Fit N°10 Fit N°100 Fit N°1000

; '?: 5 3
oo K=1.310% . K=1.310% o |4 K=1.8 100
S S=4.4kb g S5=4.5kb g 1.8 5=6.0kb
E L=10nm/kb - L=10nm/kb - L=11 nm/kb

frequences
frequences
600
1
frequences
600
|

0 200

0 200

0 100 200 30C 400 0 100 200 30C 400 0 100 200 30C 400
Distances (kb) Distances (kb) Distances (kb)
Fit N°4000 Fit N°757 Fit N°1045
'§ K=8.2 100 I k=410 S k1410w
gdsll,,  S=13kb ] S=4.5kb o S=4.4kb
i L=9.0 nm/kb . L=12 nm/kb S L=10 nm/kb

frequences

frequences
200 400 600 800

frequences

o O
RYAPS
o

)

0
1

& B,
T T T T T T

0 100 200 30C 400 0 100 200 30C 400 0 100 200 30C 400
Distances (kb) Distances (kb) Distances (kb)
Fit N°2981 Fit N°3803 Fit N°4016
K=1.2 100 g 15 - o i K=1.2 108
41 s=5.1kb gzg.gigo ol  S=4.6kb
1. L=10nm/kb g -

14 L=11 nm/kb aK: L=11nm/kb

frequences
frequences

frequences
200 400 600 800

200 400 B00 800 1000
1

0
1

0
|

0 100 200 30C 400 0 100 200 30C 400
Distances (kb) Distances (kb)

0 100 200 30C 400
Distances(kb)

Additional file 2 : Nine examples of fits of the unconstrained chromatin model [egs. 1
and 2] on « Virtual 3C » data obtained on Drosophila melanogaster chromosome 2L.
Because of the small size of TADs in the Drosophila, the unconstrained chromatin model was
fitted to the first 70kb of the data. Note that the fit is generally in very good agreement with

the unconstrained chromatin model even for larger separation distances.





