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rRNA processing
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rRNA catabolic process
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rRNA modification
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maturation of 5.8S rRNA
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maturation of LSU-rRNA
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rRNA 5'-end processing
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maturation of SSU-rRNA
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rRNA 3'-end processing
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transcription of nuclear large rRNA transcript from RNA polymerase | promoter
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5S class rRNA transcription from RNA polymerase Il type 1 promoter
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nuclear polyadenylation—dependent rRNA catabolic process

-10 5
Value

— RAT1

- CsL4

— RRP46

— RRP6

— LRP1

- PAP2

— TRF5

— AIR1

— MTR4

— RRP43

— AIR2

— DIS3

— RRP42

YNRO24W

RAI1

MTR3

- - 5 5 - - 5 5

y, 2 % % 2 S 2 .

X * = £ | | = E

= £ = = B IS c =

75 N ? N 7 N 2, N
| N N I N N

N N

Gene



Color Key

rRNA pseudouridine synthesis
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rRNA methylation
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Color Key

on of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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Color Key

on of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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Color Key

cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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on of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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-10 5
Value

— DIS3

L RRP42

YNRO24W

— RRP46

— RRP6

L CsL4

— LRP1

Gene

I — MTR4

— RRP43

— RNH70

— REX2

— REX3

MTR3

- - 5 5 - - 5 5

y, 2 % % 2 S 2 .

X * = £ | | = E

= £ = = B IS c =

73 N ? N 7 N 2, N
| N N I N N

N N



Color Key
enzyme—directed rRNA pseudouridine synthesis
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