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Table 1. Mammalian translation initation factors

Name  Other names Factor mass  Subunits mass

Functions

elF-1 15
elF-1A elF-4C 17.6
elF-2 130 o 36.1
B384
¥ 55
elF-2A 65
elF-2B GEF 272 a 26
B39
v58
867
€82
¢lF-2C Co-eIF-2A 94
elF-3 550 a 35
B 36
v 40
544
€47
£ 67
n 115
6170
elF-3A elF-6 25
elF-4A 44 .4
clF-4B 80
elF-4F CBP-1I 270
elF-4E a 25
elF-4A B 44.4
p220 Y 220
elF-5 150
elF-5A elF-4D 16.7

Stimulates formation of 40S preinitiation complexes
Ribosome dissociation; stimulates 40S preinitiation complexes
GTP-dependent Met-tIRNA binding to 40S ribosome

AUG-dependent Met-tRNA binding to 40S ribosome
GTP;GDP exchange

Stabilizes ternary complex
Stimulates formation of 408 preinitiation complex

Ribosome dissociation; binds 608 ribosome

RNA-dependent ATPase; helicase; stimulates mRNA binding
Helicase; stimulates mRNA binding

Cap recognition; helicase

Stimulates mRNA binding

Stimulates ribosome junction.
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Fig. 1. Model of translation initiation pathway in mammalian
cells*.

*The figure is partly modified and obtained from the review(37),
where the whole protein synthesis pathway is presented.
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Table 2. Comparison of translation initiation factors from yeast and mammais

Factor Genes Ygitr/;l;? (l\lfgzs) Function in translation Isolation procedure
elF 1 sul - 13 Recognitoin of the start codon Suppressor of AUG mutant
elF 1A TIF11 66% 17  Stabilization of preinitiation complex Agtll library
elF-2 a SUI2 58% 34 Recognitoin of the start codon Suppressor of AUG mutant
B Sui3 42% 31 Formation of ternary complex Suppressor of AUG mutant
Y GCDI11 71% 58 Transacting regulator of GCN4 expression
elF-2B o GCN3 - 34 GTP: GDP exchange Transacting regulator of GCN4 expression
B  GCD7 - 43 ‘
Y GCDI - 68
) GCD2 - 71
£ GCD6 - 81
elF-3 PRT! - 90 mRNA binding ts-mutant from the Hartwell collection
GCD10 - 55 mRNA binding Transacting regulator of GCN4 expression
elF-4A TIF1 65% 46 RNA helicase with elF-4B Suppressor of mitochondrial mutation
TIF2
clF-4B TIF3 26% 48.5 RNA helicase with elF-4A Agtll1 library, Suppressor of elF-4A mutant
elF-4E CDC33 33% 24 Cap binding Agtll library
p150 TIF4631 - 150 Cap binding Agtl1 library
TIF4632
elE-5 TIF5 39% 45  Stimulate ribosome junction Agtll library
elF-5A TIF51A 63% 17 ? Screening with elF-5A ¢cDNA from human
TIF5IB

The yeast/mammalian homology represents the percentage of identical amino acids between the proteins. The indicated masses of the

proteis are deduced from sequence data.
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