METAODPAZH




S1

KQAIKOITOIHXH I'ENETIKHX
IHIAHPO®OOPIAX

Transcription Start Poly(A) Signal

| l

5’cap | 8 UTR Coding Region 3’ UTR Poly(A) tail

T |

Start Codon Stop Codon




Avayvoon ITAawsiov

. EvVa  eva  eva  eva  eva  eva  eva | eva _o

O I'evetikog Kmowkag owapaletron S’ wpog 3’
AEV VTAPYOVV KEVA NETACD TMV TPUTAETAOV

AEV VITAPYOVV EMKAAVTTOUEVES TPUTAETES

S7



Mpwm B€on (5' Akpo)

I'eveTikog Kmowkag

U

Phe
Phe
Leu

Leu

Leu
Leu
Leu

Leu

lle
lle
lle

Met

Val
Val
Val
Val (Met)

AeUtepn B€om
C A
Ser Tyr
Ser Tyr
Ser (och)
Ser (amb)
Pro His
Pro His
Pro Gin
Pro Gin
Thr Asn
Thr Asn
Thr Lys
Thr Lys
Ala Asp
Ala Asp
Ala Glu
Ala Glu

Cys
Cys
Stop
Trp

Arg
Arg
Arg
Arg

Ser
Ser
Arg
Arg

Gly
Gly
Gly
Gly

(@) 22 (@) (= EEI@) 32 (9 (o Elie) 22 (¢ (=

(@) 52 (@ (=

(00D £) Loz Lnd |

Komowkovia

r

n
Tpurhéteg

S2



Kodéwoavio 'Evapéng Metdoppoons = AUG

Kodwovia Aqénc Metappaong =  UAA
UGA
UAG

‘Eva kmotkovio = "Eva apivoév

‘Eva, auwoﬁl’) > 4 Mmopel 00 £vo 1] TEPLGGOTEPT KOILKOVL
(Zvvovopa)

S5



S2

I'evetikog Kmowkag

Mitochondria little deviate from
the Universal codons

Table 14-4 Some DHifcrences Bebwoen ihe “Universal® Code and Mitechomdrial

i Migchondrial Codes
‘Code’  Mammals  Droaghite Yeasts Mamis
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Ribosomes rRNAs Proteins

Bacterial
23S = 2904 bases 31

58 = 120 bases
mass: 2.5 x 106D
j 66% RNA

16S = 1542 bases 21

Mammalian
28S = 4718 bases

5.8S = 160 bases
80S 49

_ 6 58 = 120 bases
mass: 4.2x10° D
60% RNA

60S

18S = 1874 bases 33

408




META®PAXH

Piocouata

mRNA

tRNASs
Aptvoaxvro-tRNA-cuvOeTaoeg
IIpwteivikol Tapayovteg
Evépyeio = ATP, GTP
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Evepyonoinon apivoiémy
Amwvo-aKvAo-tRNA ocvvOetdon

/K aminoacyl-tRNA synthetase
NH specific for histidine
N—/

binding site for
binding site for tRNAHIS
histidine
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Amino acid Aminoacyl-tRNA
O synthetase
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Amwvo-aKvAo-tRNA ocvvOetdon
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Xraouwo Ilpoteivoevvieong

Initiation
30S subunit on mRNA binding site is joined by 50S subunit

and aminoacyl-tRNA binds

* 'Evapin "
==

Elongation
Ribosome moves along mRNA and length of protein chain

extends by transfer from peptidyl-tRNA to aminoacyl-tRNA
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) .
Termination

Polypeptide chain is released from tRNA, and ribosome
dissociates from mRNA

rd ) >
& >

 Empunqkvuvon

* Tepuatiopog




"Evapin Ipoteivocivieong

Muikpn pLpocOUIKT] VTTONOVAOU,

mMRNA (kooikovio AUG)

tRNA évaping (popuvioncderiovivg)
Hapayovres Evaping (mpoteiveg IFs & elFs)
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Xovvoeon mRNA-Muikpng Yropuovaoog
Aliniovyia Shine - Dalgarno

Bind ribosome

to initiation site
on mMRBNA
UG — E—
/\ Determine

sequence of
AAACAGGAGGAUUACCCCAUGUCGAAGCAA... protected

Leader [ Cod”"]g region ‘ fragment

: : All initiation
Shine-Dalgarno AUG regions have
<10 bases in center of tvluro consensus
upstream of AUG protected elements

fragment
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Xovvoeon 1lov apvodkvro-tRNA
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Anglev0épmon IFs ko mpococon Meyaing Yaopuovaoog

50S subunit joins |
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Empunkovon
Anuovpyio Xopaiokov aputvodkvAo-tRNA Iapayovra Empunkovong

\ I
. Tu-GTP "j Tu
- "
- n
n - eEF1
| I
. L4
u * GTP
S g
Ternary complex |, =

( GTP



S26

Empunkovon
Yoporivon GTP — Anerev0épowon copuniokov Tu-GDP

Agopol
KOOIKOVIOV-UVTIK®OOIKOVIOV

ApYyo 610010
"Eleyyog opOotntoc tRNA



Empunkovon

Anuwovpyio Iertiotkov Agopov
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Peptide chain CH o
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Metatomon prpoconotoc & Amerlsv0iépmon tRNA
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tRNA-Tu-GTP

‘ L’- Tu-GDP

* Menmmdikog
deopég

GTP-G Ser
Meraronon 3. Q Gore |

tRNA-Tu-GTP
! I o Tu-GDP
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Hapdayovteg
Amelev0Eépmonc
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Tepuatiopog Ipmteivoovvieong

IIpocOnKn evog
HoPlov vEPOU avTi
OULVONGO0G

Evépyawo amo
vopoivoen GTP



https://www.youtube.com/watch?v=0efAI2x2CQM&t=396s

http://www.youtube.com/watch?v=Ikq9AcBcohA&feature=fvwrel



[1aTi AEJE OTI O YEVETIKOG KWOAIKAC £ival EKQUAICUEVOC;

[Mola €ival n yopiakn Baon TG uttoBE0NC TS AOTABEIAC;
[Tolo1 KavOveg DIETTOUV TOV YEVETIKO KWOIKAQ,

[Tola gival n Asitoupyia TnG Apivo-akuAo-tRNA cuvBeTadong

[ToleC €ival o1 PACEIC TNG METAPPOACNG KAl TTOIOI TTAPOVTEC
OUMMETEXOUV O€ KABEUia atrd auTEG;
T1 eival n aAAnAouxia Shine — Dalgarno;
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