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DNA replication initiation
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DNA repair
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base—excision repair, AP site formation
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DNA recombination
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DNA strand elongation
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DNA replication, Okazaki fragment processing
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Color Key

telomere maintenance via recombination
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Color Key
telomere maintenance via telomere lengthening
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Color Key

-10 5
Value

meiotic DNA double-strand break processing
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Color Key
gene conversion at mating—type locus, DNA double—strand break processing
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Color Key
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2—strand break repair via single—strand annealing, removal of nonhomologous ends

; : 5 & : ; 5 5

2 y % % i 5 2 4
I I £ £ I I ES €

= = = = £ IS = =

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

N N

RAD1

YALO27W

RAD10

SLX4

Gene



Color Key

DNA-dependent DNA replication
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Color Key

cell cycle DNA replication initiation
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Color Key
recombinational repair
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Color Key
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Color Key
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Value

Z_Shift K_Gem

Z Im_K_Gem

yt

Z_Shift K_C

base—excision repair

yt

Z Im_K_C

Z_Shift L_Gem

Z Im_L_Gem

_L_Cyt

Z Shift L_C

POL2

RAD14

RAD27

CDC9

NTG2

PAP2

APN2

MAG1

OGG1

APN1

MRE11

NTG1

POL3

UNG1

POL32

STH1

RADS50

XRS2

Z Im_L_Cyt

Gene



Color Key
nucleotide—excision repair
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Color Key

mismatch repair
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Color Key
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Color Key
double-strand break repair
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Color Key
interstrand cross-link repair
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Color Key

UV-damage excision repair
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Color Key
DNA catabolic process, endonucleolytic
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Color Key

mitotic recombination
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Color Key
gene conversion
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Color Key
reciprocal DNA recombination
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Color Key

transposon integration
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Color Key
DNA strand elongation involved in DNA replication

-10 5
Value

r CDC9

L RFC2

L MCM2

— RAD27

— RFC5

RNH1

PSF1

— RNH203

HCS1

POL12

POL30

DPB3

— POL2

RNH201

MPH1

— DNL4

— DNA2

— MCM3

r MGS1

MCM6

MCM7

MCM10

RFC4

POL1

TOP2

RFC1

PRI1

— RFC3

- DPB4

- PRI2

— RNH202

POL3

TOP1

POL32

€ £ S S 1S 1 s S

3 5 ol Ol 8 8 O| ol

< < ¥ % o 4 . S
| | £ 1S | | £ £

= £ = = £ IS = =

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

N N

Gene



Color Key

aua9

SAE2
EXO1
SGS1

Mo 1wz

KO TTHIYS Z

we 1wl Z

wa9 T HUS Z

WO Wz

KON WS Z

telomeric 3' overhang formation

we M wlz

we M WS Z

Value

-10




Color Key

mitochondrial DNA replication

-10

Value

~
o
I
=

RIM1

auao

NTG1

g
>
2
(%]

MIP1

Mo 1wz

KO T YIS Z

we 1wl Z

wa9 T HUS Z

Mo Wz

KOO HIUS Z

W M Wl z

wa9 M WYS z



Color Key

maintenance of DNA trinucleotide repeats
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Color Key
maintenance of rDNA
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Color Key

replication fork arrest
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Color Key
replication fork protection
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Color Key

DNA synthesis involved in DNA repair
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Color Key
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Color Key

RNA-dependent DNA biosynthetic process
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Color Key
telomere maintenance via telomerase
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cell cycle DNA replication
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Color Key
nuclear cell cycle DNA replication initiation
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double-strand break repair via homologous recombination
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mitochondrial double—strand break repair via homologous recombination
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double-strand break repair via nonhomologous end joining
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Color Key
double—strand break repair via single—strand annealing
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Color Key
transcription—coupled nucleotide—excision repair
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translesion synthesis
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mitochondrial double—strand break repair
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Color Key

DNA dealkylation involved in DNA repair
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gene conversion at mating—type locus
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meiotic gene conversion
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reciprocal meiotic recombination
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leading strand elongation
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Color Key
nuclear DNA replication
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Color Key
double-strand break repair via break—induced replication
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double-strand break repair via synthesis—dependent strand annealing
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replication—born double—strand break repair via sister chromatid exchange

yt
yt

Z Im_K_Cyt

Z_Im_L_Gem
Z_Shift_L_C

Z_Im_K_Gem

Z_Shift_K_Gem
Z_Shift K_C
Z_Shift_L_Gem

Z Im_L_Cyt

MCD1

SMC3

SCc2

Gene



Color Key

error—prone translesion synthesis
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error—free translesion synthesis
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Color Key
premeiotic DNA replication
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mitotic DNA replication
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