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Supplementary Table 1: Data sources 
Each row shows metadata for each data set employed in this study. This includes, from left to right columns, 
experimental method, dataset name, original assembly the dataset was mapped to, cell line origin, GEO accession 
number(s)/Short Read Archive accession numbers/ENCODE experiment id, and whether the data set was produced by 
pooling two or more libraries. If the latter was true, the Pearson correlation (R2) between libraries on each strand is 
indicated. If more than two libraries were compared, the average R2 value is shown.   	
  

Method Dataset name 
Originally 
Mapped 

Assembly 
Cell Line Data source Pooled R2 

CAGE CAGE-ctrl hg19 HeLa GSE48286-GSM1174214 F NA 
CAGE CAGE-RRP40 hg19 HeLa GSE48286-GSM1174215 F NA 
CAGE CAGE-MTR4 hg19 HeLa GSE49834 F NA 

RNA-seq RNA-seq-ctrl hg19 HeLa GSE48286-GSM1174216 F NA 

RNA-seq RNA-seq-
RRP40 hg19 HeLa GSE48286-GSM1174217 F NA 

TIF-seq TIF-seq-
ctrl_rep1 hg19 HeLa GSE75183 

TIF-seq TIF-seq-
ctrl_rep2 hg19 HeLa GSE75183 

T Plus: 0.88; 
Minus:0.84; 

TIF-seq TIF-seq-RRP40 hg19 HeLa GSE75183 F NA 
GRO-cap GRO-cap K562 hg19 K562 GSE60456-GSM1480321 F NA 

GRO-cap GRO-cap 
GM12878 hg19 GM12878 GSE60456-GSM1480323 F NA 

Dnase-seq Dnase-seq hg19 HeLa ENCSR959ZXU 
processed as 
in Mayer et al, 

Cell 2015 
NA 

NET-seq NET-seq hg19 HeLa GSE61332-GSM1505438 and 
GSM1505439   

processed as 
in Mayer et al, 

Cell 2015 
NA 
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GRO-seq GRO-seq hg19 HeLa GSE62046 

Processed as 
in Andersson 

et al, Nat 
Commun 

2014 

NA 

ChIP-seq H3K27ac hg19 HeLa GSE29611-GSM733684 F NA 
ChIP-seq H3K3me1 hg19 HeLa GSE29611-GSM798322 F NA 
ChIP-seq H3K3me3 hg19 HeLa GSE29611-GSM733682 F NA 

Mnase Mnase K562 hg19 K562 GSE35586-GSM920557 F NA 

Mnase Mnase 
GM12878 hg19 GM12878 GSE35586-GSM920558 F NA 

small RNA-
seq HeLa18-30-ctrl hg18 HeLa GSE29116-GSM721073 

small RNA-
seq 

HeLa18-30-
RRP40 hg18 HeLa GSE29116-GSM721074 

small RNA-
seq 

HeLa18-30-
XRN1/2 hg18 HeLa GSE29116-GSM721077 

small RNA-
seq HeLa18-30-N hg18 HeLa GSE29116-GSM721078 

T (pooled 
libraries from 

different 
conditions) 

  Average 
Plus:0.63; 
Average 

Minus:0.63 

ChIP-exo RNAPII raw reads K562 SRR770759 and SRR770760  

processed as 
in Andersson 

et al, 
Molecular 
Cell, 2015 

NA 

ChIP-exo TBP raw reads K562 SRR770743 and SRR770744  

processed as 
in Andersson 

et al, 
Molecular 
Cell, 2015 

NA 
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ChIP-exo TFIIB raw reads K562 SRR770745 and SRR770746  

processed as 
in Andersson 

et al, 
Molecular 
Cell, 2015 

NA 
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Supplementary Table 2: qPCR primers and genomic locations of amplicons 
 
qPCR primers sequences used in Supplementary Fig. 2k-u.  
Primers corresponding to the extended isoform (i.e. the PROMPT of the upstream gene TSS) is denoted ‘extended’.  
 
Primer name Primer sequence 
FARSA_extended_for ATGACTCCTTCCAGTGTGCTC 
FARSA_extended_rev GTCCCATGCACCTTTTGCG 
FARSA_mRNA_for CCTCGTCCATCATCGTACCC 
FARSA_mRNA_rev ACGTCCAAGCCAAATTCCCT 
CALR_extended_for GAGGCGCAGCCTAACATAGT 
CALR_extended_rev TTTAAAACGACCCTCCGGCA 
CALR_mRNA_for CGTTTAGAGGTCCAACACGGT 
CALR_mRNA_rev AGGAAAGGAGATCCCCGACA 
SNAP23_extended_for GTGAATTCCCAGACTCTCCGT 
SNAP23_extended_rev TGGAGACTCACCAAGCGGG 
SNAP23_mRNA_for GGAGAACATCGAGGGACCAG 
SNAP23_mRNA_rev CTGTGGTCACCATACAGGCA 
POLR3A_extended_for TAGAGAAACGATGCCCCCAG 
POLR3A_extended_rev AAATACAGCACACGCCTCGG 
POLR3A_mRNA_for AGGAGAATGCGAGCTTTGGC 
POLR3A_mRNA_rev GGTCAGGCTGAGGGGATTTC 
RPS24_extended_for ACCCACCTCTAACTCGGAAGA 
RPS24_extended_rev CATATCAACGCGCACGGAAG 
RPS24_mRNA_for TGAGCTATAGGCACGCGAAG 
RPS24_mRNA_rev CGAAGTCAACAAGCGCAACA 
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COL4A5_extended_for AAGTTTCCCTCCCCCAAATA 
COL4A5_extended_rev TTCCCTTCTGTCCAGACTTGC 
COL4A5_mRNA_for TCTTCACCCAAGCCTCACTG 
COL4A5_mRNA_rev AGGGCCAGTAAGAACAAGCC 
C1orf43_extended_for CTCCCCGGCCATTTCCTTAC 
C1orf43_extended_rev CCGCTTCCTCTTACTGTCGT 
C1orf43_mRNA_for TCCCCGGCCATTTCCTTACG 
C1orf43_mRNA_rev GAAGGCGTCGTTCTCCTTTCC 
HNRNPA2B1_ext_for TGGCGCTGTAGTGAGAACTG 
HNRNPA2B1_ext_rev CGTAAGGTGGGGCGTAGAG 
HNRNPA2B1_mRNA_for TTTGTCCTACGGCTCGCATT 
HNRNPA2B1_mRNA_for CTGCGCACCTCATTAAAGGC 
CDC45_extended_for TAAAGATGTCCGCCCAGCG 
CDC45_extended_rev GGTCAAGACTCCCGCCAAAT 
CDC45_mRNA_for GGTGTGGGGTGGGATAAAGG 
CDC45_mRNA_rev AGGCCACGACAGATCCAAAG 
RFXANK_extended_for ATTCCCTCCGAGTCGGTGAGGA 
RFXANK_extended_rev ATAGCAGGAGGCAAACTGGA 
RFXANK_mRNA_for TGGGACCAATCGCACCTTTG 
RFXANK_mRNA_rev TGTCTGTACATAGCTTATCGGGG 
IMP4_extended_for AATCGCCTTGAGATGTCCCC 
IMP4_extended_rev CCACATCCCCAGCACTTCAC 
IMP4_mRNA_for CCGAGCGTCTTTCCAAATGC 
IMP4_mRNA_rev CAAAACCCGGGTACTGCAAC 
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Genomic location of amplicons 
 
Amplicon name hg19 coordinates 
FARSA_mRNA chr19:13044121-13044295 
FARSA_extended  chr19:13044509-13044682 
CALR_extended  chr19:13049265-13049461 
CALR_mRNA chr19:13049667-13049856 
SNAP23_extended chr15:42787699-42787922 
SNAP23_mRNA chr15:42788089-42788238 
POLR3A_mRNA chr10:79788840-79788953 
POLR3A_extended chr10:79789211-79789453 
RPS24_extended chr10:79793306-79793599 
RPS24_mRNA chr10:79793735-79793919 
COL4A5_extended chrX:107682929-107683120 
COL4A5_mRNA chrX:107683224-107683405 
C1orf43_extended chr1:154192982-154193169 
C1orf43_mRNA chr1:154192983-154193078 
HNRNPA2B1_extended chr7:26240284-26240496 
HNRNPA2B1_mRNA chr7:26239410-26239583 
CDC45_extended chr22:19467180-19467436 
CDC45_mRNA chr22:19467927-19468055 
IMP4_extended chr2:131100331-131100566 
IMP4_mRNA chr2:131100834-131100962 
RFXANK_extended chr19:19303546-19303816 
RFXANK_mRNA chr19:19303953-19304072 
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