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Supplementary Figure 1: Box-plots of read length distributions across seven tissues targeted by 5’ and 3’ standard
(“std”) and nested RACE-Seq.
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Supplementary Figure 2: Genome mapping statistics. Bar plot showing the number of 454 reads that were unmapped
(blue) mapped uniquely (green) and multiple times (coral) to the reference human genome (GRCh37).
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Supplementary Figure 3: Flowchart explaining the CAGE enrichment analysis and summarized results.
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Supplementary Figure 4: Read mapping statistics. Number of uniquely mapped 454 reads overlapping GENCODE-
annotated loci (green), vs. in intergenic regions (coral).
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Supplementary Figure 5: Number of amplified non-targeted loci in nested and standard RACE-Seq in the seven

tissues assayed.



Supplementary Figure 6: Venn diagram comparing the sets of targeted loci that could be amplified in standard,
primary RACE (blue) and nested RACE (orange)
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Supplementary Figure 7: Genome browser screenshot of the PIGL locus. The original locus (highlighted, bottom left)
was subsumed into the coding locus PIGL. The RNA-seq signal plot (light blue, all 454 data bumped) shows the

density of reads mapping to exons. The RACE
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Supplementary Figure 8: Detection of INcRNAs in targeted tissues. Heat map showing the number of detected
IncRNAs in each tissue and their proportion shared across other targeted tissues at the (A) transcript level (B) gene
level. Transcripts were reconstructed directly from the read alignments, using transcript structure compatibility as
merging criterion. A given locus was considered as expressed in a given tissue if at least one of its transcript was
successfully reconstructed.
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Supplementary Figure 9: Distribution of detected splice junctions by RACE-Seq (bottom panel) and CaptureSeq (top
panel) along targeted genes. Bar plots showing the location of splice junctions within targeted loci boundaries (+/-
5kb). (a) All annotated and unannotated splice junctions within targeted loci boundaries (+/- 5kb). (A) All annotated
and unannotated splice junctions detected in RNA CaptureSeq and RACE-Seq data sets. (B) The top 25% of
annotated and unannotated canonical splice junctions ranked by read coverage.
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Supplementary Figure 10: Detection of pre- and post-RACE-Seq targets by SLR-Seq. Number of loci covered (blue)
and not covered (green) by SLR-Seq reads.



Dataset

Targets

(pre-RACE)

Targets

(post-RACE, all)

Targets

(post-RACE, novel)
CaptureSeq
transcript
models (all)
CaptureSeq
transcript

models (novel)

Supplementary Table 1: Table summarizing TSS discovery and CAGE coverage statistics in both RACE-Seq and
Clark et al.’s CaptureSeq.
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Supplementary Table 2: On-target read enrichment statistics. 5’ and 3' RACE datasets were merged in each tissue.



Standard 62%

& _——

Standard 64%

& _——

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

1,093 83%

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



