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Additional file 1b

TAD
Position Size RefSeq Genomic
(mmo) (Mb)  # Tss/Mb context
Kenj12 Tnfrsf13b Usp22 Aldh3al Chri1:
Lisp22 Chri1 /
e i—— —— . m 60,480,000-61,560000 1.08 27 25
> > 10kb
P Dik7Locus- Chr12  Dikl Chri2: 188 18 96
— 104,760,000-111,640,000 |- .
o Fha 0%h =1
—Hmﬂaﬂb Ema Locus- Chr13  Chrl3: .
P - 117,960,000-119 160,000 1.20 3 25 Gene-rich
10kl
R4 R7 Lnp ’ Lo Locus-Chr2  chy2- 0.76 6 79
- ——— T 0.000.74520,000 .
10kb pR3s
Vitx2 Mix2Locus- Chr2  Chr2:
o m 74,520,000-75,440,000 0.92 9 9.8
R2 10kb R56
Chriggcs Chra9: *
T e =T 35.040,000236880000 1.80 4 22
10kb Y iy 98 | Gene-poor
Chr3gH2  Chr3:
— T — T 146.640,000-149,200,000 2.56 2 078
<+ — <«
R6 10kb R27
72 805bp Chrii:
> Chrilgas Ll
TT—— rr — e 35,840,00038,560,000  2.72 1 037 Gene-desert
> -> 10kb > ->
F5 F25 F35 Fa8

* This TAD possesses several genes near its borders. However, the gene-poor locus investigated is
located far-away from them, in the center of the TAD (see Additional file 1a).

Additional file 1 : Genomic maps of the TADs investigated in the present study. (a) Map
of the TADs containing the loci analyzed in mESC. The Hi-C data (http://yuelab.org/hi-

c/database.php) ([1]) are displayed on the top of each map. Gene locations are presented as

visualized in the UCSC browser. The black squares in the Hi-C data and the location of the
BACs (black bars below the genes) help to demarcate the regions analyzed in our quantitative
3C experiments. Red and green rectangles indicate a negative or a positive directionality
index respectively, as defined in ref. [1]. Blue rectangles are located at the borders of each
TAD. (b) Detailed map of the loci investigated by quantitative 3C. Genes are indicated by full
boxes and promoters by thick black arrows above these boxes. The scale-bar indicates the size
of 10kb of sequence. The names of the loci and chromosomal location are indicated above
each map. The Hindlll (Usp22, Emb, Lnp, Mtx2, 19qC2, 3qH2 and 11gA5 loci) or EcoRl
(DIK1 locus) sites investigated are indicated on the maps. Arrows labeled with a “F” (forward)
or a “R” (reverse) indicate the positions of the primers used as anchors in quantitative 3C
experiments. The location (mm9), size (in Mb) and gene density (TSS/Mb) of each TAD
investigated are indicated on the right. Note that the very low contact frequencies observed for
regions investigated on chromosomes 3 and 11gA5 impair the accurate location of TAD
borders. TAD sizes provided here are those determined from data published in ref. [1].
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