
Figure S1
a

m
ed
ia
n
lo
g 2
tp
m

AC
C

BL
C
A

BR
C
A

C
ES

C
C
H
O
L

C
O
AD

D
LB

C
ES

C
A

H
N
SC

KI
C
H

KI
R
C

KI
R
P

LA
M
L

LG
G

LI
H
C

LU
AD

LU
SC

M
ES

O O
V

PA
AD

PC
PG

PR
AD

R
EA

D
SA

R
C

SK
C
M

ST
AD

TG
C
T

TH
C
A

TH
YM

U
C
EC

U
C
S

U
VM

Pan-cancer sdRNA expression

b

c

SNHG19

SNORD60

p13.3 p13.2 p13.13 p13.11 p12.3 p12.2 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 q13 q21 q22.1 q22.2 q23.1 q23.2 q23.3 q24.1 q24.2

chr16

SNHG1
SNORD22 SNORD31 SNORD30 SNORD29 SNORD28 SNORD27 SNORD26 SNORD25

chr11
p15.4 p15.3 p15.1 p14.3 p14.1 p13 p12 p11.2 p11.12 q11 q12.1 q12.2 q13.1 q13.3 q13.4 q13.5 q14.1 q14.2 q14.3 q21 q22.1 q22.3 q23.1 q23.3 q24.1 q24.2 q24.3 q25

TCGA-C8-A26V-01A (123435.bam)

TCGA-EA-A3HS-01A (129984.bam)

0

5

10

15

20



Figure S2

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

ACC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

BLCA

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

BRCA

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

CESC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

20

40

60

80

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

CHOL

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

COAD

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

DLBC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

ESCA

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

HNSC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

KICH

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

KIRC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

KIRP

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

LAML

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

LGG

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

LIHC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

30

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

LUAD

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

LUSC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

60

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

MESO

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

OV

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

60

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

PAAD

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

PCPG

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

PRAD

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

30

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

READ

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

SARC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

SKCM

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

STAD

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

TGCT

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

THCA

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

20

40

60

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

THYM

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

UCEC

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

10

20

30

40

50

60

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

UCS

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0
2
4
6
8
10
12
14

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

UVM

snoRNA-mapping read length

%
of
to
ta
lm

ap
pe
d
re
ad
s

0

5

10

15

20

25

30



Figure S3
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