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The original results generated within BIAPSS web platform for FUS (UniProt identifier:
P35637)

1.1 Entry Summary and Annotation web app: https://biapss.chem.iastate.edu/single _seg.html
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https://biapss.chem.iastate.edu/single_seq.html

1.2 Sequence Complexity & Composition web app:

https://biapss.chem.iastate.edu/single seg.html#complexity
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1.3 Patterns of Chemical Decoration web app: https:/biapss.chem.iastate.edu/single_seq.html#pattern
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1.4 Domains, Motifs, Repeats web app: https://biapss.chem.iastate.edu/single_seq.html#motifs
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1.5 Sequence Conservation web app: https://biapss.chem.iastate.edu/single_seq.html#conservation
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1.6 The Secondary Structure web app: https://biapss.chem.iastate.edu/single_seq.html#secstruct
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1.7 The Solvent Accessibility web app: https://biapss.chem.iastate.edu/single_seq.html#solventacc
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1.8 The Structural Disorder web app: https://biapss.chem.iastate.edu/single_seq.html#disorder
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1.9 Contact Map web app: https://biapss.chem.iastate.edu/single_seq.html#contacts
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