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[Wilbanks and Facciotti, PLoS ONE, 2010]
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Program PSPPSR E )
i * conditional
CisGenome | 28 | 1.1 [ X X X X X X SR e
Minimal ChipSeq
16 |12.0.1
Peak Finder 6120 X X 2
chromsome scale
- 27 | 3.1
E-RANGE 3 X X X X Poisson dist.
MACS| 13 |1.3.5 X X X X local Poisson dist.
QuesT| 14 | 2.3 X X X X chrorpsome §cale
Poisson dist.
HPeak| 29 | 1.1 X X X Hidden Markov Model
Sole-Search | 23 | 1 X | X X X X One sample t-test
conditional
21 11.01
PeakSeq 0 X X X binomial model
SISSRS| 32 | 1.4 X X X
spp package 3117 '
(wtd & mtc) ' X X X X X
Generating density Peak Adjustments w. Significance relative to
profiles assignment control data control data

X* = Windows-only GUI or cross-platform command line interface

X** = optional if sufficient data is available to split control data
X' = method exludes putative duplicated regions, no treatment of deletions
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UCSC genome browser

s BDT—2%7yJA—KLTERA7/T—
93‘/&tb$§ﬂﬁ'€.

Window Position Human Mar. 2006 (NCBI36/hg18) chr1:201,859,716-202,015,599 (155,884 bp)
Scale 50 kb} i
chr1: 201900000l 201950000l 202000000l
ENCODE (amﬂc h rw'mua\ Gene Ann atigns (le er +2).(Oct 2009)
ATP2B4  Bmmmmmmmmmmmmmmmomomoee - TR RS B i Tttt e = LAX1 =
AL513343.1m ATP2B4 === - +P-----I+H——+———4 ————— » LAX1 #=——{H-¥
ATP2B4 |--+H LAX1 1-{-jm
ATP2B4
ATP2B4 I---I-----i
ATP2B4 1 {- ==
In(x+1) 3 _ ENCODE Transcription Levels Assayed by RNA-seq on 6 Cell Lines

Transcription
0 | Ml A
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0 . d
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0
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[Raney et al. Nucl. Acids Res. 2011]
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* http://www.ncbi.nlm.nih.gov/RefSeq/
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<binding site> all: 1093, genic: 899, promoter: 621, downstream: 39, intergenic: 296

<gene>
name
C5orf34
MRPL13
CBY1
MRPL54
GINS3
SNRPA
AIDA
NEDD8
CCT4
CCNB1IP1
KCNH6
ERLIN1
RPRD2
ZNF546
RPL7L1
GGPS1
NR3C1
PIK3C3
CCT5
NQO2
SEC24C

chromosome type

5 protein coding
8 protein coding

22 protein coding

19 protein coding
16 protein coding
19 protein coding
1 protein coding
14 protein coding
2 protein coding
14 protein coding
17 protein coding
10 protein coding
1 protein coding
19 protein coding
6 protein coding
1 protein coding
5 protein coding
18 protein coding
5 protein coding
6 protein coding
10 protein coding

description

Uncharacterized protein C50rf34 [Source:UniProtKB/Swiss-Prot;Acc:Q96MH7]

mitochondrial ribosomal protein L13 [Source:HGNC Symbol;Acc:14278]

chibby homolog 1 (Drosophila) [Source:HGNC Symbol;Acc:1307]

mitochondrial ribosomal protein L54 [Source:HGNC Symbol;Acc:16685]

GINS complex subunit 3 (Psf3 homolog) [Source:HGNC Symbol;Acc:25851]

small nuclear ribonucleoprotein polypeptide A [Source:HGNC Symbol;Acc:11151]

axin interactor, dorsalization associated [Source:HGNC Symbol;Acc:25761]

neural precursor cell expressed, developmentally down-regulated 8 [Source:HGNC Symbol:Acc:7732]
chaperonin containing TCP1, subunit 4 (delta) [Source:HGNC Symbol;Acc:1617]

cyclin B1 interacting protein 1 [Source:HGNC Symbol;Acc:19437]

potassium voltage-gated channel, subfamily H (eag-related), member 6 [Source:HGNC Symbol;Acc:18862]
ER lipid raft associated 1 [Source:HGNC Symbol;Acc:16947]

regulation of nuclear pre-mRNA domain containing 2 [Source:HGNC Symbol:Acc:29039]

zinc finger protein 546 [Source:HGNC Symbol;Acc:28671]

ribosomal protein L7-like 1 [Source:HGNC Symbol;Acc:21370]

geranylgeranyl diphosphate synthase 1 [Source:HGNC Symbol;Acc:4249]

nuclear receptor subfamily 3, group C, member 1 (glucocorticoid receptor) [Source:HGNC Symbol;Acc:7978]
phosphoinositide-3-kinase, class 3 [Source:HGNC Symbol:Acc:8974]

chaperonin containing TCP1, subunit 5 (epsilon) [Source:HGNC Symbol;Acc:1618]

NAD(P)H dehydrogenase, quinone 2 [Source:HGNC Symbol:Acc:7856]

SEC24 family, member C (S. cerevisiae) [Source:HGNC Symbol;Acc:10705]



G R EAT (http://great.stanford.edu/public/html/)
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GREAT predicts functions of cis-regulatory regions.

Many coding genes are well annotated with their biological functions. Non-coding regions typically lack such annotation. GREAT assigns
biological meaning to a set of non-coding genomic regions by analyzing the annotations of the nearby genes. Thus, it is particularly useful in
studying cis functions of sets of non-coding genomic regions. Cis-regulatory regions can be identified via both experimental methods (e.g.
ChIP-seq) and by computational methods (e.g. comparative genomics). For more see our Nature Biotech Paper.

News
e Apr 3, 2012: GREAT version 2.0 adds new annotations to human and mouse ontologies and visualization tools for data exploration
e Feb 18, 2012: The GREAT forums are released, allowing increased user-to-user interaction

More news items
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— Transfac (B #})

— http://www.gene-regulation.com/puty/databaseshitm| == = e w il

(f51: CTCF motif)

™ T T ™ ™ - ™

TRANSFAC motifs
Adipocyte-specific FAIRE peaks Preadipocyte-specific FAIRE peaks

Enrich- Enrich-

" Corrected  ment " Corrocted  ment
Motif Name p-value Ratio Logo Motif Name value Ratio Logo
(Ad/pAd) (Ad/pAd)
M00193 NF-1 7.9€-27 1.60 . T c M00925 AP-1 1.1E-221 0.07 T A
1 Cxed

CTF1 ’
Mmotos  GIFL siE22 1S TCA CCAA M00495  Bachi  12E-183  0.09 ATATCAJ ‘

MO1100 LRF 2.6E-20 1.65 . M00037 NF-E2 2.3E-84 023
) CT0ASTEA.

Mo0szs  PPAR  27E42 214 . CM .TQ\ MOO769  AML 18615 08 . TT Tx.

HNF4

moto31  ly  39EG8 208 - o oludl o MOTI0S  TEF  27E43 044 - ACATTCCIO p
- TCF11:Maf ™
M01772  CEBP  17E07 269 - M00264 52642 030
ATTTQV--.-AA- ¢ ‘I bl
M00109 C/EBPbeta 3.1E-07 151 C TT AA M00115 Tax/CREB  2.2E-06 047 AT Ac CAIAM
ool Te. vl i
USFTcta A I
Mootz o ee  GIEOT 182 ~CAC T . M01080  CBF  1.1E05 050 - lls
M00491 MAZR 21E-05 1.29 . M01666 STAT4 3.6E-02 0.59 HQ; A AA gA
WAL %

[Waki et al., PLoS Genetics, 2011]
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[Day et al., Genome Biology, 2010]
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ChIP-seqT—2DT—FN—X

* Gene Expression Omnibus (GEO)
— http://www.ncbi.nlm.nih.gov/geo/
—-IVEVT T—R2 wigT—3. E—VRNMNIEE
I
 The Sequence Read Archive (SRA)
— http://www.ncbi.nlm.nih.gov/Traces/sra/
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