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•  Accessibility	
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FastQC	
  

FastQC	
  aims	
  to	
  provide	
  a	
  simple	
  

way	
  to	
  do	
  some	
  quality	
  control	
  

checks	
  on	
  raw	
  sequence	
  data	
  

coming	
  from	
  high	
  throughput	
  

sequencing	
  pipelines.	
  

Reference	
  

www.bioinforma+cs.bbsrc.ac.uk	
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cummeRbund	
  

cummeRbund	
  is	
  a	
  visualizaPon	
  

package	
  for	
  Cufflinks	
  sequencing	
  

data.	
  It	
  assists	
  in	
  the	
  analysis	
  of	
  RNA-­‐

Seq	
  differenPal	
  expression	
  analysis.	
  

Reference	
  

h2p://compbio.mit.edu	
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Trackster	
  

A	
  genome	
  browser	
  with	
  the	
  ability	
  to	
  

sample	
  parameters	
  and	
  re-­‐run	
  tools	
  

on	
  specific	
  genome	
  regions	
  

Reference	
  

NGS	
  analyses	
  by	
  visualiza+on	
  with	
  

Trackster,	
  Goecks	
  et	
  al.,	
  Nat.	
  Biotech.	
  

30(11),	
  1036-­‐9	
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Circster	
  is	
  a	
  Circos-­‐style	
  viewer	
  for	
  

rendering	
  genome-­‐wide	
  data.	
  

PosiPon-­‐based	
  data	
  is	
  laid	
  out	
  in	
  

concentric	
  circles	
  represenPng	
  

chromosome	
  posiPons.	
  

Reference	
  

Web-­‐based	
  visual	
  analysis	
  for	
  high-­‐

throughput	
  genomics,	
  Goecks	
  et	
  al.,	
  

BMC	
  Genomics	
  2013,	
  14:397	
  

Circster	
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Charts	
  

An	
  interface	
  for	
  a	
  range	
  of	
  common	
  

visualizaPon	
  types	
  i.e.	
  bar	
  diagrams,	
  

pie	
  charts,	
  scaWer	
  plots,	
  heat	
  maps	
  

and	
  others.	
  	
  

Reference	
  

•  www.nvd3.com	
  

•  www.jqplot.com	
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Charts	
  

Customiza(on	
  

VisualizaPons	
  can	
  be	
  customized	
  and	
  

data	
  columns	
  can	
  be	
  associated	
  from	
  

tabular	
  datasets.	
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Examples	
  

In	
  principal,	
  Charts	
  is	
  parsing	
  data	
  

from	
  Galaxy	
  to	
  3rd	
  party	
  plugins.	
  

Open-­‐source	
  libraries	
  

•  www.nvd3.com	
  

•  www.jqplot.com	
  

	
  

Charts	
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Charts	
  

Clustered	
  Heat	
  Map	
  

If	
  a	
  plugin	
  is	
  unavailable,	
  custom	
  

visualizaPon	
  types	
  like	
  this	
  heat	
  

map	
  here	
  can	
  be	
  added.	
  Charts	
  is	
  

able	
  to	
  pre-­‐process	
  large-­‐scale	
  data	
  

behind	
  the	
  scenes.	
  

Protein-­‐Protein-­‐Interac(on	
  data	
  

www.bacteriome.org	
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deepTools	
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deepTools	
  

A	
  suite	
  of	
  user-­‐friendly	
  

tools	
  for	
  the	
  

visualizaPon,	
  quality	
  

control	
  and	
  

normalizaPon	
  of	
  data	
  

from	
  deep-­‐sequencing	
  

experiments.	
  

Reference	
  

Ramírez	
  et	
  al.	
  deepTools:	
  a	
  flexible	
  plaXorm	
  for	
  

exploring	
  deep-­‐sequencing	
  data.	
  NAR,	
  2014	
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deepTools	
  

Heat	
  Map	
  and	
  Line	
  Plots	
  

Heat	
  maps	
  of	
  gene	
  expression	
  and	
  

CpG	
  methylaPon	
  of	
  gene	
  bodies	
  and	
  

flanking	
  regions	
  (±5 kbp)	
  with	
  

differenPal	
  methylaPon	
  in	
  neonatal	
  

and	
  adult	
  cardiomyocytes	
  versus	
  ES	
  

cells.	
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