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STEP 1: PREPARE WHOLE GENOME SEQUENCING DATASET 
 

1.1 Check the dataset ERX009608 at the European Nucleotide 
Archive 
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1.2 Download all the runs in the dataset through FTP 

 
 
Table 1. List of runs in each Illumina WGS datasets 
Samples  Study ERP  ERX Runs
NA18507  ERP000460  ERX009609  ERR024163‐ ERR024186 
NA18508  ERP000459  ERX009608 ERR024139‐ ERR024162 
NA18506  ERP000461  ERX009610 ERR024201‐ ERR024200 
NA12891  SRP000032  ERX000172  ERR001785‐ ERR001793 
NA12892  SRP000032  ERX000174  ERR001827‐ERR001868 
NA12878  SRP000032  ERX000170  ERR001698‐ERR002356 

1.3 Download the HNATyping package from Sourceforge.net 
https://sourceforge.net/projects/hnatyping/files/ 

 
 

1.4 Check the HNATyping package: (4 files) 
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STEP2.  FILTERING READS BY WGSREADFILTER 
 

2.1 Open the template file:  

 

2.2 Open the program: WGSReadFilter.exe 
 

 
 

2.3 Paste the DNA templates 
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2.4 Select the directory for the entire WGS dataset 
 

 
 

2.5 Set the output file 
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STEP3: GENOTYPING BY WGSHNATYPING 

3.1 Open the fitered reads file 
 

 
 

3.2 Typing result 
 

 
 

3.3 Check the output files 
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3.4 Open the allele coverage file (.TXT) 
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3.5 Open the read alignment file (.ACE) 
 

 
 

3.6 Check the allele loci 

 


