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Long Read Sequencing of SK-BR-3 

SKBR3             chromosomes Long read PacBio sequencing of SK-BR-3 breast cancer cell line 
•  Her2+ breast cancer is one of the most deadly forms of the disease 
•  SK-BR-3 is one of the most important models, known to have widespread CNVs 

•  Currently have 72x coverage with long read PacBio sequencing (mean: ~10kbp) 
•  Analyzing breakpoints in an attempt to infer the mutation history, especially around HER2 

(Navin et al, 2011) (Wen-Sheng et al, 2009) 

In collaboration with McCombie (CSHL) and McPherson (OICR) labs 



Structural variant discovery with long reads 
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#Available#today#under#the#Toronto#Agreement:#
•  Fastq(&(BAM(files(of(aligned(reads(
•  Interac[ve(Coverage(Analysis(with(BAM.IOBIO(
•  Whole(genome(assembly(

(

#Available#soon#
•  Whole(genome(methyla[on(analysis(
•  Full(length(cDNA(transciptome(analysis(
•  Comparison(to(single(cell(analysis(of(>100(individual(cells(

hbp://schatzlab.cshl.edu(



Genomic Futures? 
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Understanding Genome  
Structure & Function 

Reference quality genome assembly is here 
–  Driven by new technologies for long read sequencing 
–  Provide us new insights into the origins of disease,  
     the stages of development, and the forces of evolution 

 

Focus on population analysis 
–  Large scale sequencing of many individuals, many cells, & many assays 
–  Shift from relatively straightforward analysis of protein coding changes 

into more and more subtle signals across the genome and environment 
–  Informatics is the key for integrating these data all together 

 
 
 
 

Ultimately the discoveries will come from 
the next generation of students and researchers!
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