Q/W

P53_TAD P53 P53_tetramer

0 393aa100 200 300

F426Lfs*23

X203_splice/G203fs

DUF3452 RB_A RB_B Rb_C

0 928aa200 400 600 800

Q1564*

Q883Rfs*13

SNF2_N Hel..

0 2492aa400 800 1200 1600 2000

ULMS

TP53 (NM_000546)

RB1 (NM_000321)

ATRX (NM_000489)

STLMS

ULMS

STLMS

ULMS

STLMS

Lollipop plots for TP53, RB1 and ATRX in STLMS and ULMS.

STLMS (Primary)
59%
14%
30%
25%
47%
10%
12%
23%

9%
24%

STLMS (Metastatic)
51%
11%
22%
24%
38%
10%
11%
19%
15%
26%

TP53.MUT

TP53.DEL

RB1.MUT

RB1.DEL

chr13q

ATRX

PTEN

NCOR1

MYOCD

chr12q

Alteration Type
Missense Mutation
In−frame deletion
Nonsense Mutation

Frameshift Insertion
Frameshift Deletion 
Splicing

Structural Variant
Amplification
Deletion

ULMS (Primary)
56%
14%
16%
31%
42%
38%
16%
19%
6%

27%

ULMS (Metastatic)
52%
19%
11%
41%
35%
27%
20%
12%
8%

15%

TP53.MUT

TP53.DEL

RB1.MUT

RB1.DEL

chr13q

ATRX

PTEN

MED12

CDKN2A

chr20q

Supplementary Figure S1. 

A

B

C

josephinedermawan
Pencil



Supplementary Figure S1. A. Lollipop plots depicting the distribution of point mutations in TP53, 
RB1 and ATRX in STLMS and ULMS. B-C. Oncoprints in STLMS (B) and ULMS (C) depicting 
the distribution of recurrent genetic alterations in primary versus metastatic samples (unpaired). 
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