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• ChromaƟn Immuno-PrecipitaƟon sequencing (ChIP-seq) and related methods are becomming widely used.
• With lowered sequencing costs and kits for sample preparaƟon, data analysis and comprehension has become the limiƟng factor for feasibility.
• Genome browsers are popular tools for visualizaƟon of individual loci, but offers limited means for genome-wide abstracƟon.
• Comprehensive, integrated, and user-friendly tools with ample visualizaƟon and data-interacƟon will improve comprehension and democraƟze analysis.
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An interac ve environment for agile analysis and visualiza on of ChIP-sequencing data

On-screen plots

Output: Figures + autogenerated legends
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Calculate “Phantom peak coeffici-
ent” to measure dataset quality

IdenƟfy peaks - regions with an
enrichment of signal in a dataset 
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datasets
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Simple line plot showing ave-
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• Graphical user interface
• Point and click with pervasive visualizaƟon
• Runs on an ordinary Windows PC
• Self-contained
• VersaƟle
• Free

• Build up figures that link to genomic loci.
• Organize data into exchangeable session
 files       that Ɵes raw data       to plots     .
• Fully integrated tools       accellerates work.
• Limits file -reformaƫng and -export.

• EaSeq automaƟcally records each step     .
• Exported figures       can be enumerated
• Autogenerated legends and methods
 are exported along.

• Loci from heatmaps       or  plots       can
 be visualized in other plots and tracks     .
• Subsets of regions can be gated into new
 sets     .
• Lists       and heatmaps       can be used to
 inspect individual loci ensuring that inter-
 pretaƟons match underlying signals     .
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ReproducƟon of 34 ChIP-seq figures from Barski et al.,
Cell, 129, 4, 2007, done in half an hour showing EaSeq’s
speed and versaƟlity.

Peak-finding, annotaƟon, randomized controls, and co-
localizaƟon of β-Catenin signal in hES cells. Funa et al.,
Cell Stem Cell, 16, 2015

IntegraƟon of RNA-seq and histone ChIP-seq data and
idenƟficaƟon of interesƟng transcripts from parkinsonian
mouse striatum. Sodersten et al., PLoS Genet, 10, 9, 2014

QuanƟtaƟon and
large-scale visuali-
zaƟon of 74 data-
sets from mES
cells at CpG-
islands.
Unpublished
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Meta-analysis and
in silico screening of all
ChIP-seq datasets (n=906)
from mES cells for
factors associated
to Suz12 recruitment.
Unpublished

EaSeq Applica ons

Made for bioscien sts

Tightly integrated

Autodocumen ng

Highly interac ve

Comprehensive toolset
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