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



Supplemen
annotated 

Supplemen
tissues ass

ntary Figure 4: 
loci (green), vs

ntary Figure 5: 
sayed. 

Read mapping
s. in intergenic 

Number of am

g statistics. Num
regions (coral)

mplified non-targ

mber of unique
). 

geted loci in ne

ely mapped 454

ested and stand

4 reads overlap

dard RACE-Se

pping GENCOD

eq in the seven

 
DE-

 
n 



Supplemen
primary RA

ntary Figure 6: 
ACE (blue) and

Venn diagram
d nested RACE

 comparing the
E (orange) 

e sets of targetted loci that couuld be amplified in standard, 
 



Supplemen
was subsu
density of r

ntary Figure 7: 
umed into the co
reads mapping

Genome brow
oding locus PIG

g to exons. The

wser screensho
GL. The RNA-s

e RACE 

t of the PIGL lo
seq signal plot 

ocus. The origi
(light blue, all 

inal locus (high
454 data bump

hlighted, bottom
ped) shows the

 
m left) 
e 



Supplemen
lncRNAs in
level. Tran
merging cr
successfull

ntary Figure 8: 
n each tissue a
scripts were re
riterion. A given
ly reconstructe

Detection of ln
and their propor
econstructed dir
n locus was con
ed. 

ncRNAs in targ
rtion shared ac
irectly from the 
nsidered as ex

geted tissues. H
cross other targ

read alignmen
xpressed in a g

Heat map show
geted tissues a
nts, using trans
given tissue if a

wing the numbe
at the (A) transc
script structure 
t least one of it

er of detected 
cript level (B) g
compatibility a
ts transcript wa

 

gene 
as 
as 



Supplemen
panel) alon
5kb). (a) Al
and unann
annotated 

ntary Figure 9: 
ng targeted gen
ll annotated an
otated splice ju
and unannotat

Distribution of 
nes. Bar plots s
nd unannotated
unctions detect
ted canonical s

f detected splice
showing the loc
d splice junction
ted in RNA Cap
splice junctions

e junctions by 
cation of splice
ns within target
ptureSeq and R

s ranked by rea

RACE-Seq (bo
e junctions with
ted loci bounda
RACE-Seq dat

ad coverage. 

ottom panel) an
hin targeted loc
aries (+/- 5kb). 
ta sets. (B) The

nd CaptureSeq
ci boundaries (+
 (A) All annota
e top 25% of 

 
q (top 
+/- 
ated 



Supplemen
and not co

 

 

 

 

 

 

 

 

 

ntary Figure 10
vered (green) b

0: Detection of p
by SLR-Seq re

pre- and post-R
eads. 

RACE-Seq targgets by SLR-Seeq. Number of f loci covered (b
 

blue) 



 

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) 
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mappe
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330,9
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89 

41,01

9 
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,990 
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11 
1.6% 

857,5
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68 
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kid
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,859 

544,0

64 
1.2% 
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80 

28,10
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3.0% 2.5 
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76 
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282,2
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92 
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2.8% 3.9 
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809,1
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,498 
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24 
1.4% 

807,7

53 

16,77
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866,2

28 

272,3
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31.4% 21.9 

test

is 
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,261 
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757,1

08 

76,25
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679,7

35 

345,7
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TO
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1.2% 
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,813 
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62 
3.9% 3.1 

5,120

,963 
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090 
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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. 

 


