Vinther Morant et al., Figure 7 Alignment
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Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250
Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series
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ClustalX 1.83
Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250
Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series
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ClustalX 1.83
Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250

Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series
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ClustalX 1.83
Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250
Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series
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Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250
Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series
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ClustalX 1.83
Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250
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Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series
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ClustalX 1.83
Pairwise Settings — Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250
Multiple Alignment Settings — Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series



