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ALOHOMORA comes with ABSOLUTELY NO WARRANTY

Caution: Alohomora, the Perl-scripts and the batches will delete w/o asking previously generated files with the extensions *.ps, *.out, *.plt, *.gp and some other temporary files either in the current working directory or in all chromosome subfolders. Don’t execute the scripts in folders where you want to save the results. 

Alohomora Utilities

In all scripts with the extension *.bat the path must point to the install directory of the Perl Scripts

(Example: If the installation directory of  merlin_npl.pl is C:\bat then the command line in merlin_npl.bat is “perl C:\bat\merlin_npl.pl”). If the install dir is not C:\bat, then in all batches the path in the command line has to be adjusted. 

Data Conversion, Quality Control and Linkage Analysis

affy.bat
Alohomora.pl

# 10K Array Quality Control and DataConversion



Alohomora.exe

Merlin 
(no moving window)

merlin_start.bat

# Starts a) Merlin (with error detection on), 

# b) pedwipe and c) Merlin (with haplotyping on)







# for all chromosomes

merlin_npl.bat
merlin_npl.pl

# genome wide plot Zmean/LOD*  

wiped_npl.bat
wiped_npl.pl

# genome wide plot Zmean/LOD*

# (pedwipe) unlikely genotypes deleted

Genehunter
(with moving window only)

gh_start.bat

# Starts the Genehunter scan (created by Alohomora in the gh-directory)

gh_errors.bat

gh_errors.pl

# Check for Genehunter errors and warnings

gh_snp_lod.bat 
gh_snp_lod.pl

# genome wide plot of Genehunter LOD score







# total stat 

gh_snp_hlod.bat 
gh_snp_hlod.pl
# genome wide plot of Genehunter HLOD







# total stat het

gh_snp_npl.bat
gh_snp_npl.pl

# genome wide plot of Genehunter NPL (Zscore)







# total stat

gh_snp_info.bat
gh_snp_info.pl
# genome wide plot of Genehunter Information Content 







# total stat

gh_snp_fam_lod.bat 
<fam_nr>

# genome wide plot of LOD score for one family

gh_snp_fam_lod.pl


gh_snp_fam_npl.bat
<fam_nr>

# genome wide plot of NPLscore for one family gh_snp_fam_npl.pl

Allegro
(with or w/o moving window)

allegro_start.bat
allegro_start.pl
# Starts Allegro for all chromosomes 







# no subsets of markers

allegro_scan_start.bat allegro_scan_start.pl  # Starts Allegro with a Moving Window, 

  # sets of markers on each chromosome

allegro_lod.bat
allegro_lod.pl

# genome wide plot of LODscore with Gnuplot







# for scans with or w/o moving window

Simwalk2
(with moving window only)

mega2sw_lod_start.sh
# Unix shell script to start Mega2 and Simwalk2 (LODscore)





# Created by Alohomora in the mega2 folder

sw_snp_lod.bat
sw_snp_lod.pl

# genome wide plot of LODscore with Gnuplot

Example: 

1. Execute Genehunter analysis over all chromosomes with the start script “gh_start.bat” in the genehunter-folder (e.g. C:\example3\gh_200\)

Open a CMD command tool and type:

c: 

cd example3\gh_200

gh_start

2. After Genehunter has finished, check for GH errors, plot the LOD score over all families and for family 2 only. Type in the CMD command tool:

gh_errors


# Extracts errors and warnings out of all Genehunter outfiles

gh_snp_lod


# Plots the genome wide LOD score of all families (total stat) 
gh_snp_fam_lod 2

# Plots the genome wide LOD score of family 2  only

