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8/13/2020 AME results

) AME

Analysis of Motif Enrichment

For further information on how to interpret these results please access http://meme-suite.org//doc/ame-output-format.html.
To get a copy of the MEME software please access http://meme-suite.org.

If you use AME in your research, please cite the following paper:
Robert McLeay and Timothy L. Bailey, "Motif Enrichment Analysis: A unified framework and method evaluation", BMC Bioinformatics, 11:165, 2010, doi:10.1186/1471-2105-11-165. [full text]
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Sequence motif score: avg_odds

Background model source: letter frequencies in (primary) sequences file (Galaxy195-bedtools_GetFastaBed_Merged_and_Narrowed_Hyper_regions.fasta)
Background model frequencies: 0.206554,0.293446,0.293446,0.206554

Total pseudocount added to a motif column: 0.1

Statistical test: Fisher's exact test (optimized over motif scores)
Labeling positives: all 107 primary sequences are labeled as 'positive'; all 1070 control sequences are labeled as 'negative’
Classifying positives: sequences with the motif scores = "'TP Thresh' are classified as positive

E-value threshold for reporting results: 10
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1D [Z]

ZBT17 HUMAN.H11MO.0.A

KLF15 HUMAN.H11MO.0.A

MAZ HUMAN.H11MO.0.A

PATZ1 HUMAN.H11MO.0.C

SP4 HUMAN.H11MO.0.A

MEF2C HUMAN.H11MO.0.A

VEZF1 HUMAN.H11MO.0.C

STAT1 HUMAN.H11MO.1.A

EGR2 HUMAN.H11MO.0.A

ZN341 HUMAN.H11MO.0.C
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http://hocomoco.autosome.ru/motif/E2F7_HUMAN.H11MO.0.B
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http://hocomoco.autosome.ru/motif/PATZ1_HUMAN.H11MO.1.C
http://hocomoco.autosome.ru/motif/SOX10_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/Z354A_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/FOXJ2_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/ERG_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ETV5_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/FEV_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/FLI1_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/ZN148_HUMAN.H11MO.0.D
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: HOCOMOCOv11
2 full HUMAN HXD12 HUMAN.H11MO.0.D 1.31e- 1.01e- 1.59 45
- - mono meme 4 1 (42.19
W A T e h E ™ E = format
: HOCOMOCOvV11
full HUMAN 1.34e- 1.03e- 48
e G . G ono meme TBX15 HUMAN.H11MO.0.D 4 1 3.09 (44.99
R R A R R N N T format
! HOCOMOCOv11
2 full HUMAN 1.35e- 1.04e- 16
PO3F3 HUMAN.H11MO.0.D 14.90
k- x’?é‘%IIATT?%aéIIu mono meme 4 1 (15.09
I e T R B =y S s format
i HOCOMOCOv11
full HUMAN 1.48e- 1.14e- 51
: AQ GG _ mono meme SPIC_HUMAN.H11M0.0.D 4 ) 2.81 (47.79
Rl -:-T I I S a E ';- format
i HOCOMOCOv11
full HUMAN 1.56e- 1.20e- 9
o QIQAAIATTI&ELIQ"" mono meme FOXD2 HUMAN.H11MO0.0.D 4 1 1.63 (8.4%
R S i - s vereezeee e d format
i HOCOMOCOv11
A full HUMAN ETV6 HUMAN.H11MO.0.D 2.01e-  L34e- 586 >
- c M= mono meme 4 1 (51.4¢9
e B format
' HOCOMOCOv11
full HUMAN 2.25e- 1.73e- 16
| AA AAAAgl AAAEIh ono meme IRF2 HUMAN.H11MO.0.A ) ) 7.92 (15.09
i m et s s grnazeecasn format
: HOCOMOCOvV11
full HUMAN 2.47e- 1.90e- 16
_u ITTTIIITATTT& ono meme FOXJ3 HUMAN.H11MO.1.B p ) 1.18 (15.09
- - P format
: HOCOMOCOvV11
full HUMAN 3.16e- 2.43e- 41
“| acA ABA . ono meme ETS1 HUMAN.H11MO.0.A 2 . 1.91 (38.39
R R W B e rE @ format
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http://hocomoco.autosome.ru/motif/ZN770_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/HXD12_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/TBX15_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/PO3F3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SPIC_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/FOXD2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ETV6_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/IRF2_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/FOXJ3_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/ETS1_HUMAN.H11MO.0.A

8/13/2020 AME results
Alt p- E- TP

Logo Database ID I vae vae Thsh (0/-:;’[
7 7 7 7
: HOCOMOCOvV11
full HUMAN 4.13e- 3.18e- 59
o A AIAA L oo meme GATA3 HUMAN.H11MO.0.A . : 1.11 (55.19
L format
: HOCOMOCOvV11
full HUMAN 4.13e- 3.18e- 49
2 QATTT III oo meme FOXP3 HUMAN.H11MO.0.D A : 1.02 (45.89
B AT e e format
: HOCOMOCOv11
CA full HUMAN ETV2 HUMAN.H11MO.0.B >.24e-  4.03e- 4 53 a0
_anAUAR RI_ = mono meme 4 1 (37.49
e R R ) format
! HOCOMOCOv11
full HUMAN 5.26e- 4.04e- 11
. TQIA:’?EA&A‘__ oo meme TBP_HUMAN.H11MO.0.A 3 ) 8.70 (10.39
R T e format
! HOCOMOCOv11
full HUMAN HXB13 HUMAN.H11MO.0.A >.48e- 4.21e- 1.27 37 .
T e mono meme 4 1 (34.69
Lokl i B M T o format
! HOCOMOCOv11
2 TTT full HUMAN FOXK1_HUMAN.H11MO.0.A >.71e-  4.39%e- 4 4y 64
| c[; _ mono meme 4 1 (59.89
Ll format
! HOCOMOCOv11
5 A full HUMAN HMGA1 HUMAN.H11MO.0.D 6.51e-  5.00e- 4 44 >
(T; - I mono meme 4 1 (51.49
A e format
: HOCOMOCOvV11
2 TTTA full HUMAN HXD11 HUMAN.H11MO.0.D 6.54e-  5.03e- 4 g6 2
- A J;Tﬁ mono meme 4 1 (48.69
L T e - fOrmat
: HOCOMOCOvV11
full HUMAN 6.68e- 5.13e- 40
7 A oo meme MAZ HUMAN.H11MO.1.A a ; 5.74 (37.49
L f—h L -:‘- - W oa - oW ® ‘;‘. = fOrmat
: HOCOMOCOv11
z full HUMAN 6.75e- 5.19e- 47
e A A oo meme ZSC22 HUMAN.H11MO.0.C A ; 1.63 (43.99
B AT v v i asgrenze & format
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http://hocomoco.autosome.ru/motif/GATA3_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/FOXP3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ETV2_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/TBP_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HXB13_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/FOXK1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HMGA1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/HXD11_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MAZ_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/ZSC22_HUMAN.H11MO.0.C

8/13/2020 AME results

Alt p- E- TP TP
Logo Database ID iD value value Thresh (%) |
°
’ HOCOMOCOvV11
full HUMAN 6.77e- 5.20e- 67
1 ca QI L ono meme LYL1 HUMAN.H11MO.0.A 4 : 1.86 (62.69
ad- - BN s K- ‘-_'-: -
- A A w oW e W B g T H B2 = format
’ HOCOMOCOvV11
24 full HUMAN 9.21e- 7.08e- 30
PURA HUMAN.H11MO.0.D 5.09
0 L, S -ﬁ-Qf\_ AT mono meme 4 1 (28.09
S W R T W e W e Br ae =B oRE format
’ HOCOMOCOvV11
full HUMAN 9.96e- 7.66e- 53
z A A AA ono meme ELF5 HUMAN.H11MO.0.A 2 . 1.16 (49.59
0 - g Loy 5 T S
- R oA W WM R om B gor MR =@ format
! HOCOMOCOv11
2 full HUMAN 1.08e- 8.32e- 17
- TTAE T A o ono meme TEF_HUMAN.H11MO0.0.D 3 . 2.64 (15.99
ple= s E | z-o A WD s ol e
L - T e e format
i HOCOMOCOv11
: full HUMAN ETV4 HUMAN.H11MO.0.B 113e-  8.73e- ;g4 26
c G mono meme 3 1 (52.39
LR S format
i HOCOMOCOv11
full HUMAN 1.20e- 9.21e- 67
2 L __A&F't . TCA i i RXRA HUMAN.H11MO.0.A 3 : 2.11 (62,60
T " T e i e dceczescaen format
i HOCOMOCOv11
full HUMAN 1.21e- 9.32e- 32
z TATITAQA,--J; ono meme FOXM1 HUMAN.H11MO.0.A 3 . 2.95 (29.99
N A s &R = format
’ HOCOMOCOvV11
2 full HUMAN 1.23e- 9.44e- 61
ZN350 HUMAN.H11MO0.0.C 1.25
uhnrn(F‘FlT.TIﬁI_-_TGQﬁ - mono meme 3 1 (57.09
T S = Ry format
’ HOCOMOCOvV11
full HUMAN ZN263 HUMAN.H11MO.1.A 1.26e-  9.7le- 555 37
- mono meme 3 1 (34.69
ol cllc:
— kA W W W~ % % §F T fOrmat
’ HOCOMOCOvV11
full HUMAN BPTF_HUMAN.H11MO.0.D L4 4 4160  4.96 27
TT - mono meme 3 (25.29
dF G Te=1-T .
- H A % e W @R g & format
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http://hocomoco.autosome.ru/motif/LYL1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/PURA_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ELF5_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/TEF_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ETV4_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/RXRA_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/FOXM1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ZN350_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/ZN263_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/BPTF_HUMAN.H11MO.0.D

8/13/2020 AME results
Alt p- E- TP

Logo Database iD ID value value Thresh (O/T;’[
°
: HOCOMOCOv11
z full HUMAN 1.50e- 27
T ixxa TTTIAI - mono meme HXC10 HUMAN.H11MO.0.D 3 1.15e0 3.54 (25.29
e N R T format
: HOCOMOCOv11
z full HUMAN 1.63e- 16
- TA ITABTI r alT mono meme LMX1B HUMAN.H11MO.0.D 3 1.25e0 3.53 (15.0
al== . e R i N e
e e T P format
? HOCOMOCOv11
full HUMAN SP2 HUMAN.H11MO.1.B 1L.71e- 13160  2.57 40
. 7
_GGY cc mono meme 3 (37.4%
Lo e format
! HOCOMOCOv11
full HUMAN 2.13e- 63
£ AAT As v AA mono meme ZN394 HUMAN.H11MO.0.C 3 1.64e0 1.58 (58.99
. -l e T L3 — A N L LS
mH oA T W d R R &R =R S oS &R format
i HOCOMOCOv11
A full HUMAN BMAL1 HUMAN.H11MO.0.A 2.36e- 1.81e0 1.39 25 .
<YHAC s mono meme 3 (23.49
e format
i HOCOMOCOv11
full HUMAN 2.49- 21
: - QAT \).. mono meme EGR4 HUMAN.H11MO.0.D 3 1.91e0 5.58 (19.69
- - format
i HOCOMOCOv11
D full HUMAN 2.68e- 63
1 =-=:T ITT Q Moo Mmeme FOXO1 HUMAN.H11MO.0.A 3 2.06e0 1.39 (58.99
L A Y format
i » HOCOMOCOvV11
8 full HUMAN 2.81e- 7
I-;,—A IAAIIATTEAI mono meme PO4F3 HUMAN.H11MO.0.D 3 2.16e0 2.79 (6.5%
ok - A {
R i e format
: - HOCOMOCOv11
full HUMAN HXC13 HUMAN.H11MO.0.D 3.0~ 53460  1.49 30
) - mono meme 3 (28.09
L T T format
: HOCOMOCOv11
full HUMAN SALL4 HUMAN.H11MO.0.B 3.14e- 2.42e0 6.10 28
WU IVUGL mono meme 3 (26.29
Lokl format
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http://hocomoco.autosome.ru/motif/HXC10_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/LMX1B_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SP2_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/ZN394_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/BMAL1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/EGR4_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/FOXO1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/PO4F3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/HXC13_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SALL4_HUMAN.H11MO.0.B

8/13/2020 AME results

Alt p- E- TP P
Logo Database iD ID value value Thresh (%) |
°
‘ HOCOMOCOV11
full HUMAN 3.61e- 14
) AAAQ;CA A A,‘ 0T AAG full HUMAR ZN768 HUMAN.H11MO.0.C 3 2.78¢0  9.17 o
e Tl TeezeEEEE R format
‘ HOCOMOCOV11
: full HUMAN 3.88e- 29
: TATIIAGTTK el FOXF2 HUMAN.H11MO.0.D 3 2.98¢0  1.37 27,10
N R AT e a e format
‘ HOCOMOCOV11
full HUMAN PTF1A HUMAN.H11MO.0.B 4166~ 350e0  1.25 60
= - o= o AEC._... mono meme 3 (56.19
L L L B - format
! HOCOMOCOv11
T C full HUMAN MNX1 HUMAN.H11MO.0.D 4.49¢- 34500  3.59 3>
- exlz o 1. AVgex, mono meme 3 (32.7¢
e T A A format
! HOCOMOCOv11
A A full HUMAN PRDM1 HUMAN.H11MO.0.A >34 440e0  1.32 as
ﬁﬁ_hq > 3 ., Tr mono meme 3 (42.19
L= A owow o~ om @ F - E B X format
! HOCOMOCOv11
full HUMAN MZF1 HUMAN.H11MO.0.B >91e  454e0  5.41 26
 cag\ Xx o mono meme 3 (24.39
o m A e o # 8 T &R format
! HOCOMOCOv11
A AAA full HUMAN IRF8 HUMAN.H11MO.0.B 6.06e-  4166e0  2.05 25
mamaai o= =x mono meme 3 (23.49
P e R s e e - e g e zesen 28 format
‘ HOCOMOCOV11
A full HUMAN PROX1 HUMAN.H11MO.0.D 6.07¢- 4167¢0 281 35
— VamySer Lias mono meme 3 (327 )
B R A T d e R e a e Er =8 2 B format
‘ HOCOMOCOV11
full HUMAN ARNT2 HUMAN.H11MO0.0.D 6.21e-  4178c0  1.02 a8
. C U acgg mono meme 3 (44.99
N A e - @ § 8 format
‘ HOCOMOCOV11
C full HUMAN KLF12 HUMAN.H11MO.0.C 6.28¢- 4830  5.87 18
o JUJG mono meme 3 (16.8¢
B o~ e v h @@ BT format
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http://hocomoco.autosome.ru/motif/ZN768_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/FOXF2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/PTF1A_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/MNX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/PRDM1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/MZF1_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/IRF8_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/PROX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ARNT2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/KLF12_HUMAN.H11MO.0.C

8/13/2020

i

i

=

=

L

LR

Ll

Logo

= Lo -
-

LT6TTTag

— H R W W W - W 8

. 100AAA...

— M T W &~ ® F

Database

HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format

AME results

1D [Z]

KLF4 HUMAN.H11MO.0.A

HNF1B HUMAN.H11MO.0.A

PO4F1 HUMAN.H11MO.0.D

FOXP2 HUMAN.H11MO.0.C

NFAC1 HUMAN.H11MO.1.B

SRY HUMAN.H11MO.0.B

FOXB1 HUMAN.H11MO.0.D

USF2 HUMAN.H11MO.0.A

SMAD3 HUMAN.H11MO.0.B

HXA11 HUMAN.H11MO.0.D
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Alt
ID

p-
value

6.41e-

6.44e-

6.54e-

7.15e-

7.23e-

7.81e-

8.80e-

1.12e-

1.15e-

1.18e-

value

4.93e0

4.95e0

5.03e0

5.50e0

5.56e0

6.00e0

6.76e0

8.60e0

8.82e0

9.04e0

TP
Thresh

2.81

1.46

10.25

1.58

2.96

1.18

4.49

6.31

2.76

2.23

TP
(%) [

32
(29.99

19
(17.89

(5.6%

36
(33.69

36
(33.69

53
(49.59

(7.5%

(6.5%

57
(53.39

28
(26.29


http://hocomoco.autosome.ru/motif/KLF4_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HNF1B_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/PO4F1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/FOXP2_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/NFAC1_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/SRY_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/FOXB1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/USF2_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/SMAD3_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/HXA11_HUMAN.H11MO.0.D

8/13/2020

Logo

INPUT FILES

Alphabet

Database

HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format

Background source: built from the (primary) sequences

Background source: built from the (primary) sequences

Name Bg.
Adenine
Cytosine

Name Bg.
Adenine
Cytosine

0.206554 A
0.293446 C

0.206554 A
0.293446 C

T

T

AME results

Alt
ID ID

FOXA1 HUMAN.H11MO.0.A

ZN713 HUMAN.H11MO.0.D

ETV7 HUMAN.H11MO.0.D

PRGR HUMAN.H11MO.0.A

TAL1 HUMAN.H11MO.1.A

Bg.
0.206554
0.293446

Bg.
0.206554
0.293446

Name
Thymine
Guanine

Name
Thymine
Guanine
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p-
value

1.21e-

1.22e-

1.25e-

1.29e-

1.30e-

value

9.30e0

9.38e0

9.58e0

9.94e0

9.99e0

TP
Thresh

1.04

2.57

3.31

1.14

2.31

TP
(%) [

32
(29.99

37
(34.69

45
(42.19

41
(38.39

44
(41.19


http://hocomoco.autosome.ru/motif/FOXA1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ZN713_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ETV7_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/PRGR_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/TAL1_HUMAN.H11MO.1.A

8/13/2020

AME results
Sequences
Primary Sequences Number Control Sequences Number
Galaxy195- 107 primary sequences shuffled conserving 2-mer 1070
bedtools_GetFastaBed_Merged_and_Narrowed_Hyper_regions.fasta frequencies
Primary Sequences Number Control Sequences Number
Galaxy195- 107 primary sequences shuffled conserving 2-mer 1070
bedtools_GetFastaBed_Merged_and_Narrowed_Hyper_regions.fasta frequencies
Motifs
Database Source Motif Count

HOCOMOCOv11 full HUMAN mono meme format db/HUMAN/HOCOMOCOv11_full_HUMAN_mono_meme_format.meme 769
HOCOMOCOv11 full HUMAN mono meme format db/HUMAN/HOCOMOCOv11_full_HUMAN_mono_meme_format.meme 769

AME version

5.1.15.1.1 (Release date: Wed Jan 29 15:00:42 2020 -0800Wed Jan 29 15:00:42 2020 -0800)
Copyright © Robert McLeay & Timothy Bailey meme-suite@uw.edu, 2009.

Command line summary

ame --verbose 1 --oc . --scoring avg --method fisher --hit-lo-fraction 0.25 --evalue-report-threshold 10.0 --control --shuffle-- --kmer 2
Galaxy195-bedtools_GetFastaBed_Merged_and_Narrowed_Hyper_ regions.fasta db/HUMAN/HOCOMOCOv1l_ full HUMAN_mono_meme_format.meme
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Supplementary Figure 4B AME results

8/13/2020

Analysis of Motif Enrichment

For further information on how to interpret these results please access http://meme-suite.org//doc/ame-output-format.html.
To get a copy of the MEME software please access http://meme-suite.org.

If you use AME in your research, please cite the following paper:
Robert McLeay and Timothy L. Bailey, "Motif Enrichment Analysis: A unified framework and method evaluation", BMC Bioinformatics, 11:165, 2010, doi:10.1186/1471-2105-11-165. [full text]

ENRICHED MOTIFS | INPUTFILES | PROGRAM INFORMATION | RESULTS IN TSV FORMAT m | POSITIVE SEQUENCES FOR EACH MOTIF z‘fﬁ% | POSITIVE

SEQUENCES FOR EACH MOTIF

ENRICHED MOTIFS

Sequence motif score: avg_odds

Background model source: letter frequencies in (primary) sequences file (Galaxy196-bedtools_GetFastaBed_Merged_and_Narrowed_Hypo_regions.fasta)
Background model frequencies: 0.189588,0.310412,0.310412,0.189588

Total pseudocount added to a motif column: 0.1

Statistical test: Fisher's exact test (optimized over motif scores)
Labeling positives: all 42 primary sequences are labeled as 'positive'; all 1008 control sequences are labeled as 'negative’
Classifying positives: sequences with the motif scores = "'TP Thresh' are classified as positive

E-value threshold for reporting results: 10

Sequence motif score: avg_odds

Background model source: letter frequencies in (primary) sequences file (Galaxy196-bedtools_GetFastaBed_Merged_and_Narrowed_Hypo_regions.fasta)
Background model frequencies: 0.189588,0.310412,0.310412,0.189588

Total pseudocount added to a motif column: 0.1

Statistical test: Fisher's exact test (optimized over motif scores)
Labeling positives: all 42 primary sequences are labeled as 'positive'; all 1008 control sequences are labeled as 'negative'
Classifying positives: sequences with the motif scores = "TP Thresh' are classified as positive

E-value threshold for reporting results: 10
Alt p- E- TP

Logo Database ID ID value value Thresh OTP[
(%)
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http://meme-suite.org//doc/ame-output-format.html
http://meme-suite.org/
http://www.biomedcentral.com/1471-2105/11/165
http://meme-suite.org/opal-jobs/appAME_5.1.11593355064811-1628406663/ame.html#data_sec
http://meme-suite.org/opal-jobs/appAME_5.1.11593355064811-1628406663/ame.html#input_sec
http://meme-suite.org/opal-jobs/appAME_5.1.11593355064811-1628406663/ame.html#info_sec
http://meme-suite.org/opal-jobs/appAME_5.1.11593355064811-1628406663/ame.tsv
file:///D:/Genetic%20HCM/TFBMs/AME_using_merged_and_narrowed_regions/sequences.tsv
http://meme-suite.org/opal-jobs/appAME_5.1.11593355064811-1628406663/sequences.tsv

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD iD value value Thresh (%) |
°
: HOCOMOCOv11
full HUMAN KLF15 HUMAN.H11MO.0.A 2.03e-  1.56e- 1.69 36
S £ mono meme 9 6 (85.79
ad o B T~ - A, - A Oy o o e T i
e I R = S format
: HOCOMOCOv11
full HUMAN 2.12e- 1.63e- 24
- If.\ﬁé}IIATT;‘?ﬂéIT ono meme PO3F3 HUMAN.H11MO0.0.D 5 6 2.14 (57.19
PR R v e e e B B DB R RSB B format
: HOCOMOCOv11
full HUMAN 2.18e- 1.68e- 29
E c S mono meme SP3 HUMAN.H11MO.0.B 5 e 3.36 (69.09
i T Ea el - o R
I e N TN format
! HOCOMOCOv11
full HUMAN 1.43e- 1.10e- 31
2 2 mono meme PATZ1 HUMAN.H11MO.0.C s c 3.90 (73.89
P e - N T LS - - WS e e
~ThR AR ow @ ® T 8D =R S S ERE R format
i HOCOMOCOv11
2 full HUMAN 1.52e- 1.17e- 15
I&AI[TA,, [ ono meme GSX1 HUMAN.H11MO.0.D s c 5.47 (35.79
e T T ® T N0 = -:: format
i HOCOMOCOv11
full HUMAN SP2 HUMAN.H11MO.0.A 1.78e-  1.37e- 4.8 22
C.- mono meme 8 5 (52.49
1 L= b LRt O - o e RS e S
- TH oA W L L T E R IR ORELES® ARG format
i HOCOMOCOv11
full HUMAN ZBT17 HUMAN.H11MO.0.A 4.02e-  3.09e- g 44 28
A mono meme 8 5 (66.79
i e A
- H A w4 W %8 g T HoB xS P R8P format
: HOCOMOCOv11
full HUMAN SP4 HUMAN.H11MO.0.A >.75e-  4.42e- 5 o9 30
R = P L) ", QM,AA;__ . mono meme 8 5 (71.49
T E RS e drne gt oze e r &8 format
: HOCOMOCOv11
full HUMAN KLF6 HUMAN.H11MO.0.A >.98e-  4.60e- 3, 28
= o O P YW WA = mono meme 8 5 (66.79
T T v e T we etz der s format
: HOCOMOCOv11
full HUMAN ZN467 HUMAN.H11MO.0.C 6.78e-  5.22e- 3.87 29
|5 e o O g TR O, e e B, T, e S, S e o, N, mono meme 8 5 (690 7
N T T format

file:///D:/Genetic HCM/TFBMs/AME_using_merged_and_narrowed_regions/AME_Hypo_after_narrowing_with_DNase.html


http://hocomoco.autosome.ru/motif/KLF15_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/PO3F3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SP3_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/PATZ1_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/GSX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SP2_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ZBT17_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/SP4_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/KLF6_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ZN467_HUMAN.H11MO.0.C

8/13/2020 AME results

Alt p- E- TP TP
Logo Database ID ID value value Thresh %) [
(%)
' HOCOMOCOv11
T full HUMAN 1.93e- 1.48e- 18
_u ___,__“T A&ITAI]-QAQT mono meme HNF1A HUMAN.H11MO.0.C 7 4 1.25 (42.99
e R N T format
' HOCOMOCOv11
- mniumﬂe KLF3 HUMAN.H11MO.0.B §'46e' ‘1"89"" 2.97 ?;7 .
Af'\-c — m . 7
R A -::_: ER- A format
' HOCOMOCOv11
LT full HUMAN 2.47e- 1.90e- 24
_u CaXxae ITTIAI o mono meme HXC10 HUMAN.H11MO0O.0.D 7 a 1.11 (57.19
- AW e W8 g T N3 X8 ELRS S format
i HOCOMOCOvV11
full HUMAN 3.45e-  2.66e- 16
z ___\_I‘_Ii___ i ;gﬁIT‘ ﬁQATIIA_‘ [cx mono meme Z354A HUMAN.H11MO.0.C 7 4 4.21 (38.19
P N R e drmeproe e s e e RcRB A format
i A HOCOMOCOvV11
Z full HUMAN 4.21e- 3.24e- 13
z GSX2 HUMAN.H11MO.0.D 5.49
TA T-.-A . IAAT mono meme 7 4 (31.09
dew e T T g e TR E format
i HOCOMOCOvV11
I full HUMAN 1.55e- 1.19e- 9
z ARIZA HUMAN.H11MO.0.D 10.36
u alTAA R, AT AARIzan  horomene : 3 (21.49
TH A e W~ ® 8 F T HpD 8 LS ERE W format
i HOCOMOCOvV11
& full HUMAN ZFX HUMAN.H11MO.1.A 2.03e- 1.56e- 217 29
= Q mono meme 6 3 (69.09
e A A I R AR format
’ HOCOMOCOv11
T full HUMAN 2.28e- 1.75e- 14
2 LMX1B HUMAN.H11MO.0.D 1.17
UIA ITA&II: . AkIx mono meme 6 3 (33.39
—F R oww W o® g T B8 =B BB oS format
' HOCOMOCOv11
full HUMAN VEZF1_HUMAN.H11MO.1.C 2.71e- 209 4 57 26
Jre VAR Y 1Enono meme 6 3 (61.99
- M OR oW W W oW B B T & ormat
' HOCOMOCOv11
2N AT T AI Eﬂ!niun':':r':‘qe NKX61 HUMAN.H11MO.0.B 2'79"" 5'15"" 5.66 (13?1 09
DAL TH = - = . 7
'J"-*""'“-r;"!zt;l:::=;_= g F format
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http://hocomoco.autosome.ru/motif/HNF1A_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/KLF3_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/HXC10_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/Z354A_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/GSX2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ARI3A_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ZFX_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/LMX1B_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/VEZF1_HUMAN.H11MO.1.C
http://hocomoco.autosome.ru/motif/NKX61_HUMAN.H11MO.0.B

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD ID value value Thresh %) [
(%)
: HOCOMOCOv11
A full HUMAN WT1 HUMAN.H11MO.0.C 4.44e-  3.42e- 5 3g 31
2 IG\2 AV alo GaG mono meme 6 3 (73.89
B s - P e s e e ez Y e o e R format
: HOCOMOCOv11
o full HUMAN 4.56e- 3.51e- 9
E HTTA$TAATT$ mono meme ZFHX3 HUMAN.H11MO.0.D 6 3 2.46 (21.49
ok - == 2t s
e R I T S format
: HOCOMOCOv11
2 full HUMAN 4.85e- 3.73e- 19
Er aAG Q ) mono meme SP4 HUMAN.H11MO.1.A 6 3 7.66 (45.29
ol = e = . W ]
- WA W W W~ R F T NAR =B B fOrmat
! HOCOMOCOvV11
full HUMAN ZN263 HUMAN.H11MO.0.A 5.50e- 4.23e- 1.70 32
L3 J e G — mono meme 6 3 (76.29
RN Aevwere @ gropzrern s 8 format
i HOCOMOCOvV11
full HUMAN TBX15 HUMAN.H11MO.0.D >-83e- 448 4o 31
GG L. =\ mono meme 6 3 (73.89
e N format
i HOCOMOCOvV11
o full HUMAN 8.75e- 6.73e- 11
9 AA ITCTA AH full HOUMAN HXB2 HUMAN.H11MO.0.D 4 S 2.86 26,29
MR Hh % o o ® g - E o = 8 format
i HOCOMOCOvV11
o full HUMAN MAZ HUMAN.H11MO.0.A 1.27e- 9.78e- 2.96 33
A mono meme 5 3 (78.69
,],.—-AA.H—H.:'_-_ e P, N A e ey e A, TR, L e S e
L S - E R R A EH format
: HOCOMOCOv11
full HUMAN VEZF1_HUMAN.H11MO.0.C 1.35e-  1.04e- 45 35
a mono meme 5 2 (83.39
plies S A= A e e e, T N . I = W
R - A E N E A format
: HOCOMOCOv11
I full HUMAN 1.63e- 1.25e- 32
= _GGG g Ce mono meme SP2 HUMAN.H11MO.1.B 5 > 1.59 (76.29
s e e w e g oo format
: HOCOMOCOv11
T full HUMAN 1.78e- 1.37e- 14
E CPEB1 HUMAN.H11MO.0.D 1.27
. TTT TAI {;LII\_._,-]:_I-IE& mono meme > 2 (33.3%
L O L - format
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http://hocomoco.autosome.ru/motif/WT1_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/ZFHX3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SP4_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/ZN263_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/TBX15_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/HXB2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MAZ_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/VEZF1_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/SP2_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/CPEB1_HUMAN.H11MO.0.D

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD ID value value Thresh %) [
(%)
: HOCOMOCOv11
? A TT TA full HUMAN PO4F1 HUMAN.H11MO0.0.D 2.3le- 1.78 5 69 8
Al X GAx mono meme 5 2 (19.09
=t ML A I
P I T R =y format
: HOCOMOCOv11
i full HUMAN 2.81e- 2.16e- 18
5 MNX1 HUMAN.H11MO.0.D 5.30
uﬁ_._a.LT,_'E__QvI.:.#‘g'-?-i-&u*. - mono meme 5 2 (42.99
e R RN format
: HOCOMOCOv11
I full HUMAN 5.36e- 4.12e- 18
Er C Cc mono meme SP1 HUMAN.H11MO.0.A 5 2 1.37 (42.99
T e o > = = T A L A At ne Tem
L R I I A A format
! HOCOMOCOv11
LT full HUMAN 5.57e- 4.28e- 21
D T TTT [; mono meme FOXK1 HUMAN.H11MO.0.A 5 2 1.99 (50.09
Al 2 rS S
-~ H R WM oW~ m B g format
i HOCOMOCOv11
I full HUMAN 5.72e- 4.40e- 24
z AQA_ HAAA AAAA.L_ Hﬂu mono meme IRF3 HUMAN.H11MO.0.B 5 2 2.86 (57.19
Sl Rl T R R format
i HOCOMOCOv11
A full HUMAN ZN341 HUMAN.H11MO.0.C 6.82e-  5.25e- ;4 22
A C mono meme 5 2 (52.49
alimr e e e e ey S e e o i e £ L
— H A o+ @ @ - % & § ” 5 2 2 2 2B 2 2 8 @ format
i HOCOMOCOv11
& full HUMAN 6.99%e- 5.38e- 28
= AA g mono meme TAF1 HUMAN.H11MO.0.A 5 5 1.78 (66.79
il _._.A-_;-'I'- -_'n‘-f"-g:'."-ﬂ".'.ﬁ
—F R e oM T~ mow T HE D =B % format
: HOCOMOCOv11
LT full HUMAN 7.86e- 6.04e- 15
- -_._—TTTAJ;T mono meme HXD11 HUMAN.H11MO.0.D 5 5 3.36 (35.79
[ PR o ==
— W A W W W~ % & § T fOrmat
: HOCOMOCOv11
LT full HUMAN 9.03e- 6.94e- 7
= TIA TT _ 1- . TIT&AT mono meme HMX1 HUMAN.H11MO.0.D 5 > 3.52 (16.79
N N E x h d e e g Bz R format
: HOCOMOCOv11
LT full HUMAN 9.96e- 7.66e- 8
E IQAII TTAATT mono meme MSX1 HUMAN.H11MO.0.D 5 5 2.54 (19.09
pheee - e e o A =
— oA w B d W B R T BB 2B S &S format
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http://hocomoco.autosome.ru/motif/PO4F1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MNX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SP1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/FOXK1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/IRF3_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/ZN341_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/TAF1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HXD11_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/HMX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MSX1_HUMAN.H11MO.0.D

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD ID value value Thresh %) [
(%)
: HOCOMOCOv11
ED full HUMAN 1.04e- 8.02e- 17
2 Can AAAEaAﬁ mono meme PRDM6 HUMAN.H11MO.0.C 4 2 9.46 (40.59
L i Y format
: HOCOMOCOv11
D full HUMAN 1.10e- 8.42e- 31
= . A G, mono meme WT1 HUMAN.H11MO.1.B a 5 2.26 (73.89
L e T S format
: HOCOMOCOv11
2 full HUMAN 1.18e- 9.06e- 35
= . T,\ g mono meme EGR2 HUMAN.H11MO.0.A a 5 1.12 (83.39
T R TP i T e s s o8 format
! HOCOMOCOvV11
24 full HUMAN 1.57e- 1.20e- 21
Z ZFP82 HUMAN.H11MO.0.C 1.35
. IQQAT_IEA‘_ -he"*f?&,rﬂI‘:F:l_:_ IEIIQ mono meme 4 1 (50.09
- H A F @ W R R g T HB xR YRS HR R format
i HOCOMOCOvV11
o full HUMAN 1.69e- 1.30e- 24
Z i - mono meme EGR1 HUMAN.H11MO.0.A 4 1 2.05 (57.19
F N - — [ e, i S
— H R YR W~ &R F T N xR gL format
i HOCOMOCOvV11
B full HUMAN 1.70e- 1.30e- 30
i AAT Aa . AA Mono meme ZN394 HUMAN.H11MO.0.C 4 1 1.57 (71.49
[ e e et o e i
- H A o+ @ 4~ % e g - =322 gL ER format
i HOCOMOCOvV11
o full HUMAN 1.88e- 1.45e- 10
z - T TTTQTTTITA mono meme FOXJ3 HUMAN.H11MO.0.A 4 1 1.34 (23.89
e T - % - W BB format
: HOCOMOCOv11
D full HUMAN 2.07e- 1.59e- 22
z ) ) T,\ VUG mono meme EGR2 HUMAN.H11MO.1.A 4 1 2.44 (52.49
S AT W aerase st =8 2 format
: HOCOMOCOv11
I full HUMAN 2.68e- 2.06e- 10
z _C ch CI A ) TA T;E'EF mono meme THA11 HUMAN.H11MO.0.B 4 1 1.47 (23.89
L A R R T A R T N format
: HOCOMOCOv11
A full HUMAN E2F7 HUMAN.H11MO.0.B 2.69e-  2.07e- 349 19
e UVOIAs mono meme 4 1 (45.29
Lol el i e~ format
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http://hocomoco.autosome.ru/motif/PRDM6_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/WT1_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/EGR2_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ZFP82_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/EGR1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ZN394_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/FOXJ3_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/EGR2_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/THA11_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/E2F7_HUMAN.H11MO.0.B

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD iD value value Thresh (%) |
°
: HOCOMOCOv11
full HUMAN 2.82e- 2.17e- 13
2 T Moo Mmeme HXA11 HUMAN.H11MO.0.D 4 1 4.05 (31.09
A ow oW oW oW R g T ::_:_- a format
: HOCOMOCOv11
z full HUMAN 3.70e- 2.84e- 18
: TTﬁTTTél I*I -[-:!:T MoNo Mmeme FOXG1 HUMAN.H11MO.0.D 2 1 1.06 (42.99
s A YT e s e d g BB RE format
: HOCOMOCOv11
full HUMAN ETV5 HUMAN.H11MO.0.C 3.90e- 3.00e- 4.21 22
- A mono meme 4 1 (52.4¢9
gl =N 00 Uy,
L e - format
! HOCOMOCOv11
full HUMAN KLF16 HUMAN.H11MO.0.D 4.30e- 3.31e- 2.38 23 .
=¥ VWNTVITYs SWITRLYa., mono meme 4 1 (54.89
AR T % e a2 r ez $E 8 & format
i HOCOMOCOv11
" full HUMAN 4.64e- 3.57e- 12
SP1 HUMAN.H11MO.1.A 5.29
o =M ' ,,-.,Qt.—- ; mono meme 4 1 (28.69
— H T W &~ % ®F F - &3 o3 format
i HOCOMOCOv11
2 full HUMAN HNF1B_HUMAN.H11MO.1.A 4.78e- 3.68e- 4.58 8
. mono meme 4 1 (19.09
TR AT e E T E M EE format
i HOCOMOCOv11
full HUMAN 5.92e- 4.55e- 10
2 DU IAATTA Moo Mmeme DLX1 HUMAN.H11MO.0.D 2 1 5.38 (23.89
A A AP s e hr o @ g R 2w w format
? HOCOMOCOv11
full HUMAN 6.94e- 5.34e- 20
" A Moo Mmeme MAZ HUMAN.H11MO.1.A a 1 5.07 (47.69
nd ) o A e, =
— W A W W W~ % & F T fOrmat
: HOCOMOCOv11
full HUMAN PATZ1 HUMAN.H11MO.1.C 7.32e-  5.63e- 449 2l
I\ woGy mono meme 4 1 (50.09
A AT s e R B m format
: HOCOMOCOv11
z full HUMAN 7.40e- 5.69e- 6
TEATIAAIIATTQAI Moo Mmeme PO4F3 HUMAN.H11MO.0.D 4 1 1.29 (14.39
e R e N format
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http://hocomoco.autosome.ru/motif/HXA11_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/FOXG1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ETV5_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/KLF16_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/SP1_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/HNF1B_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/DLX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MAZ_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/PATZ1_HUMAN.H11MO.1.C
http://hocomoco.autosome.ru/motif/PO4F3_HUMAN.H11MO.0.D

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD ID value value Thresh (%) |
°
: HOCOMOCOv11
o full HUMAN 7.92e- 6.09e- 10
z I : I - ‘;T_ . _ IATTTA&FA mono meme ANDR HUMAN.H11MO.0.A 4 1 11.78 (23.89
" m = s e e g oo =8 e = format
: HOCOMOCOv11
o full HUMAN 8.09e- 6.22e- 22
z Ul AE‘A-&&*%‘F& - mono meme NFAC1 HUMAN.H11MO.0.B a 1 3.35 (52.49
T A A~ o s r @ 8 grcto=i format
: HOCOMOCOv11
F full HUMAN 8.13e- 6.25e- 16
= ) AAAAA,__ ,,‘AAACT Aan mono meme STAT1 HUMAN.H11MO.1.A a 1 5.31 (38.19
TR e s e T as g reeTE R E S 2 format
! HOCOMOCOvV11
D full HUMAN 8.44e- 6.49e- 20
z _ ¢ I - mono meme SALL4 HUMAN.H11MO.0.B a 1 3.74 (47.69
R A x 0w mw P format
i HOCOMOCOvV11
o full HUMAN 9.05e- 6.96e- 26
z G Q_A_A AAA mono meme E2F3 HUMAN.H11MO.0.A a 1 1.79 (61.99
L e S format
i HOCOMOCOvV11
o full HUMAN 9.22e- 7.09e- 10
= . ,;,QIII CATAAIIA! mono meme PO3F4 HUMAN.H11MO.0.D 2 1 1.29 (23.89
e s S e W w e g canze 26 format
i HOCOMOCOvV11
D full HUMAN 9.25e- 7.11e- 36
z AHL_T LA mono meme TBX21 HUMAN.H11MO.0.A 2 1 1.11 (85.79
B N R T s e w8 B format
: HOCOMOCOv11
o full HUMAN 9.37e- 7.20e- 11
z IAATTA B L ABT_ mono meme GBX2 HUMAN.H11MO.0.D 2 1 3.19 (26.29
L Y format
: HOCOMOCOv11
I full HUMAN 1.00e- 7.71e- 10
z ) ATIAATAP‘-TTA&Q mono meme HNF1B HUMAN.H11MO.0.A 3 1 1.40 (23.89
N A s e n e e g e =& format
: HOCOMOCOv11
o full HUMAN 1.13e- 8.70e- 4
b _ AA_ TTCI AA mono meme HSF4 HUMAN.H11MO.0.D 3 1 40.70 (9.5%
NN A s G @ s g B xR format
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http://hocomoco.autosome.ru/motif/ANDR_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/NFAC1_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/STAT1_HUMAN.H11MO.1.A
http://hocomoco.autosome.ru/motif/SALL4_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/E2F3_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/PO3F4_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/TBX21_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/GBX2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/HNF1B_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HSF4_HUMAN.H11MO.0.D

8/13/2020 AME results

Alt p- E- ™ TP
Logo Database ID ID value value Thresh (%) |
: HOCOMOCOv11
2 full HUMAN 1.16e- 8.91e- 23
z TTCI Brcn COA. cmpac oo meme MAFA HUMAN.H11MO.0.D 3 : 1.21 (54.89
P F A= - degroezeebmtf s format
: HOCOMOCOvV11
full HUMAN 1.26e- 9.70e- 10
o  xeraae EAATTAA N om0 meme DMBX1 HUMAN.H11MO.0.D 3 1 2.26 (23.89
Mo i " T e e m m b g o o8 =z g8 &8 format
: HOCOMOCOv11
full HUMAN KLF1_HUMAN.H11MO.0.A 1.39- 1.07e0 1.57 2
E EJJC _ =G mono meme 3 (59.59
W A A~ @ % 8 B r e = format
: HOCOMOCOv11
z A full HUMAN BARX2 HUMAN.H11MO.0.D l.43e- 110e0  4.77 19
s _X T& mono meme 3 (23.89
T ¢
— W oR oW WM W homO® § format
: HOCOMOCOv11
A T full HUMAN DLX6 HUMAN.H11MO.0.D 1.50e- 4 16e0  10.84 8 oo
o A mono meme 3 (19.09
Lol A x W & ~ B 8 rHEBEX B format
: HOCOMOCOvV11
A full HUMAN TBX1 HUMAN.H11MO.0.D 1.70e- 13160  1.10 23 o
- I mono meme 3 (54.89
J2 ¥y _ 1Yy T T AA . .
L L L L L - T B AN format
: HOCOMOCOv11
full HUMAN KLF12 HUMAN.H11MO.0.C 1.72¢= 132¢0 188 20
o v g mono meme 3 (47.69
Loyl S e e format
: HOCOMOCOv11
full HUMAN KLF5 HUMAN.H11MO.0.A 173 1330 2.59 e a0
n TUsUbe oo mono meme 3 (52.49
e T ol format
: HOCOMOCOvV11
full HUMAN MEF2B HUMAN.H11MO.0.A 21 1640 4381 1109
- g i 1 TxAG mono meme 3 (11.99
e i e format
: HOCOMOCOv11
full HUMAN 2.42e- 11
| AA AAAAGL AAAEIh oo meme IRF2_HUMAN.H11MO.0.A 2 1.86e0 2.48 (26.29
Mo Fw e e e g - Ee e e E R &R format
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http://hocomoco.autosome.ru/motif/MAFA_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/DMBX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/KLF1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/BARX2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/DLX6_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/TBX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/KLF12_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/KLF5_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/MEF2B_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/IRF2_HUMAN.H11MO.0.A

8/13/2020 AME results

Alt p- E- TP TP
Logo Database ID ID value value Thresh (%) |
?
: HOCOMOCOV11
: full HUMAN FLI1 HUMAN.H11MO.0.A 2426 186e0  1.89 27
. - . mono meme 3 (64'30/
o —g= =g B A ~ o, S o e
T R c o= format
: HOCOMOCOvV11
. full HUMAN 2.52e- 20
o A AIAA . o Marme GATA3 HUMAN.H11MO.0.A 5 1.94e0  2.39 (47.69
N A ~swr # BET format
HOCOMOCOvV11
. full HUMAN 2.55€- 16
) AAAA“ AAACl An il STAT2 HUMAN.H11MO.0.A 2 1.96e0  1.12 (38.19
Mo R e dr e g =zeer 88 format
HOCOMOCOvV11
g full HUMAN JDP2 HUMAN.H11MO.0.D 2668~ 5 04e0  1.61 4
5 - mono meme 3 (9.5%
o O T A I :-: format
: HOCOMOCOvV11
full HUMAN 3.01e- 17
z c AA oo Mmeme E2F6 _HUMAN.H11MO.0.A 3 2.31e0  4.09 (40.59
ol - e Sl LA
— H T W &~ % ®F F - & O format
: HOCOMOCOvV11
full HUMAN ID4 HUMAN.H11MO.0.D 3.31e 5 54e0  1.76 21
Q . . mono meme 3 (50.09
T format
: HOCOMOCOvV11
full HUMAN 3.38e- 3
z AT TEAI e CREB5 HUMAN.H11MO0.0.D 2 2.60e0  2.03 (7.1%
Ll A A - e format
: HOCOMOCOV11
A full HUMAN VSX1 HUMAN.H11MO.0.D 33%¢ 5730 116 13
. mono meme 3 (31.09
a e, LA s
- R oA wow oM oW B R or o HB = format
: HOCOMOCOvV11
. full HUMAN 3.86e- 16
c TAIT TIIA,E il MEF2A HUMAN.H11MO.0.A 3 2.97e0  1.36 (38.19
B R s v wegrag format
: HOCOMOCOvV11
full HUMAN 3.87e- 7
o TAATTA — il HXB3 HUMAN.H11M0.0.D 3 2.98¢0  11.21 (16.79
e i i R - S e P format
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http://hocomoco.autosome.ru/motif/FLI1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/GATA3_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/STAT2_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/JDP2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/E2F6_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ID4_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/CREB5_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/VSX1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MEF2A_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HXB3_HUMAN.H11MO.0.D

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD ID value value Thresh (%) |
°
’ HOCOMOCOvV11
full HUMAN 4.18e- 16
il QTATITIIA“ Mono meme MEF2C _HUMAN.H11MO.0.A 3 3.21e0 1.34 (38.19
A A~ W o h " s ErE B format
’ HOCOMOCOvV11
full HUMAN 4.24e- 10
1 cAa ITCTE. A oo meme HSF2 HUMAN.H11MO.0.A 3 3.26€0 4.29 (23.89
S S e T W a kR B BB = format
: HOCOMOCOvV11
: full HUMAN HXD12 HUMAN.H11M0.0.D 4.29¢ 33000  1.39 23
— - mono meme 3 (54.89
e format
! HOCOMOCOvV11
full HUMAN 4.31e- 8
z n**c;*?ITTIﬂ.I e mono meme ZN350 HUMAN.H11MO.0.C 3 3.32e0 26.21 (19.09
e R RN format
! HOCOMOCOvV11
z full HUMAN 4.35e- 26
J{ATTII om0 meme HMGA1 HUMAN.H11MO.0.D 3 3.34e0 1.36 (61.99
L L ™ format
! HOCOMOCOv11
full HUMAN 4.40e- 38
1 ca QIGIT e om0 meme LYL1 HUMAN.H11MO.0.A 3 3.39€0 1.23 (90.59
L - format
! HOCOMOCOv11
z full HUMAN VENTX_HUMAN.H11MO.0.D 48le- 370e0 137 14
e G T AT mono meme 3 (33.3%
e N meT e wr e ooz gem 8 format
’ HOCOMOCOvV11
full HUMAN 4.91e- 7
!l TAA I« abd ono meme BARH2 HUMAN.H11MO.0.D 3 3.78e0 5.33 (16.79
Mo m e erme § 780 z208256a8 format
’ HOCOMOCOv11
full HUMAN 5.17e- 18
1 alA HAA TGA_a om0 meme BC11A HUMAN.H11MO.0.A 3 3.98e0 5.40 (42.99
Ll T T format
’ HOCOMOCOv11
full HUMAN 5.28e- 6
2 AA TICIA AA mono meme HSF1 HUMAN.H11MO.0.A 3 4.06e0 31.05 (14.39
e A% s h e ® g B =@ format
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http://hocomoco.autosome.ru/motif/MEF2C_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HSF2_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HXD12_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ZN350_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/HMGA1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/LYL1_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/VENTX_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/BARH2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/BC11A_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/HSF1_HUMAN.H11MO.0.A

8/13/2020 AME results

Alt p- E- TP TP
Logo Database iD ID value value Thresh (%) |
°
HOCOMOCOv11
i full HUMAN 5.46e- 4
e ATT I FOXD2 HUMAN.H11MO.0.D 4.20e0 1.51
Jxa QI&AAI N Q,_; mono meme 3 (9.5%
~H R TR M @ omoE D EoED =B $ oS # format
: HOCOMOCOv11
LT full HUMAN 6.18e- 35
= ) . "A&A : TCA - mono meme RXRA HUMAN.H11MO.0.A 3 4.75e0 1.36 (83.39
T " T e dras g e zesbE2 2R format
: HOCOMOCOv11
I full HUMAN 6.19e- 15
= 15 TT IIT mono meme FOXP3 HUMAN.H11MO.0.D 3 4.76e0 2.67 (35.79
0 e f =N
AR TR . format
! HOCOMOCOvV11
full HUMAN E2F4 HUMAN.H11MO.0.A 6.98¢- 53760  1.75 18
e 2 AA mono meme 3 (42.99
L et - ) [ -‘f' E - format
i HOCOMOCOvV11
I full HUMAN 7.41e- 18
Z ELK3 HUMAN.H11MO.0.D 5.70e0 1.11
u;.-_:--;gﬂ A‘E"AICC mono meme 3 (42.99
— H T W &~ % ®F F T & format
i HOCOMOCOvV11
It full HUMAN 7.65e- 3
z A AC TQAI mono meme ATF7 HUMAN.H11MO.0.D 3 5.88e0 1.54 (7.1%
Lol " - I format
i HOCOMOCOvV11
full HUMAN ATF2 HUMAN.H11MO.1.B 7.65¢-  588e0  1.77 3
3 — ! - - mono meme 3 (7.1%
B N T Y e reasscerxreceaen format
: HOCOMOCOv11
LT full HUMAN 7.71e- 8
z L t}él . CI A,\TT_‘__T ___ﬁ_T mono meme ZNF76 HUMAN.H11MO0.0.C 3 5.93e0 5.74 (19.09
M w S earwegcoezeetes £45H format
: HOCOMOCOv11
LT full HUMAN 8.11e- 10
e - TAATTA‘}-— é;l;%%;;# mono meme LHX9 HUMAN.H11MO.0.D 3 6.24e0 1.04 (23.89
Mo m e e m e g -z 268 format
: HOCOMOCOv11
i full HUMAN MEIS1 HUMAN.H11MO.0.A 8.19- 6.30e0 1.64 14
_ I . mono meme 3 (33.39
e e Y format
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http://hocomoco.autosome.ru/motif/FOXD2_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/RXRA_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/FOXP3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/E2F4_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ELK3_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ATF7_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ATF2_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/ZNF76_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/LHX9_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/MEIS1_HUMAN.H11MO.0.A

8/13/2020

ks

LR

=

Ll

Logo

Database

HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format
HOCOMOCOv11
full HUMAN
mono meme
format

AME results

1D [Z]

ETV7 HUMAN.H11MO.0.D

CLOCK HUMAN.H11MO.0.C

MEF2D HUMAN.H11MO.0.A

ETS2 HUMAN.H11MO.0.B

BRAC HUMAN.H11MO.1.B

BARH1 HUMAN.H11MO.0.D

HXA10 HUMAN.H11MO.0.C

GATAS HUMAN.H11MO.0.D

ZFP28 HUMAN.H11MO.0.C

FOXD1 HUMAN.H11MO.0.D
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Alt
ID

p-
value

8.35e-

8.56e-

8.96e-

9.88e-

9.94e-

1.04e-

1.08e-

1.15e-

1.16e-

1.20e-

value

6.42e0

6.58e0

6.89e0

7.60e0

7.64e0

8.03e0

8.32e0

8.81e0

8.93e0

9.23e0

TP
Thresh

2.95

3.91

2.15

7.82

1.11

14.03

1.16

1.36

5.44

1.44

TP
(%) [

21
(50.09

(14.39

11
(26.29

14
(33.39

28
(66.79

(11.99

14
(33.39

15
(35.79

(19.09

13
(31.09


http://hocomoco.autosome.ru/motif/ETV7_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/CLOCK_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/MEF2D_HUMAN.H11MO.0.A
http://hocomoco.autosome.ru/motif/ETS2_HUMAN.H11MO.0.B
http://hocomoco.autosome.ru/motif/BRAC_HUMAN.H11MO.1.B
http://hocomoco.autosome.ru/motif/BARH1_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/HXA10_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/GATA5_HUMAN.H11MO.0.D
http://hocomoco.autosome.ru/motif/ZFP28_HUMAN.H11MO.0.C
http://hocomoco.autosome.ru/motif/FOXD1_HUMAN.H11MO.0.D

8/13/2020 AME results

INPUT FILES

Alphabet

Background source: built from the (primary) sequences

Background source: built from the (primary) sequences

Name Bg. Bg. Name
Adenine 0.189588 A ~ T 0.189588 Thymine
Cytosine 0.310412 C ~ 0.310412 Guanine
Name Bg. Bg. Name
Adenine 0.189588 A ~ T 0.189588 Thymine
Cytosine 0.310412 C ~ 0.310412 Guanine
Sequences
Primary Sequences Number Control Sequences Number
Galaxy196- 42 primary sequences shuffled conserving 2-mer 1008
bedtools_GetFastaBed_Merged_and_Narrowed_Hypo_regions.fasta frequencies
Primary Sequences Number Control Sequences Number
Galaxy196- 42 primary sequences shuffled conserving 2-mer 1008
bedtools_GetFastaBed_Merged_and_Narrowed_Hypo_regions.fasta frequencies
Motifs
Database Source Motif Count

HOCOMOCOv11 full HUMAN mono meme format db/HUMAN/HOCOMOCOv11_full HUMAN_mono_meme_format.meme 769
HOCOMOCOv11 full HUMAN mono meme format db/HUMAN/HOCOMOCOv11_full_HUMAN_mono_meme_format.meme 769

AME version
5.1.15.1.1 (Release date: Wed Jan 29 15:00:42 2020 -0800Wed Jan 29 15:00:42 2020 -0800)
Copyright © Robert McLeay & Timothy Bailey meme-suite@uw.edu, 2009.
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8/13/2020 AME results

Command line summary
ame --verbose 1 --oc . --scoring avg --method fisher --hit-lo-fraction 0.25 --evalue-report-threshold 10.0 --control --shuffle-- --kmer 2
Galaxy196-bedtools_GetFastaBed_Merged_and_Narrowed_Hypo regions.fasta db/HUMAN/HOCOMOCOv11l_full HUMAN_mono_meme_format.meme
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