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Abstract |
Distant regulatory elements have been shown to influence 3. Overview of the mES Interactome across Genome
gene function via long-range chromatin interactions. In this T —RETT—T—T

study, we depict the dynamic transcriptional interactomes
mediated by RNA polymerase Il (RNAPII) with the newly
developed Chromatin Interaction Analysis by Pair End diTag
(ChlA-PET) to define the chromatin organizations pertinent to
transcription regulation and epigenetic control in pluripotent
embryonic stem cells (MES), neural stem cells (MNS) and
neurosphere cells (MNP). With over 150 million ChlA-PET
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Result

|. CHIA-PET sequencing and mapping summary | |
Total PETs 160.9M 152.6 M 166.7M :
11,786 t--1z,m

Unique mapped PETs 94.6M (58.8%) 72.1M (47.3%) 79.8M (47.9%) - C N
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Bl Usage specific interactions

Merged Unique PETs (£2bp) 66.9M (41.6%) 38.7M (25.4%%) 8.1M (4.9%) )

Specific interactions

Self-ligation PETs PETs 26.9M (40.3%) 5.6M (14.3) 721K (8.9%) -
Binding Sites 24,201 14,867 11,819 .
Ongoing works
Intra-chromsomal PETs | 3.0M (4.5%) 2.1M (5.5%) 765K (9.4%) . . . . .
Interactions (24) 72,427 2671 &581 1. Validation our dataset via various experiments, such as
Inter-chromsomal rni‘;sractions(z-l-) ;gél't/ééSG«ﬁLG%) 2;1;(79.7%) Ei?g{‘l)(?Q.S%) BC, FISH

RNA-Seq, RIP-Seq, methylome

3. Dynamic interactome analysis across the mouse
genome

4. Modeling the 3-D gene regulation networks
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