TABLE 2. Kinetic parameters for tyrosylation of wild-type tRNA™"
molecules or variants by TyrRS,, and methionylation of wild-type
tRNAMet molecules or variants by MetRS,,,*
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tRNA K, (LM) (micg";_,) (n-fold) L value
Tyrosine
Wild-type molecules
Yeast (native) 0.5 126 252 0.3
Yeast (transcript) 1.7 142 83.5 1
P. falciparum 4 18.3 4.6 18

Mutated molecules
Yeast C;-G7,—A-Uq, NM? NM NM NM

Yeast C-G4,—G4-Copy NM NM NM NM
Yeast C-G,,—A,—G,;  NM NM NM NM
Yeast G3,—A,, 1.3 7.5 5.8 144
Yeast G34—Cyy 1.4 9.3 6.6 12.6
Yeast G3,—U;, 1.3 8.3 6.4 13
Yeast Ujs—Ass 16 25 0.16 522
Yeast Uys—Cis 333 10 03 278
Yeast Ujs—Gas 9.3 1.1 0.12 696
Yeast Ay—Gag 20 7.3 036 232
Yeast Az—Usyq 154 14.9 096 87
Methionine

Wild-type molecules
Yeast (native) 0.13 6.6 252 0.3
Yeast (transcript) 0.74 17.4 83.5 1
E. coli (native) 0.47 47 252 0.3

Mutated molecules
Yeast C3,—Gy, NM NM NM NM
Yeast Aj5—Css NM NM NM NM
Yeast Uyg—Cyg NM NM NM NM

@ [ values correspond to losses of efficiency relative to yeast tRNA™ tran-
script or yeast tRNAMe! transcript. Values of =1 correspond to gains in effi-
ciency. Experimental errors for k., and K, varied at most by 20%. Resulis
re]gresent averages of at least two independent experiments.

NM, not measurable (loss of >10").



