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BAM

Visualisation



Mapping 
Reads vs. reference genome



We can open visualize BAMs directly in genome browser



Mining and visualization by integrating genomic DBs 
 (using ngs.plot.r)

 ngs.plot is a program that allows you to easily visualize your next-

generation sequencing (NGS) samples at functional genomic regions.

Genes

High enrichment

Low enrichment



NGSPLOT analysis
https://github.com/shenlab-sinai/ngsplot

ngs.plot.r -G hg19 -R genebody -C config_file_test.txt -O ngsplot_result -GO km -KNC 10

Usage:

https://github.com/shenlab-sinai/ngsplot/wiki/ProgramArguments101

https://github.com/shenlab-sinai/ngsplot
https://github.com/shenlab-sinai/ngsplot/wiki/ProgramArguments101


Configure file:

config.k4k27.txt

ngs.plot.r -G hg19 -R genebody -L 3000 

-C config.k4k27.txt -O k4k27_km -GO km 

H3K4 vs. H3K27 trimethylation 
on all hg19 genes

Command to use:

Examples



Average profiles

 The configure file

hesc.H3k36me3.rmdup.sort.bam     high_expressed_genes.txt         "High"
hesc.H3k36me3.rmdup.sort.bam     medium_expressed_genes.txt       "Med"
hesc.H3k36me3.rmdup.sort.bam     low_expressed_genes.txt          "Low"

ngs.plot.r -G hg19 -R genebody -C config.hesc.k36.txt -O hesc.k36.genebody 
-D ensembl -FL 300

Command to use

config.hesc.k36.txt

How my genes of interest are enriched on H3K36 ?



replot.r

Use replot.r to re-create plots with already generated data using different parameters. There are a couple of options for you to finetune the figures.

Usage: replot.r prof/heatmap -I input.zip -O name

  

## Mandatory parameters:

    -I  Result zip file created by ngs.plot

    -O  Output name

Demo

replot.r

Gene order algorithms



plotCorrGram.r

Create a corrgram from ngs.plot output files.

Usage: plotCorrGram.r -I ngsplot_output.zip -O output_name [Options]
## Mandatory parameters:
  -I   Result zip file created by ngs.plot.
  -O   Output name
## Optional parameters:
  -M   Method used to calculate row stat.
       mean(default): mean of each row.
       max: max of each row.
       window: mean on center region.
  -P   Options for -M method.
       mean: [0,0.5) - trim value for robust estimation, default is 0.
       window: [0,0.5),(0.5,1] - window borders, default:0.33,0.66.
  -D   Options for distance calculation in hierarchical cluster.
       This must be one of 'euclidean'(default), 'maximum', 'manhattan', 'canberra', 'binary' or 'minkowski'.
  -H   Options for agglomeration method in hierarchical cluster.
       This must be one of 'ward'(default), 'single', 'complete', 'average', 'mcquitty', 'median' or 'centroid'.

Demo



cd /home/elkaoutari/DemoTechGourm

oarsub -I -n ngsreplot -l host=1/core=10,walltime=2

source /home/progs/ngs/ngs_source

# replot.r

replot.r heatmap -I profiles_H3K36_PolII.zip -O profiles_test -GO total -SC -3,3 -CO blue:white:red

replot.r heatmap -I profiles_H3K36_PolII.zip -O profiles_test -GO total -SC -2,2

replot.r prof -I profiles_H3K36_PolII.zip -O prof_H3K36_PolII

replot.r prof -I prof_allGenes_sans_sh.zip -O avgProf_allGenes

# plotCorrGram.r

plotCorrGram.r -I prof_allGenes_sans_sh.zip -O correlogram_all

plotCorrGram.r -I profiles_H3K36_PolII.zip -O correlogram_H3K36_PolII

Demo

Sur Alambic
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