A look at the methods and algorithms
used to predict protein structure

%”un:n.,&;". knowledge of the function and structure of prateins is critical for the advancement of
,'{ hintogy and the life sciences as well as the developrment of better drugs; higheryvield crops, and
evpn wvrthielic bio-uels To that end, this reference sheids i!:;|'|Tf.l'1. the methods used for pridein siruciine
prociction and reveals the key applications of maodeled structires. This indispensatsle sk cowers
the applications of modeled protein structures and uiravels the relationship between pure seguence
information and three-dimensional structure, which contindies to be dne of the griatest challenges in

molecular biology.

With this resource, readers will find an all-encompassing examination of the problems, methods)
berials, seevers databases, and applications of protein struciure prediction and they will acquire dnigue
insighit ol the future applications of the modeled protein structures: The Book begins with a ihratiah
tion problem and is divided into four themes:a backgrotnd

pntrcluction 1o the protein structuee e
stricture prodiction, the plediction of structural edeméents, testiary structure ;1'L'L|:ktirll‘, and fundtional

i those tour sections, the following topics arc coversd:

i:|,~ip1||l-. Wi

s [darabases and resources that are commonly used for protein strocture prediction

Fhe structure prodiction lagship assessmont (CASF and the protein structure initiative (P51

Prefipitions of recurring substructures and the comgatational APProacnes useseh Tor *-|||'.-i|'|j1
seqquience problems
Difficulties with contact map prediction and how sophisticated machine learming methods

can solve those prishlems

Structre prediction methods that relv on homology modeling, threading, and fragment assembly

Hybrid methods that achieve high-resolution protein strictures
Farts of the |'|"."|:rl||'. shrucere that may ne Conse wvied] and psed tooanleract with: ather biomoleculas

How the foop prediction problem can be used for reflinement of the modeled siruciures
s The dompitational mindel that detacts the differences ietveoon protein structure and its

madeted mutant

Whether working in the field of bicinformatics or molecular biology rescarch or taking courses in priobeir

modeling; feaders w Il find the content in this book ivaluable.
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