CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly ==t to Protein

Sequence format
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Sequence 1: Climicola 243 aa
Sequence 2: Ctepidum 244 aa
Sequence 3 Dicty 265 aa

Start of Pairvi=e alignments

Aligning. . .
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Sequences (1:3)
Sequences (2:3)
Guide tree file
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Aligned. Score: 18
created: [clu=stalw.dnd]

There are ¢ groups
Start of Hultiple Alignment

Aligning. ..
Group 1. Sequences: 2 Score: 3698
Group 2 Delayed

Alignment Score
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CLUSTAL-Alignment file created [clustalw.aln]
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