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Introduction

WebLogo is aweb based application designed to make the generation of sequence logos as easy and painless as possible. Click M

here to create your okn sequence logos

Sequence logos are a graphical representation of an amina acid or nucleic acid multiple sequence alignment developed by Torm
Schnelder and Mike Stephens. Each logo consists of stacks of symbols, one stack for each position in the sequence. The overall
height of the stack indicates the sequence conservation at that position, while the height of symbols within the stack indicates the

relative frequency of each amino or nucleic acid at that position. In general, 8 sequence logo provides a richer and more precise "

description of for example, & binding site, than would a consensus sequance

WebLogo Source Code

sl

'1.a0GTCa
CREB1 1 ATGCGTCA
CREB1 2 TGACGTCC
! CREB1 3 TGACGTCA
CREB1 4 TGACGTCA
CREB1 5 CCGCGTCA
CREB1 6 TGACGTCA
CREB1 7 TGACGTCA
CREB1_8 TGACCTCA
s ol L L CREB1 9 TTGCGTCA
e i CREB1 10 TGACGTCT

CREB1_11 TGACGT(STA
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CAGGTTCACTCTGTCACE GCAGCCTCTAACTCC
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 PWM (Position Weight Matrix)

Site 1 A C X R W E A e A
Site 2 A ¢ & &K A A T A A c A
Site3d| T A ¢ ®* A T A& A A A A
Sited | T A ¢ T A T A A A A A
DNA sequences matrix  sites| T e © B3 x & & T T C
ste6| ¢ A A € T A T c T T c
Ste7| ¢ A A © T A T c T T c
Ste8| ¢ T € € T T A € A T c
PV T BT R T B8 7 C@ @ C9n i 92 4% a7
Source bindina sites
1 2 3 4 5 6 1 8 9 10 11 12 13 14
P t f : . A 0 4 4 0 3 T 4 3 5 4 2 0 0 4
osition frequency matrix o B2 B2 BER B! Bl EE P
(PFM) G 2 3 0 0 0 0 0 0 1 0 6 8 5 0
A  EN  EJX ENE B3 EI - BE B

-193 079 079 193 045 150 0/9 045 107 072 0.00 -1.93 193 079
045 -1.93 078 168 -1.93 -193 -1.93 0485 -1.93 -1.83 -1.83 -1.93 0.00 Q.79
D.60 045 -1.93 —193 183 193 193 193 066 183 130 1.68 1.0Ff -1.93
016 066 —1.93 —1.93 10Ffr 066 0.9 000 000 079 193 -1.93 066 —1.93
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ARNT_1
ARNT_2
ARNT_3
ARNT_4
ARNT_S
ARNT_6
ARNT_7
ARNT_8
ARNT_9
ARNT_10
ARNT_11
ARNT_12
ARNT_13
ARNT_14
ARNT_15
ARNT_16
ARNT_17
ARNT_18
ARNT_19
ARNT_28

RN R

MABAB4.1.sites_ARNT:-200-215
HABBB4.1.sites_ARNT:-200-215
MABBOBL.1.sites_ARNT:-208-215
MABBO4.1.sites_ARNT:-200-215
MABBB4.1.sites_ARNT:-193-222
MABBOBL.1.sites_ARNT:-193-222
MABBBY.1.5ites_ARNT:-197-218
MABBBL .1 .sites_ARNT:-195-228
MABBOL.1.sites_ARNT:-196-219
MABBB4.1.sites_ARNT:-195-220
MABBB4L .1 . sites_ARNT :-194-221
MABBB4.1.sites_ARNT:-196-219
MABOB4.1.sites_ARNT:-193-222
MABBBL .1 sites_ARNT:-197-218
MABBBY.1.sites_ARNT :-194-221
MABAB4.1.sites_ARNT:-200-215
MABBOL .1 .sites_ARNT:-200-215
MABBB4.1.sites_ARNT:-200-215
MABBO4.1.sites_ARNT:-200-215
MABBB4.1.sites_ARNT:-194-221

71 o

MABBO4.1.sites_ARNT
MABBB4 .1 .sites_ARNT
MABOBL.1.sites_ARNT
MABOB4.1.sites_ARNT
HABOBY4.1.sites_ARNT
MABOBY4.1.sites_ARNT
MABBB4.1.5ites_ARNT
MABOB4.1.sites_ARNT
MABOBY4.1.sites_ARNT
MABOBY4.1.5ites_ARNT
MABBB4.1.sites_ARNT
MABBB4.1.sites_ARNT
MABOBY4.1.sites_ARNT
HABBBL4.1.sites_ARNT
MABBB4.1.sites_ARNT
MABBO4.1.sites_ARNT
MABOBL4.1.sites_ARNT
MABOBL.1.sites_ARNT
MABOB4.1.sites_ARNT
MABBBL.1.sites_ARNT

CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
AACGTG
AACGTG
AACGTG
AACGTG
CGCGTG

2.69675054227128
2.69675054227128
2.69675054227128
2.69675054227128
8.16194612644868
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PRI = B AL A BlSE £ B
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ARNT_1
ARNT_2
ARNT_3
ARNT_4
ARNT_5
ARNT_6
ARNT_7
ARNT_8
ARNT_9
ARNT_10
ARNT_11
ARNT_12
ARNT_13
ARNT_14

CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG
CACGTG

!9 rand_mon_New Scl MAODD4 1 sites AENT hhht

BEE REED EA0 #E0 SHAH

58
3
52
53
5y
55
56
57
58
59
518
5N
512
513

GGTTTA
TTRACGA
TATGCG
CCTACG
TCTAGE
TGCGAT
TCGAGG
TGACTT
GTAGCG
GCACGT
TATCTG
GGCGTG
TCTTAT
TGCATG

26 2915967653797
28 8461278467017
17 . 5698805841285
2139825770366

28 8461278467017
20.5011180562956
26.20533087304461
23 .6800011857745
21 1442318780875,
26.49565640873599
28.3830912534757
16.39723713087432
26 4956564873599
17 . 5275248559453

B Ttest MADDDA.1 sites ARNT hhh6hhh bet bet - SR35 4
BED REE B0 R SHEI

hun CA._B458638531741
di 69 1986148915567
tri B9 5276945185 M1
tet 183 .22468148513
pen 183 .24690628183

Boomie E8E

WEE REE B0 R A

HABBAs .1 .sites ARNT pen 5 ]
HABBB6.1.sites Ahr-ARNT tet 4
HABBB7 .1.sites Androgen pen c
HABBAY .1 . sites T tet L 11
HABB14 . 1.sites Paxb pen 5 20
HABB17 .1.sites HR2F1  pen L 14
HABB18.2 .sites CREB1 mon 5 8
HABB19.1.sites Ddit3-Cebpa pen c
HAB824.1.sites EZF1 pen 5 8
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