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HW6 Questions?



Input files:
Read count file:
 chromosome (should stay const)
 position
 # of reads

Score file:
 scores, D and S



D-segments



D-segments



Read mapping

Different tools for different needs!

•  Short read DNA aligners (BWA, Bowtie2)
•  Long read DNA aligners (Minimap2)
•  RNA-seq aligners (HISAT2, STAR)
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File Formats: SAM

https://learn.gencore.bio.nyu.edu/ngs-file-formats/sambam-format/



IGV Demo!


