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Figure captions

Figure S1: Nucleosome contact patterns for 12-unit oligonucleosoaté®o nu-
cleosome repeat lengths (NRL) at 0.15 monovalent salt, avithwithout linker hi-
stone (+~LH), and with and without divalent ions (+Mg), from zigzag (dashed)

and solenoid (solid line) starting configurations.

Figure S2: DNA bending angle distributions for for 12-unit oligonuct®mes
at the longer repeat length (NRL = 209) at 0.15 monovalemt wih and without
linker histone (+-LH), and with and without divalent ions (+Mg), from zigzag

(dashed) and solenoid (solid line) starting configurations

Figure S3: Convergence of the Monte Carlo sampling accessed throwgbeh
havior of the total fiber energy, sedimentation coefficiemiplet angles, and dimer
distances between three consecutive nucleosomes, wittr lmstone and mono-
valent salt, averaged over 12 simulations started fromagda) and solenoid (b)

initial configurations (24-mer oligonucleosomes).

Figure S4: Total energy, triplet angles (cumulative average), andedidistances
(cumulative average) for three different trajectorieszigzag (a), and solenoid (b)

starting configurations.

Figure S5: Description of the fiber axis calculation for 24-unit oligareosome.
a) Cyan - nucleosome cores, Red lines - connections betweeecutive nucleo-

somes, Green line - fiber axis, as estimated by the leastesgjpescedure; b) Fiber



axis decomposition into three separate curves for thremrgex, y, and z); Blue
dots - nucleosome centers, Green line - fiber axis, Red d@parators between

line segments of the fiber axis.
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