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EXAMPLE 1: Bacterial Genome Resequencing 

•  Solexa sequencing of MGAS2109 

•  33 base reads 

•  8,951,600 reads total 

•  160.12x coverage of primary reference genome (MGAS5005) 
•  Perfect matches: 44.57%     1‐mismatches: 9.56% 

MGAS2109 Mapping on MGAS5005 

Step 1: Mapping Reads To Reference Genome 



•  4,091,801 (45.87%) reads were ≥2‐mismatches from primary reference 

•  Secondary references: MGAS10270 

Remaining Reads Mapped To MGAS10270 

EXAMPLE 1: Bacterial Genome Resequencing 
Step 2: Mapping Reads To Reference Relatives 



Not found 

Not found 

EXAMPLE 1: Bacterial Genome Resequencing 
Step 3: Assembling Short Reads 



EXAMPLE 2: Detection of unknown virus 

Step 1: Mapping reads (RNA) to the host genome 



EXAMPLE 2: Detection of unknown virus 

Step 2: Identifying reads UNIQUE to the infected sample 

Normal  Infected 



EXAMPLE 2: Detection of unknown virus 

Step 3: Assembling reads unique for infected sample and identify (if possible) 
 homologues in GenBank. 



EXAMPLE 2: Detection of unknown virus 

Step 4: Mapping all reads to identified homologues 
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