TEpeak

Example: 

TEPeak –format BED -t ChIP1.bed ChIP2.bed -c Ctl1.bed Ctl2.bed –tinput  input1.bed --cinput input2.bed -s hg

Parameters:

required:

              -t, --treatment    treatment sample [treatment sample ...]

              -c, --control        control sample [control sample ...]       

              --tinput               treatment input

              --cinput              control input

              -s, --species       species : hg (Human hg19), mm (Mouse            mm9), dm (Drosophila melanogaster  dm3)

              --format              file format BAM or BED. DEFAULT: BAM

optional:

              -r, --step             step size. DEFAULT: 100

              -a, --auto            auto detect shiftsize. DEFAULT: False

              -d, --diff              require differential analysis

              -g, --gap             maximum allowed gap. DEFAULT: 1000

              --minread           minimal reads of a peak. DEFAULT: 5

              --project             name of this project. DEFAULT: TEpeak_out

              -f, --fragsize       fragment size. DEFAULT: 200

              -p, --padj            p-value cutoff. DEFAULT: 1e-5

              -n, --norm          normalization method : sd (library size), bc (bin

 correlation). DEFAULT: sd

              --lmfold              lower bound of fold change for modeling shipsize. DEFAULT: 10

              --umfold             upper bound of fold change for modeling shiftsize. DEFAULT: 30

              --wig                  output peaks in wiggle format (normalized to 10 million reads in total)

              -h, --help            show this help message and exit

Summary

This tool takes into ChIP-seq genome alignemnt files (BAM or BED) from either one or two sets of libraries (e.g., treatment vs control, with/without replicates), identifies peaks by taking into account multi-reads. It  is also able to compute differentially enriched peaks when two sets of libraries are available.

Input files

Genome mappings

The genome mapping files must be in BED or BAM format .The input file must either be unsorted (raw output from mapping programs) or sorted by read name. In order to capture most transposable elements through genomic mapping, we recommend allowing a maximum of 100 alignments per read. ChIP Input library is required for better estimation of the background control. 

Normalization methods

          It supports two normalization methods: library size and bin correlation.

Output files

Peak table (project name_peaks.xls)

This is a table containing identified peaks with p-value less than user defined threshold and read counts greater than or equal to [--minread]. 

Normalization factors (project name .norm)

This is a text file containing normalization factors used for each sample.  

Sample correlation plot (.png)

A set of pairewise sample corrlation plots will be generated if bin correlation method was used. 

Peak differential analysis (.diff)

When [--diff] is set, differential peak ananlysis will be carried between treatment samples and control samples, and the results will be ouput to this tab-deliminated text file. 

