
negative) values of the WT as illustrated in Figure S1 (bottom) by the black (resp. red) lines. For the

considered fragment of human chromosome 12, we have thus identified 7 upward and 8 downward

jumps. The amplitude of the WTMM actually measures the relative importance of the jumps compared

to the overall signal. The black dots in Figure S1 (middle) correspond to the 5 WTMM of largest

amplitude (

€ 

ΔS  ≥ 12.5%); it is clear that the associated maxima lines point to the 5 major jumps in the

skew profile. Note that these are 5 upward jumps with no downward counterpart and that they have

been reported as 5 putative replication origins.

Figure S1: (top) skew profile of a fragment of human chromosome 12; (middle), WT of S
using  is coded from black (min) to red (max); three cuts of the WT at
constant scale a = a*  = 200 kbp, 70 kbp and 20 kbp are superimposed together with five
maxima lines identified as pointing to upward jumps in the skew profile; (bottom) WT
skeleton defined by the maxima lines in black (resp. red) when corresponding to positive
(resp. negative) values of the WT.


