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nuclear—transcribed mRNA catabolic process
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Color Key
nuclear—transcribed mRNA catabolic process, honsense—mediated decay
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Color Key
nuclear—transcribed mRNA catabolic process, deadenylation—dependent decay
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Color Key
nuclear—transcribed mRNA poly(A) tail shortening
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Color Key
deadenylation—dependent decapping of nuclear—transcribed mRNA
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Color Key
nuclear—transcribed mRNA catabolic process, exonucleolytic
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Color Key

ir—transcribed mRNA catabolic process, endonucleolytic cleavage—dependent decay
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Color Key
uclear—transcribed mRNA catabolic process, deadenylation—independent decay
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Color Key
nuclear—transcribed mRNA catabolic process, non—stop decay
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Color Key
nuclear—transcribed mRNA catabolic process, nho—go decay
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Color Key
nuclear mMRNA surveillance
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Color Key
-transcribed mMRNA catabolic process, 3'-5' exonucleolytic nonsense—mediated decay
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Color Key
nuclear—transcribed mRNA catabolic process, exonucleolytic, 3'-5'
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Color Key
nuclear—transcribed mRNA catabolic process involved in deadenylation—dependent decay
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Color Key
nuclear mRNA surveillance of spliceosomal pre-mRNA splicing
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Color Key
nuclear mMRNA surveillance of mMRNA 3'-end processing

-10 5
Value

YNRO24W

RRP6

AIR2

MTR4

PAP2

AIR1

. - 5 5 - - 5 5

2 2 % % 2 S 2 .

X =<| = £ | | = E

= £ = = B IS c =

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

N N

Gene



