
GATK has a ton of steps to call potiental de novo snps 
My scripts can be found at /scratch/Workshop/SR2019/8_GATK/reseqscripts/ 
 
Step 1: Map with the GATK genome and the read groups marked 

 

 
 
Step 2 
Mark duplicates (requires data sorted by picardtools) 



 

 
 
Step 3  
Realign and base recalibrate 



 

 
 
Step 4  
Create a gvcf for each person 



 
 
Step 5  
Merge the family 
Step 6 
Call snps (at a specific tranch) 
Step 7 
Call indels (at a specific tranch) 
Step 8 
Label potential de novo snps and indels (warning--- this is generally over calling) 


