regulation of transcription, DNA-templated
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regulation of transcription involved in G1/S transition of mitotic cell cycle
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regulation of transcription involved in G2/M transition of mitotic cell cycle
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regulation of transcription from RNA polymerase | promoter
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regulation of transcription from RNA polymerase Il promoter
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regulation of DNA—-templated transcription, termination
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regulation of DNA—-templated transcription, elongation

-10 5
Value

r ESA1
- CET1
- TFG1

r RAT1

- CAF130

r YERO051W

- RTF1

- CDC36

r RLR1

— GIM3

HPR1

PAF1

MOT2

GCN5

VPS34

NOT5

r RPH1

- YNG1

- NOT3

- SUB1

— RPT6

— FKH1

CAF40

HMT1

ELC1

SPT5
POP2
NAP1
‘ cDC39

CTK3

YKE2

SPT4

r SPT6

- KIN28

— - SGV1

CCR4

LEO1

YLR455W

DST1

GIM5

RSC6

CTK1

CDC73

CTR9

KEM1

CCR4

CTK2

NPL3

SPN1

PFD1

VPS15

FKH2

ASF1

POP2

- - 5 5 - - 5 5

y, 2 % % N S 2 .

X * = £ | | = E

= £ = = B IS c =

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

N N

Gene



Color Key
regulation of DNA-templated transcription in response to stress
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negative regulation of transcription, DNA—-templated
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positive regulation of transcription by galactose
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negative regulation of transcription from RNA polymerase | promoter
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Color Key
positive regulation of transcription from RNA polymerase | promoter
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regulation of transcription elongation from RNA polymerase | promoter
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Color Key
negative regulation of transcription from RNA polymerase Il promoter
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Color Key
carbon catabolite regulation of transcription from RNA polymerase Il promoter
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Color Key
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litrogen catabolite regulation of transcription from RNA polymerase |l promoter
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ition of transcription from RNA polymerase Il promoter involved in meiotic cell cycle
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Color Key
regulation of transcription elongation from RNA polymerase |l promoter
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gulation of transcription from RNA polymerase Il promoter in response to stress
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Color Key
positive regulation of transcription from RNA polymerase Il promoter
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regulation of transcription from RNA polymerase Il promoter by pheromones
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regulation of transcription initiation from RNA polymerase Il promoter
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phosphorylation of RNA polymerase |l C-terminal domain
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llar ketone metabolic process by regulation of transcription from RNA polymerase Il promoter
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Color Key
Johydrate metabolic process by regulation of transcription from RNA polymerase Il promoter
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regulation of phosphorylation of RNA polymerase Il C-terminal domain

-10 5
Value

ESS1

RAT1

RTF1

PAF1

CCL1

SSN8

CTR9

CDC73

BUR2

CTK2

———
_

- - 5 5 - - 5 5

y, 2 % % N S 2 .

X * = £ | | = E

= £ = = B IS c =

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

N N

Gene



Color Key
positive regulation of transcription by pheromones
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negative regulation of transcription by pheromones
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negative regulation of chromatin silencing
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positive regulation of chromatin silencing

-10

Value

Lol
)
0
w

auao

FKH1

OAF1

Mo 1wz

KO T YIS Z

wes T Wiz

we9 T US Z

Mo Wz

KOO HIUS Z

wao My Wl z

we9 M YuUS Z



Color Key
regulation of chromatin silencing at telomere
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Color Key
regulation of chromatin silencing at silent mating—type cassette
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Color Key
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negative regulation of DNA-templated transcription, elongation
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positive regulation of DNA—-templated transcription, elongation
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