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Yutaka Adachi and others. Gene pools in the Great Lakes-- part 2. Alda, Vittorio. Whimbrel. Focused search through a genome. If an unknown sequence is available, its hybridization with a known sequence should help in the discovery of the unknown sequence. For technical details on this and all steps in the DNA isolation process, see our DNA extraction and isolation procedure. Results were
similar to those reported in the study by Dunwoodie et al. Often, a number of contigs were found which are greater than the expected size of the completed sequence. For example, for chromosome 11 the estimated size was 22 Mb, but the BAC clone identified by hybridization covered 23.3 Mb. When several such clones were available, a consistent order for the clones was chosen to avoid assembly
artifacts. The order is defined by the leftmost BAC end and the rightmost BAC end identified by hybridization. No single region is larger than the total span of sequence covered by all clones. Single copy sequences from each of the contigs were aligned to each other and to the consensus sequence in the regions that do not have repeats or gaps. These sequences were trimmed from the contig consensus
sequence using SeqClean. Contigs that were not assembled successfully, which means that their order was not determined, were not aligned. This is expected for sequences found by PCR and for sequences from BACs which are either not available in the public database or not determined completely. No sequence was added to the contig consensus after aligning the single copy sequences, because the
definition of the contig consensus already included all sequence within the contig consensus. The order of single copy sequences within each contig and the size of contigs were determined using a modification of the consensus assembly program. Similarity searches of the BAC end sequences to other sequenced genomes were performed using BLASTN and BLASTX. All of the BAC end sequences
were aligned to the canine genome and the alignment was trimmed using SeqClean. SeqClean was used to trim sequences which were not aligned to the reference genome. In addition, a Phred quality score of 20 or greater was required for each position in the alignments. Average quality of alignment was given by Phred quality score for each alignment. If Phred quality score for all aligned positions in
the alignment was higher than 20, then average quality of the alignment was given by the minimum Phred score of all aligned positions in the alignment. 82157476af
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