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· Genotype file format

The genotype file has one header line describing the columns. The first column contains the SNP name and all other columns contain genotypes. The columns are tab-delimited.

General:

SNP_name
sample1
sample2
sample3
sample4

The genotypes must be coded A or AA for homozygote on the first allele, B or BB for homozygote on the second allele and AB for heterozygote. The sample IDs in the columns header are either identical with the sample ID in the "pedfile.pro" or, when containing several "_", then the ID after the second "_" will be interpreted as sample ID. 

Example:  

TSC ID
CBE_EX1_2212_140503_Xba131_Call
CBE_EX1_2213_140503_Xba131_Call

tsc0000111
AA
AB
...

tsc0000112
BB
AB
...

tsc0000256
AB
AB
...

...

or 

TSC ID
2212
2213

tsc0000111
AA
AB
...

tsc0000112
BB
AB
...

tsc0000256
AB
AB
...

...

In the example 2212 and 2213 are the sample IDs, which are combining the genotypes with the pedigree structure. When the GDAS3.0 genotype outfile is used, the first line containing the name "Mapping Analysis" has to be removed as well as all columns which are not the SNP names or genotypes.

· Pedigree file format

The pedigree file has the standard linkage format. Columns are whitespace-delimited. Alohomora reads the first 6 columns, additional columns are allowed.

The signs # and * comment out a line.

General: 

FamilyID  SampleID  FatherID  MotherID  Sex  Affection

Example:

1    401       0       0    1    1

1   2737       0       0    2    1

1   2738     401    2737    2    1

1   2212     401    2737    2    2

1   2213     401    2737    1    2

1   2739     401    2737    1    1

1   2740     401    2737    1    2

In the current version Alohomora does not handle liability classes, since it was designed for a quick analysis of monogenic traits. Alohomora allows the sample IDs to be alpha-numeric and contain the signs "-" and ".". Programs, which use the Mendel, format like CriMap, Mendel and Simwalk2 are restricted to numerical IDs. If users plan to use these programs, then the sample ID in the pedfile should be compatible with those programs. The pedigree file must have the name "pedfile.pro" and must be located in the same folder as the genotype file.

· Genetic map file format

The first line in the genetic map file is a header line describing the tab-delimited columns. The first 4 columns are:

1. Chromosome

2. SNP name

3. Genetic position

4. Physical position

5. …

Additional columns are allowed. The signs # and * at first character in a line will comment out this line. This file must be sorted by 1) chromosome and 2) genetic position.

· Allele frequency file format

The first line in the allele frequency file is a header line and will be skipped by Alohomora. The first two columns are:

1. SNP name

2. Frequency of allele A

Additional columns are allowed; the columns are whitespace-delimited. Missing values for the allele frequency are either indicated by “---“ or the complete line must be removed from the dataset. Alohomora will insert equal distributed allele frequencies (0.5,0.5) for missing values when creating the linkage datain file.

Combining SNP names

The SNP name in the genotype file (column 1), the genetic map file (column 2) and in the allele frequency file (column 1) must be the same, either a TSC-number, a Affymetrix SNP ID or the rs-number. In the Affymetrix SNP annotation files not all SNPs have an rs-number, therefore I provide one set of files with the TSC-number (Xba131) and one set with the Affymetrix SNP ID (Xba142). 

