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Random Walk Model of a
Polymer
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Figure 8.1 Physical Biology of the Cell (© Garland Science 2009)
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DNA as a Ra%)dom Walk
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Random Walk Size

Mean distance of walker <R>
Variance of walk <R*>

Relation of variance <R?> with segment
length (a) and number of steps (IN)
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Estimates of Genomic DNA
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Figure 8.7 Physical Biology of the Cell (© Garland Science 2009)
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Figure 8.9 Physical Biology of the Cell (© Garland Science 2009)
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Figure 8.17 Physical Biology of the Cell (© Garland Science 2009)



(A)

(B) (C)

(D)

)/ telomeres
- —

centromere
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Figure 8.23c Physical Biology of the Cell (© Garland Science 2009)




large micropipette

red blood cell

receptor molecule

ligand molecule

small micropipette

Figure 8.23d Physical Biology of the Cell (© Garland Science 2009)



(A) (B)

100
20
19 ; Z 15
= 2
= v
O 1 jj z 10
8/ * he
X 5
0.1 ¥
Xx*
100 150 200
0.0 extension (nm)

"0 0.2040608 1 1.2
fractional extension

(€)
400

force (pN)
N
o
<3

50 100 150 200 250
extension (nm)

Figure 8.24 Physical Biology of the Cell (© Garland Science 2009)

250



-
o f
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Figure 8.26 Physical Biology of the Cell (© Garland Science 2009)
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Figure 8.30 Physical Biology of the Cell (© Garland Science 2009)
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Figure 8.37a Physical Biology of the Cell (© Garland Science 2009)
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