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Genome Preparation : (CDAX T v /(&
EZ5/LICHUT 1 ERFITOSHED
HHFET)

USAGE: bismark_genome_preparation
[options] <path_to_genome_folder>

Sample command :
bismark_genome_preparation --path_
to_bowtie /usr/local/bowtie/ --

verbose/data/genomes/homo_sapiens
/GRCh37/

Alignment :

USAGE: bismark [options]
<genome_folder> {-1 <mates1>
-2 <mates2> |<singles>}

HEIRNIL 40 bp =TIV TDI Y
JIVIVRBERDcHOOT YTV
VR

bismark -q --phred64-quals -n 1 -140

--directional /data/genomes/homo_
sapiens/GRCh37/ s_1_sequence.txt

duplicate &% :

The deduplicate_bismark_alignment_
output.pl EVINILIN—=R T UT RH
FATEFT,

Detection :
USAGE: ./methylation_extractor
[options] <fi lenames>

NFPIVRI7PALIVRAY Y TIVIATIR
methylation_extractor -p --merge_non_
CpG --comprehensive s_1_sequence.txt
_bismark_pe.txt

% methylation computation :

The genome_methylation_
bismark2bedGraph_v3.pl &£L\D
NVIK—ZAOUTROFHTEFX T,

http://www.bioinformatics.bbsrc.
ac.uk/projects/download.html#bismark
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