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Alignment score 30009
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Alignment file
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Your input file
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clustalw-20050127-10461244.output
clustalw-20050127-10461244.aln
clustalw-20050127-10461244.dnd
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To save a result file right-click the file link in the above table and choose "Save Target As".
If you cannot see the JalView button, reload the page and check your browser settings to enable Java Applets.
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SeqA Name Len(aa) SegB Name Len(aa) Score
1 dlg_CG1725-PH 970 2 Sap97_dlghl 905 51
1 dlg_CG1725-PH 970 3 chapsyn-110_dlgh2 839 50
1 dlg_CG1725-PH 970 4 Sapl02_dlgh3 849 48
1 dlg_CG1725-PH 970 5 PSD-95_dlgh4 721 54
2 Sap97_dlghl 905 3 chapsyn-110_dlgh2 839 70
2 Sap97_dlghl 905 4 Sapl102_dlgh3 849 64
2 Sap97_dlghl 905 5 PSD-95_dlgh4 721 74
3 chapsyn-110_dlgh2 839 4 Sapl02_dlgh3 849 64
3 chapsyn-110_dlgh2 839 5 PSD-95_dlgh4 721 70
4 5 721 66

Sapl02_dlgh3

849 PSD-95_dlgh4
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PLEASE NOTE: Some scores may be missing from the above table if the alignment was done using multiple CPU mode. Please check the output.
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CLUSTAL W (1.82) multiple sequence alignment
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Guide Tree
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dlg_CG1725-PH:0.31783,
Sapl02_dlgh3:0.19218)
:0.01411,
chapsyn-110_dlgh2:0.15579)
:0.01161,
Sap97_dlghl:0.13218,
PSD-95_dlgh4:0.12163);

Phylogram
dig_CG1725-PH: 0.31783
—|_| Sap102_digh3: 0.19218
chapsyn-110_digh2:0.15579
Sap97_digh1:0.13218
PSD-95_digh4:0.12163
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Right-click on the above tree to see display options.
Problems printing ? Read how to print a Phylogram or Cladogram.
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