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AHK — maTepuanbHbi HOCUTENIb HAaCNEeACTBEHHOCTMU

Geometry attribute A-form B-form Z-form
Helix sense right-handed right-nanded left-handed
Repeating unit 1 bp 1 bp 2 bp
Ratation/bp 327" 34.3° 30°
bpfturn 11 10 12
Inclination of bp to axis +19° -1.2° -
Rise/bp along axis 23A(023nm)|332A(0.332nm)| 3.8A(0.38 nm)
Pitch/turn of helix 282A(282nm) 332A(3.32nm)| 456 A (4.56 nm)
Mean propeller twist +18° +16° oe

_ _ C: anti,
Glycosyl angle anti anti
' ' G syn
C: C2'-endo,
Sugar pucker C3'-endo C2'-endo
G: C3'-endo
Diameter 23 A (2.3 nm) 20 A (2.0 nm) 18 A (1.8 nm)

F'eH — cTpyKTypHas ¥ QyHKIMOHAIbHAas
eJMHUIA HACJIeJCTBEHHOCTH XXUBbIX
OpraHu3MoB. ['eH npecTaBJsieT COO0H
yyactok JIHK, koaupyromi
[10C/1e0BATEJIbHOCTD ONpee/IEHHOTO
noJiMnentua Jinoo ¢pyHknuoHaabHou PHK.




TaGmuua 17.1. HomeHKIaTypa OCHOBAaHHIT

OcHoBaHHE Pudonyki1eoTn PuoonyK1€0301
AsternH (A) Anenrar (AMP) AJeHO3MH
[TurosuH (C) [Tarimtat (CMP) [T
['vamm (G) ['yammir (GMP) ['vaHo3HH
Vparm (U) Vpuauiat (uMP) VpHIIH
OcHoBaAHHE e30KcHpHOO- le3zoxcupuoo-
HYKJI€0THI HYK.1€03H]]
ArneryH (A) Jle30KcHaIeHIIaT Jle30KCHAIeHO3HH
(dAMP)
[TrosmH (C) J1e30KCHIINTHIIIAT JIe30KCHITHTHNH
(dCMP)
['vamH (G) Jle30KCHryaHmnar Jle30KCHTYaHO3HH
(dGMP)
T (T) JIe30KCHTHMHIIIAT JIe30KCHTIMITIIH
(dTMP)
ACCT
PApCpG (nonoxeHune docdatHOM rpynnbi)
dAdCdG (pe3okcupurbo3a)
rArCrG  (pnbo03a)



NpoKapuoTUyecKkasa KneTKa

Hykneona — KomnapTMeHT, coaeprKalumn Konbueryto AHK 6aktepunm (reHom
H6aKkTepun), cBA3aHHYo ¢ benkamum un PHK
[Nnasmuaa — BHEXPOMOCOMHbIE aBTOHOMHO-PenAnumnpytowmeca MoaeKy/bl
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Electron microscopic image of a typical rod-shaped bacterial cell
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Figure 4-9 A cross-sectional view of a typical cell nucleus. (A) Electron micrograph of a thin section through the nucleus
of a human fibroblast. (B) Schematic drawing, showing that the nuclear envelope consists of two membranes, the outer
one being continuous with the endoplasmic reticulum membrane (see also Figure 12-8). The space inside the endoplasmic
reticulum (the ER lumen) is colored yellow; it is continuous with the space between the two nuclear membranes. The lipid
bilayers of the inner and outer nuclear membranes are connected at each nuclear pore. A sheet-like network of
intermediate filaments (brown) inside the nucleus provides mechanical support for the nuclear envelope, forming a special
supporting structure called the nuclear lamina (for details, see Chapter 12). The heterochromatin near the lamina contains
specially condensed regions of DNA that will be discussed later.
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lMcToHbIl. CTPYKTYPHAA opraHU3auua HYK1eocom
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Figure 4-22 Nucleosomes as seen in the
electron microscope. (A) Chromatin
isolated directly from an interphase
nucleus appears in the electron
microscope as a thread 30 nm thick.

(B} This electron micrograph shows a
length of chromatin that has been
experimentally unpacked, or
decondensed, after isolation to show the
nucleosomes. (A, courtesy of Barbara
Hamkalo; B, courtesy of Victoria Foe.)

Figure 4-24 The structure of a nucleosome
core particle, as determined by x-ray
diffraction analyses of crystals. Each
histone is colored according to the scheme
in Figure 4-23, with the DNA double helix in
light gray. (From K. Luger et al., Nature
389:251-260, 1997. With permission from
Macmillan Publishers Ltd.)
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WOULD BE CLEAVED ENERGY FOR POLYMERIZATION

Figure 5-10 An explanation for the
5’-to-3" direction of DNA chain growth.
Growth in the 5’-to-3’ direction, shown on
the right, allows the chain to continue to
be elongated when a mistake in
polymerization has been removed by
exonuclealytic proofreading (see Figure
5-8). In contrast, exonucleolytic
proofreading in the hypothetical 3*-to-5’
polymerization scheme, shown on the left,
would block further chain elongation. For
convenlence, only the primer strand of the
DNA double helix is shown.



[TomexoycToM4YMBOCTb

Table 5-1 The Three Steps That Give Rise to High-Fidelity DNA S5ynthesis

5" — 3’ polymerization 1in 10°
3" —» 5" exonucleolytic procfreading 1in 104
Strand-directed mismatch repair 1in 104

The third step, strand-directed mismatch repair, 5 described later im thiz chapter
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Figure 5-23 A model for topoisomerase Il action. As indicated, ATP binding to the two ATPase domains
causes them to dimerize and drives the reactions shown. Because a single cycle of this reaction can occur
in the presence of a non-hydrolyzable ATP analog, ATP hydrolysis is thought to be needed only to reset the
enzyme for each new reaction cycle, This model is based on the structure of enzyme in combination with

biochemical experiments. (Modified from JM. Berger, Curr. Opin. Struct. Blol. 8:26-32, 1998. With permission
from Elsevier.)

Figure 5-22 The reversible DNA nicking
reaction catalyzed by a eucaryotic DNA
poi I enzyme. As indicated,
these enzymes transiently form a single
covalent bond with DNA; this allows free
rotation of the DNA around the covalent
backbone bonds linked to the blue

phosphate.
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CrangapTHbie 0003HAYECHUA MOJTMMOP(QHBIX MO3ULIUM:

O6o3Havaet ObbacHeHne
R Anmu G pURine
S T St
- om Annn C aMino
I S Gum T Keto
cunbHoe /Strong/
_ Cuamn G B3aMMoJencTsune - Tpu
BOJOPOAHbIE CBA3M
cnaboe /Weak/
AnnnT B3aMMOAENCTBME - ABE
“ (A,C, T) HO He G H cnepyert 3a G B andasute
“ (C, G, T)HO He A B cnepyer 3a A B andasuTte
(A, C, G) Ho He T(U) V cnepyert 3a T(U) B andasute
“ (A, G, T)HoHe C D cnepyet 3a C B andasute
“ (A,G,C,T) ntoboe ocHoBaHwme / Nucleotide

http://molbiol.ru/scripts/01 12.html
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