
bilille – DNA-seq – 2019 (H. Touzet)

Alignment with
bowtie2

GRCh37_region1.fasta

150 000nt, chr20



Alignment with BWA



Read file: tweak_single_end.fq

Three reads, single-end
Same reference: GRCh37_region1.fasta

Default parameters

How many alignments do you find ?

Playing with options of Bowtie2



4 /

Option -a (all alignments)



Sensitivity



End-to-endmode versus local mode



Concordant/discordant (paired reads)

concordant_discordant1.fq
concordant_discordant2.fq

Read 1 (2x180nt): 19861 + / 20161 +
Read 2 (2x180nt):  29341 + / 29641 -
Read 3 (2x180nt):  42301 + / 50401 -
Read4 (2x180nt):               / 149341 +


