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A: RW/GL-modell D: MLS, 126 kbp loops/linkers
B: MLS-modell E: RWTL, 126 kbp loops
C: RW/GL, 5 Mbp loops  F: Starting configuration Tobias A. Knoch
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The mean radial mass distribution and radial density of chromosome
territories is proportional only to the linker size in the MLS model and
proportional to the linker and loop size in the RW/GL model. In the MLS
model the radial density forms a plateau in contrast to the RW/GL model.
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The mean extension of MLS subcompartments is proportional to the
loop size (A) and the excluded volume interaction (B). The mean distance
between succeeding subcompartments is only proportional to the
linker size (C). The nearest neighbour subcompartment distance
are proportional to the linker size and the embeding volume (D).
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The determination of spatial distances between genomic markers as | =2, S
function of their genomic separation depends on different assumptions [f© zdyeér“o%'{»'e

about the structure, stability and dynamics of chromosome organizations "" ,
and the experimental error made depends on the microscopic method. “__,
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Comparison between simulated and experimental spatial distance zdy‘*ér’é‘t.“;e
measurements as function of their genomic separation. e
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Comparison between simulated and experimental spatial distance

measurements as function of their genomic separation.

Human
‘ L Genome
dy Group
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Comparison between simulated and experimental spatial distance idyegme
measurements as function of their genomic separation. B -
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Comparison between simulated and experimental spatial distance idyeggn;e
measurements as function of their genomic separation. -
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.
Position indipendent spatial distances are proportional to the loop size

for genomic separations below 800 kbp in the MLS model (A).
The loop size and the linker size can complement each other (B). With a
comparison between the slope below and above 100 kbp and the point L====
_of change, it is possible to determine the loop and linker size separately.  ToPias A-Knoch
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Position dependent spatial distance measurements allow the fine ZJ; Human
mapping of chromosomes (A & B). Position indedpendent spatial r zdyeér’é‘i.“;e

distance measurements are the smeared out or the mea of the
position dependent spatial distance measurements.
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Categorizing the available spatial distance measurements between | =~ i Genome
genomic markers as function of their genomic separation e g, B

leads to a better evaluation of the comparison between
simulations and experiments.
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