Convert

CONVERT input file

1) first line (Excel cell A1) = brief description of data file (Ex: microsats for 5 populations)

2) second line (cell A2) = # of populations (Ex: npops = 2)

3) third line (cell A3) = # of loci (Ex: nloci = 10)

4) fourth line = names of loci used (in order) – locus names cannot contain spaces

5) each population starts with “pop = pop_name” (Ex: pop = PLU)

6) each individual in a population has a unique name – individual names cannot contain spaces

7) after an individual’s name, the DIPLOID genotypes are given – alleles must  be in numeric form (two alleles at each locus) – missing data indicated by ?

8) save the file as type ‘Text (Tab delimited)(*.txt)’

9) view the file you’ve made in Notepad or Wordpad to make sure columns are aligned properly

* underscores may be used in place of spaces in locus and individual names

* CONVERT will also read files that are in GenePop format

* CONVERT will only perform format conversions on DIPLOID, CO-DOMINANT data

A. Creating input files for population genetic software programs

File Conversion for Whichrun:

Data should be provided in simple ASCII format, as required for genepop.

1. Follow directions for MS Tools.

2. Select ‘genepop’ format

3.   Save as ‘Text file’.

Now you are ready to upload into Whichrun

1. Select either baseline or unknown file (whichever is appropriate)

2. Choose text file

3. Click “open”

4.   Data window will open in whichrun

File Conversion for SPAM

Data should be provided in simple ASCII format, as required for genepop.

1. Follow directions for MS Tools.

2. Select ‘genepop’ format

3.   Save as ‘Text file’.

Now you are ready to upload into SPAM

1. Go to “ commands”

2. Select either ‘Open’ or ‘Run Spam’

3. Select your text file

4. Click ‘Open’

5. Data will be processed.

Whichrun will also prepare allele frequency data for Spam. 

1. Follow above directions

2. Under ‘Spam Preparation’, Click ‘allele frequencies’

3. Data window for Spam will open.

File Conversion for Geneclass

Data set must be in either ASCII (as per genepop), genetix, or FSTAT.

1. Follow directions for MS Tools

2. Select format you prefer

3. Save as ‘Text File’

Now you are ready to upload into Geneclass

1. Select ‘open’ button for either ‘Reference Population’ or ‘Samples to be Assigned’

2. Find saved text file

3. Click ‘open’ 

4. Data window will open in Geneclass

File conversion for GDA and Popgene: 

1) Files can be in excel spreadsheet (the locus name should only appear over one of the two allele columns (for diploid data)) → save as Text (Tab Delimited) → open in Notepad or Wordpad to make sure all columns are aligned.

2) Open CONVERT → File → Load Data File → Select CONVERT input data file             format → Select GDA (nexus format .nex) or Popgene (.dat) → type name of GDA or Popgene file you want to create

3) If conversion is successful, a message should appear “Conversion was successful.  Would you like to perform another conversion of the same data file?”  If you want to convert the data set to another format, click yes.  If you want to format a different data set, click no and proceed with the new data set from step 1.

File conversion for Microsat:

1)  Files can be in excel spreadsheet (the locus name should only appear over one of the two allele columns (for diploid data)) → save as Text (Tab Delimited) → open in Notepad or Wordpad to make sure all columns are aligned.

2) Open CONVERT → File → Load Data File → Select CONVERT input data file → Select Microsat (.mst) → Select if you want the taxa to be defined as populations or individuals → Choose the appropriate data option for allele sizes (# nucleotides or # repeats) → type name of Microsat file you want to create

3) If conversion is successful, a message should appear “Conversion was successful.  Would you like to perform another conversion of the same data file?”  If you want to convert the data set to another format, click yes.  If you want to format a different data set, click no and proceed with the new data set from step 1.

File conversion for Arlequin:

1) Files can be in excel spreadsheet (the locus name should only appear over one of the two allele columns (for diploid data)) → save as Text (Tab Delimited) → open in Notepad or Wordpad to make sure all columns are aligned.

2) Open CONVERT → File → Load Data File → Select CONVERT input data file → Select Arlequin (.arp) → Choose standard or microsat data → type name of Microsat file you want to create

3) If conversion is successful, a message should appear “Conversion was successful.  Would you like to perform another conversion of the same data file?”  If you want to convert the data set to another format, click yes.  If you want to format a different data set, click no and proceed with the new data set from step 1.

File conversion for NEWPAT:

1) Files can be created in Excel.  The first line (cells A1, B1, C1) contains 3 numbers: the number of samples, number of columns, number of loci.

2) Each line contains data for a single sample: column 1 = sample name (< 8 characters), column 2 = type of individual (“O” =  offspring, “A” = adult), column 3 = gender (“M” = male, “F” = female), column 4 = sample location in data set (ex: microtitre plate well reference)

3) Two separate files are needed to operate NEWPAT: 1) mother-offspring file 2) male file – separate the Excel file you’ve created into two Excel files: one containing mothers and offspring and another containing potential fathers.

4) Save the worksheet as a comma delimited file (csv) – IMPORTANT: do not reopen the dat file once it is created – this can cause characters to be added to the front of the file which will cause NEWPAT to abort.

File conversion for CERVUS:

1) Genotype file can be created in Excel.  The first line can be a comment line, contain column headings, or be the first line of genotype data.  CERVUS can read locus names up to 20 characters.  They should be written as Locus1a, Locus1b, Locus2a, Locus2b, etc.

2) Each line of data can contain general information before the alleles (Ex. ID, sex, year of birth, etc).  The program will ask you which is the first column with genotype data and how many loci are in the file. 

3) The file can be saved as a comma delimited file (.csv) or saved in excel.

File Conversion for FSTAT and DISPAN:

1) Files should be in excel spreadsheet, ready to be converted by Microsatellite toolkit.

2) Microsatellite toolkit ( Microsatellite toolkit ( Select correct data format (2 column in this case)( It will ask you things about # loci and such, click ok ( FORMAT OPTIONS( click on FSTAT and DISPAN, then click GO!

3) Two new worksheets will be formed, labeled FSTAT and DISPAN

4) To get these worksheets converted to files, go to Microsatellite toolkit ( Save sheet as textfile

a. For FSTAT save the file as a .dat extension

b. For Dispan, save as text

5) Now you are ready to upload the data files into FSTAT and DISPAN

File Conversion for STRUCTURE:

1) The spreadsheet should have 2 or 3 major “columns”

a. The first column should be the individual ID, and string of numbers and letters. This column should not have a header

b. The second column (optional) can have a population designation for each individual

c. The third- infinity columns will contain the genotype data. 

i. Put the data in a two column format, and only label the first column of each loci with a header

2) In case you have missing data for some individuals, put a -9, in those spaces.

3) Save as a text file

4) You are ready for Structure.

File conversion for PHYLIP and STRUCTURE (Alternative to above) using CONVERT:

1) Having already used Microsatellite toolkit to convert your dataset to a Genepop format (saved as a textfile), you are ready to go.

2) Click on the CONVERT.EXE file in the Convert folder

3) Go to File ( Load Data File

4) It will give you the option of inputting a Convert file or a Genepop file, in this case, click on the Genepop button

5) Browse to the file you want

6) The program will upload it and will show you a glimpse of what it looks like, if it looks ok, then click OK.

7) You can only format one type of file at a time, but you have all of these options: GDA, Genepop, Arlequin, Popgene, Microsat, Phylip, Structure and it can calculate allele frequencies.

8) Pick your file type, click OK, save it to the appropriate folder and be on your merry way!

