PutGaps: DNA Gapped File from Amino Acid Alignment

To run this application, the java runtime environment (JRE) or standard development kit (SDK) is needed. These can be downloaded from either http://java.sun.com/downloads/ or http://www.apple.com/java/.  

PutGaps is a program designed to conserve codon positions in a nucleotide alignment. It takes as its input, nucleotide and amino acid files. The amino acid files must be aligned. Input files, both nucleotide and amino acid must be in either GDE or FastA format. 

The application is usually placed in the same directory as the files that it is using. However, if the user knows the pathway between the directory containing the input files and the directory containing the application, they can type this in the command window when running PutGaps from the directory containing the input files, for example “java –cp [directory-pathway] PutGaps”.

Open a terminal  / MS-DOS window and go to the directory that contains the input files. In the window, type either “java PutGaps”, if the application is in the same directory, or “java –cp [directory pathway] PutGaps, if the application is not in the same directory. “[directory pathway]” is the route from the directory containing PutGaps to the input files, or example /usr/local/software/ etc.

The user is asked if they wish to enter files manually or as a file of filenames. If entering files manually, the first file(s) to be entered are the nucleotide files. After this, it is the amino acid files. These files must be entered in the same order (nucleotide file 1 is the equivalent to amino acid file 1 etc.). If the files are entered as a list of filenames, the first file is the nucleotide file. Again, the filenames in these two files must be in the same order. The application will close itself once all input files have been accessed or until an error is found.

