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Color Key
aromatic amino acid family catabolic process
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indole—containing compound catabolic process
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purine—containing compound catabolic process
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L—kynurenine catabolic process
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aromatic amino acid family catabolic process to alcohol via Ehrlich pathway
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tyrosine catabolic process
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RNA catabolic process
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nucleoside catabolic process
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nucleobase—containing small molecule catabolic process
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nucleoside phosphate catabolic process
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purine nucleobase catabolic process
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DNA catabolic process, endonucleolytic
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mitochondrial RNA catabolic process
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MRNA catabolic process
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NCcRNA catabolic process
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polyadenylation—dependent RNA catabolic process
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RNA surveillance
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nucleotide catabolic process
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purine ribonucleoside catabolic process
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nuclear ncRNA surveillance
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nuclear RNA surveillance
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purine nucleotide catabolic process
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nuclear—transcribed mRNA catabolic process, honsense—mediated decay
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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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uclear—transcribed mRNA catabolic process, deadenylation—independent decay
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nuclear—transcribed mRNA catabolic process, non—stop decay
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nuclear—transcribed mRNA catabolic process, nho—go decay
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nuclear mMRNA surveillance

-10 5
Value

DIS3

RRP42

YNRO24W

RRP46

RRP6

RAT1

R

AIR2

SuUs1

YBR111W-A_1

PAP2

GBP2

MLP1

— LRP1

r HRB1

r YOR166C

PRP18

- CSN12

— AIR1

— MTR4

NRD1

RRP43

— SAC3

THP1

MTR3

yt
yt
yt
yt

Z_Im_K_C
ZIm L C

Z_Im_L_Gem

Z Im_K_Gem
Z_shift_K_C
Z_shift_ L_C

Z_Shift_L_Gem

£
[
O]
X
=
=
n
N

Gene



Color Key

aua9

RRP6
PAP2
TRF5

Mo 1wz

KO THIYS Z

we 1wl Z

we 1 WS Z

WO Wz

KO WIS Z

histone mMRNA catabolic process

we M wl Z

we M WS Z

-10
Value




Color Key
nuclear polyadenylation—dependent mRNA catabolic process
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nuclear polyadenylation—dependent rRNA catabolic process
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nuclear polyadenylation—dependent snoRNA catabolic process
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Color Key
nuclear polyadenylation—dependent tRNA catabolic process
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nuclear polyadenylation—dependent ncRNA catabolic process

-10 5
Value

— RAT1

L CsL4

— RRP46

L RRP6

— LRP1

= PAP2

- TRF5

— AIR1

— MTR4

L RRP43

— AIR2

— DIS3

L RRP42

YNRO24W

RAI1

MTR3

- - 5 5 - - 5 5

2 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
nuclear polyadenylation—dependent CUT catabolic process
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-transcribed mMRNA catabolic process, 3'-5' exonucleolytic nonsense—mediated decay
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nuclear—transcribed mRNA catabolic process, exonucleolytic, 3'-5'
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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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nuclear mMRNA surveillance of mMRNA 3'-end processing

-10 5
Value

YNR024W

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



