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0 −7 1 −27 0 14 0 6
1 −7 2 −28 0 14 0 8
1 −1 1 −24 −2 6 −2 6

−1 −8 −1 −33 1 3 2 19
0 0 −1 −26 0 0 5 24

−1 −5 −1 −19 5 4 6 17
−1 −9 −1 −39 1 13 2 21
−2 −10 −1 −37 4 16 2 21
1 −8 2 −34 1 14 2 23
0 −9 0 −40 1 14 1 32

−13 4 −19 −41 6 −1 8 37
1 −7 1 −17 0 1 1 14
0 −4 1 −10 −1 0 0 18
1 1 1 −20 2 −3 5 16
1 1 0 −13 0 −3 4 12

−3 −4 −3 −8 3 0 4 4
−2 −6 −2 −8 3 2 4 2
−2 −6 0 −4 5 4 5 2
0 −6 −9 −4 1 4 6 5

−4 −6 −7 −10 8 4 9 3
−6 4 −4 −10 6 −3 8 4
1 −1 −1 −9 1 0 6 6

−2 0 −4 −10 5 −1 8 7
0 −6 −1 −10 1 4 1 6
0 −7 1 −9 0 2 1 8
0 −4 1 −9 0 3 −1 9

−1 −6 0 −5 1 3 4 6
0 −4 0 −5 0 3 2 5

−1 −4 −3 −7 3 4 4 8
−1 −7 0 −2 3 3 1 5
−1 −6 0 −3 1 5 1 8
0 −5 0 −4 1 3 1 3

−1 −5 −1 −3 0 5 1 4
0 −3 −1 −2 1 5 0 5
0 −5 0 −1 2 4 0 4

−3 −1 −3 −3 2 0 3 3
1 0 −5 −1 1 1 5 4
0 1 0 −4 0 0 1 1

−1 1 −1 −3 0 0 2 1
−1 −1 0 −2 1 1 1 1
0 0 −1 −2 1 1 1 1

−1 0 −1 −2 1 −1 1 2
−1 0 −1 −3 1 0 2 4
1 0 0 −3 0 1 1 2
0 −1 0 −5 1 1 1 3
1 0 1 −4 1 1 1 3

−1 −2 0 −6 2 1 1 3
−1 −1 1 −4 2 1 2 4
0 −1 2 −6 1 −1 3 4
1 0 1 −5 1 0 4 3
0 0 1 −4 1 −1 3 3
1 0 2 −5 0 0 2 4
1 0 1 −6 0 1 2 5
1 −1 1 −4 1 1 2 4
0 −1 1 −4 1 1 3 5
0 2 3 −1 4 −4 4 4

−1 1 0 −5 1 −2 2 5
1 1 0 −6 0 −3 4 4
0 0 1 −4 0 −2 4 4
1 1 0 −5 0 −2 2 6
1 1 1 −5 0 −1 2 6
2 1 2 −4 0 −3 2 8
0 1 1 −2 0 −1 2 7
0 1 1 −3 0 −3 1 6
1 1 2 −1 1 −3 1 7
0 1 0 −8 0 −1 1 7
1 −1 1 −6 0 0 0 7
0 0 1 −6 −1 1 1 8
0 −1 0 −7 2 0 3 9
0 −2 −1 −4 1 2 2 7
1 −2 1 −2 0 3 2 6
0 −2 1 −2 1 1 3 7

−1 1 0 −3 3 0 2 6
0 −2 0 −3 1 0 5 6
1 0 2 −2 1 1 3 9
1 −1 1 −4 1 1 1 8
0 −1 2 −3 0 1 2 8

−8 −6 −2 1 6 14 4 −4
−13 −11 0 12 20 0

1 −6 0 −13 −1 14 0 8
−1 −10 −2 −11 3 15 5 4
−1 −11 −2 −10 1 20 4 8
0 0 0 −4 1 16 3 10
0 −3 2 0 3 10 1 0
3 −5 2 0 1 12 1 3
1 −9 0 6 20 0
0 −8 0 −1 0 15 0 2
0 −10 0 −1 1 19 1 1
0 −11 0 −6 1 20 0 8
1 −10 1 −2 1 20 1 5
1 −10 2 −2 0 20 2 5

−12 4 −16 2 4 −2 6 −3
−12 3 −19 2 6 −3 7 0
−15 6 −19 3 9 −1 10 −1
−12 −1 −14 −3 9 −3 10 −3
−14 2 −20 10 10 −3 11 −2
−9 7 −10 12 10 −6 12 −11
−8 −1 −12 10 7 −2 8 −5
−8 6 −12 16 6 −6 9 −1
0 −1 −8 14 1 1 7 −11
0 −2 −3 8 1 2 5 −10
3 1 −2 9 −1 −1 7 −9
1 −2 −13 20 2 0 10 −4
1 −2 −12 15 0 1 6 0
1 0 −12 14 1 0 7 −1

−6 2 −15 −1 3 0 6 −1
−5 1 0 2 −1 0
−5 4 −16 −3 4 −3 6 2
−6 −1 −8 −3 5 0 4 3
−3 2 −7 1 3 −3 6 −1
−4 2 −4 0 7 −4 7 −1
−3 2 −12 4 6 −4 12 9

−10 −1 −15 −9 4 2 9 4
−2 3 −3 4 1 −6 1 −4
0 2 −2 4 1 −4 1 −3

−2 3 −2 3 3 −4 2 −3
−2 3 −3 4 5 −7 6 −7
−3 3 −6 8 4 −6 6 −7
0 −3 0 3 1 2 7 −8

−1 −5 −1 0 1 4 6 −2
−1 −2 −1 2 3 1 4 −5
1 −2 0 4 0 1 3 −4
0 −3 −2 6 2 2 4 −2

−1 0 −2 1 7 −3 7 −7
−2 −2 −3 1 7 0 8 −1
−1 −2 −3 2 2 −1 8 −2
−1 1 −2 1 4 −2 6 −3
−4 −2 −8 7 3 0 8 −2
−1 −3 −8 2 3 1 7 2
1 1 −2 4 1 −3 6 −2
0 1 −5 5 0 0 5 −3
1 0 −3 5 0 0 3 −2

−1 1 −6 9 0 0 3 −3
1 1 −5 9 1 1 6 1
1 1 −5 5 0 −1 6 2
1 −1 −4 5 0 1 5 4
1 2 −4 4 1 1 4 3
0 2 0 2 −1 −5 0 −3
0 2 0 1 −1 −4 1 −5
1 2 1 1 0 −5 0 −4
1 2 1 1 0 −6 0 −3
1 2 1 1 −1 −5 0 −3
1 2 1 2 −1 −5 0 −2
0 2 −1 2 0 −2 3 −5
0 1 −1 3 0 −2 2 −5
2 1 2 0 −1 −4 3 −7
0 0 1 2 0 0 1 −6
0 0 1 0 0 1 3 −6
0 1 0 1 2 0 3 −5
1 0 1 1 3 0 3 −3

−1 2 0 0 0 −3 0 −1
−1 2 −1 0 0 −3 −1 0
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−2 2 −1 1 3 −4 0 −1
0 1 −1 0 0 −3 3 −3
0 1 −2 1 1 −2 3 −2
0 0 0 1 0 −1 3 −3
0 1 0 2 0 −1 3 −4
0 1 0 1 1 −1 2 −3
0 1 1 0 0 −1 2 −3
0 1 −1 0 2 −1 4 −2
0 1 1 −1 0 −1 3 −2
1 −1 1 0 0 −1 3 −1
1 1 1 0 0 0 4 −1
2 1 1 1 0 −3 2 1
1 1 2 1 0 −3 4 −1
0 1 0 0 0 −1 0 −2
0 1 0 1 0 −1 −1 −2
0 1 0 0 0 −1 0 −1
0 1 0 0 0 −1 0 −1
0 1 −1 0 −1 −1 0 −1
0 1 0 0 −1 −1 −1 0
0 1 0 0 −1 −1 −1 −2
0 2 0 1 −1 −1 −1 −1
1 1 0 1 −1 −1 −1 −1
0 0 0 0 0 −1 −1 −1
0 1 0 0 0 0 0 −1
0 0 0 1 −1 0 −1 −1
1 1 1 1 0 −1 −1 −2
0 1 1 1 0 0 0 −1
0 0 1 −1 0 −1 −1 0
0 1 1 0 −1 −1 −1 0
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1 1 2 0 −1 0 0 −1
0 1 1 0 −2 −2 −2 −1
0 1 0 −1 −1 0
0 1 1 0 −1 −2 −1 0
1 2 2 0 −2 −1 −2 −1
0 2 1 0 −1 −2 −1 −1
1 1 2 −1 −1 −1 −1 −2
1 1 2 0 0 −1 0 −2

−1 0 −1 0 −1 −1 −1 −1
−1 0 −1 1 −1 −1 −1 −1
−1 1 −1 0 0 −2 −1 1
0 0 0 0 0 −1 −2 −1
0 0 0 0 −1 −1 −1 0
0 0 0 0 −1 0 −1 0
0 1 0 1 −1 0 −1 −1
0 1 0 0 −1 0 −2 −1
0 1 0 0 0 0 −1 −1
0 1 0 1 −1 −1 −2 0
0 1 0 1 −1 −1 0 0
1 1 0 1 −1 0 −1 0
1 0 1 0 −1 −1 0 0
1 0 1 0 −1 0 0 0
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1 1 1 0 0 −1 0 0
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0 0 0 0
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0 0 0 0
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0 0 0 0
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0 0 0 0
0 0 0 0
0 0 0 0

1 0 0 0 0 0
0 0 0 0 0 0 0 −1
0 0 1 0 0 0 0 0
0 0 2 0 0 0 0 −1
0 0 1 0 0 0 0 0
0 0 1 0 0 0 1 0
1 1 1 0 1 1 0 0
1 1 1 0 0 0 0 0
1 1 2 0 0 0 −1 0
0 0 1 0 1 0 0 1
1 0 1 0 0 0 0 1
1 0 1 0 0 0 0 1
1 0 1 0 0 −1 −1 1
1 0 1 0 0 0 0 1
1 0 1 0 0 0 0 1
1 0 1 0 0 −1 0 1
1 1 1 0 −2 0 −3 1
2 1 2 0 −2 −1 −2 1
2 1 2 0 0 0 −1 1
2 0 2 0 −1 0 −1 0
2 1 3 0 −1 0 −1 0

−1 2 −1 −2 0 −4 1 2
−1 2 −2 −1 1 −3 1 1
0 1 1 −1 0 −3 4 1
1 1 1 −2 0 −3 2 2
0 1 2 −2 2 −3 2 2
1 1 1 0 0 −3 −1 1
0 1 0 0 0 −3 −1 1
0 1 1 0 −1 −4 0 0
1 2 1 0 0 −5 0 1
0 1 −1 1 −1 −3 −1 1
0 1 0 0 0 −2 0 1
0 1 0 0 0 −3 1 1
0 1 1 0 −1 −2 1 0
0 1 2 −1 1 −3 0 1
0 1 1 0 2 −3 0 2
1 1 1 1 2 −3 0 3
0 1 1 0 1 −2 −1 −1
0 1 1 0 1 −2 0 −2
0 1 1 1 2 −2 −1 −2
1 1 2 0 1 −2 −1 0
0 1 0 −1 1 −1 0 −1
0 1 1 −1 1 −1 0 0
0 1 1 1 1 0 0 −1
1 1 1 0 0 −3 1 −4
1 1 3 0 −2 −3 2 −4
0 2 2 0 −2 −1 0 −4
1 1 2 −1 −2 −1 1 −3
1 1 2 0 −1 0 1 −3
2 1 2 0 −1 0 1 −3
1 2 1 0 −1 −4 −2 −1
1 1 1 1 −1 −3 −1 −1
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2 1 2 0 −2 −4 −2 −1
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0 −1 1 −2 1 0 2 0
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−1 0 −1 0 0 −1 1 0
0 0 −1 0 −1 −1 0 −1
0 0 0 0 0 −1 0 0
0 1 −1 0 0 −1 0 0
0 1 0 0 −1 −1 0 0
0 0 −1 0 −1 0 0 0
0 1 −1 1 −1 0 0 0
0 1 −1 1 −1 −2 0 0
0 1 0 0 0 −1 0 0
1 1 0 0 0 −1 1 0
1 0 0 1 0 −1 0 0
0 1 0 1 −1 −1 1 −1
0 0 1 0 −1 0 1 1
0 1 1 0 −1 −1 1 0
0 1 1 1 −1 0 2 0
0 0 0 −1 −1 −1 0 0
0 −1 0 −1 −1 0 −1 1

−1 0 0 −1 0 −1 1 1
−1 0 −1 −1 0 0 0 1
0 0 0 −1 −1 −1 −1 1
0 1 0 0 0 −1 0 1
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0 0 0 0 0 −1 0 1
0 1 0 0 0 −1 1 1
0 0 0 0 0 0 1 0
0 1 0 0 0 1 1 1
0 0 0 −1 1 0 1 1
0 0 0 0 1 0 2 2
0 0 1 0 0 −1 1 0
0 1 1 1 0 −1 1 1
0 0 1 −1 0 0 1 0
0 0 1 0 0 −1 1 0
0 0 1 0 1 −1 0 0
1 1 1 −1 0 −1 0 0
1 0 1 −1 1 0 1 1
0 0 1 0 0 −1 0 1
0 0 0 0 0 0 0 0
1 0 1 −1 0 0 1 0
0 1 1 0 0 −1 0 0
0 1 1 0 0 0 1 0
0 0 2 −1 0 0 0 −2
1 0 2 0 0 0 1 0
1 0 2 0 0 0 1 0
1 −1 2 −1 0 0 2 1
1 −1 3 −1 0 1 1 1
0 −1 2 −1 0 1 3 −2
0 −1 1 0 0 0 2 0
1 −1 1 0 −1 2 2 −1
2 −1 3 0 1 2 2 0
0 0 0 1 1 2 1 −1
0 1 −1 1 1 2 0 −1
0 0 0 1 1 2 0 −2
0 −1 0 0 0 3 0 0
0 −1 −1 1 0 2 1 0
0 −1 −1 0 1 3 1 1
0 0 0 0 0 2 1 0
1 0 1 0 0 2 2 0
0 −2 0 1 0 0 0 −1
0 −2 0 0 0 1 0 −1
0 −2 1 0 1 0 1 −2
0 −2 0 1 1 0 1 −1

−1 −2 0 0 2 1 1 −1
1 −1 0 −1 1 1 1 0
0 0 0 0 2 1 1 0
0 0 1 0 2 1 0 0
1 0 1 0 1 0 1 0
1 0 1 0 1 1 1 0
0 −1 0 0 0 0 1 1
1 −1 0 1 0 1 1 0
0 −1 −1 0 0 1 2 0
1 −1 0 0 1 1 2 0
0 −1 0 0 0 1 −1 0
0 0 0 0 0 1 0 0
1 0 1 1 0 2 0 0
0 −1 0 0 0 0 1 −1
0 −1 1 −1 0 0 0 0
0 0 0 −1 0 0 1 0
1 −1 0 0 0 0 0 1
1 −1 0 1 1 0 0 −1
0 −1 1 0 1 0 0 −1
0 0 1 1 0 0 0 0
0 0 1 0 1 0 0 0
1 −3 0 −2 1 3 2 3
0 −3 0 −2 0 2 0 3
0 −3 1 −2 0 2 0 4
0 −3 0 −2 0 1 1 3
0 −2 0 −1 0 2 0 2
0 −2 0 0 2 2 0 3
0 −2 1 −1 2 2 1 2
0 −3 1 −1 2 2 0 2
0 −3 1 −1 −1 2 −1 1
0 −3 0 0 1 3 −1 1
0 −2 1 0 1 4 −1 1
1 −2 2 0 0 1 −1 0
1 −2 3 0 1 1 0 0
1 −2 2 0 0 1 −1 1
1 −1 1 0 0 1 0 1
0 −1 1 −1 0 1 0 1
1 0 1 −1 0 0 0 3
0 0 1 −1 0 1 −1 3

−1 −1 0 0 0 0 0 1
1 −1 1 −1 0 0 0 1
0 0 1 −1 0 0 0 2
0 0 0 0 0 0 0 1
0 0 1 0 1 0 0 1
0 −1 1 −1 1 1 1 2
0 −1 0 −2 1 0 1 3
0 −1 0 −2 1 2 1 2
0 0 1 −2 1 1 1 3
2 1 2 −4 0 −1 3 1
2 0 1 −1 0 1 4 2
2 0 2 −1 1 1 4 3
1 1 1 −2 −1 0 3 1
1 0 0 −3 0 −1 3 1
1 1 1 −2 0 −1 3 2
2 0 1 −1 0 0 2 2
1 1 2 −1 0 0 3 1
2 0 2 −1 −1 −1 3 1
2 1 2 0 −1 1 0 4
3 1 3 0 −1 −1 1 1
3 1 3 1 0 0 1 1
3 1 3 0 0 1 1 2
0 −1 0 −2 0 0 0 2
0 0 −1 −1 0 0 1 3
0 0 0 −1 0 0 1 2
0 0 0 −2 0 −1 1 2
1 0 1 −1 0 0 1 2
0 0 0 −1 0 0 1 2
0 1 0 −1 −1 −1 1 3
0 1 1 −1 0 −1 1 3
0 0 0 −1 0 −1 1 4
0 1 1 0 0 −2 0 1
0 1 1 0 0 −2 0 1
1 1 0 0 0 0 1 2
1 1 1 0 0 0 0 2
1 1 1 0 −1 −1 1 1
1 1 1 −1 −1 −1 2 1
1 1 1 −1 −1 −1 1 2
1 0 2 −1 0 −1 2 2
1 1 1 0 0 −2 2 4
1 1 1 0 1 −2 2 3
1 0 2 0 0 −2 3 3
1 1 1 0 0 0 2 4
1 0 3 0 1 0 1 4
1 0 1 0 0 1 2 4
1 0 2 −1 1 0 2 4
0 0 1 −1 1 0 3 3
1 1 2 −1 0 0 3 3

DNA binding
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RMD9
RPL39
LSM1
SUI1
POP2
UPF3
NAM7
PRP11
TIF11
BRE5
UBP3
SWS2
MRM1
RPL16B
RPL36B
SMD1
FRS2
RRP3
ECM16
RPB7
NMD2
ARP8
ELP4
DEG1
DHH1
GCD11
SUI2
RSM19
MEF2
RAI1
CCR4
NUP116
RML2
TUF1
SLM3
MRPL38
RSM7
NPL3
KEM1
NAM2
MSS116
MRPS5
ARC1
RPL39
LOC1
RPL12B
MAP1
MTR3
THP1
REF2
SCD6
NOP1
SPT4
SHE3
HRP1
RPL34B
MEF1
MUD1
IFM1
DBP1
LHP1
PSP1
PUF4
RPS4A
MTF2
SUV3
MRH4
MSF1
MTF1
MRPL23
MRPL16
YGR150C
MRP17
MSU1
YER087W
PET309
RPL14A
BUD21
CBC2
TIF6
STO1
RPP2B
BRR1
GCN3
SPB4
LSM7
EAP1
RSA1
WHI3
RPP1B
RPP1A
MSY1
MSE1
RPL6B
NSR1
RPS28B
RPS18A
RPS9B
DBP3
GCD6
RPL13A
CWC2
HAS1
NUP145
RNA14
IMP4
MSL5
MAK21
RPL12A
LSM4
EFT1
TMA20
MLP1
PTA1
RCL1
PRP42
PRP9
EFB1
ABD1
CUS1
POP5
IST3
LEO1
RPL1B
RPL16B
RPL36A
RPL37B
ISM1
RPP2A
RPS18B
RPS4B
RPL37A
NOP56
PRP5
RPS11A
CBP2
HSP26
MST1
RPL23A
MRT4
ELP6
SSF1
NOP12
YPL184C
IKI1
GCD1
SGD1
NAF1
LSM8
NOP8
SPP382
DBP6
LSM7
YNR024W
PCF11
PRP43
SEN1
PRT1
ESF2
TIS11
IMD3
YJR026W
MOD5
MDH3
RPS14B
YJL131C
SCW4
YDR370C
MRF1
RPL1A
NOP13
IDH2
TSR1
CFT2
LUC7
SNU23
SRP72
AEP2
YRA1
MUD2
CBF5
DIM1
WHI4
SBP1
EFT2
RPL24A
RPL8B
NOP15
MRS1
RPL26A
TFB4
IMD4
RNY1
RPL16A
RPL9A
NGL2
ZTA1
YSH1
PML1
GIS2
SYC1
TIF4632
PUF2
TMA46
YBR238C
CLU1
VTS1
NOP6
DED1
GTT1
SSF2
CSN12
YLR281C
MRPL6
PUS1
RRF1
RNP1
HRB1
RPL15B
SLH1
PUS6
TAN1
PUS2
BFR1
SME1
PFS2
NIP1
TIF34
RPL13B
TRM9
RPB4
RPB4
SCP160
LYS1
MSL1
STE20
RPS2
RNA15
BEM2
MOT2
RPL37B
TIF35
MRP20
MSN5
TFP1
PRO1
HBS1
YHR209W
SSA2
RPL18B
RPG1
YLL032C
PFK2
TRM3
PRP4
DBP5
PRP28
RSE1
RPS26B
FAL1
YGR201C
NUG1
TIF3
PES4
PHR1
RPS9A
SHE2
NUP157
NOP2
GRE3
UTP30
NOP14
RLR1
NGR1
SNP1
NRP1
PNO1
MRPS17
CAF20
ECM32
RBS1
EDC2
URB1
PUS5
TAD1
RNH70
PBP2
RPL23B
ANB1
GCN2
RPL2A
PCS60
RTF1
MRPS28
RPS14B
PAD1
RRP5
FIP1
LSM6
LSM3
YHR033W
CTH1
RLP7
TMA22
SUA5
UTP9
YDR374C
MAK31
NUP100
ARF3
YHC1
YPR152C
ROK1
TIF2
SNU71
UTP22
NOP9
TEX1
SNM1
SSD1
PRP12
HTS1
EDC3
ILS1
SRP54
YGR054W
NAM9
ARC15
POP6
CCR4
RFA1
MTR4
PZF1
ENP1
GCD10
SRP21
PRP31
RRP43
SNU56
NOP4
NRD1
DRS1
RPB2
SPP381
NOB1
POP1
PRP21
UTP13
YTH1
RIB2
SRP68
PAP1
DCP1
CFT1
ERB1
UTP15
SOF1
MPE1
TYS1
CDC33
BRX1
RRP9
DIP2
SUP35
YML6
TRM8
MSC6
DBP10
RNH201
RPS14A
YCL074W
DFR1
AIR2
PUS9
MRD1
GCD7
GLN4
JSN1
IME4
POP2
LSM12
SNU114
PWP2
RRP42
UTP23
MRPL1
RPL38
YKU70
YNL022C
YNL040W
DCS1
GCY1
DBP9
RPL24B
RRP46
POT1
RNT1
TDH3
CUS2
RRP14
TIF5
RPL14B
HSH155
POL2
PRP24
RPP1
RMP1
SLF1
NOP58
CSL4
RAT1
YOR112W
PUB1
SRO9
UTP20
NOC2
RPL6A
DBF2
YER077C
NCS6
RPS20
HCR1
RPS11B
NHP2
SGN1
RPL11B
FUN12
MRPL3
LRP1
RPL34A
KRS1
PRP39
NEW1
PET54
IDH1
PET122
CBP1
PAP2
RPS28A
RPL26B
RPL4A
DCS2
TPA1
KRE33
NCL1
THO1
CAM1
CPR1
TIF4631
VTC1
TRM11
YOL114C
YRA2
MDH1
HEK2
EDC1
EST2
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LEA1
GUS1
PRP40
HEF3
DUS3
YPL009C
GBP2
TMA64
STI1
RPL8A
NAB6
PUS7
PUF6
RIM4
THS1
YFR032C
POP4
RPL35A
RPL35B
RPL9B
BEM2
PIN4
RPL2B
DBP7
KSP1
GCD2
MEX67
SUP45
RLI1
HCA4
HSH49
MEU1
TIF1
EST1
POP7
SSA1
ECM2
NCS2
YMR1
PUF3
LAP3
PAT1
KRR1
YLR419W
DHR2
YGR250C
MIP6
NAM8
RRP12
LSG1
YCL075W
UTP10
MAK5
NOP53
PSP2
EBS1
ALA1
MPT5
PBP1
SKI2
NCS6
SDO1
DIS3
SPT5
CYS4
IKI3
TEF4
CCA1
DBP2
YEF3
LOS1
TRM1
YKU80
RRP6
RPF2
PUS9
CWC22
MRPS18
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en

e

−8 4 −19 −33 3 3 12 31
−17 2 −22 −10 16 −1 24 37
−1 3 −2 −28 3 −6 5 13
0 −3 −1 −26 3 5 5 15

−1 −5 −3 −32 3 0 6 28
0 −6 0 −18 0 1 1 14
1 −7 1 −17 0 1 1 14
1 −1 2 −16 0 −1 5 15
0 −6 0 −17 1 6 4 21
0 −9 1 −23 2 20 4 14

−1 −9 1 −11 3 20 2 14
−6 0 −8 −12 3 0 7 5
−4 2 −8 −9 2 −1 6 4
−4 3 −2 −17 5 −4 7 10
0 1 0 −2 7 1 10 17
1 −7 1 −7 0 1 0 12
1 −6 1 −6 0 3 3 15
0 −4 1 −4 3 1 2 12
1 1 0 −7 0 −3 3 14
0 −4 1 −10 −1 0 0 18
2 −1 2 −8 0 2 0 19

−7 −5 −8 1 5 11 5 1
0 −5 0 2 0 12 0 1

−1 −9 −1 −1 4 17 3 9
−2 −10 −3 −6 9 19 10 8
−1 −8 −1 −8 5 15 6 8
−1 −9 −1 −9 4 17 6 14

−16 4 −18 5 7 −2 10 −4
−13 4 −19 4 6 −2 9 −2
−14 4 −16 7 10 −5 8 −2
−12 6 −21 9 5 −6 7 2
−9 2 −19 1 6 −4 9 −2

0 −18 3 0 8 −2
−7 2 −13 3 5 −2 7 0
−9 4 −15 5 4 −2 7 2

−10 4 −12 3 4 −3 6 −3
−11 3 −10 2 7 −2 8 −6
−10 4 −8 6 7 0 7 −5
−4 4 −12 9 6 −6 7 2
−2 2 −9 6 5 −3 9 −2

−10 1 −15 9 7 0 10 −7
−7 −1 −14 9 11 2 14 −6
−4 −4 −12 11 6 0 10 −2

−19 3 −21 0 12 −1 10 0
−19 3 0 11 −1 0
−16 7 −12 −4 12 −6 10 −3
−12 4 −17 1 14 −2 14 −8
−7 2 −11 −2 8 −4 13 −15
−9 7 −10 12 10 −6 12 −11

−19 −1 −15 11 9 19 10 −5
−1 1 −11 21 1 −1 6 −7
−1 2 −3 5 2 −5 7 −9
−3 3 −6 8 4 −6 6 −7
0 0 −7 13 0 0 2 −7
1 −1 −5 8 1 0 9 −7

−2 3 −6 6 2 −6 4 −4
0 2 −4 5 1 −4 1 −2
1 2 −3 3 0 −4 6 −1

−6 3 −9 7 3 −1 3 −1
−1 −1 −8 7 2 0 4 −2
1 0 −6 7 1 0 6 −1
0 2 −6 10 2 1 5 0
3 1 1 4 −1 −4 3 −12
2 −3 0 −2 2 4 12 −13

−4 1 −11 −2 2 −1 5 −1
−3 1 −12 −1 3 0 5 −1
−5 1 −10 0 3 0 6 −3
−3 1 −14 −1 2 −1 7 −1
−5 1 0 2 −1 0
−2 1 −7 −6 1 −1 6 −3
−3 1 −7 −3 2 −1 4 −1
−5 2 −9 −5 2 −1 6 3
−2 1 −9 −5 3 −1 6 1
−8 −1 −13 −1 5 1 6 −2
−9 1 −12 −1 5 −1 6 −1

−11 2 −8 −3 5 0 6 −3
−4 −3 −5 −5 8 −1 9 −2
−4 −1 −8 −2 9 −2 12 0
−4 4 −2 −1 5 −7 4 −3
−1 2 −2 −1 4 −6 5 −2
−3 3 −2 −4 5 −6 6 −3
−2 2 −3 0 7 −5 6 −3
−1 3 −2 −1 2 −5 3 0
−3 1 −3 −1 4 −2 3 1
−3 2 0 0 5 −4 4 2
−1 2 −2 −6 6 −6 9 0
−1 4 −2 0 4 −7 6 7
−1 0 0 0 7 0 6 3
−1 1 −2 −3 4 −3 6 2
0 −1 −1 −2 3 −1 7 1

−1 2 0 −3 5 −3 10 4
0 −6 −1 0 6 −3

−1 1 −4 1 3 −1 6 −2
−1 −1 −3 −1 2 0 6 −5
−1 0 −2 1 7 −3 7 −7
−2 1 −3 2 3 −3 4 −5
−3 2 −3 2 5 −3 5 −5
−2 1 −4 4 4 −2 6 −3
−2 −1 −3 5 4 −1 5 −3
1 0 0 3 0 −2 5 −8
0 1 0 3 0 −2 6 −7
0 0 −1 3 2 1 5 −5
0 1 0 1 6 −4 10 −5
1 2 1 1 4 −3 8 −2
0 2 0 1 0 −4 1 −2
0 1 0 1 −1 −4 1 −1
1 2 1 0 −1 −4 1 −2
0 2 1 1 0 −3 1 −2
1 1 1 1 1 −3 1 −2
0 2 0 2 0 −5 1 −3
0 1 1 1 −1 −2 1 −5
0 1 0 0 0 −1 1 −2
0 1 0 2 0 −1 1 −3
2 1 3 0 −1 −2 4 −4
1 1 2 −1 1 −3 4 −2
3 1 3 0 0 −3 4 0
0 0 1 1 0 −2 4 −3
0 1 0 1 1 −2 5 −1
1 1 0 3 0 −3 5 −1
1 1 1 1 0 −3 3 −1
0 1 1 1 0 −3 5 −1

−1 2 0 1 5 −5 3 −5
−1 3 0 1 2 −5 4 −3
−1 2 −1 1 3 −5 2 −2
0 2 0 1 3 −4 2 −2
0 0 0 1 2 −2 3 −5
0 1 0 1 3 −1 3 −3

−2 1 −1 1 3 −1 2 −3
−1 1 −1 1 3 −1 2 −2
−1 1 −1 1 3 −2 4 −3
−1 1 −2 2 3 −1 4 −2
0 1 0 0 4 −1 4 −3
0 1 0 0 5 −2 5 −3
0 1 1 1 2 −3 3 −2
2 0 2 1 3 −2 3 −2

−1 0 −4 −6 2 1 5 1
0 −1 −3 −4 1 0 5 1

−3 0 −3 −2 2 0 6 3
0 −1 −2 −9 3 −1 7 3

−1 −2 −3 −8 4 0 6 5
−3 −3 −1 −5 4 0 6 3
−6 1 −2 −5 4 1 4 3
−3 −1 −2 −3 5 0 3 4
−1 −5 −1 −7 2 1 2 5
−1 −4 −1 −7 3 2 5 4
1 −4 2 −4 0 4 4 6
0 −3 0 −6 2 2 3 8
0 −3 0 −3 4 2 1 7
1 1 2 −1 0 −2 2 8
0 1 1 −2 0 −2 2 11
1 1 1 −8 0 −2 2 9
2 1 2 −8 0 −3 2 8
0 1 1 −5 2 0 2 8
0 0 2 −6 2 −1 3 8
2 1 3 −4 0 −4 4 6
1 1 1 −5 0 −3 1 8
1 1 2 −6 0 −2 1 8
1 1 2 −4 0 −3 2 8
1 1 2 −4 1 −3 3 9
0 0 1 1 −2 −1 −1 −1
1 1 1 1 −2 −2 −1 0
0 1 1 0 −1 0 −2 −1
0 1 1 0 −2 −2 −2 0
0 1 2 −1 −1 −1 0 −2
0 1 1 0 −1 0 0 −2
1 1 2 0 −1 −1 −1 −1
2 1 3 0 −2 −1 −2 −2
0 1 1 1 −1 −2 −2 −1
0 1 0 1 −1 −1 −1 −1
0 1 0 1 −1 −2 −2 −1
0 1 0 2 −1 −1 −1 −2
0 1 0 1 −1 −1 −1 −2
1 1 1 0 −2 −4 −1 −2
1 1 1 0 −1 −4 −1 −1
1 1 1 1 −2 −3 −1 −1
1 1 1 0 −1 −3 0 −1
1 1 2 0 −2 −3 −1 −1
1 1 1 1 −1 −2 −1 −2
1 1 1 1 0 −4 −1 −2
2 1 2 1 1 −5 −1 −2
2 1 3 0 −2 −4 −1 −2
2 1 2 1 −1 −3 0 −2
4 1 4 0 −1 −2 −1 −2
3 1 3 1 0 −3 0 −1
0 1 −1 1 0 −2 0 −2
0 1 −1 1 0 −2 1 −1
0 2 0 0 1 −2 1 −1

−1 1 −1 0 2 −3 0 −1
−1 2 −1 0 0 −3 −1 0
−1 2 0 0 0 −3 0 0
0 1 1 1 2 −2 −1 −2
0 −1 0 0 0 0 0 −1
0 0 0 0 0 0 0 −1

−1 0 −1 0 0 0 0 0
0 0 −1 1 0 0 0 0
0 0 −1 1 1 0 0 0
0 0 −1 1 0 0 0 0
0 1 0 1 0 0 1 0

−1 0 −1 0 1 −2 0 −1
−1 0 −1 1 0 0 0 −1
0 1 −1 1 0 0 0 −1
0 1 0 0 0 −1 −1 −1
0 1 0 1 0 0 0 −1
0 1 0 0 0 −1 0 −1
1 1 1 1 0 −1 0 −1
1 0 1 0 −1 −1 −1 0
1 0 1 0 −1 0 0 0
1 −1 1 0 0 0 0 −1
1 0 1 0 0 −1 −1 −1
1 1 1 0 0 −1 −1 −1
1 1 1 0 0 −1 0 −1
0 1 0 1 −1 −1 0 0
0 1 0 0 −1 −1 −1 0
0 1 1 1 0 −1 0 0
0 1 0 1 −1 0 −1 −1
0 1 0 0 −1 0 −1 0
0 1 0 0 0 0 −1 0
0 1 0 0 0 0 0 0
0 1 1 0 −1 −1 0 0
1 1 1 0 −1 −1 −1 0

−1 0 0 0 0 0 −1 1
0 0 0 −1 0 0 −1 1
0 0 1 0 0 0 −1 0

0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0
0 0 0 0

0 0 0 0 0 0
0 0 0 0 0 1 0 0
0 0 −1 0 0 0 1 −1
0 0 0 0 0 0 1 0
0 −1 0 0 0 0 1 0
0 0 0 1 0 −1 1 0
0 0 1 0 1 −1 1 −2
0 0 1 0 0 0 0 −1
0 0 1 0 0 −2 1 −1
0 0 1 1 1 −1 1 −1
0 0 1 0 0 −1 2 −1
0 1 0 0 0 −1 3 −1
1 1 1 0 1 −1 2 −1
0 0 1 0 0 0 2 −1
0 1 0 0 0 0 2 −1
0 1 1 1 0 1 2 −1
1 0 2 −1 −1 −1 1 0
1 0 1 −1 −1 −1 1 1
1 1 1 −1 −1 −1 2 1
1 1 1 1 −1 −1 0 0
1 1 1 1 −1 −1 1 0
0 1 1 0 −1 −1 1 0
0 1 0 0 −1 −1 0 0
0 1 1 1 −1 −1 0 0
0 1 0 0 −1 0
0 1 1 0 0 −1 0 0
0 1 1 0 0 0 1 0
1 0 1 0 0 0 0 1
1 1 1 0 0 −1 0 1
1 0 1 0 0 −1 0 0
1 0 1 0 0 −1 1 1
2 1 2 0 1 −1 0 1
0 1 1 −1 −2 0 −2 1
0 1 0 1 −1 −1 −2 0
0 1 1 0 −1 −1 −1 1
1 1 1 1 0 −1 −2 1
1 0 1 0 −1 0 −2 1
0 1 0 1 −1 −1 −2 2
1 −1 2 1 1 1 −2 0
0 0 1 0 1 1 −1 1
1 0 2 0 1 0 −1 0
2 1 2 0 0 0 −1 0
2 1 3 0 −1 −1 −1 −1
2 1 3 0 −1 −1 −2 0
2 0 2 0 0 1 0 −1
1 0 1 0 −1 0 0 −1
1 1 2 0 −1 0 0 −1
1 0 2 0 0 −1 0 −1
1 1 2 0 0 0 0 0
1 1 1 0 0 1 0 0
1 1 2 0 0 0 −1 0
1 1 2 0 0 0 0 0
0 2 1 0 1 −7 1 1
1 2 2 0 2 −6 2 0

−2 3 2 0 3 −4 1 2
0 1 0 0 0 −2 −1 0
0 1 1 0 0 −2 −1 −1
0 0 1 0 −1 −2 −1 0
1 1 1 0 0 −3 −1 1
0 1 1 0 0 −3 −1 0
0 2 1 0 −1 −2 −1 −1
0 1 1 0 0 −2 −1 0
0 1 0 1 −1 −2 −1 −1
0 2 0 0 −1 −2 1 1
0 1 1 0 −1 −2 0 1
0 1 0 0 −1 −1 0 1
0 1 0 0 0 −2 −1 2
0 1 1 −1 0 −2 0 2
0 1 0 −2 0 −2 1 0
1 1 1 −1 0 −3 1 0
1 1 1 0 0 −2 1 1
0 1 0 0 1 −2 0 0
0 1 0 0 0 −2 0 0
0 1 0 0 0 −2 0 1
0 1 1 0 1 −1 1 0
0 1 1 0 0 −4 0 −1
0 1 0 0 0 −3 0 0
0 1 1 0 0 −3 0 0
0 1 0 0 0 −4 1 0
0 2 1 0 1 −4 1 −1
0 2 0 0 0 −3 2 −1
0 2 1 0 0 −5 0 −1
0 1 1 0 2 −4 0 0
0 1 0 −1 −3 0
0 1 1 0 −1 −4 0 0
1 1 2 0 −1 −3 0 1
1 2 1 1 0 −4 0 0
1 1 2 1 0 −4 0 0
1 1 2 0 0 −4 0 0
1 1 2 −1 0 −4 0 1
1 1 2 −1 0 −3 0 1
1 1 2 −1 −1 −4 1 0
1 1 2 0 0 −4 1 −1
1 1 2 0 0 −5 2 0
2 1 2 0 0 −4 2 −1
1 1 1 0 −1 −3 1 −1
1 1 2 0 0 −3 1 −1
0 2 2 0 1 −3 2 1
1 1 1 1 0 −3 2 1
1 1 2 0 0 −3 2 0
1 1 2 0 0 −3 1 1
1 1 0 0 −2 −4 1 2
0 1 0 0 −1 −3 0 1
1 2 2 0 0 −4 1 2
1 1 2 0 −2 −3 2 1
1 1 1 0 0 −3 3 1
3 2 3 0 0 −4 4 1
1 2 3 −2 0 −3 2 3
2 1 2 0 0 −3 2 5
2 1 2 −1 1 −3 3 4
2 1 3 −1 1 −3 3 5
0 1 1 −2 0 −3 3 4
1 1 0 −1 0 −3 4 2
0 2 1 1 1 −5 3 4
0 2 1 1 1 −3 4 2
0 1 0 −1 1 −3 1 2
1 2 1 0 0 −3 2 3
1 1 2 0 1 −2 3 2
1 1 2 0 2 −2 2 2
1 0 0 −3 0 0 4 0
0 1 1 −3 2 −1 3 0
0 1 2 −3 0 −2 4 1
1 −2 1 −4 0 2 4 3
0 −1 1 −5 2 0 5 3
0 −1 2 −4 1 0 4 3
1 1 1 −6 1 −2 2 3
0 0 1 −4 −2 −1 0 4
1 1 1 −4 0 0 1 4

−1 1 0 −2 4 −1 2 6
0 1 0 −4 1 −3 2 4
0 1 0 −2 1 −2 2 5
0 −1 0 −3 0 −1 0 7
0 0 0 −4 1 2 1 4
0 −1 1 −4 1 2 1 6
1 −1 1 −3 0 2 1 5
0 −1 2 −2 0 −1 2 4
1 −2 2 −2 0 1 1 5
0 0 2 −3 0 0 2 6
1 1 1 −1 0 1 1 6

−1 0 −1 −2 1 0 1 1
−1 0 −1 −2 0 0 1 2
−1 −1 0 −2 1 1 1 1
−1 0 −1 −3 1 −1 1 2
−1 −1 −1 −3 1 0 1 3
0 1 −1 −4 0 −1 3 2
0 1 0 −3 −1 −1 2 2
0 1 0 −2 1 −1 3 3

−1 0 0 0 3 −1 2 1
0 −1 1 0 3 −1 4 2
0 0 0 −1 0 0 3 1
0 0 0 0 1 0 4 2
0 1 −1 −1 1 0 2 2

−1 0 0 −1 1 0 2 2
0 0 0 0 1 0 2 2
0 0 0 0 0 −2 3 1
0 0 0 0 1 −1 3 1
1 1 1 1 0 0 3 1
2 0 2 −1 1 1 4 3
0 1 1 0 0 −1 4 3
0 1 1 0 1 −1 3 4
1 1 1 0 −1 −1 1 4
1 1 2 −1 0 −1 1 2
2 1 2 −1 1 0 2 3
1 −1 1 1 0 0 2 3
1 1 1 1 0 −1 1 3
0 1 0 0 0 −1 1 2
0 1 1 0 0 0 1 2
1 1 2 0 0 0 0 3
0 0 1 0 −1 0 1 2
1 0 1 0 0 0 0 2

−2 −6 −4 2 3 3 4 1
−2 −5 −1 0 2 2 3 −1
0 −4 −2 −1 2 4 3 0

−1 −6 −2 −2 4 5 6 0
−2 −6 0 1 5 1 7 3
0 −1 −4 4 0 2 2 1

−1 −1 −2 1 3 0 4 −1
−1 0 −1 1 4 0 5 −1
0 1 −1 0 1 0 5 1
0 −1 −2 2 2 1 5 −1

−1 1 −2 −1 1 −3 2 −2
−1 1 −2 1 0 −2 3 0
0 1 −2 1 1 −2 3 −2
0 2 0 −1 1 −3 3 0
0 1 1 0 2 −3 3 −1
0 1 0 0 1 −3 2 0
0 2 1 0 1 −2 2 0

−1 1 −4 −2 1 −1 3 0
−2 0 −3 1 2 −1 1 1
−1 1 −1 −1 1 −1 2 0
0 1 −2 0 1 0 2 −1
0 1 −1 0 1 0 1 0

−1 1 −1 0 1 −2 2 0
−1 0 −1 1 0 0 2 1
−1 0 −1 0 1 0 1 1
−1 1 0 1 1 −1 2 1
0 0 0 0 3 0 1 1
0 −1 0 0 2 0 1 1
0 0 −1 0 2 1 0 0
0 0 0 0 2 1 1 0

−3 −1 −2 1 3 2 1 −1
−3 −2 1 0 4 2 0 0
−3 1 −1 0 5 1 2 0
−1 1 0 −2 4 4 3 −1
0 0 −1 1 1 1 1 −1

−1 0 −2 2 2 0 1 −1
0 1 −1 1 0 −1 2 −2

−1 1 −1 2 0 0 2 −2
0 1 −1 2 0 0 2 −2
0 0 −1 0 1 1 0 −1
0 1 −1 1 1 2 0 −1
1 −1 1 0 0 1 0 −1

0 0 0 0 0 −1
0 0 0 1 0 1 0 −1
1 0 1 1 −1 1 −1 −1
1 0 1 1 0 1 0 −1
1 1 1 0 0 0 0 −1
1 −1 0 1 2 2 1 −2
0 0 0 1 1 1 1 −3
0 −1 0 1 0 1 1 −2
1 −1 1 1 1 1 1 −2

−1 −3 −1 1 3 0 2 −2
1 −3 0 −1 3 2 3 −2
0 −3 0 1 0 2 2 −1

−1 −2 −1 1 2 2 2 −1
0 −2 −1 2 2 1 2 −1
0 −1 −1 0 0 0 4 −2
0 −1 −1 1 0 0 3 −2
1 −2 1 0 0 0 3 −3
0 −2 0 1 2 −1 3 −1
0 −1 0 1 2 −1 3 −2

−1 −2 0 0 3 −1 4 0
1 0 0 0 2 0 4 −1
0 −5 0 0 0 3 0 −1
1 −5 1 0 1 4 1 0
0 −3 0 1 2 2 1 1
0 −4 1 0 0 3 0 1
1 −3 1 −1 0 2 0 1
0 −4 2 −2 1 1 4 1

−1 −4 2 −1 2 3 2 2
0 −5 2 0 2 2 3 3
2 −2 4 0 1 3 1 0
3 0 3 0 1 3 0 1
0 −2 0 −1 0 1 0 0
0 −1 0 0 0 0
0 −1 0 0 0 1 −1 0
0 −1 0 1 0 0 1 0
0 −1 0 1 0 1 1 0
0 −1 1 1 1 1 1 −1
0 −2 1 0 1 2 1 0
0 −2 1 −1 1 2 1 0
0 −1 0 −1 0 0 1 1
0 0 0 −1 0 0 1 0
1 −1 1 −1 −1 0 0 1
1 −1 2 0 0 0 1 1
1 0 0 1 0 0 1 1
0 0 0 0 0 1 1 1
0 0 0 0 0 1 1 1
0 0 0 0 0 0 0 1
0 0 1 0 0 1 1 1
1 −1 1 1 0 2 2 2
2 0 2 0 0 1 2 1
1 0 2 0 0 0 1 2
2 0 2 0 0 0 1 2
0 −1 1 0 0 1 1 2
1 0 2 0 0 1 1 2
0 −2 1 −2 −1 2 0 2
0 −3 1 −2 0 2 0 4
1 −2 2 0 −1 3 0 4
0 −6 −1 −1 0 3 0 4
0 −5 −1 −1 0 4 1 3
0 −3 −1 −2 1 5 0 5
0 −3 −1 −1 2 5 1 3
1 −2 2 0 2 1 2 7
1 −2 2 −2 1 1 3 5
1 −2 2 −2 1 2 2 6

−1 −3 −2 −3 2 2 3 2
0 −2 −1 −1 3 3 3 1

−1 −1 −1 −2 3 1 3 5
−1 −2 −2 0 2 1 4 5
0 0 0 −1 0 1 0 2
0 −1 0 −1 1 1 0 4

−1 −2 −1 −1 1 0 1 1
0 −2 0 −1 1 1 1 1
0 −2 1 −1 2 2 1 2
0 −2 0 −1 2 1 2 2

−1 −3 0 1 2 1 3 2
0 −1 1 1 2 1 2 2
1 −3 2 0 2 1 2 4
1 −2 1 2 1 1 1 4

RNA binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

MAM33

SSD1

PUF6

DHH1

G
en

e

0 0 −1 0 1 −1 0 0

0 1 0 0 0 −2 0 1

−1 −2 −1 1 2 2 2 −1

−2 −10 −3 −6 9 19 10 8

translation regulator activity, nucleic acid binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

MSS116

DED1

TIF3

RAD52

G
en

e

−10 1 −15 9 7 0 10 −7

1 0 1 0 0 −1 −1 −1

1 0 2 −1 −1 −1 1 0

−1 −9 −1 −14 3 20 2 10

annealing activity

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

RMI1

NHP10

RAD55

RAD57

RAD51

HMO1

DMC1

MRS1

SPT2

CCE1

MSH6

MSH2

PSY3

MSH3

RAD5

HOP1

SMC2

PMS1

MLH1

SMC1

G
en

e

−2 −10 −1 −37 4 16 2 21

1 0 −12 14 1 0 7 −1

0 −6 −1 0 2 4 1 1

−1 −6 0 −5 1 3 4 6

−2 −6 0 −4 5 4 5 2

−4 2 −4 0 7 −4 7 −1

1 2 1 0 −1 −4 −2 −1

−1 2 −1 0 0 −3 −1 0

1 2 1 1 0 −6 0 −3

−3 −1 −3 −3 2 0 3 3

0 1 1 0 0 0 −1 0

0 0 1 0 0 −1 0 1

0 1 −1 0 0 1 0 −1

0 0 0 1 1 2 1 −1

1 0 1 0 0 2 2 0

0 −1 −1 0 −1 0 2 1

0 −1 1 −2 1 0 2 0

0 −3 0 −2 0 1 1 3

0 −1 0 −2 1 0 1 3

1 1 1 0 1 −2 2 3

DNA secondary structure binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

RAD17

IXR1

LCD1

RAD18

RAD23

TFB4

YKU70

YKU80

RAD14

SMC5

MSH3

RAD16

REV1

PSO2

YDR314C

RAD7

RAD10

MSH5

MGT1

MSH6

MSH4

MAG1

RAD30

MSH2

OGG1

RAD1

RAD4

G
en

e

1 −8 2 −34 1 14 2 23

−1 −11 −2 −10 1 20 4 8

−1 −7 0 −2 3 3 1 5

1 −1 −1 −9 1 0 6 6

1 2 1 1 0 −5 0 −4

0 1 1 1 2 −2 −1 −2

−1 −1 0 −2 1 1 1 1

0 −2 1 −1 2 2 1 2

2 0 1 −1 0 0 2 2

3 1 3 1 0 0 1 1

0 0 0 1 1 2 1 −1

0 0 1 −1 0 0 1 0

0 0 0 0 0 0 0 0

0 0 1 0 0 0 1 0

1 1 1 0 0 −1 0 −1

1 1 1 0 −1 −1 1 −1

2 1 2 0 −1 0 0 −1

1 0 1 0 −2 0 −1 1

0 0 2 0 0 0 0 −1

0 1 1 0 0 0 −1 0

1 1 1 0 0 −1 −1 0

1 1 1 0 −1 −1 0 0

0 1 0 0 0 −1 0 0

0 0 1 0 0 −1 0 1

0 0 0 0 0 −1 0 1

0 1 0 0 0 1 1 1

1 1 1 0 0 0 0 2

damaged DNA binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

RAD24

DCC1

RFC5

RFC4

RFC2

RFC1

RFC3

G
en

e

1 −7 2 −28 0 14 0 8

0 0 0 −4 1 16 3 10

0 0 1 0 0 −1 1 0

0 0 0 0

0 −1 1 0 0 0 2 0

1 1 1 1 2 −3 0 3

1 1 1 0 0 −2 2 4

DNA clamp loader activity

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

MSH1

XRS2

RAD17

RAD50

GAT2

LYS14

CHD1

BRE1

SUM1

SWI4

FKH2

SRB5

THP1

GCR1

PDR1

NHP10

SKO1

MAC1

CBF1

DIA2

YER184C

DMC1

CDC45

CBF2

ROX1

PGD1

TFC6

RDS1

RRN5

ZAP1

SRB4

LRP1

BAS1

YOL086W−A_1

MED8

MET31

XBP1

HAC1

HAA1

HAP3

HMO1

UAF30

STP1

UME6

SPT4

SSN8

RAD57

RAD51

RAD9

CRZ1

YOL086W−A_2

HOP2

HAP2

RSC3

MCM5

YMR111C

DPB2

HSP60

ILV5

ORC6

CEP3

BMH1

SWI6

RAD55

MED4

RPN4

ORC3

MOT3

RRN3

RFX1

SMC1

YRM1

PUT3

GAT3

PPR1

SFL1

AFT2

OAF1

ASH1

NRG1

PDR3

YJL206C_1

MSH6

YRR1

TAH11

CLF1

MSH5

MSH4

YBR239C

RAP1

GIS1

RTS2

BMH2

THI2

ACO1

RME1

SMP1

RLM1

CSN12

PDR8

ASG1

YHP1

TPP1

RCO1

ARR1

ISW2

SIP4

FOB1

NFI1

HAP2

DAT1

STP2

CSE4

PZF1

RFA1

TFC7

FHL1

TEC1

TBF1

MBP1

DPB4

FLO8

CDC6

CDC5

ORC5

ORC1

TFB2

ADR1

RRN10

YLL054C

MCM3

PHO2

ARG80

RTT106

ISW1

AZF1

STB4

MSN4

NET1

MCM1

MLH2

RGT1

GAL4

PSY3

MSH3

MIG2

CAT8

FZF1

VHR1

ECM22

YJL103C

MIG3

DPB3

HOP2

GZF3

CUP2

THO1

GCR1

SNF2

RFA2

ADE12

MRE11

RRN11

SIR3

ABF1

SLD2

MCM10

SNF6

MCM6

RCS1

GCN4

SIR4

YDL160C−A_2

MCM7

YDL160C−A_1

MET32

YKL222C

MSH2

HAP5

PIP2

GAT1

TOF2

GAT4

YJL206C_2

ORC2

LAP3

ECM23

RDS2

MLH3

TDP1

CNN1

CUP9

FKH1

MIG1

ARG81

RRN7

DBF4

ACE2

RDH54

MSN2

SMC2

MCM2

PMS1

YOX1

YKU80

YKU70

FLO8

HAC1

CBF1

FAP1

GLN3

MLH1

MET4

SAE2

UPC2

UGA3

CDC53

CTF13

POL2

G
en

e

−13 4 −19 −41 6 −1 8 37

−1 −9 −1 −39 1 13 2 21

1 −8 2 −34 1 14 2 23

0 −9 0 −40 1 14 1 32

0 0 −1 −26 0 0 5 24

−13 −11 0 12 20 0

0 −8 0 −1 0 15 0 2

0 −10 0 −1 1 19 1 1

0 −11 0 −6 1 20 0 8

1 −10 1 −2 1 20 1 5

1 −10 2 −2 0 20 2 5

−15 6 −19 3 9 −1 10 −1

−9 7 −10 12 10 −6 12 −11

1 −2 −13 20 2 0 10 −4

1 −2 −12 15 0 1 6 0

1 0 −12 14 1 0 7 −1

0 1 0 0 −1 −4 −1 −2

1 2 1 1 −1 −5 0 −3

−1 2 0 0 0 −3 0 −1

0 2 0 1 −1 −4 1 −5

0 1 1 0 −2 −2 −2 −1

1 2 1 0 −1 −4 −2 −1

2 1 2 0 −2 −4 −2 −1

1 2 2 0 −1 −4 −1 −1

2 1 2 0 −1 −4 3 −7

0 2 2 0 −2 −1 0 −4

1 1 3 0 −2 −3 2 −4

2 1 2 0 −1 0 1 −3

0 0 1 0 0 1 3 −6

0 1 0 1 2 0 3 −5

0 1 −1 0 0 −3 3 −3

0 1 −2 1 1 −2 3 −2

0 1 1 −1 0 −1 3 −2

0 1 1 0 0 −1 2 −3

1 1 1 0 0 0 4 −1

−1 1 −6 9 0 0 3 −3

0 1 −5 5 0 0 5 −3

1 0 −3 5 0 0 3 −2

1 2 −4 4 1 1 4 3

−7 −1 −1 0 4 2 0 −1

−4 2 −4 0 7 −4 7 −1

−2 3 −3 4 1 −6 1 −4

0 2 −2 4 1 −4 1 −3

−2 3 −2 3 3 −4 2 −3

−3 3 −6 8 4 −6 6 −7

−3 −4 −3 −8 3 0 4 4

−1 −6 0 −5 1 3 4 6

−2 −6 0 −4 5 4 5 2

0 −4 1 −9 0 3 −1 9

0 1 0 −8 0 −1 1 7

−1 −2 0 −6 2 1 1 3

−1 −1 1 −4 2 1 2 4

1 −1 1 −4 1 1 2 4

−1 1 0 −5 1 −2 2 5

−1 1 0 −3 3 0 2 6

1 0 2 −5 0 0 2 4

1 1 1 −5 0 −1 2 6

0 −2 −1 −4 1 2 2 7

1 −1 1 −4 1 1 1 8

0 −2 1 −2 1 1 3 7

1 0 2 −2 1 1 3 9

0 −3 0 0 −1 4 −2 2

−1 −5 −1 −3 0 5 1 4

0 −6 −1 0 2 4 1 1

0 −6 0 0 2 4 2 2

0 −3 2 0 3 10 1 0

1 1 2 −1 1 −3 1 7

1 1 1 −2 0 −3 2 2

0 1 1 −1 0 −3 4 1

−1 2 −1 −2 0 −4 1 2

1 1 1 0 1 −2 2 3

0 1 0 −1 −1 −1 1 3

0 1 1 −1 0 −1 1 3

0 0 0 −1 −1 −1 0 0

0 −1 0 −1 −1 0 −1 1

0 0 0 −1 −1 −1 −1 1

−1 0 −1 −1 0 0 0 1

−1 0 −1 0 −1 −1 −1 −1

−1 0 −1 1 −1 −1 −1 −1

0 0 0 0 −1 0 −1 0

0 1 0 0 0 0 −1 −1

0 1 1 0 −1 −1 −1 0

0 1 1 0 0 0 −1 0

1 1 1 0 −2 −1 −1 −1

1 1 1 0 −1 0 −2 0

1 1 1 0 −1 −2 −1 1

1 0 1 0 −2 0 −1 1

1 1 1 0 0 −1 −1 0

1 1 1 0 −1 −1 −1 0

1 0 1 0 0 −1 0 1

0 1 0 0 0 −1 0 −2

0 0 0 0 0 −1 −1 −1

1 1 1 1 0 −1 −1 −2

0 1 1 1 0 0 0 −1

0 2 0 1 −1 −1 −1 −1

0 1 −1 1 −1 −2 0 0

0 1 −1 0 0 −1 0 0

0 1 0 0 −1 −1 0 0

0 1 0 1 −1 −1 0 0

0 0 −1 0 −1 0 0 0

0 1 −1 1 −1 0 0 0

−1 1 −1 0 0 −1 0 −1

0 0 −1 0 −1 −1 0 −1

1 0 0 1 0 −1 0 0

0 0 0 0 0 0 1 0

0 1 0 0 0 0 1 −1

0 0 1 0 0 −1 1 −1

1 1 0 1 0 −1 1 −2

0 1 0 1 −1 −1 1 −1

0 1 0 −1 1 −1 0 −1

1 1 1 0 0 −2 1 −1

1 1 0 0 0 −2 1 −1

1 1 1 0 0 −3 −1 −1

1 2 1 1 0 −4 0 0

0 1 1 0 −1 −4 0 0

1 2 1 0 0 −5 0 1

0 1 0 0 0 −3 −1 1

0 1 1 0 0 −2 0 1

2 1 1 1 0 −3 2 1

1 1 2 0 0 −1 0 −2

0 1 1 0 1 −2 −1 −1

1 1 2 0 1 −2 −1 0

2 2 3 0 0 −4 −1 −1

2 1 2 0 −1 −3 0 0

1 1 2 0 0 −3 1 0

1 1 2 0 0 −3 1 1

3 1 3 0 0 1 1 2

3 1 3 1 −1 0 −1 −1

2 1 3 0 −1 0 −1 0

2 1 0 −1 −1 0

2 1 2 0 0 0 −1 1

0 −2 0 1 0 0 0 −1

0 −2 0 0 0 1 0 −1

0 −2 1 0 1 0 1 −2

0 −2 0 1 1 0 1 −1

0 −1 −1 0 0 1 2 0

0 −1 0 0 0 0 1 1

1 −1 0 1 0 1 1 0

0 −2 0 1 0 0 2 −2

0 −1 0 1 0 1 2 −3

−1 0 0 1 0 0 2 −1

0 0 0 1 0 0 2 −1

0 0 −1 2 1 0 2 −2

0 1 −1 0 0 1 0 −1

0 0 0 1 1 2 1 −1

0 0 0 1 1 2 0 −2

0 0 0 0 0 1 0 0

1 0 1 1 0 2 0 0

1 1 1 0 0 0 −1 −1

1 1 1 0 −1 0 −1 −1

1 1 1 1 0 0 −1 −1

1 1 2 0 0 0 −1 0

0 −1 −1 0 0 0 3 2

−1 0 −2 1 2 0 2 1

−1 0 1 0 2 −1 2 0

0 0 1 0 2 1 0 0

0 0 0 0 2 1 1 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0 0 0 0 0

1 0 0 0 0 0 0 0

0 0 1 0 0 −1 0 1

1 0 1 −1 0 0 1 0

0 1 1 0 0 −1 0 0

0 0 1 0 0 0 0 0

0 0 1 0 1 −1 0 0

0 0 1 1 0 0 0 0

0 0 1 0 1 0 0 1

−1 −1 0 0 0 0 0 1

0 0 0 −1 0 0 1 0

0 0 0 −1 1 0 1 1

1 0 1 −1 0 0 1 2

0 0 1 −1 0 0 0 2

1 0 1 0 0 0 0 1

0 0 0 0 0 0 0 1

0 0 1 0 1 0 0 1

0 −2 1 0 1 4 −1 1

0 −1 0 0 0 3 0 0

0 −1 −1 1 0 2 1 0

1 −2 2 0 0 1 −1 0

1 −2 3 0 1 1 0 0

1 −2 2 0 0 1 −1 1

1 −1 1 0 0 1 0 1

0 −1 1 −1 0 1 0 1

0 −1 1 −2 1 0 2 0

1 −1 2 −1 0 0 2 1

0 −3 0 −2 0 1 1 3

0 −2 0 −1 0 2 0 2

0 −2 1 −1 2 2 1 2

−1 −1 0 −2 1 1 1 1

0 0 −1 −2 1 1 1 1

0 −1 0 −5 1 1 1 3

1 0 0 −3 0 1 1 2

−1 0 −1 −3 1 0 2 4

0 0 −1 −1 0 0 1 3

0 −1 0 −2 1 0 1 3

0 0 1 −1 0 1 −1 3

2 1 2 0 −1 1 0 4

1 1 2 −1 0 0 3 1

2 0 2 −1 −1 −1 3 1

0 0 1 −1 1 0 3 3

2 0 1 −1 0 1 4 2

2 0 2 −1 1 1 4 3

double−stranded DNA binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

XRS2

RMI1

RAD50

MGM101

PIM1

RAD55

RAD57

RAD51

RIM1

NSR1

MHR1

DMC1

CDC45

PIF1

IMP4

NUP53

PRI2

DPB4

RFA1

SUA5

TFA2

PRI1

GIS2

PSY3

MLH2

ISW2

GBP2

ASM4

ACO1

YDR314C

RAD2

EST1

RFA2

MRE11

SIR3

SLD2

RPB4

RPB4

MCM10

MCM7

RAD6

LAP3

TFA1

RAD1

MLH3

TDP1

RAD4

RAD10

SMC5

DPB3

PMS1

MLH1

MCM2

STN1

POL2

CDC13

RPB7

RAD18

TEN1

HSP60

DPB2

MCM5

G
en

e

−1 −9 −1 −39 1 13 2 21

−2 −10 −1 −37 4 16 2 21

0 −9 0 −40 1 14 1 32

−10 −1 −15 −9 4 2 9 4

−5 4 −16 −3 4 −3 6 2

0 −6 −1 0 2 4 1 1

−1 −6 0 −5 1 3 4 6

−2 −6 0 −4 5 4 5 2

−3 2 −7 1 3 −3 6 −1

−1 0 −2 1 7 −3 7 −7

−1 1 −2 1 4 −2 6 −3

1 2 1 0 −1 −4 −2 −1

2 1 2 0 −2 −4 −2 −1

0 2 0 2 −1 −5 0 −3

0 1 0 1 −1 −4 1 −1

−2 2 −1 1 3 −4 0 −1

0 1 0 0 0 −2 0 0

0 1 1 0 1 −2 −1 −1

0 1 1 0 −1 −4 0 0

1 1 1 0 0 −3 −1 1

1 1 2 0 0 −3 0 0

0 1 2 −1 1 −3 0 1

−1 0 −1 1 0 0 0 −1

0 1 −1 0 0 1 0 −1

−1 0 0 1 0 0 2 −1

0 1 0 0 0 0 1 −1

0 0 0 1 1 1 1 −3

0 1 1 0 −1 0 −1 −1

0 2 0 1 −1 −1 −1 −1

1 1 1 0 0 −1 0 −1

2 1 1 1 −1 −1 −1 0

0 −1 0 0 0 1 −1 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 −1 0 0 1 0

0 0 1 0 −1 0 1 1

0 1 0 0 0 1 1 1

0 0 1 −1 0 0 0 2

1 0 1 0 0 0 0 1

1 1 1 0 0 0 0 2

2 1 2 0 −1 0 0 −1

3 1 3 1 0 0 1 1

0 −1 −1 0 0 0 3 2

0 −3 0 −2 0 1 1 3

0 −1 0 −2 1 0 1 3

1 −1 2 −1 0 0 2 1

1 0 2 −1 0 −1 2 2

2 0 2 −1 1 1 4 3

1 1 0 −13 0 −3 4 12

0 −4 1 −10 −1 0 0 18

1 −1 −1 −9 1 0 6 6

−2 0 −4 −10 5 −1 8 7

0 −2 −1 −4 1 2 2 7

1 1 1 −5 0 −1 2 6

−1 1 0 −3 3 0 2 6

single−stranded DNA binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

HMO1

ROX1

CBF2

TFC7

NHP6A

MCM1

SMP1

RLM1

ABF1

RAP1

ABF2

CTF13

CEP3

G
en

e

−4 2 −4 0 7 −4 7 −1

2 1 2 0 −1 −4 3 −7

1 2 2 0 −1 −4 −1 −1

1 2 1 0 0 −5 0 1

−1 1 −1 1 1 −1 0 −3

0 −1 0 1 0 1 2 −3

0 1 −1 0 0 −1 0 0

0 1 0 0 −1 −1 0 0

0 0 0 0

1 0 1 0 0 −1 0 1

0 1 −1 0 2 −1 4 −2

2 0 1 −1 0 1 4 2

1 0 2 −2 1 1 3 9

DNA binding, bending

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

CHD1

RED1

DPB4

CSE4

KAE1

TBF1

SRC1

YFL049W

HHT1

SNF2

GON7

NPL6

RAP1

SRC1

YDR458C

G
en

e

0 −8 0 −1 0 15 0 2

0 1 0 1 0 −1 −1 −2

0 1 1 0 1 −2 −1 −1

1 1 1 0 0 −3 −1 −1

1 1 2 0 0 −3 0 0

2 1 1 1 0 −3 2 1

0 −1 0 −2 0 0 0 2

1 0 0 −3 0 −1 3 1

0 1 1 1 0 −1 2 −2

0 0 0 0

0 0 0 0

0 0 0 0

1 0 1 0 0 −1 0 1

1 0 1 −6 0 1 2 5

1 0 −5 −1 1 1 5 4

chromatin DNA binding

−10 5

Value

Color Key



Z
_S

hi
ft_

K
_G

em

Z
_l

m
_K

_G
em

Z
_S

hi
ft_

K
_C

yt

Z
_l

m
_K

_C
yt

Z
_S

hi
ft_

L_
G

em

Z
_l

m
_L

_G
em

Z
_S

hi
ft_

L_
C

yt

Z
_l

m
_L

_C
yt

XRS2

RAD50

GAT2

LYS14

IXR1

CHD1

BRE1

SUM1

SWI4

FKH2

SPT10

CST6

SRB5

REI1

DAL82

YPR022C

PDR1

GCR1

UAF30

STP1

UME6

SPT4

NSR1

RTG3

MET31

MBF1

STP4

RSF2

HSF1

XBP1

HAC1

YDR520C

HAA1

SSN8

TEN1

CDC13

HAP3

YPR196W

RPN4

SWI6

MED4

BMH1

EBS1

YOX1

YKU80

CIN5

RFX1

MOT3

RRN3

SMC1

STB5

ORC3

CRZ1

YNR063W

YLR278C

RSC3

MCM5

HAP2

HCM1

YMR111C

HSP60

ORC6

CEP3

SKO1

MAC1

IMP4

DIA2

PGD1

TFC6

YML081W

NHP6A

SRB4

SUT2

HMS2

LEU3

CSE4

PZF1

RFA1

SUA5

FHL1

TFC7

STM1

CBF1

SKN7

CDC45

CBF2

ADR1

RRN10

YLL054C

MCM3

CDC6

CDC5

TEL2

ORC5

ORC1

TBF1

CHA4

YAP1

ROX1

RRN5

ZAP1

NRG1

PDR3

YRR1

HAL9

TAH11

YJL206C_1

STB3

YBR239C

YER184C

TBS1

YAP5

GIS1

MBF1

RIF1

MBP1

HAP2

YPR015C

NDJ1

VHR1

BMH2

THI2

ECM22

YER130C

YJL103C

FLO8

CLF1

TEC1

TYE7

GAT3

PPR1

SFL1

RIF2

AFT2

OAF1

ASH1

YGP1

MET28

STP3

PDR8

ASG1

YHP1

ARR1

RME1

SMP1

RLM1

EDS1

RCO1

EST3

YAP6

TFA1

GCR1

SNF2

RFA2

ADE12

MRE11

RRN11

ABF1

SLD2

MCM10

RIM101

SNF6

MCM6

RCS1

MOT2

MCM7

GCN4

MET32

YKL222C

GAT4

YJL206C_2

MGA1

TOF2

ARO80

GAT1

RDR1

HAP5

PIP2

MIG3

YAP7

RGM1

SWI5

CAD1

RAP1

SIR1

TEL1

WAR1

RDS1

BAS1

MED8

YPL230W

SIP4

RPH1

FOB1

DAT1

STP2

SPS100

PHO2

ISW1

NET1

MCM1

GAL4

GBP2

ISW2

RGT1

EST2

MIG2

ARG80

SOK2

EST1

CAT8

FZF1

YBL054W

ACA1

TEA1

CUP2

PHD1

NDT80

GZF3

DOT6

YAP3

NRG2

RRN7

DBF4

MSN2

ACE2

MIG1

FKH1

ARG81

MSN1

FAP1

YKU70

FLO8

HAC1

CBF1

MET4

GLN3

YRM1

PUT3

YGR067C

YPR013C

CDC53

DAL80

AZF1

STB4

MSN4

LAP3

ECM23

ORC2

CNN1

CUP9

SMC2

MCM2

STN1

RDS2

PHO4

CTF13

MBF1

TOS8

UPC2

UGA3

G
en

e

−1 −9 −1 −39 1 13 2 21

0 −9 0 −40 1 14 1 32

0 0 −1 −26 0 0 5 24

−13 −11 0 12 20 0

−1 −11 −2 −10 1 20 4 8

0 −8 0 −1 0 15 0 2

0 −10 0 −1 1 19 1 1

0 −11 0 −6 1 20 0 8

1 −10 1 −2 1 20 1 5

1 −10 2 −2 0 20 2 5

−12 −1 −14 −3 9 −3 10 −3

−8 −1 −12 10 7 −2 8 −5

−15 6 −19 3 9 −1 10 −1

−14 2 −20 10 10 −3 11 −2

0 −1 −8 14 1 1 7 −11

3 1 −2 9 −1 −1 7 −9

1 −2 −12 15 0 1 6 0

1 −2 −13 20 2 0 10 −4

−2 3 −3 4 1 −6 1 −4

0 2 −2 4 1 −4 1 −3

−2 3 −2 3 3 −4 2 −3

−3 3 −6 8 4 −6 6 −7

−1 0 −2 1 7 −3 7 −7

−4 −2 −8 7 3 0 8 −2

−1 1 −6 9 0 0 3 −3

1 1 −5 9 1 1 6 1

1 −2 0 4 0 1 3 −4

0 −3 −2 6 2 2 4 −2

1 1 −2 4 1 −3 6 −2

0 1 −5 5 0 0 5 −3

1 0 −3 5 0 0 3 −2

1 −1 −4 5 0 1 5 4

1 2 −4 4 1 1 4 3

−3 −4 −3 −8 3 0 4 4

−2 0 −4 −10 5 −1 8 7

1 1 0 −13 0 −3 4 12

−7 −1 −1 0 4 2 0 −1

−4 −1 −1 1 5 0 0 −1

0 −3 2 0 3 10 1 0

−1 −5 −1 −3 0 5 1 4

0 −6 0 0 2 4 2 2

0 −3 0 0 −1 4 −2 2

0 −3 1 −2 0 2 0 4

0 −2 0 −1 0 2 0 2

0 −2 1 −1 2 2 1 2

0 −3 1 −1 2 2 0 2

−1 2 −1 −2 0 −4 1 2

1 1 1 −2 0 −3 2 2

0 1 1 −1 0 −3 4 1

1 1 1 0 1 −2 2 3

0 1 1 −2 0 −1 2 7

1 1 2 −1 1 −3 1 7

0 1 0 −8 0 −1 1 7

1 −1 1 −6 0 0 0 7

0 0 1 −6 −1 1 1 8

−1 1 0 −5 1 −2 2 5

−1 1 0 −3 3 0 2 6

1 −1 1 −4 1 1 2 4

0 −1 2 −6 1 −1 3 4

1 0 2 −5 0 0 2 4

0 −2 −1 −4 1 2 2 7

0 −2 1 −2 1 1 3 7

1 0 2 −2 1 1 3 9

0 1 0 0 −1 −4 −1 −2

1 2 1 1 −1 −5 0 −3

0 1 0 1 −1 −4 1 −1

0 2 0 1 −1 −4 1 −5

0 2 2 0 −2 −1 0 −4

1 1 3 0 −2 −3 2 −4

−2 2 0 1 1 −3 −1 −3

−1 1 −1 1 1 −1 0 −3

0 1 −1 0 0 −3 3 −3

0 0 0 1 0 −1 3 −3

0 1 0 2 0 −1 3 −4

0 1 0 1 1 −1 2 −3

1 1 1 0 0 −3 −1 −1

1 2 1 1 0 −4 0 0

0 1 1 0 −1 −4 0 0

1 1 1 0 0 −3 −1 1

0 1 0 0 0 −3 −1 1

1 2 1 0 0 −5 0 1

0 1 −1 1 −1 −3 −1 1

−1 2 0 0 0 −3 0 −1

0 2 0 0 1 −3 −1 −1

2 1 2 0 −2 −4 −2 −1

1 2 2 0 −1 −4 −1 −1

3 1 3 1 −1 0 −1 −1

2 1 3 0 −1 0 −1 0

2 1 0 −1 −1 0

2 1 2 0 0 0 −1 1

2 2 3 0 0 −4 −1 −1

2 1 2 0 −1 −3 0 0

1 1 2 0 0 −2 0 1

1 1 2 0 0 −3 1 0

1 1 2 0 0 −3 1 1

2 1 1 1 0 −3 2 1

2 1 2 1 0 −1 0 0

3 1 3 1 0 −3 0 0

2 1 2 0 −1 −4 3 −7

0 0 1 0 0 1 3 −6

0 1 0 1 2 0 3 −5

0 0 0 0 −1 0 −1 0

0 1 0 0 0 0 −1 −1

1 1 1 0 −2 −1 −1 −1

0 1 1 1 −1 −1 −1 −1

1 1 1 0 −1 0 −2 0

0 1 1 0 −1 −1 −1 0

0 1 0 −1 −1 −1 0 0

1 1 1 0 −1 −1 −1 0

0 1 1 0 −2 −2 −2 −1

1 2 2 0 −2 −1 −2 −1

0 1 −1 0 −1 −1 0 −1

0 1 0 0 0 −1 0 −2

0 1 0 0 −1 −1 −1 −2

0 2 1 0 −1 −2 −1 −1

1 1 2 0 0 −1 0 −2

0 1 0 −1 1 −1 0 −1

0 1 1 −1 1 −1 0 0

0 1 1 0 −1 1 −1 −1

1 1 1 0 0 0 −1 −1

1 1 1 1 0 −1 −1 −2

0 1 1 1 0 0 0 −1

1 1 1 0 −1 0 −1 −1

1 1 1 0 −1 −1 0 −1

1 1 1 1 0 0 −1 −1

1 1 2 0 1 −2 −1 0

1 1 1 0 −1 −2 −1 1

0 1 1 0 0 −2 0 1

0 1 1 0 0 −2 0 1

0 0 0 −1 −1 −1 0 0

0 −1 0 −1 −1 0 −1 1

0 0 0 −1 −1 −1 −1 1

−1 0 0 −1 0 −1 1 1

−1 0 −1 −1 0 0 0 1

−1 0 −1 0 −1 −1 −1 −1

−1 0 −1 1 −1 −1 −1 −1

−1 1 −1 0 0 −2 −1 1

−1 −1 −1 1 0 0 0 −2

−1 1 −1 0 0 1 0 −1

0 0 −1 0 −1 0 0 0

0 1 −1 1 −1 0 0 0

−1 1 −1 0 0 −1 0 −1

0 0 0 0 0 0 1 0

0 1 −1 1 −1 −2 0 0

0 1 −1 0 0 −1 0 0

0 1 0 0 −1 −1 0 0

0 0 0 0 0 −1 0 1

1 0 0 1 0 −1 0 0

1 1 0 1 −1 0 −1 0

1 0 1 0 −2 0 0 0

0 0 1 0 −1 0 1 1

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0

0 0 0 0 0 0 0 0

1 0 0 0 0 0 0 0

0 0 1 1 0 0 0 0

0 0 1 0 1 0 0 1

0 0 1 0 0 −1 1 0

0 0 1 0 1 −1 0 0

0 0 0 0 0 0 0 −1

0 0 1 0 0 0 0 0

0 0 1 0 0 0 0 0

1 0 1 −1 0 0 1 0

0 1 1 0 0 −1 0 0

1 1 2 0 0 0 −1 0

1 1 1 0 1 1 0 0

1 0 1 0 0 0 0 1

1 0 1 0 0 −1 −1 1

1 0 1 0 0 0 0 1

1 0 1 0 0 −1 0 1

0 0 2 −1 0 0 0 −2

1 0 2 0 0 0 1 0

1 1 2 0 −1 0 1 −3

2 1 2 0 −1 0 1 −3

0 1 1 −1 0 −1 3 −2

1 1 1 0 0 0 4 −1

0 1 1 0 −1 −1 1 −1

0 0 1 0 0 −1 1 −1

0 0 0 0 0 0 1 −1

1 1 0 1 0 −1 1 −2

1 1 1 0 0 −2 1 −1

1 1 0 0 0 −2 1 −1

1 1 1 1 0 −1 2 −1

0 −2 0 1 0 0 0 −1

0 −2 0 1 1 0 1 −1

0 −2 0 1 0 0 2 −2

0 −1 0 1 0 1 2 −3

0 0 −1 2 1 0 2 −2

0 0 0 1 1 1 1 −3

0 1 0 0 0 0 1 −1

0 0 0 1 0 0 2 −1

0 1 −1 1 1 2 0 −1

0 0 0 1 1 2 0 −2

0 −2 0 0 0 1 0 −1

0 −1 0 0 0 0 1 −1

0 −1 0 0 0 1 −1 0

0 0 0 0 0 1 0 0

1 0 1 1 0 2 0 0

1 −1 0 −1 1 1 1 0

0 0 0 0 0 2 1 0

0 0 1 0 1 0 0 −2

0 0 1 0 2 1 0 0

0 −1 1 0 1 0 0 −1

1 0 1 0 1 0 1 0

−1 0 1 0 2 −1 2 0

−2 −1 0 −1 4 0 1 1

0 0 −1 −1 0 1 3 1

0 −1 −2 2 1 0 4 2

1 −2 2 0 0 1 −1 0

1 −2 3 0 1 1 0 0

0 −1 1 −1 0 1 0 1

1 −2 2 0 0 1 −1 1

0 −1 0 0 0 3 0 0

0 −2 1 0 1 4 −1 1

0 −1 −1 1 0 2 1 0

0 −1 −1 0 1 3 1 1

−1 0 −1 −3 1 0 2 4

−1 −1 0 −2 1 1 1 1

0 0 −1 −2 1 1 1 1

0 −1 0 −5 1 1 1 3

1 0 0 −3 0 1 1 2

0 0 1 −1 0 1 −1 3

0 0 −1 −1 0 0 1 3

0 1 0 −1 −1 −1 1 3

0 1 1 −1 0 −1 1 3

0 0 0 −1 0 −1 1 4

1 0 3 0 1 0 1 4

0 0 1 −1 1 0 3 3

1 1 2 −1 0 0 3 3

0 −1 −1 0 0 1 2 0

0 −1 0 0 0 0 1 1

1 −1 0 1 0 1 1 0

0 0 0 −1 0 0 1 0

0 0 0 −1 1 0 1 1

−1 −1 0 0 0 0 0 1

0 0 0 0 0 0 0 1

0 0 1 0 1 0 0 1

0 −1 1 −2 1 0 2 0

1 −1 2 −1 0 0 2 1

1 0 2 −1 0 −1 2 2

1 0 1 −1 0 0 1 2

1 0 1 −1 1 0 1 1

2 0 1 −1 0 1 4 2

1 1 1 −2 −1 0 3 1

1 1 1 −2 0 −1 3 2

1 1 2 −1 0 0 3 1

2 0 2 −1 −1 −1 3 1

sequence−specific DNA binding
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RNA polymerase II regulatory region sequence−specific DNA binding
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