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€ An aminoacyl tRNA binds
to the A site, escorted by EF-Tu
bound to GTP. During tRNA
binding, the GTP is hydrolyzed
and EF-Tu is released. EF-Ts

Termination

.

helps recycle the EF-Tu.

\ Translocation

€ The mRNA advances by three
nucleotides, the peptidyl tRNA
moves from the A site to the

P site, and the empty tRNA
moves from the P site to the

E site, accompanied by the
hydrolysis of GTP bound to EF-G.
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|Peptide bond formation|

© A peptide bond is formed between
the carboxyl group of fMet (or, in later
cycles, of the terminal amino acid) at the
P site and the amino group of the newly
arrived amino acid at the A site.
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MeTtog sm-FRET

* Single-molecule fluorescence resonance energy transfer
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Pe3ynbsraThl

OAMHOYHbIW paccoriacoBaHMe, OKONOCO3HAaTENbHbIE
nentnaun-TPHK npoasnsaoT gedekTobl B
TpaHcnokauun.

PaHHMe warn TpaHcnokauum TofbKO YMEPEHHO
nameHeHbl CodonAnticodon HecooTBeTCcTBUS.

MPHK Codon / Peptidyl-TPHK. HecooTBeTcTBUSA
aHTUKOOOHOB MHIMOUPYIOT NO3gHWE CTagnn B
TpaHcrokauun,

EF-G ocTaeTcs NpUBA3aHHbIM K NPOMEXYTOYHbIM
MPOMEXKYTOUHBIM NPOMEXKYTOUYHbIM COEANHEHUSIM.

[edeKT TpaHCKpUnuun B aMUHOITTIMKO3UAHOM
NencTBUN.

EF-P MOXET yCTpaHUTb HEOQOCTAaTKMU NepeBoaa,
BO3HMKaAKOLLME N3-3a ncnonb3oBaHmna A-Site Miscoding.



OOnHOYHBbIW paccornacoBaHmMe, OKONOCO3HAaTeNbHbIE NENTUANI-
TPHK npogasnatoT gedekTbl B TpaHcrokaunu.
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Table 1. Rates of POST complex formation for PRE complexes
programmed with matched and mismatched peptidyl-tRNA
anticodon/mRNA codon pairs

Codon kpost: S~ KposT.cog/KPosT,ncog
AAA (COG-Lys) 0.62 + 0.01 1.0+ 0.0
AAU (NCOG-Lys) 0.11 + 0.01 58 + 0.2
AUA (NCOG-Lys) 0.05 + 0.01 12.3 + 0.5
UAA (NCOG-Lys) 0.08 + 0.02 7.6 + 0.3
UUC (COG-Phe) 2.99 + 0.24 1.0 + 0.1
UUU (COG-Phe) 2.82 + 0.34 1.1 + 0.2
UCU (NCOG-Phe) 0.07 + 0.01 404 + 7.3
CUU (NCOG-Phe) 0.04 + 0.01 74.8 + 15.2

The ratios of kposr [equivalent to K ejocking described previously (11)] for
cognate (COG) and near-cognate (NCOG) programmed PRE complexes are

shown to indicate the relative translocation defect.



PaHHMe Wwarn TpaHcrnokauum TorfibKo YyMepPeHHO NU3MEHEHDI
CodonAnticodon HecooTtBeTcTBUA.
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MPHK Codon / Peptidyl-TPHK. HecooTBeTCcTBMS aHTUKOOOHOB
NHIMOMPYIOT NO3OHUE CTaAnU B TPaAHCNOKaLum.
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* EF-G OCTaeTcd npuBdA3aHHbIM K
NMPOMEXYTOYHbIM NPOMEXKYTOYHbLIM
NPOMEXYTOYHbIM COEOANHEHUNAM.



» [ledpeKkT TpaHCKpunumn B
aMWHOIMMMKO3NAHOM OEUCTBUMN.



* EF-P MOXET YCTpPaHUTb HEOOCTAaTKU
nepeBoaa, BO3HMKaAKOLWKME N3-3a
ncnornb3oBaHuA A-Site Miscoding.



