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Analysis of Sequences from NMR-based set of soluble tails

Global statistics
Number of sequences: 361

Total number of residues: 10078
Smallest sequence: 15 residues

Largest: 108 residues
Average sequence length: 27.9 residues

Figure S1: Sequence length distribution for our database.

Figure S2: Amino acids composition for all the sequences contained in our database.
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Figure S3: Relative amino acids composition for all the sequences contained in our database
relative to background composition, generated using esl-seqstat from HMMER (1,2).
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