Color Key

-10 5
Value

nucleic acid binding

mﬁmﬁmmmmﬁm—MMmmmémﬁmmmmmmmm

| =

ol

1
[
e o

-..

7
JqYe
..’l
@3

£ 5o
“@

Tk

onN
N
=

2

'1'1‘(5:'—;.“-2:"?-
o W

=0
~&raipy
R

I
SRR
w

SRR L
e

R
SRR

[N [ g
 FSACNGRTNIINGY

o=
!

;
ﬁ

Z_Im_K_Cyt Ll

yt

Z Im_K_Gem

Z_Shift_K_Gem
Z_Shift_ K_C

:

G5

i SISl

wnlngnal)
g prigReiny

]
R SR
S0

.

Z_Im_L_Gem

Z_Shift L_Gem

¥
@

2Ty

GREARIA
50°®

_L_Cyt

Z Shift L_C

TCaRLU
e la Ll
(a7
®

e

iy
5o

Z_Im_L_Cyt NES— i

alsys
RA
Rl

B
Ehe
RALS
ol
_".g
BER
MRS
i
NSE3
v'-~
MB5
Ay
°R
Vi
RRE9
B3
BRE
F"
POB2
NP
SO
VA‘.:.
n!-.
RAU3
Ve )
B
50R
58
NEg
el
i
FEE
ix ko>
N=k-
Ses
R A‘A
B

B e
REE
Y
BERe
EER
B
Flbre
REES
'E:l'
Bbr4
o)
!-:-
BN
e
|
BB 55
VAL
u'-‘
EBR2
VPN
BNE
R AA
G
‘-'?'
-1»
o
DRP10
ks
Bt
e
AR
SBE
2ot
MRb
PN
K814
.;!‘
VR —
fra
M Boc-,
s
VERE
R
e
BNA
::‘I-
RICRAG,
BRI
i
e
e D
RBM
A..
RUEA
SHES
MiEes
SROB
MEM3 o
BRNAU
ERde
BRS
i
HE:
BAP34
G
333
,A.
SR
AT
:;f,.
E&F12
KBréo
S
AN
ZED
CArE0
Ap
BYSA
AL
MG
S
2
£
He4
SN
25
DG
e
etz
(RIARY
VP36
BQ
BEGP
.4
H
o
NeBs
Xt
DAT
MEPLS;
'.':E
NgEss7
B
KAO16
-.f
BEES

2

MUY EEDA -0 T R R U SWV R BN DS VIR D I R0 S IIIEYY LZ0s U0 ST (VD S VRG2S SO TV OO IRy < I O = T 032 O LU U0 IUOU T U<y S IO - TSI UGy D S T I VI < L I B 000 JUUCUOU S T U LUUGE U A P I U P IO R S T U R < SR p e SO T LT T UL VR <<y VT S U < U IO B A T U A TTO - 0<< S AN < T r
e O T o e \,“"“‘A- i e R e e L e L e (e S e 'r"—-a.ﬁ“",'. R e O e U T
5 g e e) 3 RN T J T SERE & s o % 5 £ 2 Sy 4 o3 P TS %3 1 SR K % %
R |
]

Gene



Color Key
regulatory region nucleic acid binding
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Color Key

RNA binding
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Color Key
translation regulator activity, nucleic acid binding
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Color Key

annealing activity
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DNA secondary structure binding
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Color Key

damaged DNA binding
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DNA clamp loader activity
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double—stranded DNA binding
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Color Key

DNA binding, bending
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chromatin DNA binding
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Color Key
sequence-specific DNA binding
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Color Key

G—quadruplex DNA binding
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flap—structured DNA binding
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Color Key

RNA cap binding
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double-stranded RNA binding
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Color Key

single—stranded RNA binding
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MRNA binding
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telomerase RNA binding
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transcription regulatory region DNA binding
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four—way junction DNA binding
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double-stranded telomeric DNA binding
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sequence-specific double—stranded DNA binding
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nucleosomal DNA binding
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telomeric DNA binding
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translation initiation factor activity
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translation elongation factor activity
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translation termination factor activity
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RNA polymerase Il regulatory region DNA binding

-10 5
Value

UGA3
uPC2
MED8
TBF1

r YJL206C_2

- GAT4

L GAT1

PIP2

HAP5

YKL222C

ABF1

GCN4

GCR1

CUP9

ECM23

LAP3

FZF1

CAT8

— CuP2

AZF1

STB4

L PHO2

— GZF3

r RGT1

L SIP4

r RCO1

r RLM1

- SMP1

- RME1

r ARR1

= YHP1

r ASG1

ol PDR8

ASH1

OAF1

N 1r AFT2

- SFL1

r PPR1

- GAT3

r MIG3

r YJL103C

- ECM22

o VHR1

r YLLOS4C

F YFLO52W

- YBR239C

— FLO8

r STP2

= HAP2

MBP1

r THI2

- GIs1

— Swis

- TEC1

— YER184C

r YJL206C_1

- YRR1

r PDR3

o NRG1

— ADR1

RDS1
PGD1

r ARG81
L MIG1
— MIG2
— FKH1

— YOX1

— GAL4

“: MCM1
— ZAP1
| UME6
|1E STP1
DST1

SRB4

CBF1

MAC1

—

SKO1

HAAL
— HAC1

— XBP1

— HAP2

— YMR111C

CBF1

FLO8

HAC1

FAP1

r PUT3

- YRM1

r RDS2

L GLN3

— MET4

— RSC3

— MOT3

— RFX1

— 9 CEP3

— = HAP3

—_— SSN8

10 RPN4

MED4

Swi6e

GCR1

PDR1

SRB5

Swi4

Sum1

Lysi4

GAT2

b
)
b
¥

€ IS S S 1S 1S s S

3 5 ol Ol 8 8 O| ol

< < ¥ % o 4 . S
| | £ £ I | £ =

= = = = £ IS = =

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

N N

Gene



Color Key

-10 5
Value

RNA polymerase | regulatory region DNA binding

RRN10

_ I I I I RRNll

RRN7
RRN6G

UAF30

- - 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

RNA polymerase Il regulatory region DNA binding

-10 5
Value

4 0 0 PZF1

0 1 TFC7

TFC6

yt

=

Z Im_K_Cyt

Z Im_L_Gem

9
_
E
N

Z_Im_K_Gem

Z_Shift_K_Gem
Z_Shift_ K_C
Z_Shift_L_Gem

Z_Shift_L_C

Gene



Color Key

core promoter binding
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DNA insertion or deletion binding
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guanine/thymine mispair binding
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centromeric DNA binding
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poly(U) RNA binding

-10

Value

g
N
=}
['4
z
s

auan

PUB1

RRP5

Mo 1wz

KO T YIS Z

we 1wl Z

wa9 T HUS Z

Mo Wz

KOO HIUS Z

W M Wl z

we M WS Z



Color Key

poly(A) binding

-10

Value

=
z
Q
2

TPAL

auan

MTR4

@ @ @ O @ _5 NPL3

o Tw Tz

KO T YIS Z

wes T Wiz

we9 T HIUS Z

o wiz

KOO HIUS Z

wao Wl z

we9 M YUS Z




Color Key
translation release factor activity
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RNA polymerase Il regulatory region sequence—specific DNA binding
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Color Key
core promoter proximal region sequence-specific DNA binding
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polymerase |l regulatory region sequence—specific DNA binding
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core promoter sequence—specific DNA binding
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RNA polymerase | regulatory region sequence—specific DNA binding
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RNA polymerase Il type 1 promoter DNA binding
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translation release factor activity, codon specific
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Color Key
\NA polymerase Il core promoter proximal region sequence—specific DNA binding
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Color Key

RNA polymerase Il core promoter sequence—specific DNA binding
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Color Key

RNA polymerase Il type 1 promoter sequence-specific DNA binding
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