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MRNA processing
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MRNA catabolic process
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MRNA modification
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MRNA cleavage involved in mRNA processing
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7—methylguanosine mRNA capping
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MRNA 3'-end processing
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MRNA splicing, via endonucleolytic cleavage and ligation
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nuclear—transcribed mRNA catabolic process
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polyadenylation—dependent mRNA catabolic process
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MRNA pseudouridine synthesis
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MRNA polyadenylation

-10 5
Value

SSuU72

FIP1

PFS2

RNA15

YSH1

FIR1

CFT1

PAP1

MPE1

YTH1

RNA14

CFT2

PTAL

PCF11

SEN1

PBP1

HRP1

REF2

_K_Cyt

yt
_L_Cyt
_L_Cyt

ZImLC

Z Im_K_C

Z_Im_L_Gem
Z_Shift L_C

Z Im_K_Gem

€
[}
o
|
£
=
n
N

Z_Shift K_C

€
©
(U]
X
=
=
[
N

Gene



Color Key
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nuclear—transcribed mRNA catabolic process, nonsense—mediated decay

-10 5
Value

DIS3

RRP42

— RRP46

— SKI7

L EBS1

L SKI3

— SKI2

- PUB1

r SKI8

- DBP2

L CsL4

L DCSs2

— NMD4

— EDC1

— EST1

— EDC2

— DCP1

L RRP43

— CDC33

CBC2

STO1

NMD2

NAM7

UPF3

KEM1

HRP1

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

Gene



Color Key
nuclear—transcribed mRNA catabolic process, deadenylation—dependent decay
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nuclear—transcribed mRNA poly(A) tail shortening
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deadenylation—dependent decapping of nuclear—transcribed mRNA
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nuclear—transcribed mRNA catabolic process, exonucleolytic
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ir—transcribed mRNA catabolic process, endonucleolytic cleavage—dependent decay
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nuclear—transcribed mRNA catabolic process, ho—go decay
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nuclear polyadenylation—dependent mRNA catabolic process
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nuclear—transcribed mRNA catabolic process, exonucleolytic, 3'-5'
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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
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