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Supplementary Figure S47. Chromatin modification environment around genic promoters
in GM12878. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from cytosol isolates from
GM12878 cells. Genic promoters were divided into the same for bins as cis-NAT promoters
for the same data set, and the normalized average numbers of ChIP-seq reads in 10 base-
pair windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S48. Chromatin modification environment around genic promoters
in GM12878. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from total RNA from nucleolar isolates from GM12878 cells.
Genic promoters were divided into the same for bins as cis-NAT promoters for the same data
set, and the normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb
of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S49. Chromatin modification environment around genic promoters
in GM12878. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from nucleus isolates from
GM12878 cells. Genic promoters were divided into the same for bins as cis-NAT promoters
for the same data set, and the normalized average numbers of ChIP-seq reads in 10 base-
pair windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S50. Chromatin modification environment around genic promoters
in HIHESC. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from whole-cell isolates from
H1HESC cells. Genic promoters were divided into the same for bins as cis-NAT promoters for
the same data set, and the normalized average numbers of ChIP-seq reads in 10 base-pair
windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S51. Chromatin modification environment around genic promoters
in HepG2. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from cytosol isolates from HepG2
cells. Genic promoters were divided into the same for bins as cis-NAT promoters for the
same data set, and the normalized average numbers of ChIP-seq reads in 10 base-pair
windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S52. Chromatin modification environment around genic promoters
in HepG2. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from nucleolus isolates from
HepG2 cells. Genic promoters were divided into the same for bins as cis-NAT promoters for
the same data set, and the normalized average numbers of ChIP-seq reads in 10 base-pair
windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S53. Chromatin modification environment around genic promoters
in HepG2. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from nucleus isolates from HepG2
cells. Genic promoters were divided into the same for bins as cis-NAT promoters for the
same data set, and the normalized average numbers of ChIP-seq reads in 10 base-pair
windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S54. Chromatin modification environment around genic promoters
in HUVEC. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from cytosol isolates from HUVEC
cells. Genic promoters were divided into the same for bins as cis-NAT promoters for the
same data set, and the normalized average numbers of ChIP-seq reads in 10 base-pair
windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.



2
12

.._. o B

g o (&) Control (b) H3K4Me2 o, (c)H3K4Me3 (d) H3K9AC

o o 9_ S,

(&) =] ﬂ(\\ <

% M MWWMM “] 1

-— ™

o o Mo ol ] o]

(0]

g g’ <4 N < -

@©

£ o J - o

S

§ 2 o- S oA o-

500 2800 0 2500 5000  -5000  -2500 0 2500 5000  -5000  -2500 0 2500 5000 5000 -2500 0 2500 5000

N 9

-.g (e) H3K27Ac s1  (f) H3K36Me3 °© (g) H4K20Mel 21 (h) H3K9Mel

o) 24 < |

o ] ° o3 'y 31

(@)} o M

@ < 8‘ 24 M

= :

g : :

— o

o~ o -

B o

Z ° ; 3 : : : 3 : : : 3 : : : ‘

5000 -2500 2500 5000  -5000 -2500 0 2500 5000  -5000 -2500 0 2500 5000  -5000 -2500 0 2500 5000

<. o

§ g (i) H3K27Me3 (j) Pol2b Occupancy ¢ (k) Sense RNA-seq

8 ° N e

(@]

© S Wy 24

- S

] N

(0] 1 o]

N o .

s : .

—

2 §7 ol ol MM

5000 -2500 0 2500 5000  -5000  -2500 2500 5000 -5000 -2500 0 2500 5000

Distance from TSS Distance from TSS Distance from TSS Distance from TSS

Lowest expression [llLow expression Medium expression [l Highest expression

Supplementary Figure S55. Chromatin modification environment around genic promoters
in HUVEC. Genic promoters were taken from the UCSC genes set, and their activity
measured using CAGE data from non-polyadenylated RNA from cytosol isolates from HUVEC
cells. Genic promoters were divided into the same for bins as cis-NAT promoters for the
same data set, and the normalized average numbers of ChIP-seq reads in 10 base-pair
windows +/- 5kb of the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S56. Chromatin modification environment around genic promoters
in K562. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from polyadenylated RNA from cytosol isolates from K562 cells. Genic
promoters were divided into the same for bins as cis-NAT promoters for the same data set,
and the normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of
the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S57. Chromatin modification environment around genic promoters
in K562. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from total RNA from nucleolus isolates from K562 cells. Genic promoters
were divided into the same for bins as cis-NAT promoters for the same data set, and the
normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of the genic
TSS (at position 0) were calculated for each bin.
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Supplementary Figure S58. Chromatin modification environment around genic promoters
in K562. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from total RNA from nucleoplasm isolates from K562 cells. Genic promoters
were divided into the same for bins as cis-NAT promoters for the same data set, and the
normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of the genic
TSS (at position 0) were calculated for each bin.
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Supplementary Figure S59. Chromatin modification environment around genic promoters
in K562. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from non-polyadenylated RNA from nucleus isolates from K562 cells. Genic
promoters were divided into the same for bins as cis-NAT promoters for the same data set,
and the normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of
the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S60. Chromatin modification environment around genic promoters
in K562. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from polyadenylated RNA from nucleus isolates from K562 cells. Genic
promoters were divided into the same for bins as cis-NAT promoters for the same data set,
and the normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of
the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S61. Chromatin modification environment around genic promoters
in NHEK. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from non-polyadenylated RNA from cytosol isolates from NHEK cells. Genic
promoters were divided into the same for bins as cis-NAT promoters for the same data set,
and the normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of
the genic TSS (at position 0) were calculated for each bin.
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Supplementary Figure S62. Chromatin modification environment around genic promoters
in NHEK. Genic promoters were taken from the UCSC genes set, and their activity measured
using CAGE data from non-polyadenylated RNA from nucleus isolates from NHEK cells. Genic
promoters were divided into the same for bins as cis-NAT promoters for the same data set,
and the normalized average numbers of ChIP-seq reads in 10 base-pair windows +/- 5kb of
the genic TSS (at position 0) were calculated for each bin.



