TABLE 1. Misreading frequency by tRNAZ,, at near-cognate and noncognate codons

Lysine misreading frequency (x107%)

Codon position Paromomycin Streptomycin
Codon® Amino acid misread WT msD rpsL (5 pg/mL) (2 pg/mL)
UAA Ter 1 4.1 £ 0.51 4.0= 019 1.4 £0.29 41 £ 5.0 20 = 1.4
UAG 14 = 0.66 2% = Ay 1.3 £0.30 8526 68 = 4.1
AUA lle 2 3.5 044 3.9 £ 032 3.4 £0.37 9.9 £ 0.82 23 £0.99
AGA Arg 2 36 £ 27 51 £57 4.3 £ 0.58 120 = 15 95 = 4.8
AGG 3= 13 49 £ 65 4.1 £ 0.49 130 = 19 23 2= 2.3
AAU Asn 3 16 = 0.78 140 £ 7.1 49 £ 0.57 130 = 14 120 = 8.6
AAC 3.8 £0.52 7.7 £ 037 1.5 £0.20 235 = 2.1 16 = 1.6
Others® = = 3.1 £0.74 3.4 £ 0.56 3.5 £045 5.8 £ 058 3.9 £ 0.53

*Mutation from a Lys codon (AAA or AAG) is underlined.
’Average of all remaining tested codons.



