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A)  NELF Target Protein Families B)  NABP1 integrations relative to TSSs
-log10(Binomial p value)
0 10 20 30 40 5 60 70

TS5

2403

L]
w
#

Histone core
Histone-fold
Histone H5 .
Tubulin/FtsZ, GTPase domain I I 18.68
Tubulin/FtsZ, C-terminal I I 18.57
Tubulin, conserved site 18.57
Tubulin, C-terminal 18.57
Tubulin 18.29
Histone H2A 17.65
Tubulin/FtsZ, 2-layer sandwich domain I M 13.59
bZIP transcription factor, bZIP-1 Il 8.37
Basic-leucine zipper (bZIP) transcription factor [l 7.13
Zinc finger, PHD-finger Il 5.97
Zinc finger, PHD-type, conserved site Il 4.75

1935

L)
(=]
#

S 1382
1195 325

943

Region-gene associations
-

5%,

SPT5 Target Protein Families

-log10(Binomial p value) o v
0 5 10 15 20 25 30 3% & @& g o ° 5" 5 7

Histone H2B
Histone core I I 28.93
Histone-foll NN MY N I N W 26.28
Histone H NN NN I I N N 26.11
Fisone H4, conserved e I - 21 NABP2 integrations relative to TSSs
Tubulin/FtsZ, GTPase domain
Tubulin/FtsZ, C-terminal I
Tubulin, conserved site IS I I NN N 2189
Tubuiin, C-terminal I I N N I 21.89 30% TS5
Tubulin I I I M W 2159 =
Tubulin/FtsZ, 2-layer sandwich domain I
Basic-leucine zipper (bZIP) transcription factor
bZIP transcription factor, bZIP-1 NN
Nucleotide-binding, alpha-beta plait. IS I W 14.81
Calponin repeat I I N 14.19
RNA recognition motif domain I
Histone H5
Bromo adjacent homology (BAH) domain [N | 1051
Histone H1/H5 I I 9.05

Distance to TSS (kb)

1565 e

~
0
=

g

n

I
£
£

293

NABP1 Target Protein Families

-log10(Binomial p value)
5 10 15 20 25 30 3
|| |

252

Region-gene associations
-
(=]
#

0
Histone H3 I
Nucleotide-binding, alpha-beta plait :
RNA recognition motif domain I I NN [ N B 26.47
Histone H2B N I I I N 24.53 8 15
Histone-fold
Histone core
Basic-leucine zipper (bZIP) transcription factor . ) o
bZIP transcription factor, bZIP-1 = - . 1502 & o &»

Eukaryotic transcription factor, Skn-1-like, DNA-binding 754 E

Protein kinase, C-terminal NI Distance to TSS (kb)
Small GTPase superfamily, Rho type
K Homology, type 1, subgroup

itin- ion i N-t | - . . .
Upitn fctor EF18, Ntcminl IR 572 INTS9 integrations relative to TSSs
30% 355
605
@ 259
S
kS
g 20% a3
i 404
2
& 13 i 300
=
.g' 0% 237
&
5%

Distance to TSS (kb)



Supplementary information, Figure S3 Integrator binds near the transcriptional
start sites of genes.

A) The gene ontology analysis for common protein families in the NELF, SPT5, and
NABP1 HIT-Seq datasets was performed using GREAT.

B) The distance of NABP1, NABP2, and INTS9 HIT-Seq integrations to

transcriptional start sites (TSS) was analyzed via GREAT.
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