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1 5.40e-022 1 1.50e-020 1 158 1.30 1.70 0.87 DELTAE ME 1, 2, 3, 4, 5 G
AGGG

A
TGT

A

2 4.60e-020 2 1.10e-016 2 460 3.70 6.00 MD 1, 2, 3, 4, 5 TR GA
T
C

G
A

TG
A
C

G
C
T
A

A
G
C
T

A
G
T
CT
AG

TG
A
C
GT
C
A
CT
G
A
GA
C
T

T
G
A

AG
C
T

T
C
G
A

A
G
T
C

T
A

A
C
G
T

3 9.50e-019 3 4.80e-016 4 472 3.80 6.30 0.83 OCT1 MD, ME 1, 2, 3, 4, 5 PAL,TR AG
C
T

T
A
G

A
T
C

GC
T
A

GA
C
T

C
G
T
A

G
A
C
T

T
A
G

GA
T
C

C
A

C
G
A
T

T
G
A

GA
T
C

G
T
C
A
AG
C
T

4 7.30e-016 4 2.50e-016 3 110 0.89 1.40 0.79 SPZ1 BP, ME 2, 3, 5 AGGG
AGC

G

5 4.80e-015 5 2.00e-010 9 889 7.20 9.80 0.82 OCT1_Q BP, ME 1, 2, 3, 4, 5 C
T
A

CG
TA

G
T
C
A

GC
T
AC

A
T
CAG
TG

C
A

C
T
A

C
G
A

C
G
T

C
T
G
GT
CAC

A
T
C
A

T
G
A
GT
CA

6 8.20e-015 6 1.70e-015 5 104 0.85 1.30 0.72 LHX3 ME 1, 2, 3, 4, 5 AT
C
GG

TG
TAA

7 8.60e-013 7 2.30e-008 14 776 6.30 6.50 0.76 GC BP, ME 1, 2, 3, 4, 5 T
A
C
G
CA
G

T
A
GA

GCA
G

8 1.60e-012 8 5.10e-007 30 95 0.77 1.30 0.69 SP1_Q2 AA, ME 1, 2, 3, 4, 5 TR T
C
G

TA
C
G

TC
A
G

TA
C
GGTC

AGGC
A
GGTA

C
G

TA
G
C

AC
T
GGGA

C
G

A
C
G

TA
CG
TCAGG

9 2.90e-012 9 1.60e-010 8 17 0.14 0.37 0.86 ALPHAC AA, ME 1, 2, 3, 4, 5 C
G

G
A
CC

AAATT
GG

A
T
G A

TT
G

10 3.30e-012 10 3.10e-011 6 9 0.07 0.26 0.61 SF1 ME 1, 2, 3, 4, 5 T
A
CT

A
C
AGT

C
G

TC
G
AA

TT
A

C
A

G
A

A
GA

T
T
A

A
C
T

11 8.70e-012 11 2.90e-010 10 16 0.13 0.38 0.74 ATF3 AA, ME 1, 2, 3, 4, 5 PAL CG
A
C

A
G
C

C
G

C
T

T
G

G
AC

G
A
C
GT

GCG
C
AC

G
T
G
C

A
C
G

12 9.50e-012 12 9.10e-011 7 9 0.07 0.26 ME 1, 2, 3, 4, 5 T
GA

CGT
A
CG

TG
C

T
CAGC

A
T
C
G

T
C
A

A
T
GAA

G
CG

13 5.00e-011 13 9.10e-008 19 59 0.48 1.20 0.65 FOXD3 AA, ME 1, 2, 3, 4, 5 PAL,TR A
T
CA
G
T

AG
CT

CTGATCAGGT
A

CT
G
A

T
G
A
CTGA CT

G
A
CT
GA

CG
A
CTGAC

T
A

G
T
A

GT
A

C
T
A

G
T
A
GT
CAG

A
T
G
A

14 1.30e-010 14 7.00e-008 16 841 6.80 7.90 0.68 HNF6 BP, MD, ME 2 PAL T
A
G

G
A
C

G
T
C
A
GT
C
A
CT
A
GC
T
AT

G
G
C

C
A

TC
G
A

15 2.20e-010 15 1.20e-006 36 79 0.64 1.60 AA 2, 3, 4, 5 PAL,TR G
T
A

A
T
CAGTC

T
A

GATCG
T
A
CTA
G
GTC
AG

T
A
TCA
G
TCA
G
TCA
G

CG
A
T
CTG
A

G
T
A

C
G
A

C
T
A
CG
T
A
CT
GAT

G
A
TG
C
A

T
AG

T
A
GTC
A

GT
CA
CG
TAG

A
T

16 4.40e-010 16 3.10e-009 11 9 0.07 0.29 ME 1, 2, 3, 4, 5 GC
G

T
G
ACA

T
ACT
GTA

TG
T

T
C
GT

A
T
C
G

T
AA

G

17 1.20e-009 17 1.40e-008 13 13 0.11 0.38 ME 1, 2, 3, 4, 5 PAL A
T

A
GG

T
G
T

A
C
GG

T
C
T

G
T

G
A
TG

T
T
A
GAT

AG
AA

G
C
A

18 1.40e-009 18 1.00e-008 12 9 0.07 0.29 ME 1, 2, 3, 4, 5 C
G

G
CTG

T
A
G

G
A
T

A
G
CTG

T
G
C
T

C
G
T

A
G
TG

T
T
GG

TA
GA

19 1.60e-009 19 3.30e-007 28 1002 8.10 9.90 0.64 LEF1 BP, ME 1, 2, 3, 4, 5 T
A
C

CG
AA

G
C
AA

G
GC
A

20 3.80e-009 20 1.30e-007 22 17 0.14 0.41 0.64 AP4_Q6 AA, ME 1, 2, 3, 4, 5 PAL,TR GG
C
TAG
C

AT
G
C
TC
A
G

A
C
G

T
AGG

A
CT

AGCT
AGA

C

21 5.40e-009 22 3.70e-008 15 9 0.07 0.29 0.61 YY1 ME 1, 2, 3, 4, 5 G
AG

T
A
G

C
T
A

C
G
A

G
C
AG

A
A
TGGT

G
C
G

T
A

T
C
AA

22 7.40e-009 23 1.00e-007 20 11 0.09 0.29 0.63 NKX22 ME 1, 2, 3, 4, 5 PAL,TR A
C
GAC

A
T

C
T
GG

T
T
C
A

T
AC

A
T
G
A

A
C
T

A
G

G
C
T

G
T

C
G
TT

A
G
A
CT

A

23 8.70e-009 25 2.90e-006 40 59 0.48 1.60 AA 1, 2, 3, 4, 5 PAL,TR A
T
CAT
G

CT
A

G
T
A

T
AAC

T
A

T
G
A
GCA
T

T
G
C
A

C
T
A

TGCAAGTCGCT
A

GC
A
T

G
C
T

GA
C
T
CGATGTCA G

C
T
A

G
T
A
GCA
T

CT
A

24 1.10e-008 26 1.80e-007 26 12 0.10 0.30 0.62 TEF ME 1, 2, 3, 4, 5 TC
GC

TT
G

C
AT

G
C
T
A

A
T
G

T
AT

A
G
A

A
G
C

25 1.30e-008 27 8.60e-008 18 9 0.07 0.29 0.60 DELTAE ME 1, 2, 3, 4, 5 G
C
TC

G
A
T
GGA

C
AGC
TA

C
C
T

A
C
GC

A
G
AT

G
T
G

G
TC

GA
C

26 1.40e-008 28 1.50e-007 24 11 0.09 0.29 ME 1, 2, 3, 4, 5 PAL,TR C
G

C
A

T
A
G

T
GA

G
TGA
CAT

G
AAC

G
A

T
A

A
G
T

C
A
GAC
TT

27 1.50e-008 29 1.20e-007 21 9 0.07 0.26 0.65 NF1 AA, ME 1, 2, 3, 4, 5 G
T

A
G
TG

AGCA
T

T
GGGC

A
T
GC

A

28 1.80e-008 30 1.60e-007 25 10 0.08 0.30 ME 1, 2, 3, 4, 5 PAL A
G

G
TT

G
C
T

A
C
TAA

G
C

T
A

G
C
T

C
G
TT

G
G
CC

A
A
C
GT

A
A
G
T

29 2.10e-008 31 1.40e-007 23 10 0.08 0.27 0.64 GC ME 1, 2, 3, 4, 5 T
A

A
GG

A
T
A
GA

G
T
G

C
T
G

A
C
T

T
C
GA

G
G
T
AGCT

A
CT

GAA
C
G


