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Supplementary figure 2

1e+03

1e-01

1e+03

1e-01

1e+03 1e-01 1e+03
] ] ] ] ]
[>=0.1 tpm] [>=0.1 tpm] [>=0.1 tpm] [>=0.1 tpm]
cor: 0.983 cor: 0.971 cor: 0.948 cor: 0.921
genes: 15751 genes: 15518 genes: 14139 genes: 12525
Sug
[>=1tpm] [>=1tpm] [>=1 tpm] [>=1 tpm]
cor: 0.978 cor: 0.967 cor: 0.944 cor: 0.927
genes: 11417 genes: 11222 genes: 10826 genes: 10311
[>=0.1 tpm] [>=0.1 tpm] [>= 0.1 tpm]
cor: 0.979 cor: 0.961 cor: 0.939
7] genes: 15524 genes: 14126 genes: 12539
lug
_ [>=1 tpm] [>=1 tpm] [>=1 tpm]
cor: 0.988 cor: 0.971 cor: 0.954
genes: 11375 genes: 10954 genes: 10363
[>=0.1 tpm] [>=0.1 tpm]
cor: 0.962 cor: 0.943
genes: 14096 genes: 12534
500ng
[>=1 tpm] [>=1tpm]
cor: 0.974 cor: 0.958
genes: 10835 genes: 10309
[>=0.1 tpm]
cor: 0.946
genes: 12066
200ng
[>=1 tpm]
cor: 0.954
genes: 10102
100ng
| | | | | | |
1e-01 1e+03 1e+03 1e-01 1e+03

1e+03

1e-01

1e+03

1e-01

1e+03

1e-01


forrest
Text Box
Supplementary figure 2


Supplementary figure 3a
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Supplementary figure 3b
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Supplementary figure 3c
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Supp fig 4 - examples of novel differentially

expressed regions
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Supp Fig 5
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Supp fig 6a - correlation of top TC pairs from the same locus
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Supp fig 6a - correlation of top TC pairs from the same locus


Supp fig 6b - correlation of top TC pairs from random locations
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Supp fig 7: Length distribution of mapped CAGE tags on the
Heliscope platform
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Supp fig 8a: Scatterplot of gene expression
for technical replicates using 454CAGE(red)
or HeliScopeCAGE(blue)
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Supp fig 8a: Scatterplot of gene expression
for technical replicates using 454CAGE(red)
or HeliScopeCAGE(blue) 


Supp fig 8b - correlation of CAGE and illumina microarray
with gRTPCR fro ~2000 transcription factors (FANTOM4
dataset)

Pearson’s correlation: 0.68 Pearson’s correlation: 0.57 Pearson’s correlation: 0.58
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Supplementary fig 10: BAGALT1 fine level
differences

0 HG18 chrd 33156731..33157501 [len 771bp | ]
p24p24.1 [P23WIP22p2 20231 P2 1p20p13.39p 1 3Zp 11.2 PRGN 2 G2 @203 g E <
33156800
nEntrez gene hg18 ®
B4GALT1

UCSC hg18 ref: ¥
n 918 refseq gene e NM_001497 * ®
IﬂUCSChg183IImF\‘NA oot oo cootote : - E T)_(
|n UCSC hg18 EST % x
‘n THP-1 [scale:8.26 max:0.23+ 8.26-] mapnorm_tpm sum 5end M 9% %
900 0o © 90 B o0 0 g0 o o o o ...],‘.. ‘—]Tr""’ =ro ....,...,l..'..,.. 1 n I.'I‘I"ITF.HT og o0 a -
0 Hela [scale:65.00 max:0.47+ 65.00-] mapnorm_tpm sum 5end ¥ 3% x

o o o peseTH GEeRc @ o a 00 oo .

4 configure new track


forrest
Snapshot

forrest
Snapshot

forrest
Text Box
Supplementary fig 10: B4GALT1 fine level differences


Supplementary fig 11: MTAZ fine level

differences
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Supplementary fig 11: MTA2 fine level differences


Supp Fig 12 - sense/antisense exon painting
examples
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Supp Fig 12 - sense/antisense exon painting examples


Supplementary figure 13
a) 5ug HelLa vs 5ug THP-1 b) 5ug HelLa vs 200ng THP-1
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a) 5ug HeLa vs 5ug THP-1
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b) 5ug HeLa vs 200ng THP-1


