Supplementary Figure 1

Alternative splicing event definitions in SplAdder
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Supplementary Figure 2
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Supplementary Figure 3

A

Adrenocortical carcinoma

Strata =+ group=high =+ group=low

RPL21 levels and survival in human cancer

Kidney Chromophobe

Strata =+ group=high =+ group=low

Kidney renal clear cell carcinoma

Strata =+ group=high =+ group=low

100
1.00
1.00
075
075
075
z £
H 2 H
g ] Sos0
g Soso E]
Sos0 3 g
] £ £
2 5 @
5 @
@
. 025
025 p=0.0055
=0.014
p=0013 p=00
0.00
0.0
000 0 1000 2000 3000 4000
) 1600 3000 4000 5000 Time
[ 1600 3000 4g00 5000 Time
Low Grade Glioma Ovarian serous cystadenocarcinoma Uterine Corpus Endometrial Carcinoma
Strata =+ group=high =+ group=low Strata =+ group=high =+ group=low Strata ~+= group=high = group=low
1.00
100 1.00
075
075 075
z
z g H
z 3 H
5 2 o5
1 —
] g H
g g H
s
H 3 E
0.25- 025
0.25 p=0011
p<0.0001 p=0.035
000
000 0.0
3 1000 2000 3000 4500
o 1000 2000 3000 4000 5000 o 1000 2000 3000 4000 5000 Time
Time
B RPL29 levels and survival in human cancer
Adrenocortical carcinoma Low Grade Glioma Liver hepatocellular carcinoma
Strata =+ group=high =+ group=low Strata =+ group=high =+ group=low Strata =+ group=high =+ group=low
1.00 100 1.00
075 o078 075
z z
] H 3
] ] g
Sos0 Lomo Eoso
H s
s H s
@ H @
025 05 025 L
p =0.00059 p=0017 p=0018
000 000 000
3 1600 3000 4000 5000 5 5% 550 50 o 500 [ 1000 2000 3000 000
. Time
ime
Sarcoma Uterine Carcinosarcoma Uveal Melanoma
Strata =+~ group=high =+ group=low . =hi =|
o0 group=higl group: o Strata =+ group=high = group=low . Strata ~+ group=high =+ group=low
075 075 075
z z z
3 3 3
2 2 g
So0s0 5050 5050
g g H e
s = 5
3 3 @
0.25- 0.25 0.25-
p=0028 p=0.037 p=0.0017
0.00- 0.00 0.00-
0 1000 2000 3000 4000 5000 6000 o 1000 2000 3000

Time.

Time.

4000

&

1000 1500 2600 2500



Supplementary Figure 4

A Human RPL21 transcripts
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