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Supplemenntary Figure 3: Flowchart explaining the CAGGE enrichmentt analysis and summarized reesults. 
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Dataset 

Total # TSS 
(clustered) 

# Clustered TSS 
+/- 50 bp from 

CAGE tag 

% Clustered TSS 
+/- 50 bp from 

CAGE tag 

Targets 
(pre-RACE) 

527 241 46% 

Targets 
(post-RACE, all) 

873 415 48% 

Targets 
(post-RACE, novel) 

615 252 41% 

CaptureSeq 
transcript 

models (all) 

343 203 59% 

CaptureSeq 
transcript 

models (novel) 

70 37 53% 

Supplementary Table 1: Table summarizing TSS discovery and CAGE coverage statistics in both RACE-Seq and 
Clark et al.’s CaptureSeq. 

 
 

 
 

Tis
sue 

Pre RACE-Seq (GTEx 
data) 

Post RACE-Seq (standard) Post RACE-Seq (nested) 

Total # 
mappe

d 
reads 

# 
reads 
within 
target

ed 
transc
ripts 

% 
reads 
within 
target

ed 
transc
ripts 

Total 
# 

map
ped 
read

s 

# 
reads 
within 
target

ed 
transc
ripts 

% 
reads 
within 
target

ed 
transc
ripts 

On-
target 
fold 

enrich
ment 

Total 
# 

map
ped 
read

s 

# 
reads 
within 
target

ed 
transc
ripts 

% 
reads 
within 
target

ed 
transc
ripts 

On-
target 
fold 

enrich
ment 

brai
n 

37,162
,929 

330,9
59 

0.9% 
746,8

89 
41,01

9 
5.5% 6.2 

655,5
24 

328,6
66 

50.1% 56.3 

hea
rt 

35,835
,990 

564,3
11 

1.6% 
857,5

52 
14,47

5 
1.7% 1.1 

602,8
69 

171,6
68 

28.5% 18.1 

kid
ney 

45,384
,859 

544,0
64 

1.2% 
923,7

80 
28,10

4 
3.0% 2.5 

730,4
76 

291,2
91 

39.9% 33.3 

live
r 

39,432
,611 

282,2
30 

0.7% 
652,5

92 
18,34

5 
2.8% 3.9 

751,2
22 

199,5
11 

26.6% 37.1 

lun
g 

48,531
,622 

792,6
44 

1.6% 
809,1

39 
18,89

4 
2.3% 1.4 

834,9
09 

256,8
59 

30.8% 18.8 

spl
een 

33,051
,498 

475,4
24 

1.4% 
807,7

53 
16,77

5 
2.1% 1.4 

866,2
28 

272,3
86 

31.4% 21.9 

test
is 

43,888
,261 

545,5
28 

1.2% 
757,1

08 
76,25

0 
10.1% 8.1 

679,7
35 

345,7
09 

50.9% 40.9 

TO
TAL 

283,28
7,770 

3,535,
160 

1.2% 
5,554
,813 

213,8
62 

3.9% 3.1 
5,120
,963 

1,866,
090 

36.4% 29.2 

Supplementary Table 2: On-target read enrichment statistics. 5’ and 3’ RACE datasets were merged in each tissue.  



 
 

# Targets RACE 
direction 

RACE type # Targets 
successfully 

RACE’d 

% Targets 
successfully 

RACE’d 

 
 

398 

 
5’ 

Standard 248 62% 

Nested 314 79% 

Standard + 
Nested 

341 86% 

 
3’ 

Standard 255 64% 

Nested 293 73% 

Standard + 
Nested 

326 82% 

Supplementary Table 3:  Number and proportion of successfully RACE-amplified targets. 

 

Dataset Total # unique 
splice junctions 

# Supported by 
RNA CaptureSeq 

% Supported by 
RNA CaptureSeq 

Targets 
(pre-RACE) 

1,093 903 83% 

Targets updated 
(post-RACE) 

3,664 2,211 60% 

Supplementary Table 4: Detection of pre- and post-RACE-Seq targets by RNA CaptureSeq. Proportion of annotated 
splice junctions in pre- and post-RACE-Seq targets supported by RNA CaptureSeq. 

 

Dataset Total # unique 
splice 

junctions 

# Supported 
by 

454-RACE-
Seq 

% Supported 
by 

454-RACE-
Seq 

# Supported 
by 

SLR-Seq 

% Supported 
by 

SLR-Seq 

Targets 
(pre-RACE) 

1,093 817 74.8% 226 20.68% 

Targets 
updated 

(post-RACE) 

3,664 3,277 89.4% 281 9.11% 

Supplementary Table 5: Comparison of splice junction support by 454 RACE-seq and SLR-seq. 

 


