Color Key

negative regulation of gene expression
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Color Key
MRNA catabolic process
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Color Key
gene silencing
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Color Key
negative regulation of translation
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Color Key

negative regulation of gene expression, epigenetic
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Color Key
negative regulation of transcription, DNA—-templated
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Color Key
negative regulation of gene silencing
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Color Key
negative regulation of mMRNA catabolic process
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Color Key
nuclear—transcribed mRNA catabolic process
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Color Key

polyadenylation—dependent mRNA catabolic process
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chromatin silencing
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Color Key
gene silencing involved in chronological cell aging
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Color Key

posttranscriptional gene silencing
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Color Key

gene silencing by RNA
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Color Key

gene silencing by miRNA
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Color Key
negative regulation of translational elongation
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Color Key
negative regulation of translational initiation
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MRNA destabilization
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Color Key
negative regulation of mitochondrial translation
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Color Key
negative regulation of transcription from RNA polymerase Il promoter
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negative regulation of chromatin silencing
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negative regulation of DNA-templated transcription, elongation
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carbon catabolite repression of transcription
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nitrogen catabolite repression of transcription
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nuclear—transcribed mRNA catabolic process, nonsense—mediated decay
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nuclear—transcribed mRNA catabolic process, deadenylation—dependent decay
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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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transfer RNA gene—mediated silencing

-10 5
Value

GLC7

MAF1

HHF1

HOS1

SIN3

RXT2

RCO1

RPD3

DOT6

MOD5

HTA1

STH1

REG1

€ £ S S € € S S

o @ o o g g o o

y Ny % % S 4 . 5
I I = £ I I =S £

= = = = £ IS = =

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

N N

Gene



Color Key

posttranscriptional gene silencing by RNA

-10

Value

RNT1

auan

MRPL3

3
2
1%

Mo 1wz

KO T YIS Z

wes T Wiz

we9 T US Z

Mo Wz

KOO HIUS Z

wao Wl z

we9 M WS Z



Color Key

3'-UTR—mediated mRNA destabilization

I

5
Value

-10

NGR1

aua9

CTH1

TIS11

Mo 1wz

KO TTHIUS Z

we 1wl Z

wa9 T HUS Z

WO Wz

KON WS Z

we M wl Zz

we M WS Z



Color Key
' regulation of transcription from RNA polymerase |l promoter during mitotic cell cycle

-10 5
Value

- - 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

SUM1

RFM1

TUP1

Cycs8

UMEG6

CDC28

Gene



Color Key

-10 5
Value

rgulation of transcription from RNA polymerase Il promoter involved in meiotic cell cycle

1 2 WTM2

HAC1

HAC1

UME6

—

8 5 S S 8 8 S S

v v X X 4 4 = =
& I [ £

:E'l El = §| £ 1S 5 §I

& N 9 N 5 N & N

& N N | N N

N N

Gene



Color Key

-10 5
Value

2 regulation of ribosomal protein gene transcription from RNA polymerase |l promoter

|

CRF1

_ I I I I |

FHL1

- - 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

-10 5
Value

f oligopeptide transport by negative regulation of transcription from RNA polymerase Il promoter

CUP9

TUP1

Cycs

- - 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
ative reqgulation of transcription from RNA polymerase Il promoter by pheromones

-10 5
Value

DIG1

PRR1

DIG2

KAR4

PRR2

SUT1

YPL216W

ITC1

ISW2

SuUT2

. - 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
f lipid transport by negative regulation of transcription from RNA polymerase |l promoter

-10 5
Value

I I I I STEZO

SKM1

CLA4

- - 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

-10 5
Value

th in response to glucose limitation by negative regulation of transcription from RNA polymerase

0 -1 2 2 1 0 2 NRG2
— 0 0 0 0 1 0 -1 0 NRG1
S 0 0 0 1 =il 1 -1 1 SFL1
; ; 5 5 : : 5 &
y 2 Y X 5 5 2 <
| | = £ | | = 1<
£ S = = £ £ = =
73 N ) N ® N 2, N
| N N | N N
N N

Gene



Color Key

-10 5
Value

negative regulation of chromatin silencing involved in replicative cell aging

; : 5 5 : : 5
I I I
i' i' * X (_IDI S' -
I I £ £ I I &
E= £ = = = £ =
5 N 0, N 5 N 9,
9, N N I N N
N N

=
3
.
E
N

SIR3

SIR4

UTH1

HDA1

PUF4

Gene



Color Key
negative regulation of chromatin silencing at telomere
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negative regulation of chromatin silencing at silent mating—type cassette

-10 5
Value

FKH2

WTM1

RXT2

DEP1

SDS3

SAP30

PHO23

SIN3

RPD3

WTM2

CTI6

- - 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
negative regulation of chromatin silencing at rDNA
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nuclear mRNA surveillance of spliceosomal pre-mRNA splicing
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