
6
70  s rlhosome

CH 352 9 7



9 8 CH 352



First
gosition
(5’ ehd)

A

G

u

P h e

P h e

LelJ

Lf3U

LE?U

LW

LW

LfXi

Ile

Ile

Ile

Met
__-

Vd

Vd

Val

Val
-

Second position

C

Ser
Ser
SW
SW

Pro

Pro

PI0

Pro

Thr

Thr

Thr

Thr

A l a

Ala

Ala

Ala

A

TV

TV

stop

stop

His

HIS

Gin

Gh

A%

ASll

LYS

LYS

ASP

ASP

GIU

GIIJ
-~

G__-
CYS
CYS
St0p
TOP
__-

Arg

Arg

Ar9

Arg

SW

SW

Arg

Arg

GIY

GlY

GlY

GIY
~__-

Third

position
(3’ end)

U

C

A

G

u

C

A

G

U

C

A

G
___-

u

c

A

G
-
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Anticodon  of [RNA Codon  of mANA
posmon  1 positIon  3

(5’.terminus) (3’.terminus)

A U
C G
U A or  G
G u 01  c

I U. C, or A

base



Three ala”“,  C”dO”S (InmA) 5-G-C---U-3' 5 - G - C - A - 3
:

5--G-C-C-3

Amcodon  Of yeast  ,RNA". 3--k-G--,-5 3 -C.-G ~- i --~j’ 3 - C - G - l - 5

CH 352 1 0 1



Codon  (5’ - 3’) Cytoplasmlc  code Mltochondnal  code

AUU lie

AUC Ile

AUA Ile

AUG Met

U G A
UGG

TNll

TOP

AGA
A G G

Arg
Arg

Ile
Ile
Met
Met

TW
TOP

Term.
Term

102 CH 352
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Adenos~ne  monophospcla~e

R (AMP)
A m m o  acyl  tRNA

104 CH 352



CH 352 1 0 5



Shin&algarno  initiation codon
sequence

3 ,QJUCCUCCACU4,

16  s rANA \

Bacterw2&age  R17  A protem  mRN* 5’-AUUCCUAGGAGGUUUGACCU&-

5 ,U~CU4

16  SrANA %

-‘-._.^_

1 0 6 CH 352



Peptidyl

site (PI

Aminoacyl

site  (A)

SET

incoming  aminoacyl-tRNA  bound

to EF.T~-GTP  complex

signal

, ( , , , , , , ,
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The pept idyl
pansferase  reaction

108 CH  352



o=c
Lcngthwd

prptidyl-tRNA NH

I
R,-CCIi

o = c

NH

Empty R,- Cl-l
tKNA \

c=o

I
0

5’  end c!  ,  ,  ,
mKXh

OH

I I I I

I  I  I I I I 3’rrld

Prptidyl  site Aminoacyl  site P iile A site

ferase

CH 352 1 0 9



Ribosome is now

1 1 0
C H  3 5 2



COO&terminal  end

of pe+lyl-tRN.1

Shift of

peptldyl-tRNA
to P site

-PhP-(b-Ala

Hydrolysis

GW of ester
bond with

1 terminal tRNA

-Phe-C>s-Ala-k  (COOH  1

Free polypeptide chain

CH 352 111
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Factw Molecular weiaht

alF  1 15,000
elf2 e 150,000 (3 protomers) .
elF3 =700,000  (9 protomes)
elF4A 5 0 . 0 0 0
elF4E 8 0 , 0 0 0
elF4C 18,000
elF40 17.000
elF4E 2 4 , 0 0 0
elF5 = 150,000

114 CH 352



.

Met-tRNA
elF2 Met-tRNA .

.
&RNA ----j elF2

bTP G;P
---7--+ x

40 S Ribosomal  subunit -
4 0  s

Elongat ion

elFdO

elFs 60 S Ribosomal subunit

FA <+++-.+-

GDP t P. elF5

htlauon  complex
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big, big gastrin
I-NH:

0 0
“-~  5 ‘--.
discarded head

-NH2
big gasirm  (34 residues)

2-A
discarded segment --NH%

little gastrin (17 residues)

a----L
disckded
segment

--NH2
minigastrin  (13 residues)

1 1 6 CH 352



-
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NtI

tl<N-  !-St, .X11

1 1 8 CH 352



W
W
-0

0

CHOH

CH?

n0
f:

0

Cycloheximide
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