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FYanklins x-vay diffvaction studies shewed thdithe DNA
helix was Bghtly pPacke o -

® WatSaon and cnwek had o build the modelin such o
| WAy tha+ 4he Strands were close and the model
" Yequired basges to £ together.

— the baseg had to be Upside down

n Yelatton
it ane angtnhey .

Cytosine bands with guanine as
3 hydvogen bonds are formed-thic
Jwes the stvuckyre smbi\{*’r\j.

Complementary base Pairing <u
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DNA replication -
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Congservahive repiica bion.

Sy




4

¢ Wi i J
W B iR L W e

k.

EADING A
. i L

3
LR IIND M

ND LAGGING STRAND
h”i 2;-, %,‘-,w& C J1 1N 7 J Y

DNA veplication s <gngnuous on +he leading strand
(5’3 ¢ 1£ \& disconBnuous an #e lagging styand.

°The lagging strand is made in fragments Maving
away ffom +ne veplicathon fovk .

Te fragments are called okazaki fragments.

okagzaki %L“{C(Q ments
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Helicase: L unwinds the DNA at +he replicatan Lovic

TapoigcmeraSe: Reledases +he gtrain ©hatk develops in
front o) heltcase-

RNA primer: it is necessany o initiate 4ne rep\i catone |
and the activwty «4 DNA polymerase .

DNA primase: It creates one RNB primer on the
leading strand and multiple on +he lqgcgiﬂg Geicind

DNA polymerase £\t attaches +o the 2'end of +he
strands and links +he bases covalently n o S'3' divecton.

dn ¥ne lagging Stand, i+ moves away from tne re plicahon
fovk and syn-tthesises n Pvagmen’cS-

DNA polymerase | ik yremoves the RN A primers from

e lagdging Strand and veplaces them wivn DNA
Nucleotnd es:

DNA \igase: \& connects +he gaps between +he okazak:
\ﬁragme/nts an ‘He [Qggl‘ﬂg Straond -

Jj . A
A



. topoisomerase AT T T T 7T !lTGill T T 177 T ™
Y11 W T

=
DNA pol\fmerd.&’e 2 DNA

DNA ligase
RN A ARl ey
A | nucieaivdes Brd | . .
@ T, T T
N i b
RNA  rnA DN A poly merace 1

Primer polymerase

DIRECTION OF REPLICATION

e DNA Po‘lq MeYase can anly add nucleotrdes 1o +he Iend
<) & primen -

Tere are many replication sike s in eukanyotes wheregs
pﬂrokaWo’rtg have one site-

y Tne prnosphate group of he new nuclegtides (S added +o
the 3’ cgvpan Sl eNpiciie sel s (oot
7. Replication occurg in s'z! direch'an.

NON-CODING REGIONS OF DN A

Ity same DNA Sequences <Ode Are Yesponsiple for
The Pyvaduckton a-a PTirate s e c - = ia v o callea Qoding
Sequences-

A lot G§ NaN -cading S€quences are Loung ImSionappic s

used as a quide o Pvoduce tRNA @ et 2 e
NON-CODING Sequepnces -2
15 65

Py a role in TE€QuUlatwon of gene expregsian

Cenhancers and srlencers)

. Jene eypression
f Mast of the eukavyabic gename s non-coding -

' b They have EPE T E Sequences o fwo Ty pes.

maderately Yepet xive highly repetitive
sequences Sequences



In humans 07 of +ne DNA consicts o yepetnve
sequences:
exarmnpl2:These sequences are found an +ne ends <

eukanWealic chyomosomes caolied e ln meres.

Telomeres gsevve as a proteckive functron.

> During interphase. 4ne enzymes cannok continue

YepUcaton all tne way to the end of Hhe dhvomesome.
ol Yelomeres were absent, e genes will be losk ar e
€nd o) chromosomes-

°‘3QCﬁ?\‘c.iﬂg We repetirive Sequences found
SEeWes as o pTo’cect{\;e ‘F\J.Y"\C‘__t‘{d“ﬂ-

DNA PROFILING

Tandem vepeats are used in DNA profiiing.

N felomereg

e A vandble number tandem febaa E IR
nucleatide sequence Hnas shows vamations between
individuals tn terms of the number o Hmes +he
sequence (S Tepeated.

s €Each Van'e*tB can be Nhented A8 an alle\e.

Analysis o) these combinations N individuals is e wagis
bening D NA pmﬂ\‘\ip%.

Use:gen edlogical inueg Ygaticons.




