


Phylomers as Structural Leads
Phylomers can be used as a starting point for structural
modelling based on secondary/tertiary structure prediction

Figure A8. Phylomers as a Bioinformatic Resource

ylomers as a

ts (228), Expect = TJe-l
/46 (97%), Positives = 45/4

HHHHHCC
HHHHHHH

Page 38



Figure A9.

Evidence for Stuctural Diversity of Phylomers using

Circular Dichroism
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