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Im Internet verfugbaren Programme. Dies geschieht mit
Aufgaben, welchen den Umgang erklaren und Problematiken
aufzeigen.
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= Gaps ClustalW2 is a general purpose multiple sequence alignment program for DNA or proteins. It produces

biologically meaningful multiple sequence alignments of divergent sequences. It calculates the best match for Genome search
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Many genomes have been sequenced during the last two decades. The overwhelming amount of data is clustered on the internet. You just
have to find them. As first step in annotating the genome sequence the shutgun fragments have to be put in right order. Meaning so that the
sequence pieces fit together forming one single piece of DNA. This piece of DNA is then taken as template to search for open reading frames
so called " ORF".

In your directory you will find 12 pieces of DNA fragments from a random sequenced genome using the shut gun method.
1A Please make a contig of this sequence?

] 1B Are there any gaps in the sequence. Do you think that the missing parts are essential. If yes how can we obtain that sequence?
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