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nucleotide—excision repair, DNA damage recognition
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sister chromatid segregation
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Color Key
;cription—dependent tethering of RNA polymerase Il gene DNA at nuclear periphery
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establishment of chromatin silencing
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maintenance of chromatin silencing
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sister chromatid cohesion

-10 5
Value

MCD1
{ SCC4

POL2
:|: 10C3

RFC3

——

SMC1

SMC3

F NPA3
YOR262W

RECS8

PDS5

TOF1

MCM21

CHL1

TOP3

CsSM3

CTF4

ESC2

MAM1

SMC5

L KAR3

— POL30

i RFC2

CTF18

RCS1

SIR2

YLR243W

RSC2

RFC4

SGO1

— ISw1

CTF3

ELG1

SCC2

RTS1

— ECO1

- CTF19

— CDC28

— BIM1

— RFC5

- RAD30

VIK1

CHL4

- RAD61

r MCM16

IRR1

ESC8

L NDJ1

- 10C4

— MCM21

MCM22

SPO13

IML3

DCC1

MRC1

MRC1

CTF8

BIM1

KAR3

RMI1

€ € S S € € S S

3 5 2 g 8 § S g

i' :3' X X 4 ! = =
I | & £ I I £ £

= £ = = £ IS = =

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

N N

Gene



Color Key
telomere organization
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centromere complex assembly
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DCC1

MRC1

MRC1

CTF8

TOF1

SRC1

PBP1

CSM3

RTT109

POL30

CDC9

RAD27

SRC1

SHU1

FOB1

SEM1

CTF18

MRE11

MSH2

Ccsm2

SHU2

RTG2

YDLO8OW

YCS4

RAD50

XRS2

€ € S S € € s S

3 5 o| OI 8 8 O| o|

V/ 2 % X 5 o 2 4
| | E= e | | = £

= £ = = £ IS = =

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

N N

Gene



Color Key

kinetochore organization
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tRNA gene clustering
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Color Key
chromosome organization involved in meiotic cell cycle
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DNA conformation change
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dsDNA loop formation
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mitotic sister chromatid segregation
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sttranscriptional tethering of RNA polymerase Il gene DNA at nuclear periphery
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maintenance of chromatin silencing at telomere
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mitotic sister chromatid cohesion
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telomere maintenance
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meiotic chromosome condensation
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DNA geometric change
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telomere maintenance via telomere lengthening
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meiotic telomere tethering at nuclear periphery
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rDNA condensation
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telomere maintenance via telomerase
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meiotic chromosome condensation
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DNA unwinding involved in DNA replication
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