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tRNA processing
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tRNA transcription
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tRNA catabolic process
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tRNA splicing, via endonucleolytic cleavage and ligation
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tRNA modification
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tRNA 3'-end processing
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mitochondrial tRNA processing
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tRNA transcription from RNA polymerase Ill promoter
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nuclear polyadenylation—dependent tRNA catabolic process
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tRNA aminoacylation for protein translation
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glutaminyl-tRNAGIn biosynthesis via transamidation
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tRNA wobble base modification
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Color Key
tRNA threonylcarbamoyladenosine modification
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wybutosine biosynthetic process
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tRNA thio—modification
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mitochondrial tRNA modification
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arginyl-tRNA aminoacylation
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phenylalanyl-tRNA aminoacylation

-10

Value

[N
%)
o
[

aua9

YIL096C

—
LL
()]
=

Mo 1wz

KO THIYS Z

we 1wl Z

wa9 T HUS Z

Mo Wz

KON WS Z

we M wl Z

we M WS Z



Color Key
tRNA aminoacylation for mitochondrial protein translation
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tRNA wobble uridine modification
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tRNA wobble position uridine thiolation
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